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1. Maps development 

Map Gewürtztraminer Riesling Syrah Genache Chardonnay Bianca 

nb individuals 120 120 192 192 358 358 

Nb SSR locus 117 128 288 283 450 466 

Nb SNP locus 750 831 152 94 40 59 

Total Nb locus 867 959 440 377 490 525 

Gr Ch Bi Ri Gw 

Sy 245 154 154 60 55 

Gr 150 148 73 56 

Ch 318 83 76 

Bi 70 64 

Ri 84 

Table 2. Common locus in the pairs of parental maps 

Fig. 1. Number of non redundant locus mapped on each grapevine 

chromosome using the three segregating populations   
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Table 1. Characteristics of the 6 parental maps 

2. Improvement of the scaffolding using mate pair sequences from V. vinifera cv. Kishmish vatkana 

3. V2 version of the chromosome assembly of the grapevine reference genome sequence 
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Fig. 2. Percentage of the genome sequence 

ordered on the chromosome, assigned but 

with uncertain order or not on a chromosome 
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Fig. 3. Total size of the sequence scaffolds which order is uncertain 

for the 19 chromosomes in the V0 (green bars) compared to the V2 

(blue bars) 
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Fig. 4. Total size of the sequence scaffolds which are ordered and 

oriented for the 19 chromosomes in the V0 (green bars) compared to 

the V2 (blue bars) 
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