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Genetic Diversity of mtDNA COI Gene Sequence in Charybdis japonica

YANG Ke et al (East China Sea Fisheries Research Institute, Chinese Academy of Fishery Sciences, Shanghai 200090 )

Abstract [ Objective ] The study aimed to evaluate the genetic diversity of wild Charybdis japonica in Sanmen, Zhejiang Province and pro-
vide references for germplasm resources protection. [ Method ] Polymerase chain reaction (PCR) technique was used to amplify the cytochrome
oxidase subunit I (COI) gene from 30 individuals of Charybdis japonica caught from Sanmen. After PCR products had been purified and se-
quenced. ,the obtained sequences were aligned and analysed by using softwares. [Results ] 547 bp sequences of COI gene were obtained and
44 variable sites were detected with total variation of 8.04% . The average nucleotide composition of T, C, A, G were 35.7% , 19.5%,
28.5% and 16.3% , respectively and the content of A + T (64.2% ) was higher than that of G + C (35.8% ). From the 30 individuals 7 hap-
lotypes were detected and the haplotype diversity (H) was 0.772 7 . The genetic distances between haplotypes vary from 0. 000 to 0. 045 by
Kimura method. [Conclusion ] The genetic diversity of wild Charybdis japonica in Sanmen is low, compared with other crustaceans. And some
measures should be taken to protect the species and make rational utilization.
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