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1
Tab.1 Codes and sequences of selected primers and amplifi-

cation results

S808 (AG)sC 7 4 05714
$809 (AG)sG 8 3 0.3750
s811 (GA)sC 6 4 0.666 7
S824 (TC)sG 3 2 0.666 7
S834 (AG)eYT 3 2 0.666 7
S835 (AG)sYC 6 2 0.3334
S840 (GA)YT 7 7 1.000 0
S842 (GA)YG 4 3 0.750 0
S876 (GATAYs 9 6 0.666 7
(GACA) 4
S881l (GGGT)3 1 9 0.818 2
64 42
0.656 3
2.2
f Shannon
0.1667 0.8334 2
2.3
ISSR
0]
0.666 7 0.876 4 0.781 3
(D) 0.218 7 Shannon
(Ho) 12.0832 (H) 0.188 8
3
3
ISSR
10
64 65.63%
0.218 7, Shannon 0.188 8
RAPD

[3]
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Fig.1 Amplification of genomic DNA from six samples of P. polyactis with primers S835 and S876

M

GeneRuler™ 100bp DNA Ladder Plus  1—6

Tab.2 Frequencies of the polymorphic loci
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Tab.3 pairwise similarity coefficient(above diagonal)and genetic difference(below diagonal)of P. polyactis

1 2 3 4 5 6
1 — 0.2030 0.303 4 0.2405 0.1954 0.186 0
2 0.7970 — 0.186 8 0.2346 0.1910 0.204 6
3 0.696 6 0.813 2 — 0.3333 0.217 4 0.2308
4 0.759 5 0.765 4 0.666 7 — 0.2195 0.2099
5 0.804 6 0.8090 0.782 6 0.780 5 — 0.1236
6 0.8140 0.795 4 0.769 2 0.790 1 0.876 4 —

4

Tab.4 Comparison of the genetic diversity in different major fishes

P % I D H
16.81 0.907 3 0.092 7 0.0532 RAPD [6]
81.48 0.865 0 0.1350 RAPD |
81.48 0.894 4 0.105 6 RAPD |
81.48 0.884 9 0.1151 RAPD |
21.00 0.964 5 0.0355 0.059 4 RAPD [8]
93.93 0.2124 RAPD [9]
85.71 0.2271 RAPD [9]
44.09 0.882 1 0.1179 RAPD [10]
44.09 0.878 5 0.1215 RAPD [10]
18.90 0.9040 0.096 0 RAPD [11]
16.70 0.9250 0.074 7 RAPD [11]
65.63 0.7813 0.2187 0.1888 ISSR
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The research on genetic diversity of Pseudosciaena polyactis
population from the southern part of the Yellow Sea
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Absract: Inter-simple sequence repeat amplification method was used to investigate the genetic diversity of
Pseudosciaena polyactis population from the southern part of the Yellow Sea. Amplifications with 10 ISSR primers
selected from 99 primers generated 64 reproducible and stable bands ,ranging from 300 3 000 bp,42 of which were
polymorphic,and percentage of polymorphic loci was 65.63%.The genetic similarity index among individuals was
0.781 3 on average ,ranging from 0.666 7 0.876 4.Genetic distance is 0.218 7 on average .Shannon Weveis index of
phenotypic diversity and Shannon Weveis value of phenotypic diversity were 12.083 2 and 0.188 8 respectively. The
results indicated that the genetic diversity of P. polyactis was high .In the further production many effective
husbandry and management measures must be taken to keep the genetic diversity so as to enable to obtain the
sustainable development of the mariculture.
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