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1. AQUACULTURAL IMPORTANCE

ue to its aquacultural potential, the Pacific oyster,
originating from Japan, has been introduced in many
countries. Its annual production represents the
highest of all aquatic organism: 4.4 millions metric
tons for a value of $3.7 billions in 2003 (FAO, 2004). (1)
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To go further, other parameters were analysed such as the non synonymous
diversity or the rate of G/C at third position in all ESTs. Negative correlation is
observed between these two parameters (Spearman's Rho = -0.47, p=0.006).
These results can be related to the hypothesis that selective constraints for
optimal codon usage are likely to be correlated with selective constraints on
the protein both, between codons in  C. gigas (6).

5. PERSPECTIVES

On one side, further analysis of molecular evolution will be carried out. On the
other side, each putative SNP will be scored by Maldi-Tof mass spectrometry to
validate each marker and to detect heterozygote loci in F1 progenies. The same
method will be used to genotype the F2 mapping families. This will allow the
establishment of a HIGHER DENSITY LINKAGE MAP based on developed SNPs
and available microsatellites (7). The final goal is to identify Quantitative Trait Loci

(QTL) for summer mortality and other traits of aquacultural interest in

C. gigas.

2. SUMMER MORTALITY

Summer mortality of the Pacific oyster has been described in the
literature for decades. This is an important problem for oyster
production in several countries . Studies showed that it results from the
complex interaction of the environment, the oyster and pathogens.
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