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Primary research on the genetic diversity of three
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XU Yi-ping', SUN Kai-lian®, YANG Gui-mei®, LI Qiong-wen', BAO Bao-long’**, REN Da-ming*
(1. Bureau of Marine and Fishertes, Yueging 325600, China;
2. Group of Haixianmei, Wenzhou 325600, China;
3. College of Aqua-life Science and Technology , Shanghai Fisheries University , Shanghai 200090, China ;
4. The State Key Laboratory of Genelic Engineering Institute of Genetics , Fudan University , Shanghai 200433, China)

Abstract: Here we used morphological discrimination analysis and RAPD analysis to study the phylogenetic
relationship and genetic diversity of three populations of Tegillarca granosa in Yueqing Bay Wenzhou area. The
results showed as follows: (1) The phylogenetic relationship of Yueqing population and Korea population is closer
than that of Yueqing population and Fujian population on molecular level, although the geography relationship of
Yueqing population and Fujian population is much closer. A possible explanation is that the gene pool of Yueqing
population was contaminated by Korea population. (2) However, the phylogenetic relationships of three

populations, which are based on morphology data, consisted with the geography relationships. It shows that the
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degree of contamination of Korea population is not enough to change evidently the shell outline of Yueging
population. (3) From highest to lowest, the genetic diversity of three populations is Korea, Yueqing, and Fujian.
Their average heterozygosity is 0.275 4, 0.257 5 and 0.247 3, and the average genetic distance of each population
15 0.304 8, 0.240 1 and 0.211 5, respectively. These also show that the genetic diversities of the three populations
maintained high level. (4) There 4 specific bands appeared in Yueqing population using random primers S.418,
S.359 and S.431 PCR amplification, and they could be used as molecular markers of Yueqing population.
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Tab.1 Average heterozygosity and percentage polymorphic loci for three populations
of Tegillarca granosa across 45 RAPD loci
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Tab.2 Genetic distance and genetic similarity value among three populations of
Tegillarca granosa based on Nei’S (1972,1978) unbiased identity measures
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Fig.3  Individual-wise dendrogram revealed by UPGMA (unweighted pair-group method with arithmetic average)
cluster analysis using Nei's (1972,1978) genetic dislance
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