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THE GENETIC DIVERSITY AND GENETIC STRUCTURE OF THREE CULTURED
MYTILUS EDULIS POPULATIONS

GUO Bao-Ying', QI Peng-Zhi®, LIJi-Ji', YE Ying-Ying', CHU Zhang-Jie', WU Chang-Wen'
(1. Zhejiang Ocean University, National Engineering Research Center of Marine Facilities Aquaculture, Zhoushan,
316004; 2. College of Fisheries, Huazhong Agricultural University, Wuhan, 430070)

Abstract The genetic diversity and genetic structure of three cultured populations (Yantai of Shandong province,

Rushan of Shandong province and Dongji of Zhejiang province) of Mytilus edulis were determined using the mitochondrial
gene sequencing technology (CO ). The result revealed 18 haplotypes for total 32 individuals obtained using PCR method.
The haplotype diversities (Hd), nucleotide diversities (P;) and the average nucleotide differences (K) were 0.946, 0.0207
and 15.316, respectively, which showed high genetic diversity among populations. The fixation indices (Fg) of three

populations showed that there was no genetic differentiation between Yantai and Rushan populations and significant ge-

netic differentiation between Dongji and the other two populations.

Key words Mytilus edulis, CO , Genetic diversity, Genetic structure
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