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DEVELOPMENT OF 17 SINGLE NUCLEOTIDE POLYMORPHISMS (SNPs) IN
CRASSOSTREA GIGAS SEARCHED FROM EST DATABASE

WANG Shao-Zong"?, LILi*, QI Hai-Gang’, ZHANG Guo-Fan®

(1. Graduate School, Chinese Academy of Sciences, Beijing, 100049; 2. Institute of Oceanology,
Chinese Academy of Sciences, Qingdao, 266071)

Abstract Some 29000 EST sequences of Crassostrea gigas from the GenBank were clustered into 4548 groups, of
which 1079 contained 4 or more ESTs. After manual quality filtering, 313 clusters could be used for the SNP development.
82 candidate SNPs were amplified with fragment length discrepant allele specific PCR (FLDAS-PCR), of which 17 were
polymorphic in a wild population. The function of the ESTs was predicted, and ORF was deduced based on BlastX analysis.
The expected and observed heterozygosities of the SNPs ranged from 0.088 to 0.506 and 0.091 to 0.667, respectively. No
significant linkage disequilibria were observed in most of the loci. Only three loci did not conform to Hardy-Weinberg
equilibrium at the level of P<0.05. The results show that EST database is an important source to develop SNPs for the spe-
cies whose genome research is on the primary stage.

Key words Crassostrea gigas, Single nucleotide polymorphism (SNP), Expressed sequence tag (EST), Fragment
length discrepant allele specific PCR (FLDAS-PCR)



