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G enetic diversity of three wild silver pom fret ( Pampus argenteus)

populations based on CO I gene sequences

PENG Shim ingl, SHIZhao‘hongl7 HOU Jun-1i. ZHANG Hao. ZHAO Feng1
(1 EastChia Sea Fisheries Research Institite Chinese Acadeny of Fishery Sciences Shanghai 200090, China;
2. College of Life Science East China Nomal University Shanghai 200062, China)

Abstract The partialm itochondrial col sequences of 48 silver pan fret (Pampus argenteus) fran three areas
[ Bohai Sea (B), EastChina Sea of Zhoushan (E), South China Sea of Guangdong (S) ] were amplified by
PCR technique to analyze their sequence variation and genetic diversity 604 bp COl gene fragnents were
obtained A total of 30 polymomhic sites were detected incliding 6 parsin -infomative sites The number of
polymormhic sites was 8 for the population B, 26 for the population E and 1 for the population S respectively

There were 18 haplotypes in 48 COl  gene sequences The average haplotype diversity and nucleotide diversity
of the three populations were 0. 662 2 and 0. 002 8  respectively Analysis of AMOVA indicated that large
COl gene differentiation ( 101 03% ) occurred within populations and — L 03%  occurred anong
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populations The total genetic differentiation index (Fs ) of the three populations was —0. 010 3 (p >
0. 05). Additionally both the Fy; and k2 distances within populations were very low: The present results
suggested that the highest haplotype diversity was in population E (0. 800 9), the m iddle was in population B
(0. 700 0) and the lowestwas in population S (0. 200 0). The nucleotide diversities in three populations were
very low (<< 0. 005). There was no genetic differentiation in different wild stocks of silver pam fret based on
m itochondrial DNA COl gene sequences
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Tab- 1 The distr bution of 18 hap lotypes in silver pan fret popu lations
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Tab- 2 The genetic diversity of three silver pam fret pop lutions
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Tab- 3 Analysisofmolecular variance (AMOVA ) for the silver pan fret populations
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Tab 4 Genetic differentiation index Fg; (below diagonal) and genetic distance (above diagonal)

B E S
B 0. 003 0. 001
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