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(UCBSV) have no HC-Pro but a duplicated P1 that shares some biological properties with HC-Pro despite a lack of the HC-Pro functional domains [START_REF] Dombrovsky | Ipomovirus -an atypical genus in the family Potyviridae transmitted by whiteflies[END_REF]. CBSV and UCBSV differ from CVYV and SqVYV by an additional Maf/Ham1-like domain [START_REF] Dombrovsky | Ipomovirus -an atypical genus in the family Potyviridae transmitted by whiteflies[END_REF]. CVYV is emerging in the Mediterranean Basin [START_REF] Lecoq | Viruses of cucurbit crops in the mediterranean region: an everchanging picture[END_REF], whereas SqVYV is present in Florida, California, Puerto Rico and Guatemala [START_REF] Adkins | Identification and characterization of a novel whitefly-transmitted member of the family Potyviridae isolated from cucurbits in Florida[END_REF], and has been recently described in Israel [START_REF] Reingold | Watermelon Fruit Rot Disease in Israel is Caused by a Distinct Squash vein yellowing virus (SqVYV) Strain[END_REF].

A wild sample of the cucurbit Coccinia grandis, sample Su12-25 showing a mild mottle was collected near Singa (Sennar State, Sudan) in December 2012. After mechanical inoculation to zucchini squash (Cucurbita pepo), plants displayed severe vein clearing, curling and stunting. Electron microscopy revealed filamentous flexuous particles and pinwheels, suggesting the presence of a potyvirid. A 2.1 kb fragment was amplified with potyvirid primers [START_REF] Gibbs | A primer pair for amplifying part of the genome of all potyvirids by RT-PCR[END_REF] showing 71% and 64% nt identity with CVYV and SqVYV, respectively. To get a full-length sequence, total RNA from an infected zucchini squash was extracted using TRI-reagent (Cincinnati, OH). Small RNAs of 21-24 nt were purified on polyacrylamide gel by Fasteris (Switzerland) and sequenced by Illumina HiSeq. The fragments were assembled with CLC Genomics Workbench 7 (CLC Bio, Aarhus, Denmark) either de novo or using CVYV as a template. Alignment on CVYV genome yielded two contigs of 573 nt and 8747nt, with a gap in the P1a-P1b coding region. The missing fragment was obtained by Sanger sequencing following RT-PCR amplification. The complete sequence was deposited into Genbank (accession KU935732)

The full-length sequence of Su12-25 was 9767 nt. Genomic organization was similar to CVYV and SqVYV, with a deduced polyprotein of 3145 aa containing P1a, P1b and P3N-PIPO. Compared to CVYV and SqVYV, Su12-25 presents an extra initiation codon at position 15 in its 5' extremity. This 15AUG, in a poor context for translation initiation, is probably not efficiently recognized [START_REF] Simon-Buela | Cap-independent leaky scanning as the mechanism of translation initiation of a plant viral genomic RNA[END_REF]. Su12-25 shared 68% nt (71% aa) sequence identity with CVYV, and 59-60% nt identity (55% aa) with SqVYV, CBSV and UCBSV. Amino acid sequence identity with the HC-containing ipomoviruses SPMMV and ToMMV was less than 40% (Figure 1). The highest identity with CVYV was in the CI (77% nt and 88% aa identity), NIb (74% nt, 88% aa) and CP (71% nt, 80% aa). Identity between Su12-25 and CVYV isolates in the whole genome or in different coding regions was similar or lower to the identity between the ipomovirus species CBSV and UCBSV [START_REF] Winter | Analysis of cassava brown streak viruses reveals the presence of distinct virus species causing cassava brown streak disease in East Africa[END_REF]. As for CBSV and UCBSV, the CP aa sequence identity of Su12-25 and CVYV is at the threshold for species demarcation (80%) [START_REF] Adams | Molecular criteria for genus and species discrimination within the family Potyviridae[END_REF]. Based on the criteria accepted for potyvirid taxonomy [START_REF] Adams | Molecular criteria for genus and species discrimination within the family Potyviridae[END_REF], Su12-25 belongs to a distinct ipomovirus species tentatively named coccinia mottle virus (CocMoV). (91.5% aa identity) in the partial NIb-CP coding region. The divergence between these isolates is greater than between isolates of CVYV [START_REF] Velasco | Genetic variation and evolutionary forces shaping Cucumber vein yellowing virus populations: risk of emergence of virulent isolates in Europe[END_REF] or SqVYV [START_REF] Webster | Low genetic diversity of Squash vein yellowing virus in wild and cultivated cucurbits in the U.S. suggests a recent introduction[END_REF] but is similar to that between "eggplant" (TomMMoV-IL) and "tomato" isolates of TomMMoV [START_REF] Dombrovsky | Ipomovirus -an atypical genus in the family Potyviridae transmitted by whiteflies[END_REF].

Our results suggest that CocMoV is a novel ipomovirus, maintained at a low incidence in the perennial C. grandis. CocMoV does not appear to have induced any epidemics in crops. This could be related to a low transmissibility of CocMoV by local B.tabaci genotypes or to a low incidence of virus sources. However, CocMoV causes severe symptoms in experimentally inoculated cultivated cucurbits in greenhouse conditions. This demonstrates the importance of wild plants for the maintenance of viruses that may emerge in cultivated crops if more favorable dissemination conditions occur.
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  vein yellowing virus (CVYV) emerging throughout the Mediterranean Basin, and Squash vein yellowing virus (SqVYV) described in America and Caribbean Basin, and more recently in Israel. In this work, an ipomovirus different from CVYV and SqVYV, tentatively named coccinia mottle virus (CocMoV) was detected in a sample of the cucurbit Coccinia grandis collected in central Sudan in 2012. Sequence identity in nt was 68% with CVYV, 59-60% with SqVYV, cassava brown streak and Ugandan cassava brown streak viruses, and less than 50% with other Potyviridae. Preliminary biological and epidemiological studies indicate that CocMoV has a narrow natural host range and a low prevalence. More than 60 different viruses infect cucurbits worldwide. Two species, Cucumber vein yellowing virus (CVYV), and Squash vein yellowing virus (SqVYV) belong to genus Ipomovirus containing whitefly-transmitted members of family Potyviridae. Three groups of ipomoviruses are defined based on their genomic properties. Like the aphid-transmitted potyviruses, Sweetpotato mild mottle virus (SPMMV) and Tomato mild mottle virus (TomMMoV) have a HC-Pro between the P1 and P3 coding regions. CVYV, SqVYV, Cassava brown streak virus (CBSV) and Ugandan cassava brown streak virus

  Su12-25 was used to mechanically inoculate C. grandis, zucchini squash, melon and cucumber and 12 non-cucurbit hosts: Nicotiana benthamiana, N. clevelandii, N. tabacum cv. Xanthi, N. glutinosa, Solanum lycopersicum, Capsicum annuum, Petunia hybrida, Pisum sativum, Phaseolus vulgaris, Zinnia elegans, Chenopodium amaranticolor and C. quinoa. C. grandis leaves developed a mild mottle while zucchini squash, melon and cucumber displayed severe vein clearing and stunting and were positive in RT-PCR with specific primers (see below).No symptoms were observed and no virus was detected in the 12 non-cucurbit hosts. Su12-25 was transmitted by the Mediterranean (formerly: Q) biotype of Bemisia tabaci but not by the aphid Myzus persicae (data not shown).A primer pair was designed based on the complete sequence of Su12-25: Su12-25-NIb-5' (5-nt fragment in the NIb-CP coding region. Primer specificity was checked by RT-PCR with RNA from Su12-25 and CVYV. The presence of CocMoV was tested in 293 samples collected in Central Sudan between 1992 and 2012 and stored as frozen plant extracts(Lecoq and Desbiez, unpublished). Besides Su12-25, only one sample was positive, isolate Su96-13 sampled in 1996 in the same area as Su12-25 and also from a plant of Coccinia sp. Both isolates shared 83% nt identity
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 1 Figure 1 : Distance tree based on the polyprotein sequences of 6 ipomovirus species and CocMoV. The scale bar represents a genetic distance of 0.2. Bootstrap values (n=500 bootstraps) above 70% are indicated for each node. Accession numbers and geographic origin of the isolates are indicated on the tree. CBSV : Cassava brown streak virus ; CocMoV : coccinia mottle virus ; CVYV : Cucumber vein yellowing virus ;SqVYV : Squash vein yellowing virus ; SPMMV : Sweetpotato mild mottle virus ; TomMMoV : Tomato mild mottle virus ; UCBSV : Ugandan cassava brown streak virus