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2. Genotyping by Sequencing of gDNA for 48 RILs segregating for a 
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Massive sequencing & SNP markers development 
Two complementary NGS approaches : 
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Sequencing of eight pea cDNA normalized libraries 

Full-length cDNA libraries 
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454 sequencing 

3.8 M reads / 1.4 GB / 8 génotypes  

Duarte et al. 2014 
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1920 SNP genotyped on : 

4 RILs population  
92 accession 
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Distribution of pea contigs along Medicago truncatula 
physical map 

Duarte et al. 2014 
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polymorphic 
cDNA contigs 

1920 pea 
cDNA contigs 
selected for 
genotyping 
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A high density reference composite genetic map 
anchored to the M. truncatula genome 

Duarte et al. 2014 

1255 cM  
2070 markers 

  
1340 SNPs 
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Diversity structuration of a collection of pea cultivars 

Factorial Analysis 
 

92 accessions and 
cultivar diversity panel 

 
1538 SNP markers 

spring field pea 
winter field pea & fodder pea 

Duarte et al. 2014 

garden pea & field pea  
A.euteiches resistance 

breeding program 
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Genotyping By Sequencing 
on genomic DNA libraries 

from a 48 RILs mapping population 
segregating for 

resistance to Aphanomyces euteiches 

Aphanomyces euteiches disease 
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Genotyping By Sequencing on genomic DNA libraries from a 
48 RILs mapping population 

50 Genomic DNA libraries 
(48 Rils + Baccara & PI180693) 

 
 
 
 
 
Illumina Hiseq2000 sequencing 
(2 libraries/lane) 
 

8.8 G reads / 877 GB  

INRA 
Get-Plage 
platform 
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2. quality of reads who  generated SNP polymorphism 
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Over 75,000 genomic SNPs considered as robust  
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