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Abstract
Targeted sequence capture is a promising technology which helps reduce costs for

sequencing and genotyping numerous genomic regions in large sets of individuals. Bait

sequences are designed to capture specific alleles previously discovered in parents or ref-

erence populations. We studied a set of 135 RILs originating from a cross between an

emmer cultivar (Dic2) and a recent durum elite cultivar (Silur). Six thousand sequence baits

were designed to target Dic2 vs. Silur polymorphisms discovered in a previous RNAseq

study. These baits were exposed to genomic DNA of the RIL population. Eighty percent of

the targeted SNPs were recovered, 65% of which were of high quality and coverage. The

final high density genetic map consisted of more than 3,000 markers, whose genetic and

physical mapping were consistent with those obtained with large arrays.

Introduction
Wheat (Triticum spp.) is one of the most widely grown food grain crops in the world and pro-
vides about a fifth of the calories consumed by humans (FAO, http://faostat3.fao.org/home/E).
Durum wheat [Triticum turgidum (L.) subsp. turgidum (L.) convar. durum (Desf.)] accounts
for about 10% of the total global wheat production (World Grain Statistic, www.igc.int). It is a
minor crop compared to bread wheat, which is the focus of considerable efforts with regard to
breeding new high performance cultivars, genomic investigations and resource developments.
In this respect, new omics resources developed under the umbrella of the International Wheat
Genome Sequencing Initiative (IWGSC) represents a major input for all Triticeae genomic
approaches [1]. Durum wheat (Triticum turgidum subsp. durum) is a modern representative of
a group of allotetraploid subspecies (Triticum turgidum subsp.) that were domesticated from
the wild T. turgidum dicoccoides [2,3]. It is closely related to bread wheat (Triticum aestivum
L.), which arose via spontaneous interspecific hybridization between a domesticated T.
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turgidum spp. form (AB genomes, 2n = 4x = 28) and the wild diploid Ae. tauschii (D genome,
2n = 14) [4,5].

As durum wheat and bread wheat share two closely related genomes, molecular tools and
basic research are mostly focused on bread wheat and are secondarily used for durum wheat
breeding [6]. Molecular tools are now crucial for rapid and efficient breeding [7], so genotyping
tools are constantly studied and being improved. Numerous durum wheat genetic maps have
already been developed as described below. The number and type of markers used to build
these genetic maps have both evolved rapidly over the last decades. The first genetic maps have
been built with a few hundred loci based on restriction fragment length polymorphism (RFLP)
markers or amplified fragment length polymorphism (AFLP) markers [8,9], In the early 2000s,
the development of PCR markers such as SSRs, EST-SSRs, or DArTs [9–13] led to an increase
in molecular resources while streamlining protocols. These new resources, which are often
developed for the most important economic species (e.g. bread wheat), have therefore facili-
tated genotyping of secondary crops such as tetraploid wheat. Map resolution has thus been
improved [10,13–15], while facilitating the delimitation of chromosome regions involved in
the control of agronomical traits [16], and relevant comparisons of local recombination rates
have been published [17]. Moreover, bridging information from different single cross maps has
allowed high density consensus maps to be built based on several thousand markers. These
have improved genome coverage, proposed a validation of marker ordering, and reduced large
gaps due partly to the absence of polymorphism between parents [18–20].

Single nuclear polymorphisms (SNPs) in coding and noncoding sequences have recently
become favorable markers for building high-density genetic maps thanks for their high abun-
dance in the genome [16,21]. Rapid advances in sequencing capabilities and dramatic cost
reductions have facilitated genome-wide discovery of SNPs, even for polyploid species such as
wheat [22]. The reduction of genomic complexity via techniques such as RNAseq sequencing
can help generate large SNP databases for bread wheat [23] and durum wheat [24]. These tech-
niques can also be used for designing large-scale DNAmicroarrays for wheat [25] or for geno-
typing by sequencing [24]. But few specific durum wheat tools are currently available. For
example, although durum wheat polymorphisms have been used on the recent wheat 90K iSe-
lect array http://wheatgenomics.plantpath.ksu.edu), most polymorphisms were of bread wheat
origin [6]. Nevertheless, such arrays can only reveal polymorphisms documented on large pan-
els encompassing broad temporal (old and elite cultivars) and geographical diversity. When
used on durum wheat, they generated good results for building maps, but few studies have
dealt with elite x elite crosses [26]. Moreover, as such arrays are primarily focused on genotyp-
ing elite material, they may lack some polymorphisms specific to wild and ancient germplasm,
such as the wild T. turgidum subsp. Lastly, this technology is remarkably cost efficient per data
point for projects requiring a high number of polymorphisms, such as GWAS studies, but it
remains expensive for genetic mapping, diversity surveys or genomic prediction programs
when interesting SNPs have been identified. Medium throughput technology built on parental
specific polymorphism may represent a valuable alternative to high throughput microarrays
for several applications.

Array uses fluorescent technology, which also limits data interpretation, especially in a poly-
ploid context with closely related sequences, like homeologous genes, where intralocus hetero-
zygous states can be easily confused with interlocus divergence. Genotyping by sequencing
thus appears to be a promising alternative and could be used even for de novo genotyping of
large populations at low cost [27]. A first set of technologies is based on an efficient method
involving genome complexity reduction combined with multiplex sequencing. Restriction
associated DNA tagging (RAD) [28], Genotyping-by-sequencing (GBS) [29] or double diges-
tion RAD (ddRAD) [27] target the genomic sequence flanking restriction enzyme sites to
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produce a reduced representation of the genome. However, GBS does not enable targeting of
specific sequences in the genome and always encounters difficulties when dealing with complex
polyploid genomes such as durum wheat presenting homeologous loci and many repetitive
sequences [30].

Sequencing transcribed portions of the genome using RNA extracted from standardized tis-
sues (RNAseq) is also a good alternative since the transcribed gene-coding regions represent
only one to two percent of the whole genome [31]. Genotyping by sequencing large popula-
tions using RNAseq is feasible but, unfortunately, transcriptomic libraries are more costly than
genomic libraries and this method leads to a high rate of missing data due to the presence of
low expressed genes and the dependence of some gene expression on specific tissue or environ-
mental conditions [24].

Whole exome capture [32,33] was shown to be an effective strategy to reduce genome com-
plexity. It paves the way to genotyping by sequencing of complex genomes [22] and to discov-
ering a tremendous number of gene polymorphisms. This approach requires a good reference
genome to map the reads properly, enabling a proper calling of allelic intralocus variations,
exploiting the divergence between homeologous gene copies [22]. This approach is now possi-
ble since large resources are available for wheat genome [1], in addition to the durum wheat
transcriptome [24]. Whole exome capture (WEC) is a very powerful approach but is still costly
when coverage of the whole genome is not needed.

In this case, reducing the number of captures to a small set of targeted polymorphisms is an
efficient ad hoc genome reduction technique, notably in cases where polymorphisms have
already been identified in a set of parental lines. Baits are synthesized from a documented set of
SNPs and hybridized to genomic DNA for capturing relevant homologous fragments that are
subsequently sequenced. Baits would also capture fragments highly homeologous and/or para-
logous to the targeted sequence. The resulting reads could be nevertheless assigned properly
and could permit the disclosure of untargeted SNPs.

Specific capture ensures that the population will be polymorphic at most targeted positions,
once a given sequencing error level is accepted. Deep sequencing of relatively few targets
(~5000) should also ensure a good coverage of those targeted loci, thus reducing the risk of
missing data. This technique appears to be especially well adapted for the construction of dense
genetic maps since the bait design can maximize the number of targeted contigs, as sequencing
will reveal all SNPs in the contig area for which the bait has been designed. Targeting specific
loci permits spreading of future markers along chromosomes, thus maximizing the detection
of recombination events, which is a desirable feature for genetic map building. The density of
the bait design can be very easily adapted in regions of interest (e.g. higher density nearby
known QTL). Finally, sequence knowledge around an SNP eases the design of competitive
allele-specific PCR markers (KASPar) (http://www.kbioscience.co.uk), which are attractive,
cost effective and easy to use markers for breeders in routine breeding programs [34,35].

Here we report results of sequencing fragments captured with specific allelic baits applied
on a durum wheat bi-parental segregating RIL population. The bait design is precisely
described. We analyzed the capture efficiency and identified some caveats inducing the capture
of off-target repetitive microsatellite sequences likely due to a daisy chain effect [36].

Genotyping by sequencing data has been successfully used to build a high density genetic
map comparable to recently published maps using the 90K iSelect array. Marker positions are
very consistent with those provided by the International Wheat Genome Sequencing Consor-
tium (IWGSC, http://www.wheatgenome.org) on the bread wheat reference [1,37]. Some spe-
cific features are discussed as well as the advantages of this genotyping by capture approach.
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Material
The Dic2 x Silurmapping population (DS) used in this study consisted of 135 F6 recombinant
inbreed lines (RILs) derived from a cross between an emmer wheat accession (Triticum turgi-
dum ssp dicoccum) named Dic2 and the durum elite Silur variety.

A durum wheat de novo assembly of the transcriptome (DWr) composed of 80,691 contigs
was available from a past study [38] (S1 File). Briefly, RNAs of 172 lines of an Evolutionary
Pre-breeding pOpulation (EPO) were sequenced and assembled. Homeosplitter software
(http://bioweb.supagro.inra.fr/homeoSplitter) was applied on this de novo assembly to unravel
homeologous copies that were initially erroneously merged in a single chimeric contig [38].
Read alignments on this reference led to 84,710 high quality SNPs [24].

Transcripts of the bread wheat chromosome survey sequence for cv. Chinese Spring (BWr)
generated by IWGSC and provided by the Ensembl database (http://plants.ensembl.org/
Triticum_aestivum) was used here for comparison purposes [1,37]. All BWr contigs were
attributed to a specific chromosome. The physical positions for chromosome 3B are available
[39] and proxies for physical positions within other chromosomes were estimated using popu-
lation sequencing (POPSEQ) data generated by Chapman et al. [40] (Ensembl release 28). An
alternative estimation of the genetic positions of these contigs is also available from the
IWGSC genome zipper [37].

DWr contigs were blasted against BWr. It gave us a putative assignment of DWr contigs to
bread wheat chromosomes and provided putative physical [40] and putative genetic positions
[37] of the DWr contigs and consequently of the carried SNPs.

Method

Initial polymorphism detection
RNA was extracted and purified for the two parents of the DS population and 18,899 SNPs
were detected using the protocol of [24]. In brief, sequencing was carried out using the Illumina
mRNA-Seq paired-end indexed protocol on an HiSeq2000. Thirty-eight and 41 million read
pairs were produced for Dic2 and Silur (resp.) and preprocessed with Cutadapt [41] to remove
adaptor sequences, trim read extremities with low quality scores (parameter -q 20) and keep
reads with a minimum length of 35 bp. We first mapped the cleaned reads on DWr using
BWA [42] while allowing 3 errors (-n 3 in the aln step). We then used Picard tools (http://
broadinstitute.github.io/picard/) to remove PCR and optical duplicates [43]. Remaining
unmapped reads (23 million [64%] and 15 million [39%] for Dic2 and Silur resp.) were then
mapped on BWr using the same protocol, thus allowing us to map 3 and 2 million reads,
respectively. Reads2SNP [44] was used for the genotype calling (Fis value = 0.8). Genotypes
called with less than 10 reads or a read2SNP probability of below 99% were considered as miss-
ing data. Polymorphism was considered reliable only when both parents were homozygous,
leading to 17,543 SNPs on DWr, and 1,356 additional on BWr (Table 1).

Bait design
Baits are 120 bp long sequences surrounding a targeted SNP. They were designed on single
exons since baits spreading over multiple exons would not have complementary matches on
the genome and would thus not efficiently capture the targeted sequence. Exon frontiers avail-
able from the BWr annotation [1] were used to annotate regions of interest for SNPs detected
in DWr using a blast followed by exonerate via the TriAnnot pipeline [45]. Exon frontiers were
detected for 59,922 of the DWr contigs (74%).
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We considered only SNPs located in exons longer than 120 bp to be able to design single
exon baits and we targeted only one SNP per contig to minimize the target redundancy. This
strong filter reduced the number of targeted SNPs from 18,899 to 4,352. To complete this set of
specific Dic2 x Silur polymorphisms, 1,888 supplementary SNPs were chosen within the EPO
dataset, with the same quality filters. This brought the total number of SNPs and consequently
the number of contigs targeted in this study to 6,240.

Different bait design strategies were used. SNPs were targeted using two or four baits. As the
first 3,625 SNPs were located in exons longer than 200 bp, four baits were designed for each:
two centered on the targeted SNP, and two on its 5’ and 3’ flanking regions, hence targeting a
total of 200 bp around the SNP (type 1). A second set of 508 SNPs also located in exons longer
than 200 bp were targeted by two shifted baits only (type 2). The 2107 remaining SNPs were
located in exons between 120 and 200 bp and targeted by two aligned baits (Type 3) (Fig 1).
For each SNP, both Dic2 and Silur alleles were used for probe design. The resulting 20,000 bait
sequences were synthesized by MyBaits (http://www.mycroarray.com).

Capture protocol
Briefly, for each member of the DS population, total DNA was extracted from fresh young
leaves with the Chemagic DNA Plant Kit (Perkin Elmer). Library preparation for multiplexed
individuals was done according to the protocol published by Rohland et al. [46]. Enrichment
by capture is done with biotinylated RNA probes (120 mers) according to the manufacturer’s
(MYBaits) protocol on pools of 48 barcoded genomic libraries (S2 File).

SNP calling on captured sequences
Captured DNA was sequenced on an Illumina HiSeq3000, which gave paired reads of about
150 bp each. Reads were preprocessed and cleaned according to the protocol used for initial
polymorphism detection. Mapping and genotype calling were done using whole DWr and tar-
geted BWr contigs.

For targeted SNPs, as we were confident that polymorphism did exist, genotype calling was
accepted with as few as two reads per individual. Recovered SNPs constituted the expected
recovered SNP dataset (ER-SNP). Read2SNP identified new SNPs in loci homeologous or para-
logous to the targeted one. A threshold of four reads per individual was used to call a genotype
for these untargeted SNPs. These SNPs were likely in low expressed genes and were thus not
detected in the preliminary transcriptomic analysis of the DS population parents. They
accounted for the bonus SNP dataset (bonus SNP) that complemented the ER-SNP.

Finally, all SNPs were filtered according to three criteria so as to keep only highly reliable
SNPs: i) a low number of heterozygotes controlled by an Fis value above 0.8, as 1.5%

Table 1. Polymorphisms available for bait design.

Available RNASeq SNPs from Number

Dic2 x Silur

SNPs on DWr 17,543

SNPs on BWr 1,356

SNPs available (total) 18,899

SNPs targeted by baits 4,352

EPO

SNPs available (total) 84,710

SNPs targeted by baits 1,888

doi:10.1371/journal.pone.0154609.t001
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heterozygosity was expected after six successive selfing generations ii) at least 100 out of the
135 available RILs genotyped, and iii) balanced frequencies with a minimum expected hetero-
zygosity (Nei’s He, [47]) of 0.34 so as to avoid segregation distortion, which is undesirable for
genetic map building. This cleaning process led to the ER-clean-SNP and bonus-clean-SNP
dataset.

Map construction
All ER-clean-SNPs were used for the genetic map. Only one bonus SNP per contig on non-tar-
geted DWr contigs was kept to avoid redundancy of genetic markers known to have strong
DLs. Themrkmerges function of Carthagene [48] was used to merge all markers whose
observed genotypes on all individuals were redundant. Initial linkage groups (LGs) were assem-
bled using a LOD score� 7 and a maximum two-point distance of 0.14. LGs were attributed to
one of the 14 chromosomes according to the putative assignment (obtained by blast on BWr)

Fig 1. Description of the bait design.Orange lines represent the durum wheat genome, with the targeted SNP in brackets. Bait sequences are
represented in grey. The number of SNPs targeted by each type of bait is specified.

doi:10.1371/journal.pone.0154609.g001
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of the majority of the SNPs of any given LG. Finally, the order and distance of markers within
chromosomes were determined using the build, annealing, greedy and flips algorithms pro-
posed by Carthagene. Markers of LGs attributed to the same chromosome were pooled for this
final step.

In a second step, 249 additional SNPs for which the number of genotyped RILs was between
50 and 99 were positioned. The method is described in the S3 File and their position is given
on the genetic map (S4 File).

To confirm the quality of the map, marker assignment to LGs were compared with putative
assignment coming from BWr. Their orders and genetic positions on the genetic map were
compared with putative physical and genetic positions in BWr. Spearman’s rank correlation
coefficients were calculated on a per-chromosome basis.

For each chromosome, a third order polynomial regression was fitted between genetic and
putative physical positions. This allowed us to identify SNPs whose predicted physical posi-
tions and mapped positions on DS were not consistent. Markers outside the 95% confidence
interval of the model—although kept for further analysis—were tagged as outliers.

Results

Capture efficiency and SNP genotyping
Amean of 2.8 million (min: 0.4 M, max: 5.8 M) reads per sample was obtained. The cleaning
step resulted in 2.5 million usable reads per sample on average (min: 0.3 M, max: 5.5 M), with
an average of 0.3 million orphan reads.

Read mapping revealed a high degree of on-target enrichment efficiency for all accessions.
Indeed, on average, 86% of the reads were mapped on DWr, which denoted a low degree of
hybridization between baits and off-target DNA.

However, a high number of reads were accumulated on some microsatellite-like regions
within contigs that were not carrying baits and 20 DWr contigs accounted for more than 42%
of the total number of mapped reads. This phenomenon was due to the presence of microsatel-
lite-like regions nearby the SNP targeted in these contigs, thus capturing thousands of small
reads containing repetitive elements.

This means that some of our baits may have captured genomic fragments carrying microsat-
ellites, even though none of our baits could have been considered as a “true”microsatellite.
Close inspection of our baits revealed that very few of them (96) were carrying a 7-mer of dinu-
cleotide repeated element or a 5-mer of trinucleotide repeated element.

Direct capture of long stretches of repetitive DNA such as microsatellite patterns by the
baits seemed unlikely. The fact that we did not detect any other strongly repeated sequence in
our reads suggests that the corresponding fragments were indeed captured primarily by our
baits but successively amplified by a daisy-chain effect on non-targeted microsatellite capture.
The daisy-chaining principle was first introduced in a cross hybridization context that used a
standard adapter at the ends of each fragment of the genomic library. Blocking oligonucleotides
must be used during the hybridization phase of the adapters to avoid these unexpected techni-
cal captures and reduce the adapter size [36,46]. We believe that in our case, we initiated a
genomic daisy-chaining process among the multitude of wheat DNA fragments carrying
microsatellite sequences. Although we could not be certain that we identified the “guilty” baits,
we removed them from the bait database provided in the supporting information (S5 File).
Using a blocking agent made of identified microsatellites might also reduce this daisy-chain
effect and improve the target capture efficiency.

GBC to Build a High-Density Genetic Map of DurumWheat

PLOS ONE | DOI:10.1371/journal.pone.0154609 May 12, 2016 7 / 20



This huge presence of repetitive elements did not prevent capture of the targeted SNPs.
Indeed, only 6% of the targeted positions were not covered at all. The median number of reads
received per targeted contig per individual was 11.4.

Among the 6,240 targeted loci, 5,301 were thus recovered, but 768 of them designed on
EPO were found to be monomorphic between Dic2 and Silur (Table 2). A hundred and sixty
(160 / 6,240) targeted SNPs only presented heterozygous individuals and were discarded. The
remaining 4,373 ER-SNPs were then filtered according to their (> 0.8) Fis and (> 0.34) Nei’s
He threshold, thus leaving 3,292 SNPs. From this set, 2,822 SNPs were genotyped for more
than 100 individuals. These SNPs made up the ER-clean-SNP dataset. Finally, 45% of the total
targeted SNPs were recovered. This success ratio would be as high as 65% if only polymorphic
targeted SNPs based on Dic2 x Silur parents are considered.

Many bonus SNPs were detected on positions that were not targeted by the baits. We identi-
fied 2,305 new SNPs passing the quality threshold filters. 895 (39%) of them belonged to tar-
geted contigs and were thus discarded to avoid redundancy due to high linkage disequilibrium.
The remaining 1,410 SNPs belonged to contigs homeologous or paralogous to the targeted
ones (e.g. Fig 2). As for other contigs, only one SNP was kept per contig, leading to 968 clean
bonus SNPs for the genetic map.

Effect of the bait type
Three bait designs were tested. As expected, loci targeted using four baits (type 1) were about
twofold more sequenced than those targeted using only two baits (bait types 2 and 3), which
was consistent with the stoichiometric expectations. This variation in the average locus cover-
age, i.e. 8.53 reads (bait design 2), 9.02 (bait design 3) and 16.54 (bait design 1), had little
impact on the proportion of ER-SNPs (ranging from 69.7 to 70.1%), but significantly impacted
the average number of available genotypes per SNP (137.2 for type 1, 121.1 and 116.7 for types
2 and 3 resp.). The probability of an SNP passing the quality filter was thus impacted by the
number of baits designed on one SNP: ~0.4 for two baits per SNP vs ~0.5 for four baits per
SNP.

Table 2. Efficiency of the genotyping by capture protocol.

SNP recovery

Number of targeted SNPs 6,240

Not recovered SNP (30%)

Not captured 939 (15%)

Captured but monomorphic 768 (12%)

Heterozygote state only 160 (3%)

Recovered SNP (70%)

OR-SNPs 4,373 (70%)

OR-clean SNPs (targeted and clean) (1) 2,822 (45%)
Bonus SNPs

Clean bonus SNPs (2) 2,305

On untargeted contig 1,410

Keeping only one SNP per contig (3) 968

Total usable SNPs

Clean SNPs available (1+2) 5,127

SNP used for the genetic map (one per contig) (1+3) 3,790

doi:10.1371/journal.pone.0154609.t002
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Genetic map construction
Among the 3,790 SNPs, 56 were discarded (3,734 remaining) because Dic2 and Silur alleles
were unknown, and 1,624 unique positions were found by the Carthagenemrkmerges function.
Only one SNP was kept per unique position for mapping and all markers at that position
received the same genetic position (S4 File). Twenty-two linkage groups (LGs) were assembled.
Fourteen LGs were constituted by more than 130 markers each, which was in line with the
expectations since durum wheat has 14 chromosomes. Eight LGs had few markers (< 23 per
LG). The LG 3 had only 2 markers and was not kept in the map. Three markers were not linked
to any group and were not used in the genetic map.

Among the set of markers, 2,608 (68.5%) had a good blast hit on BWr and thus had a puta-
tive assignment to wheat chromosomes. Each LG was attributed to the chromosome that was
attributed to most of its markers. The resulting putative assignments are provided in S1 Table.

Map description
Table 3 summarizes the key genetic map features. Mapping positions of individual markers are
given in the S4 file. The total map length was 2,964 cM, with an average chromosome length of
212 cM (range: 163.7 cM for chromosome 4B to 288.2 cM for chromosome 5A). The map
length was evenly divided between the A (1527 cM) and B (1437 cM) genomes. The number of
polymorphic sites was also evenly distributed, with 1,812 and 1,917 markers for genomes A
and B, respectively.

Many markers were available for each chromosome, ranging from 144 for chromosome 7B
to 403 for chromosome 2A, with an average of 266. This high density genetic map has inter-
marker distances ranging from 0.5 to 1.38 cM/marker (chromosomes 2A and 5A, respectively)
and an average distance of 0.8 cM between two successive chromosome markers. However,
some gaps are still present in the map, especially within chromosome 5A which lacks markers
at its distal part, with a huge gap of 15.5 cM. The biggest gap per chromosome is 15 cM long on
average.

Fig 2. Detection of a bonus SNP on the homeolog of a targeted contig. A portion of A and B genomes were represented, with an SNP on the A
genome (in red) and an SNP on the B genome (in blue). Divergences between both genomes are represented in green. The bait shown in grey was
designed initially to capture a portion of the A genome, but captured also the homeologous portion of the B genome, with the related bonus SNP.

doi:10.1371/journal.pone.0154609.g002
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Map validation
On average, more than 80% of the markers within any LG shared a common putative assign-
ment on BWr (min of 57% on LG 10 and maximum of 100% for LG 11, S1 Table). Moreover,
86% of the inconsistencies observed between mapping assignments and putative assignment
were due to homoeologous competitive-genome assignment (e.g. marker attributed to chromo-
some 1A instead of 1B). SNPs located in a gene having a very close homeolog could not receive
a reliable chromosome assignment, leading to putative chromosome assignment errors. More-
over, if one of the two homoeologous copies of genes was not present in BWr for any reason,
the corresponding reads automatically mapped on the corresponding homeo-genome, hence
creating confusion. We thus considered, when hesitating between homeologous chromosomes,
that the assignment revealed by genetic mapping was more reliable (and thus used) than the
putative assignment obtained by blast on BWr.

Some putative chromosome assignment inconsistencies were also observed between non-
homeologous chromosomes for 2% of the markers, as summarized in the S2 Table. For exam-
ple, 11 markers were mapped on chromosome 7A, but they had a putative assignment on chro-
mosome 4A of BWr. The same situation was observed between 4B and 5A (8 markers). The
converse situations were also observed (4A-7A and 5A-4B, 7 markers and 4 markers, respec-
tively). These situations always concerned markers grouped together on the genetic map and
that had close putative physical positions on BWr (S1 Fig, S2 Table). DWr contigs containing

Table 3. Features of the DS durumwheat genetic map.

Chr. SNPs Length (cM) Intermarker distance
cM/marker

Biggest gap (cM) unique pos. Spearman r
with gen. pos.

Spearman r with phys. pos.

1A 231 175.5 0.76 18.2 90 0.96 0.94

1B 298 181.4 0.61 11.9 121 0.95 0.95

2A 403 218.3 0.54 12.6 132 0.65 0.97

2B 324 234.9 0.73 13 141 0.95 0.95

3A 204 199.6 0.98 13.6 97 0.99 0.96

3B 337 229.7 0.68 14.2 142 0.94 0.9

4A 231 229.3 1.00 21.1 115 0.92 0.96

4B 281 163.7 0.58 18.8 100 0.84 0.97

5A 279 288.2 1.04 15.5 134 1 0.96

5B 280 246.4 0.88 12.1 134 0.99 0.74

6A 172 178.2 1.04 11.1 96 0.99 0.9

6B 253 183.4 0.73 20.8 114 0.9 0.97

7A 292 237.6 0.82 12.2 135 0.99 0.97

7B 144 197.3 1.38 20.9 73 0.94 0.9

Mean 266.4 211.7 0.8 15.4 116.0 0.93 0.93

Total 3729 2964 - - 1624 - -

Mean A 258.9 218.1 0.9 14.9 114.1 0.93 0.95

Mean B 273.9 205.3 0.8 16.0 117.9 0.93 0.91

Total A 1812 1526.7 - - 799 - -

Total B 1917 1436.8 - - 825 - -

SNP number is given for each chromosome. Unique pos.: number of unique positions present for each chromosome. Spearman r with gen. pos.:

Spearman’s rank correlation coefficients between DS genetic map and putative genetic positions on bread wheat (BWr). Spearman r with phys. pos.:

Spearman’s rank correlation coefficients between DS genetic map and putative physical position. (See text).

doi:10.1371/journal.pone.0154609.t003
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these markers were blasted on the barley genome assembly proposed by the International Bar-
ley Genome Sequencing Consortium [49]. Only blasts with similarity higher than 95% were
kept, and the best blast hit of each DWr contig was determined using the blastn e-value.
Homologous genes were found for 21 of the 30 DWr contigs presenting inconsistencies and
were always grouped on the same chromosome. For two of these blocks (LG 23 and 17),
durum wheat shared a similar ancestral chromosome assignment with barley, while bread
wheat carried a translocation. The reverse situation was observed for the two other blocks (LG
12 and 13) where bread wheat had the same chromosome structure as barley and durum wheat
carried translocations (S2 Table).

In the vast majority of cases, the marker order was very consistent with physical putative
positions (Fig 3). Spearman’s rank correlation coefficients ranged from 0.65 (2A) to 1 (5A),
with an average of 0.93. These coefficients were also very high with the genetic positions of the
IWGSC zipper, with an average coefficient of 0.93 (min: 0.74; max: 0.97). For each comparison,
only one chromosome presented a coefficient of below 0.9, i.e. chromosome 2A when compar-
ing with the putative physical position, and chromosome 5B when comparing with the putative
genetic positions. As the Spearman’s rank correlation coefficients between the physical and
genetic putative positions themselves were only 0.65 and 0.78 for chromosome 2A and 5A, it
may indicate a discrepancy between the genetic (IWGSC zipper) and physical putative posi-
tions (POPSEQ data [40]) within the bread wheat reference itself. Our data suggests that the
most likely order on the centromeric region of the 2A chromosome is the one proposed by the
genetic position of the zipper. This can explain the negative slope of our polynomial regression
observed on the centromeric region of the chromosome 2A (Fig 3).

As shown in Fig 3a, markers covered most of the physical chromosome positions except for
the middle of chromosomes 6A and 3A, and on the distal part of chromosome 5A, for which
markers are missing.

The polynomial regression closely fits the sigmoidal relationship between the genetic and
putative physical positions (Fig 3). The adjusted R square ranged from 0.86 to 0.99, with an
average of 0.94, and enabled us to identify a few markers outside of the 95% confidence interval
(1.7% of the markers on average). Thirty-seven markers were found to be outside of the confi-
dence interval and were thus considered as intra-chromosomal inconsistencies. Chromosome
3B had the highest number of outlier markers (8 markers). Several chromosomes present only
one outlier (3A, 5B, 7A, 7B). As many of the outlier markers had multiple blast hits on the
bread wheat reference, the inconsistencies could likely be explained by their membership to
duplicate/multiple gene families. Consequently, better is to consider their mapping position
correct instead of their blast assignment.

Discussion

Specific allelic capture is tailored for population genotyping
Genotyping by capture targeted polymorphisms was found to be a powerful tool for character-
izing a whole population on the basis of thousands of SNPs. Eighty-five percent of the targeted
polymorphic SNPs were recovered, and 65% were of high quality, thus ensuring the relevance
of the genetic map. This technique also led to the discovery of untargeted SNPs on homeolo-
gous or paralogous genes, which added information on loci that were not formerly detected as
polymorphic. The presence of bonus SNPs is an important feature of the genotyping by capture
technique since bonus SNPs accounted for 26% of the final number of SNPs (3790).

Capture provides fewer but more informative SNPs than arrays. Arrays are currently
considered as the most powerful and practical way to genotype a population, but GBS on
whole exomes may also become a medium throughput genotyping tool, even for complex
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species like wheat [22]. Once designed, arrays have major advantages: high-density, simplicity,
low missing data rate and no need for labor-intensive bioinformatics treatment. Their main
caveats are a lack of flexibility for some applications when used on specific germplasm that dif-
fers from the panel upon which the polymorphism was established, for medium density

Fig 3. Correlations between putative physical and genetic positions. The 14 durum wheat chromosomes are shown separately, with the putative
physical position on the X-axis (bp) and the genetic position on the Y-axis (cM). The chromosome name is given at the top left of each plot. The
number of markers is given in brackets. A red line represents the fitted polynomial model and a grey area represents the 95% confidence interval. The
two vertical grey lines are maximum and minimum values of the physical positions.

doi:10.1371/journal.pone.0154609.g003
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coverage of several thousands of SNPs (e.g. for mapping) and when the cost per individual is
an issue.

Working on durum wheat and developing maps on specific parents, genotyping by sequenc-
ing targeted captures appeared to be suitable in our case and the obtained results confirmed the
efficiency of the technique. The possibility of targeting specific loci had several advantages.
First we were able to develop markers on loci known to be polymorphic in our two contrasted
parents. This was especially interesting in our case since many SNPs on the 90K iSelect array
were monomorphic on durum wheat even though 16 durum varieties were used to screen for
polymorphisms [6]. This array was recently used to build a high density consensus framework
map [19] based on 10 populations. The number of recovered SNPs per mapping population
increased from 2,567 (2.9%) in elite x elite crosses to 10,911 (12.1%) in highly polymorphic
crosses involving the emmer wheat T. dicoccum (S3 Table). Elite x elite populations are much
harder to map due to their lack of polymorphism, which could explain the low density of the
maps obtained with the 90K iSelect array.

In our case, we targeted 6,240 existing SNPs in the parents and recovered 3790 SNPs (61%),
including the bonus-SNP dataset. Roughly comparing the number of SNPs was not sufficient
here. As the baits were deliberately designed to sample existing polymorphisms in a maximum
of different contigs, it enhanced the mapping accuracy by maximizing the chance of detecting
recombination at distant loci. This was clearly noted when comparing the number of unique
mapping positions between our map and the 10 durum maps from the 90K iSelect array. The
latter maps had between 580 (for elite x elite) and 2,056 unique positions (for emmer x elite),
i.e. between 9 and 35% of the total number of markers (S3 Table), while our map was built at
1,624 unique positions for 3,790 markers (43%). As the number of RILs were comparable, even
though the number of markers was lower for capture than for the iselect array, it had a higher
capacity for spotting distinct loci among chromosomes.

Bait captures more than just an SNP. Genotyping by capture provides information on
the surrounding genomic context of the targeted SNP markers. Indeed, baits are derived from
known contigs, so the surrounding sequence is known for lengths of at least 120 or 200 bp.
These surrounding sequences can be highly useful for designing ready to use genome-specific
KASPAR markers for breeding.

Confusion between homeo-genomes is a recurrent problem for polyploid species when the
divergence between genomes A and B is low. On a targeted position, it may be impossible to
unravel the two genomes once captured [21,38,50], leading to loci with a high degree of hetero-
zygosity that are ultimately discarded. Capturing both genomes with genomic surrounding
sequences has the double advantage of maximizing the chance of unravelling them and finding
new SNPs.

Clearly, a bait can capture untargeted homologous genomic sequences (e.g. homeologs,
paralogs). Ideally, this complexity should be addressed by using a complete reference for map-
ping the reads. Indeed, if the reference contains all existing homologous sequences, then the
reads will likely be properly mapped, SNPs adequately identified and genotypes accurately
called. In our case, as durum wheat is not sequenced, and as the bread wheat sequence is not
fully complete, slightly divergent from durum and contains copy number variations among
individuals [22], we preferred to use our DWr reference based on RNAseq [38]. Problems
related to undocumented homologous sequences in the reference can lead to excess heterozy-
gosity. In our case, the number of SNPs with excess heterozygous genotypes was very low (3%),
which confirms the quality of our DW reference and that 120 bp are sufficient for overcoming
most homolog-related ambiguity.

SNP capture is cheap and easy to handle. Exon capture is efficient for deciphering gene
complexity in wheat [32] but still cannot be used routinely to genotype large populations at a
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reasonable cost. To this regard, using capture on restricted genomic fragments could bring effi-
cient complementary tools for genotyping relatively large populations at reasonable cost. Bioin-
formatics treatments are facilitated by the marked reduction in genome complexity due to the
low percentage of genomes actually sequenced. The cost of SNP capture could thus become
very attractive in situations where either DNA arrays are not available or not adapted (medium
size and medium throughput situations), and since whole exome capture remains unaffordable
for specific purposes such as mapping or genomic selection.

Our entire protocol is based on the possibility of buying bait batches (we used the minimum
purchase of 20,000 baits, http://www.mycroarray.com/) for a particular program, allowing the
capture of 576 (12×48) genomic libraries in our current conditions. The cost of these individual
libraries, already optimized [46], is still around €10. Sequencing a multiplex of 192 captured
libraries on a single lane of Hiseq3000 Illumina sequencer puts the final cost of data production
at about €28–30 per genotype in our conditions. By data point, the cost could appear more
expensive than genotyping by sequencing (GBS) or microarrays, but GBC on targeted poly-
morphisms is more accurate than GBS in complex species like durum wheat, and does not
require the initial investments for a micro-array development. Furthermore, GBC allows for a
very quick adjustment between individuals number and SNP number, i.e., increasing multi-
plexing and reducing the number of targeted genes, and it does not depend on a specific plat-
form to call the genotypes.

This study showed that only two 120 bp baits were enough to capture a locus. This makes
future genotyping experiments targeting 10,000 SNPs possible, therefore considerably decreas-
ing the price per data point. Moreover, genotyping by capture was found to be an appropriate
tool for maximizing pooling for sequencing. The main caveat in our experiment concerned the
large number of reads mapping in microsatellite-rich regions. We expect that substantial prog-
ress could be achieved in this respect, hence significantly increasing the number of effective
reads, by using of an ad’hoc blocking DNA and avoiding to design baits in microsatellite rich
contigs.

Working on other durum wheat populations (including elite x elite) will help assemble a
database of tested useful baits targeting 10,000 SNPs located in as many contigs. This set could
be used to score very large populations for few SNPs by selecting only the most relevant baits
for the task, hence allowing drastic increases in multiplexing. It could also be used for targeting
10,000 or more SNPs on few individuals.

High quality genetic map
Genotyping by capture of targeted loci enabled us to obtain a dense high quality genetic map of
3,729 markers containing 1,624 unique positions.

Highly dense SNP capture genetic map. Our map has almost as many markers as individ-
ual maps obtained by the 90K iSelect array [6], but provides about twofold more unique posi-
tions per SNP. The coverage is similar (0.8 cM between adjacent unique positions) to that of
very dense individual maps recently published [19,51]. Our DS map (2,964 cM) is very similar
in length to other cultivated durum emmer maps (2,635 cM, [19]), but slightly longer than
SNP-based maps, including that of wild wheat (2,258 cM, [51]). As genes are not evenly distrib-
uted along chromosomes, some gaps between adjacent markers may be explained by the ten-
dency of our transcript-derived SNPs to be enriched in some areas while lacking density in
some others [19,39]. For example, the lack of markers at some distal positions of the map may
be due to the fact that some blocks of heterochromatin regions have few transcribed sequences
[39].
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SNP capture genetic map is highly consistent with the BW genome. The putative assign-
ment of markers on BWr was highly consistent with LG formation. However, some markers
were highly similar to a BWr chromosome while being in strong LD with many markers
assigned to a different BWr chromosome. Such chromosome assignment swaps occurred
between loci of chromosomes 7A-4A and 4B-5A (S1 Fig). The long arms of chromosomes 4A
and 5A, and the short arm of chromosome 7B of Chinese Spring have already been reported to
be involved in interchange. Chromosome 4A also underwent paracentric and pericentric inver-
sions [52,53]. Durum wheat synteny with barley has also been better shown on a durum x
dicoccoides cross when markers of 4A/5A/7B translocations were removed [51]. Here we found
that a translocation involving 4A/7A and 4B/5A chromosomes in bread wheat were actually
non-translocated in durum compared to barley, while the reciprocal situation was observed for
5A/4B and 4A/7A translocations. As emmer wheat exhibits a somewhat high level of transloca-
tion polymorphism [54], such translocation differences between durum and bread wheat may
be the result of differential fixation of translocations, even though bread wheat seems to have a
free-threshing turgidum ancestor [55]. Durum and bread wheat thus differ in a small but sig-
nificant proportion of some of their chromosomes.

Recombination rate logically increases in distal parts of the 3B chromosome. As the
3B chromosome of BWr is fully sequenced, the physical positions are much more precise,
which permits accurate estimation of the recombination rate for this chromosome. The
recombination pattern in DS was very similar to that observed by Maccaferri et al. in durum
wheat [19]. First, in the two distal regions, corresponding to [0–61.6] cM in 3BS and [133.4–
210.8] cM in 3BL on the durum consensus map, the physical-to-genetic distance relationship
was mostly linear ([19], Fig 3) and corresponded to distal recombination rates of 0.68 cM/Mb
in 3BS and 0.87 cM/Mb in 3BL, respectively. On these two segments, corresponding to the
[0–90] Mb and [686–774] Mb physical segments of the 3B pseudo-molecule, the recombina-
tion rates in DS were 0.55 (3BS) and 0.73 cM/Mb (3BL). Secondly, the two maps gave a very
close and low recombination rate in the 200–600 Mb pericentromeric segment, i.e. 0.06 cM/
Mb in DS and 0.07 cM/Mb in the tetraploid consensus map ([19], Fig 3). These two observa-
tions suggest an increase in recombination intensity at the distal end of 3BL, as already
described [39].

Conclusion
Our study demonstrates the feasibility of a genotyping by capture approach for complex poly-
ploid species such as durum wheat, and confirmed that it is a reliable strategy for genotyping
whole populations for thousands of SNPs. The set of baits required to genotype this population
is provided with a real effort made to localize the proposed markers. These resources will likely
be useful for other mapping populations including a T. dicoccum parent. The capture efficiency
could also be improved by targeting more loci and taking care concerning the bait area in order
to avoid the presence of microsatellite repetitive elements.

Genotyping by capture could be used to easily target durum elite specific polymorphisms.
Nevertheless it is still hard to predict if seeking polymorphism in coding sequence (using RNA-
seq as has been done here or in the 90K iSelect array) will be sufficient to get polymorphism in
area deeply depressed by the successive bottlenecks experienced by elite durum [56,57]. In this
case, baits could also be based on polymorphism identified in non-coding genomic sequences
and already tested on microarrays such as the Breedwheat Axiom 420 K (www.breedwheat.fr/).
As whole exome capture is developing, preliminary sequencing of a set of interesting parents
followed by the development of specific baits would help to rapidly identify recombinants in
large population sets or to map efficiently interconnected mapping populations.
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Supporting Information
S1 Fig. Correlations between putative physical and genetic positions. The 14 durum wheat
chromosomes are shown on the same plot, with the putative physical position of SNPs on the
X-axis (bp) and the genetic position on the Y-axis (cM). It allows checking for markers having
distinct genetic and putative attributions.
(PDF)

S1 File. DurumWheat reference transcriptome (DWr). The fasta file of the de novo assembly
obtained from [38].
(GZ)

S2 File. Detailed capture protocol. Description of the exact protocol used for the capture step.
(DOC)

S3 File. Method used to map low covered SNPs. This file explains how we estimated the
genetic positions of SNPs that were genotyped for fewer than 100 individuals but more than
50.
(DOCX)

S4 File. Genetic map of the Dic2 x Silur population. The genetic map is provided here. Mark-
ers names follow the nomenclature A@pos, with A being the contig name in the DWr [38] and
pos being the position of the SNP in this contig. The positions are given in cM. SNP type can
be either “mapped” or “DL_mapped” if less than 100 individuals were genotyped (see S4 File).
(CSV)

S5 File. Fasta file containing the bait sequences. The set of baits used for this study is pro-
vided. Baits suspected to capture microsatellite-rich regions were removed. Bait names are as
follows: A@pos|B|C|D|E with:

• A: contig name in the DWr (S1 File)

• pos: position of the polymorphism previously detected in the RNA-seq experiment between
dic2 and silur in the contig A.

• B: parental allelic status of the bait (Dic2 or Silur)

• C: position of the SNP in the bait

• D: type of bait (type 1, 2 or 3)

• E: origin of the SNP (DS or EPO population, see text)
(GZ)

S1 Table. Putative assignment of markers composing linkage groups. The characteristics of
the 25 linkage groups (LG) are presented. For each LG, contigs containing markers are distrib-
uted on the 14 A+B chromosomes of the IWGSC reference according to their best blast score
(physical putative assignment). For each LG, the percentage of markers with a consistent
genetic and putative assignments on the same chromosome are given, as well as the percentage
of markers distributed on homeologs and different chromosomes.
(XLSX)

S2 Table. Analysis of 7A-4A and 5B-4A inconsistencies. Thirty markers showed inconsis-
tency between the genetic and putative assignments to chromosomes. Their names, barley and
IWGSC assignments (bp) and DS genetic positions (cM) are reported. Assignments were
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obtained by blast on barley [49] and IWGSC. The corresponding barley gene IDs are given
when available, as well as their corresponding chromosomes. The physical positions on barley
were taken from: Mascher M, Muehlbauer GJ, Rokhsar DS, Chapman J, Schmutz J, Barry K,
et al. Anchoring and ordering NGS contig assemblies by population sequencing (POPSEQ).
Plant J. 2013;76: 718–27.
(XLSX)

S3 Table. Description of 10 durum wheat genetic maps. Among the populations used to
build the consensus durum wheat map published by Maccaferri et al. [19], 10 have been geno-
typed on the 90K iSelect array [6]. The features of these maps are presented here and compared
with the genotyping by capture approach.
(XLSX)

Acknowledgments
YH and the data production were financed by the TRAM project funded by ARVALIS. We
especially thank David Gouache for his warm support. Sequencing was performed on the GeT
platform facility (http://get.genotoul.fr/).

Author Contributions
Conceived and designed the experiments: SS JD. Performed the experiments: MA. Analyzed
the data: YH AB. Contributed reagents/materials/analysis tools: VV GP PL AB. Wrote the
paper: YH JD VR PR.

References
1. IWGSC. A chromosome-based draft sequence of the hexaploid bread wheat (Triticum aestivum)

genome. Science. 2014; 345: 1251788. doi: 10.1126/science.1251788 PMID: 25035500

2. Kilian B, Özkan H, Pozzi C, Salamini F. Domestication of the Triticeae in the Fertile Crescent. Genetics
and Genomics of the Triticeae. 2009. pp. 81–119. doi: 10.1007/978-0-387-77489-3_3

3. Luo MC, Yang ZL, You FM, Kawahara T, Waines JG, Dvorak J. The structure of wild and domesticated
emmer wheat populations, gene flow between them, and the site of emmer domestication. Theor Appl
Genet. 2007; 114: 947–959. doi: 10.1007/s00122-006-0474-0 PMID: 17318496

4. Caldwell KS, Dvorak J, Lagudah ES, Akhunov E, Luo MC, Wolters P, et al. Sequence polymorphism in
polyploid wheat and their D-genome diploid ancestor. Genetics. 2004; 167: 941–947. doi: 10.1534/
genetics.103.016303 PMID: 15238542

5. Dvorak J, Luo MC, Yang ZL, Zhang HB. The structure of the Aegilops tauschii genepool and the evolu-
tion of hexaploid wheat. Theor Appl Genet. 1998; 97: 657–670. doi: 10.1007/s001220050942

6. Wang S, Wong D, Forrest K, Allen A, Chao S, Huang BE, et al. Characterization of polyploid wheat
genomic diversity using a high-density 90 000 single nucleotide polymorphism array. Plant Biotechnol
J. 2014; 12: 787–796. doi: 10.1111/pbi.12183 PMID: 24646323

7. Tester M, Langridge P. Breeding technologies to increase crop production in a changing world. Sci-
ence. 2010; 327: 818–822. doi: 10.1126/science.1183700 PMID: 20150489

8. Blanco A, BellomoMP, Cenci A, De Giovanni C, D’Ovidio R, Iacono E, et al. A genetic linkage map of
durum wheat. Theor Appl Genet. 1998; 97: 721–728. doi: 10.1007/s001220050948

9. Nachit MM, Elouafi I, Pagnotta MA, El Saleh A, Iacono E, Labhilili M, et al. Molecular linkage map for an
intraspecific recombinant inbred population of durum wheat (Triticum turgidum L. var. durum). Theor
Appl Genet. 2001; 102: 177–186. doi: 10.1007/s001220051633

10. Korzun V, Röder MS, Wendehake K, Pasqualone A, Lotti C, Ganal MW, et al. Integration of dinucleo-
tide microsatellites from hexaploid bread wheat into a genetic linkage map of durum wheat. Theor Appl
Genet. 1999; 98: 1202–1207. doi: 10.1007/s001220051185

11. Maccaferri M, Sanguineti MC, Corneti S, Ortega JLA, Salem Ben M, Bort J, et al. Quantitative trait loci
for grain yield and adaptation of durum wheat (Triticum durumDesf.) across a wide range of water avail-
ability. Genetics. 2008; 178: 489–511. doi: 10.1534/genetics.107.077297 PMID: 18202390

GBC to Build a High-Density Genetic Map of DurumWheat

PLOS ONE | DOI:10.1371/journal.pone.0154609 May 12, 2016 17 / 20

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0154609.s009
http://get.genotoul.fr/
http://dx.doi.org/10.1126/science.1251788
http://www.ncbi.nlm.nih.gov/pubmed/25035500
http://dx.doi.org/10.1007/978-0-387-77489-3_3
http://dx.doi.org/10.1007/s00122-006-0474-0
http://www.ncbi.nlm.nih.gov/pubmed/17318496
http://dx.doi.org/10.1534/genetics.103.016303
http://dx.doi.org/10.1534/genetics.103.016303
http://www.ncbi.nlm.nih.gov/pubmed/15238542
http://dx.doi.org/10.1007/s001220050942
http://dx.doi.org/10.1111/pbi.12183
http://www.ncbi.nlm.nih.gov/pubmed/24646323
http://dx.doi.org/10.1126/science.1183700
http://www.ncbi.nlm.nih.gov/pubmed/20150489
http://dx.doi.org/10.1007/s001220050948
http://dx.doi.org/10.1007/s001220051633
http://dx.doi.org/10.1007/s001220051185
http://dx.doi.org/10.1534/genetics.107.077297
http://www.ncbi.nlm.nih.gov/pubmed/18202390


12. Gadaleta a., Giancaspro a., Giove SL, Zacheo S, Mangini G, Simeone R, et al. Genetic and physical
mapping of new EST-derived SSRs on the A and B genome chromosomes of wheat. Theor Appl
Genet. 2009; 118: 1015–1025. doi: 10.1007/s00122-008-0958-1 PMID: 19183861

13. Mantovani P, Maccaferri M, Sanguineti MC, Tuberosa R, Catizone I, Wenzl P, et al. An integrated
DArT-SSR linkage map of durum wheat. Mol Breed. 2008; 22: 629–648. doi: 10.1007/s11032-008-
9205-3

14. Peleg Z, Saranga Y, Suprunova T, Ronin Y, Röder MS, Kilian A, et al. High-density genetic map of
durum wheat x wild emmer wheat based on SSR and DArT markers. Theor Appl Genet. 2008; 117:
103–115. doi: 10.1007/s00122-008-0756-9 PMID: 18437346

15. Suprayogi Y, Pozniak CJ, Clarke FR, Clarke JM, Knox RE, Singh a K. Identification and validation of
quantitative trait loci for grain protein concentration in adapted Canadian durum wheat populations.
Theor Appl Genet. 2009; 119: 437–48. doi: 10.1007/s00122-009-1050-1 PMID: 19462147

16. ZhangW, Chao S, Manthey F, Chicaiza O, Brevis JC, Echenique V, et al. QTL analysis of pasta quality
using a composite microsatellite and SNPmap of durum wheat. Theor Appl Genet. 2008; 117: 1361–
1377. doi: 10.1007/s00122-008-0869-1 PMID: 18781292

17. Vaissayre L, Ardisson M, Borries C, Santoni S, David J, Roumet P. Elite durum wheat genetic map and
recombination rate variation in a multiparental connected design. Euphytica. 2012; 185: 61–75. doi: 10.
1007/s10681-012-0627-y

18. Marone D, LaidòG, Gadaleta A, Colasuonno P, Ficco DBM, Giancaspro A, et al. A high-density con-
sensus map of A and B wheat genomes. Theor Appl Genet. 2012; 125: 1619–1638. doi: 10.1007/
s00122-012-1939-y PMID: 22872151

19. Maccaferri M, Ricci A, Salvi S, Milner SG, Noli E, Martelli PL, et al. A high-density, SNP-based consen-
sus map of tetraploid wheat as a bridge to integrate durum and bread wheat genomics and breeding.
Plant Biotechnol J. 2014; 1–16. doi: 10.1111/pbi.12288

20. Maccaferri M, Cane’M, Sanguineti MC, Salvi S, ColalongoMC, Massi A, et al. A consensus framework
map of durum wheat (Triticum durum Desf.) suitable for linkage disequilibrium analysis and genome-
wide association mapping. BMCGenomics. 2014; 15: 873. doi: 10.1186/1471-2164-15-873 PMID:
25293821

21. Trebbi D, Maccaferri M, de Heer P, Sørensen A, Giuliani S, Salvi S, et al. High-throughput SNP discov-
ery and genotyping in durum wheat (Triticum durum Desf.). Theor Appl Genet. 2011; 123: 555–569.
doi: 10.1007/s00122-011-1607-7 PMID: 21611761

22. Jordan KW,Wang S, Lun Y, Gardiner L-J, MacLachlan R, Hucl P, et al. A haplotype map of allohexa-
ploid wheat reveals distinct patterns of selection on homoeologous genomes. Genome Biol. 2015; 16:
48. doi: 10.1186/s13059-015-0606-4 PMID: 25886949

23. Cavanagh CR, Chao S, Wang S, Huang BE, Stephen S, Kiani S, et al. Genome-wide comparative
diversity uncovers multiple targets of selection for improvement in hexaploid wheat landraces and culti-
vars. Proc Natl Acad Sci U S A. 2013; 110: 8057–8062. doi: 10.1073/pnas.1217133110 PMID:
23630259

24. David J, Holtz Y, Ranwez V, Santoni S, Sarah G, Ardisson M, et al. Genotyping by sequencing tran-
scriptomes in an evolutionary pre-breeding durum wheat population. Mol Breed. 2014; 34: 1531–1548.
doi: 10.1007/s11032-014-0179-z

25. Jaccoud D, Peng K, Feinstein D, Kilian A. Diversity arrays: a solid state technology for sequence infor-
mation independent genotyping. Nucleic Acids Res. 2001; 29: E25. doi: 10.1093/nar/29.4.e25 PMID:
11160945

26. Colasuonno P, Gadaleta a., Giancaspro a., Nigro D, Giove S, Incerti O, et al. Development of a high-
density SNP-based linkage map and detection of yellow pigment content QTLs in durum wheat. Mol
Breed. 2014; 34: 1563–1578. doi: 10.1007/s11032-014-0183-3

27. Poland J, Endelman J, Dawson J, Rutkoski J, Wu SY, Manes Y, et al. Genomic Selection in Wheat
Breeding using Genotyping-by-Sequencing. Plant Genome. 2012; 5: 103–113. doi: 10.3835/
Plantgenome2012.06.0006

28. Miller MR, Dunham JP, Amores A, CreskoW a., Johnson E a. Rapid and cost-effective polymorphism
identification and genotyping using restriction site associated DNA (RAD) markers. Genome Res.
2007; 17: 240–248. doi: 10.1101/gr.5681207 PMID: 17189378

29. Elshire RJ, Glaubitz JC, Sun Q, Poland J a, Kawamoto K, Buckler ES, et al. A robust, simple genotyp-
ing-by-sequencing (GBS) approach for high diversity species. PLoS One. 2011; 6: e19379. doi: 10.
1371/journal.pone.0019379 PMID: 21573248

30. Liu H, Bayer M, Druka A, Russell JR, Hackett C a, Poland J, et al. An evaluation of genotyping by
sequencing (GBS) to map the Breviaristatum-e (ari-e) locus in cultivated barley. BMCGenomics. 2014;
15: 104. doi: 10.1186/1471-2164-15-104 PMID: 24498911

GBC to Build a High-Density Genetic Map of DurumWheat

PLOS ONE | DOI:10.1371/journal.pone.0154609 May 12, 2016 18 / 20

http://dx.doi.org/10.1007/s00122-008-0958-1
http://www.ncbi.nlm.nih.gov/pubmed/19183861
http://dx.doi.org/10.1007/s11032-008-9205-3
http://dx.doi.org/10.1007/s11032-008-9205-3
http://dx.doi.org/10.1007/s00122-008-0756-9
http://www.ncbi.nlm.nih.gov/pubmed/18437346
http://dx.doi.org/10.1007/s00122-009-1050-1
http://www.ncbi.nlm.nih.gov/pubmed/19462147
http://dx.doi.org/10.1007/s00122-008-0869-1
http://www.ncbi.nlm.nih.gov/pubmed/18781292
http://dx.doi.org/10.1007/s10681-012-0627-y
http://dx.doi.org/10.1007/s10681-012-0627-y
http://dx.doi.org/10.1007/s00122-012-1939-y
http://dx.doi.org/10.1007/s00122-012-1939-y
http://www.ncbi.nlm.nih.gov/pubmed/22872151
http://dx.doi.org/10.1111/pbi.12288
http://dx.doi.org/10.1186/1471-2164-15-873
http://www.ncbi.nlm.nih.gov/pubmed/25293821
http://dx.doi.org/10.1007/s00122-011-1607-7
http://www.ncbi.nlm.nih.gov/pubmed/21611761
http://dx.doi.org/10.1186/s13059-015-0606-4
http://www.ncbi.nlm.nih.gov/pubmed/25886949
http://dx.doi.org/10.1073/pnas.1217133110
http://www.ncbi.nlm.nih.gov/pubmed/23630259
http://dx.doi.org/10.1007/s11032-014-0179-z
http://dx.doi.org/10.1093/nar/29.4.e25
http://www.ncbi.nlm.nih.gov/pubmed/11160945
http://dx.doi.org/10.1007/s11032-014-0183-3
http://dx.doi.org/10.3835/Plantgenome2012.06.0006
http://dx.doi.org/10.3835/Plantgenome2012.06.0006
http://dx.doi.org/10.1101/gr.5681207
http://www.ncbi.nlm.nih.gov/pubmed/17189378
http://dx.doi.org/10.1371/journal.pone.0019379
http://dx.doi.org/10.1371/journal.pone.0019379
http://www.ncbi.nlm.nih.gov/pubmed/21573248
http://dx.doi.org/10.1186/1471-2164-15-104
http://www.ncbi.nlm.nih.gov/pubmed/24498911


31. Paux E, Roger D, Badaeva E, Gay G, Bernard M, Sourdille P, et al. Characterizing the composition and
evolution of homoeologous genomes in hexaploid wheat through BAC-end sequencing on chromo-
some 3B. Plant J. 2006; 48: 463–474. doi: 10.1111/j.1365-313X.2006.02891.x PMID: 17010109

32. Saintenac C, Jiang D, Akhunov ED. Targeted analysis of nucleotide and copy number variation by
exon capture in allotetraploid wheat genome. Genome Biol. 2011; 12: R88. doi: 10.1186/gb-2011-12-9-
r88 PMID: 21917144

33. Winfield MO, Wilkinson P a, Allen AM, Barker GL a, Coghill J a, Burridge A, et al. Targeted re-sequenc-
ing of the allohexaploid wheat exome. Plant Biotechnol J. 2012; 10: 733–42. doi: 10.1111/j.1467-7652.
2012.00713.x PMID: 22703335

34. Allen a M, Barker GL, Berry ST, Coghill J a, Gwilliam R, Kirby S, et al. Transcript-specific, single-nucleo-
tide polymorphism discovery and linkage analysis in hexaploid bread wheat (Triticum aestivum L.).
Plant Biotechnol J. 2011; 9: 1086–1099. doi: 10.1111/j.1467-7652.2011.00628.x PMID: 21627760

35. Cortés AJ, Chavarro MC, Blair MW. SNPmarker diversity in common bean (Phaseolus vulgaris L.).
Theor Appl Genet. 2011; 123: 827–845. doi: 10.1007/s00122-011-1630-8 PMID: 21785951

36. Mamanova L, Coffey AJ, Scott CE, Kozarewa I, Turner EH, Kumar A, et al. Target-enrichment strate-
gies for next- generation sequencing. Nat Methods. 2010; 7: 111–118. doi: 10.1038/NMETH.1419
PMID: 20111037

37. Mayer KFX, Rogers J, Dole el J, Pozniak C, Eversole K, Feuillet C, et al. A chromosome-based draft
sequence of the hexaploid bread wheat (Triticum aestivum) genome. Science (80-). 2014; 345:
1251788–1251788. doi: 10.1126/science.1251788

38. Ranwez V, Holtz Y, Sarah G, Ardisson M, Santoni S, Glémin S, et al. Disentangling homeologous con-
tigs in allo-tetraploid assembly: application to durum wheat. BMC Bioinformatics. 2013; 14 Suppl 1:
S15. doi: 10.1186/1471-2105-14-S15-S15

39. Choulet F, Alberti A, Theil S, Glover N, Barbe V, Daron J, et al. Structural and functional partitioning of
bread wheat chromosome 3B. Science. 2014; 345: 1249721. doi: 10.1126/science.1249721 PMID:
25035497

40. Chapman JA, Mascher M, Buluç AN, Barry K, Georganas E, Session A, et al. A whole-genome shotgun
approach for assembling and anchoring the hexaploid bread wheat genome. Genome Biol. 2015; 16:
26. doi: 10.1186/s13059-015-0582-8 PMID: 25637298

41. Martin M. Cutadapt removes adapter sequences from high-throughput sequencing reads. EMBnet.jour-
nal. 2011; 17: 10. doi: 10.14806/ej.17.1.200

42. Li H, Durbin R. Fast and accurate short read alignment with Burrows-Wheeler transform. Bioinformat-
ics. 2009; 25: 1754–1760. doi: 10.1093/bioinformatics/btp324 PMID: 19451168

43. Faust GG, Hall IM. SAMBLASTER: Fast duplicate marking and structural variant read extraction. Bioin-
formatics. 2014. pp. 2503–2505. doi: 10.1093/bioinformatics/btu314 PMID: 24812344

44. Galtier N, Duret L, Glémin S, Ranwez V. GC-biased gene conversion promotes the fixation of deleteri-
ous amino acid changes in primates. Trends in Genetics. 2009. pp. 1–5. doi: 10.1016/j.tig.2008.10.011

45. Leroy P, Guilhot N, Choulet F, Theil S, Flutre T, Seidel M, et al. TriAnnot: a versatile and high perfor-
mance pipeline for the automated annotation of plant genomes. Front Plant Genet Genomics. 2012; 3:
5. doi: 10.3389/fpls.2012.00005

46. Rohland N, Reich D. Cost-effective, high-throughput DNA sequencing libraries for multiplexed target
capture. Genome Res. 2012; 22: 939–946. doi: 10.1101/gr.128124.111 PMID: 22267522

47. Nei M. Estimation of average heterozygosity and genetic distance from a small number of individuals.
Genetics. 1978. pp. 583–590. PMID: 17248844

48. de Givry S, Bouchez M, Chabrier P, Milan D, Schiex T. CARTHAGENE: Multipopulation integrated
genetic and radiation hybrid mapping. Bioinformatics. 2005; 21: 1703–1704. doi: 10.1093/
bioinformatics/bti222 PMID: 15598829

49. Mayer KFX, Waugh R, Langridge P, Close TJ, Wise RP, Graner A, et al. A physical, genetic and func-
tional sequence assembly of the barley genome. Nature. 2012; 491: 711–716. doi: 10.1038/
nature11543 PMID: 23075845

50. Trick M, Long Y, Meng J, Bancroft I. Single nucleotide polymorphism (SNP) discovery in the polyploid
Brassica napus using Solexa transcriptome sequencing. Plant Biotechnol J. 2009; 7: 334–346. doi: 10.
1111/j.1467-7652.2008.00396.x PMID: 19207216

51. Avni R, Nave M, Eilam T, Sela H, Alekperov C, Peleg Z, et al. Ultra-dense genetic map of durum wheat
× wild emmer wheat developed using the 90K iSelect SNP genotyping assay. Mol Breed. 2014; 34:
1549–1562. doi: 10.1007/s11032-014-0176-2

52. Devos KM, Dubcovsky J, Dvořák J, Chinoy CN, Gale MD. Structural evolution of wheat chromosomes
4A, 5A, and 7B and its impact on recombination. Theor Appl Genet. 1995; 91: 282–288. doi: 10.1007/
BF00220890 PMID: 24169776

GBC to Build a High-Density Genetic Map of DurumWheat

PLOS ONE | DOI:10.1371/journal.pone.0154609 May 12, 2016 19 / 20

http://dx.doi.org/10.1111/j.1365-313X.2006.02891.x
http://www.ncbi.nlm.nih.gov/pubmed/17010109
http://dx.doi.org/10.1186/gb-2011-12-9-r88
http://dx.doi.org/10.1186/gb-2011-12-9-r88
http://www.ncbi.nlm.nih.gov/pubmed/21917144
http://dx.doi.org/10.1111/j.1467-7652.2012.00713.x
http://dx.doi.org/10.1111/j.1467-7652.2012.00713.x
http://www.ncbi.nlm.nih.gov/pubmed/22703335
http://dx.doi.org/10.1111/j.1467-7652.2011.00628.x
http://www.ncbi.nlm.nih.gov/pubmed/21627760
http://dx.doi.org/10.1007/s00122-011-1630-8
http://www.ncbi.nlm.nih.gov/pubmed/21785951
http://dx.doi.org/10.1038/NMETH.1419
http://www.ncbi.nlm.nih.gov/pubmed/20111037
http://dx.doi.org/10.1126/science.1251788
http://dx.doi.org/10.1186/1471-2105-14-S15-S15
http://dx.doi.org/10.1126/science.1249721
http://www.ncbi.nlm.nih.gov/pubmed/25035497
http://dx.doi.org/10.1186/s13059-015-0582-8
http://www.ncbi.nlm.nih.gov/pubmed/25637298
http://dx.doi.org/10.14806/ej.17.1.200
http://dx.doi.org/10.1093/bioinformatics/btp324
http://www.ncbi.nlm.nih.gov/pubmed/19451168
http://dx.doi.org/10.1093/bioinformatics/btu314
http://www.ncbi.nlm.nih.gov/pubmed/24812344
http://dx.doi.org/10.1016/j.tig.2008.10.011
http://dx.doi.org/10.3389/fpls.2012.00005
http://dx.doi.org/10.1101/gr.128124.111
http://www.ncbi.nlm.nih.gov/pubmed/22267522
http://www.ncbi.nlm.nih.gov/pubmed/17248844
http://dx.doi.org/10.1093/bioinformatics/bti222
http://dx.doi.org/10.1093/bioinformatics/bti222
http://www.ncbi.nlm.nih.gov/pubmed/15598829
http://dx.doi.org/10.1038/nature11543
http://dx.doi.org/10.1038/nature11543
http://www.ncbi.nlm.nih.gov/pubmed/23075845
http://dx.doi.org/10.1111/j.1467-7652.2008.00396.x
http://dx.doi.org/10.1111/j.1467-7652.2008.00396.x
http://www.ncbi.nlm.nih.gov/pubmed/19207216
http://dx.doi.org/10.1007/s11032-014-0176-2
http://dx.doi.org/10.1007/BF00220890
http://dx.doi.org/10.1007/BF00220890
http://www.ncbi.nlm.nih.gov/pubmed/24169776


53. Ma J, Stiller J, Berkman PJ, Wei Y, Rogers J, Feuillet C, et al. Sequence-based analysis of transloca-
tions and inversions in bread wheat (Triticum aestivum L.). PLoS One. 2013; 8: 1–5. doi: 10.1371/
journal.pone.0079329

54. Badaeva ED, Keilwagen J, Knüpffer H, Waßermann L, Dedkova OS, Mitrofanova OP, et al. Chromo-
somal Passports Provide New Insights into Diffusion of EmmerWheat. PLoS One. 2015; 10: e0128556.
doi: 10.1371/journal.pone.0128556 PMID: 26024381

55. Dvorak J, Deal KR, Luo MC, You FM, Von Borstel K, Dehghani H. The origin of spelt and free-threshing
hexaploid wheat. J Hered. 2012; 103: 426–441. doi: 10.1093/jhered/esr152 PMID: 22378960

56. Haudry A, Cenci A, Ravel C, Bataillon T, Brunel D, Poncet C, et al. Grinding up wheat: a massive loss
of nucleotide diversity since domestication. Mol Biol Evol. 2007; 24: 1506–17. doi: 10.1093/molbev/
msm077 PMID: 17443011

57. Thuillet a. C, Bataillon T, Poirier S, Santoni S, David JL. Estimation of long-term effective population
sizes through the history of durum wheat using microsatellite data. Genetics. 2005; 169: 1589–1599.
doi: 10.1534/genetics.104.029553 PMID: 15545658

GBC to Build a High-Density Genetic Map of DurumWheat

PLOS ONE | DOI:10.1371/journal.pone.0154609 May 12, 2016 20 / 20

http://dx.doi.org/10.1371/journal.pone.0079329
http://dx.doi.org/10.1371/journal.pone.0079329
http://dx.doi.org/10.1371/journal.pone.0128556
http://www.ncbi.nlm.nih.gov/pubmed/26024381
http://dx.doi.org/10.1093/jhered/esr152
http://www.ncbi.nlm.nih.gov/pubmed/22378960
http://dx.doi.org/10.1093/molbev/msm077
http://dx.doi.org/10.1093/molbev/msm077
http://www.ncbi.nlm.nih.gov/pubmed/17443011
http://dx.doi.org/10.1534/genetics.104.029553
http://www.ncbi.nlm.nih.gov/pubmed/15545658

