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Fig. 1 Sample sites of B. exarata along the Yangtze estuary
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Tab.1 Genetic diversity among populations of B. exarata

() (%) Nei’s H{(+SE) hs(£SE)
QD 21 78.2 0.2612(0.0068) 0.2455(0.0070)
CM 24 56.0 0.1935(0.0069) 0.1689(0.0061)
JD 23 58.4 0.2076(0.0070) 0.1767(0.0067)
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NH 0.0116 0.0042 0.0000 rAkE
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Abstract: In this study, the genetic diversity of Bullacta exarata from four populations (Qidong, Chongming Dongtan,
Jiuduansha, and Nanhui) in the Yangtze estuary were investigated based on amplified fragment length polymorphism
(AFLP) profiles. The four AFLP primer combinations produced 577 AFLP loci and the percent loci polymorphic values
for QD, CM, JD, and NH were 78.2%, 56.0%, 58.4%, and 57.9%, respectively. The total gene diversity index was 0.2218,
indicating a high level of genetic diversity and over 96% of the genetic variation was because of individuals within
populations. Genetic differentiations among populations were very low (0.0000-0.0404) and the Nei’s genetic distance
among four populations varied from 0.0000 to 0.0124. In addition, structure analysis indicated that B. exarata popula-
tions originated from three genetic groups and strong gene flow existed among populations. The ability of B. exarata to

disperse in the open sea could be the cause of the slight genetic variation in the studied areas.
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