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Analysis of Genetic Diversity of P. clarkii Culture Population in Chuzhou Based on Mitochondrial CO I Gene
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Abstract
[ Method ] We compared nucleotide sequences of mitochondrial cytochrome oxidase subunit I (CO I ) gene of mitochondrial DNA ( mtDNA )

[ Objective ] To research the genetic characteristics of farmed Procambarus clarkii population in Chuzhou City, Anhui Province.

from eight farmed populations to investigate changes in genetic diversity, population structure and genetic differentiation. [ Result]The results
showed that 8 populations had 25 mutation sites, including 15 parsimony information sites and 10 single-base mutation sites ; the content of (A
+ T) (67.0%) was significantly higher than (G + C) (33.0% ) ,with obvious (A+T) base bias. Genetic diversity analysis showed that the
haplotype diversity index of all samples was 0.373 14, and the nucleotide diversity index was 0. 001 72. The 8 populations showed low haplo-
type diversity and oligonucleotide diversity, moreover, the haplotypes do not have obvious geographic differentiation characteristics, but are
mixed together among those farmed groups. The coefficient of genetic differentiation among populations Fg; was —0. 023 56-0. 122 14, and the
degree of differentiation was extremely low. [ Conclusion ] The genetic diversity of 8 populations of farmed Procambarus clarkii population in
Chuzhou City is at a relatively low level. It is suggested to expand the selection range of parents and avoid inbreeding and blind exchange of

parents.
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Table 1 Genetic diversity of farmed P. clarkii populations
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Populations 5 S s FEpE Hd ZFREE P,
F, 3 3 0.37 0. 000 86
F, 2 3 0.23 0. 000 36
F, 9 5 0.41 0.002 09
F, 8 5 0.55 0.001 90
Fs 7 3 0.18 0.000 97
Fe 10 3 0.14 0.001 44
F, 20 12 0.82 0.004 24
Fg 8 3 0.13 0. 000 91
JA Total 25 26 0.37 0.001 72
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Table 2 Fy;(below diagonal) and genetic distance between populations (above diagonal) among farmed P. clarkii populations
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Fig.1 Neighbor-joining phylogenetic tree of P. clarkii farming
population
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