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- EST resources from SSH libraries (Morga etal. 2010) variance of the trait parental maps
SNPs potential SNP = Single Nucleotide Polymorphism Conclusion

- High polymorphism and heterozygocity - SNps are numerous in the oysters’ genomes
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C. gigas : 1 SNP every 60/40 bp in coding/non- € 7 © T © & & G & © -SNPs can be genotyped with high through-put
coding regions (sauvage et al., 2007) technologies but genotyping SNPs in a such
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- SNPs could become markers assisting selection
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