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al DNA Cyt b

LIU Hao-yu,SONG Ri-yu,ZHENG Yun-ya et al
Abstract
logical characteristics of 94 tails of H. analis were determined. The results showed that there was no significant morphological difference between
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The morphological characteristics of H. analis and genetic differences between wild and cultured populations were analyzed. 19 bio-

wild population and cultured population. At the same time, Cyt b fragments of mitochondrial DNA in wild and cultured populations were ampli-
fied. A total of 5 kinds of haplotypes were detected in 22 individuals,only 1 kind of haplotype was found in the cultured population,5 kinds of
haplotypes were found in the wild population. The haplotype diversity and nucleotide diversity in the cultured population were lower than those
in the wild population. The haplotype network diagram and phylogenetic tree based on mitochondrial Cyt b fragment of H. analis did not reveal
significant pedigree structure of the species. In conclusion, compared with the wild population, the level of genetic diversity of H. analis was sig-
nificantly lower. It was necessary to adopt scientific artificial breeding techniques and methods to improve the genetic diversity and protect the
germplasm resources of H. analis.
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Table 1 The measurable character ratio of H. analis in cultured and wild populations
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Table 2 Statistics of haplotypes in each population of H. analis
EXiAYc

B EFEAE O b BE K RUBNEERALEDNEE o S Haplotype
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Table 3 Genetic diversity index of different population of H. analis
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Fig. 2 Phylogenetic tree of H. analis based on Cyt b sequences by using neighbor-joining method
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