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Abstrac:t The partia] sequences ofm{PDNA 1S RNA 0f147 Porunus trituperculatus individuals sampled fran
the coasta]waters of the EastChina Sea in Zhe jang Province( Chang jang estualf’s’ Shengsi is]and§ 7 houshan
island§ Dongou island5 were sequenced and analyzed A fragnent ofggy base pairs of P trituberculatus
mPNA 16 S RNA gene was E[Hlplif'ﬁd and 11 PoPmomhi sites and 14 distirct haPlotypes were defined in
our study Themean sequence diverence values heween nucleotide and haPlotyPes diversity wasg 000 89
and() 565 resbective]ly Shengsi islands Population had the highest genetic diversity(n =0. 001 27 h=
Q 754), and Changjiang esuay populatpn possessed the lozvest(n =0 00034 h=q 322). The coefficient
of genetic ( ifferentation heween Changjiang estuary and Shengsi ishnds Populations was he highest

: 2008-06-27

($30702)
(1982—), .
_Email xicher@ shou edu



137

(Q 102 26), and the Jowest heween Zhoushan and Dongtou jslands Popu ptions( Q 025 75). The kRi8estgene

flow was detected heween Zhoushan and [Dongtou populationS( 9. 46),

Esta®y and Shengsi islands Popujatpny 2 19),

and the lovest peween Changjiang
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