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Polymorphism study of the mitochondrial DNA D-loop
gene sequences from Sparus latus

LIU Hong-yan''?,JIANG Shi-gui', SU Tian-feng' , GONG Shi-yuan®
(1. South China Sea Fisheries Research Institute , CAFS , Guangzhou 510300, China ;
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Abstract: 580bp mitochondrial D-loop gene segments of Sparus latus caught in sea from Haikou ( Hainan
Province) , Xiamen ( Fujian Province ), Zhuhai ( Guangdong Province ) were amplified with PCR technique and
sequenced. The accession numbers are from AF549503 to AF549524 in GenBank. High genetic polymorphism in
the three stocks was examined. It was found that 33 nucleotide sites (5.7 % ) were variable in mtDNA D-loop
gene segments, and there were 22 haplotypes in 24 individuals. According to the sequences of mtDNA D-loop
gene segments, the genetic distances of inter-and intrapopulation of three stocks were calculated using two-
parameter method of Kimura, M(1980) . The genetic distances were 1.34% , 1.34% and 1.41% in individuals
within stocks of Hainan, Fujian and Guangdong respectively, and 2.71% between Hainan and Fujian stocks. 2.
70% between Hainan and Guangdong stocks, 1.33% between Fujian and Guangdong stocks. Nucleotide
diversity of sequences demonstrated that Hainan stock has a distant genetic relationship with Fujian stock and
Guangdong stock, and the Fujian stock has a close relationship with Guangdong stock. In molecular phylogenetic
tree constructed by UPGMA method, all the haplotypes of Hainan samples assembled one branch, while the
haplotypes of Fujian and Guangdong samples intermixed together and assembled another branch. These results

indicated that Hainan samples belong to a separate population, whereas the Fujian and Guangdong samples belong
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to an identical population. According to these data, we can deduce that gene exchange may exist widely between

the stocks of Guangdong and Fujian. Base compositions of the mtDNA D-loop sequence were estimated by

statistics programme of sofeware MEGA2.1.

Significant differences of base compositions were not observed

among the samples of the three populations. The averages of the base A, T, C and G content were 34.1% , 31.

4% , 20.3% and 14.2% , respectively. Therefore the total content of base A + T was obviously higher than that

of base G + C. There was only one site that base had been inserted or was absent. The amount of transition sites

was more than that of transversion sites, which resemble other vertebrate .
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Polymorphic sites of D-loop region in S. latus

of Hainan, Fujian and Guangdong populations
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