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Tab.2 Haplotypes of Cyt b gene and its frequencies in four populations of O. variabilis
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GENETIC STRUCTURE IN 4 OCTOPUS VARIABILIS POPULATIONS FROM CHINA
COASTAL WATERS BASED ON MITOCHONDRIAL Cyt b GENE SEQUENCE

LI Hong-Mei, LU Zhen-Ming, LIU Li-Qin, WU Chang-Wen, ZHANG Jian-She

(Zhejiang Provincial Key Laboratory of Marine Germplasm Resources Exploration and Utilization,
College of Marine Sciences and Technology, Zhejiang Ocean University, Zhoushan, 316004)

Abstract
tochondrial cytochrome b gene (Cyt b) sequence. Results showed that, the aligned 232bp segment of the Cyt b gene se-

Genetic structure in 4 Octopus variabilis populations from China coastal waters was investigated using mi-

quence defined 38 polymorphic sites and 12 haplotypes in the ninety individuals of the four O. variabilis populations. The
haplotype diversity (H) reached 0.854+0.015, the mean nucleotide diversity (P;) reached 0.059+0.005, and the average
number of nucleotide differences (K) reached 13.526. Genetic structure analysis showed that, significant genetic differen-
tiation were presented among the four O. variabilis populations (P<0.01). Most pairwise gene flow values between popu-
lations were less than 1 except that between Dalian and Qingdao populations. Three distinct clades were detected in four O.
variabilis populations based on UPGMA phylogenetic analysis, with one clade composed of the two populations of Dalian
and Qingdao, one composed of Wenzhou population, and one composed of Dongshan population. Genetic distance analysis
suggested that the differentiation among Dongshan and other clades might reach the level of sub-species, while the differ-
entiation among other clades should be within the inter-population level. The divergence of populations might be resulted
from low dispersal ability of O. variabilis at both larva and adult stage. In addition, demographic historical accidence and
ocean currents may play important roles in the formation of population genetic structure in O. variabilis.
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