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Fig.3 Mismatch distributions analyses of nucleotide of mtDNA COI and Cyt b genes for O. fasciatus populations
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POPULATION GENETIC DIVERSITY OF ROCK BREAM OPLEGNATHUS
FASCIATUS BASED ON mtDNA GENOME SEQUENCE IN CHINESE COAST

XIAO Yong-Shuang"?, CHENG Qi-Qun’, REN Gui-Jing’, LIJun®, MA Dao-Yuan®,
XU Shi-Hong?, LIU Qing-Hua®, XIAO Zhi-Zhong®, HAN Zhi-Qiang'
(1. Zhejiang Ocean University, Zhoushan, 316004; 2. East China Sea Fisheries Research Institute, Chinese Academy of
Fishery Sciences, Shanghai, 200090; 3. Institute of Oceanology, Chinese Academy of Sciences, Qingdao, 266071)

Abstract
estimate population genetic diversity and genetic structure of rock bream (Oplegnathus fasciatus) in Zhoushan and Jiaonan

Partial nucleotide sequences of mitochondrial DNA COI and Cyt b genes were sequenced and analyzed to

populations. The results show that the haplotype diversity and nucleotide diversity of Zhoushan population (h = 0.814+
0.060, © = 0.009+0.005) were significantly higher than those of Jiaonan population (h = 0.742+0.116, == 0.003+0.002) in
mtDNA COI molecular marker. Three genealogical clades were checked in the O. fasciatus populations in NJ, MST and
Mismatch distribution analyses of mtDNA COI gene sequence, and the genetic distances among the clades ranged from
0.018—0.025. No significant genetic differentiations existed between Zhoushan and Jiaonan populations in the species
based on the analyses of NJ and the pairwise fixation index Fy of mtDNA Cyt b gene.

Key words Oplegnathus fasciatus; mitochondrial DNA COI and Cyt b genes;
genetic differentiation

populations; genetic diversity;



