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Abstract

Abstract

Population genetic structure of 5 populations of Chiloscyllium plagiosum
(Beihai, Leizhou, Qionghai, Pingtan, Taiwan) along Southern China coast was
investigated by morphological analysis and molecular analysis of ND2 sequences
in mitochondrial DNA. These results will provide the theory basis for protecting and
developing the resources of Chiloscyllium plagiosum along southern China coast.
The main results are shown as follows:

Four multivariation analysis were used to investigated the morphological
variations among 5 stocks of bamboo shark Chiloscyllium plagiosum collected from
Qionghai in Hainan province, Leizhou in Guangdong province, Beihai in Guangxi
province, Pingtan in Fujian province and Pingdong in Taiwan. ANOVA indicated
that 16 morphometric proportional parameters showed significant morphological
variations(P<0.01) among the 5 stocks. Through principal component analysis, five
principal components were established, with their contributory ratio being 28.023%,
12.676%, 9.669%, 9.100%, 7.703%, and the cumulative contributory ratio being
67.171%. The results of clusters analysis and principal component analysis revealed
that Pingtan stock and Taiwan stock had similar morphological characters, the same
as Leizhou stock, Qionghai and Beihai stocks. Discriminant function of 5
populations were established, discrimination accuracy ratio being 80.0%-100% for
P1 and 85.3%-100% for P2, the integrative discrimination accuracy ratio being
93.4%.

The length of ND2 sequences in the tested sharks is 1260 bp, including the partial
sequences of tRNA sequences on both sides of ND2 sequences. 21 variable sites are
identified, with 15 haplotypes. The average nuleotide diversity of 5 populations is

0.00074, and the average haplotype diversity is 0.459. The nuleotide composition

11



Abstract

shows a nuleotide bias against G. The results of neutral test, haplotype network and
mismatch distribution analyse show that expansion might had happen in the
evolution of Chiloscyllium plagiosum, and the estimated split time was 3.7MY.
Haplotype network shows there are two possible ancestor populations of
Chiloscyllium plagiosum. The genetic differentiation among 5 populations shows
was almost agreement with distance-isolation model. Taiwan population may be

divergence from other populations by lacking of gene flow with others.

Key words: Chiloscyllium plagiosum; morphological variation; ND2; Genetic

diversity.
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