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Tab.1 Sequence of primers elected and the amplification results
(5'—3") (%)
UBC 834 AGA GAG AGA GAG AGAGYT 19 9 47.37
UBC 836 AGA GAG AGA GAG AGA GYA 18 10 55.56
UBC 840 GAG AGA GAG AGA GAG AYT 16 8 50.00
UBC 841 GAG AGA GAG AGA GAG AYC 18 8 44.44
UBC 845 CTC TCT CTC TCT CTC TRG 18 7 38.89
UBC 849 GTG TGT GTG TGT GTG TYA 13 6 46.15
UBC 851 GTG TGT GTG TGT GTG TYG 16 7 43.75
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Tab.2 Results of genetic diversity of seven populations of O. variabilis
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Tab.3  Genetic similarity (above diagonal) and genetic distance (below diagonal) among seven populations of O. variabilis
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0.2236 0.2853 0.3099 0.2756 0.2712 — 0.7480
0.3386 0.3416 0.3189 0.3561 0.2976 0.2903 —
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Tab.4 Analysis of molecular variance (AMOVA) of O. variabilis seven populations
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GENETIC DIVERSITY OF DIFFERENT GEOGRAPHICAL POPULATIONS IN
OCTOPUS VARIABILIS REVEALED BY ISSR ANALYSIS

GUO Bao-Ying, ZHOU Chao, LU Zhen-Ming, LI Ji-Ji, WU Chang-Wen

(Zhejiang Ocean University, Key Laboratory of Mariculture Equipments and Engineering
Technology of Zhejiang Province, Zhoushan, 316004)

Abstract
variabilis were analyzed after we had established the ISSR-PCR optimal reaction system by the Inter-Simple Sequence

In this study, genetic diversity among 168 individuals of 7 different geographical populations of the Octopus

Repeat (ISSR) markers. The samples of the seven populations were taken from Dalian, Yantai, Qingdao, Lianyungang,
Zhoushan, Wenzhou and Xiamen, respectively. Under predetermined optimal reaction conditions, total of 118 reproducible
and clear DNA fragments from seven populations were amplified with seven primers, in which 55 fragments were poly-
morphic, and the proportion of polymorphic loci was 46.61%. The Nei’s gene diversity and Shannon’s information index of
the O. variabilis was 0.3145 and 0.4766 at species level, 0.1573 and 0.2355 at population level, respectively. 7 populations
could be apparently divided into 2 groups. The AMOVA demonstrated that the among-population component accounted for
54.64541% of the total variation, while the within-population component accounted for 45.35459%. The genetic differen-
tiation coefficient (Gg) and the gene flow (Ny,) were 0.5067 and 0.4867 (< 1), respectively among the 7 populations. These
data indicate that the genetic diversity of O. variabilis is relatively high, and there is genetic differentiation of some extent
among the seven populations of O. variabilis.
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