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Abstract
od] Based on Genotyping-by-Sequencing technology ,genetic character of Liaohe pond-reared population (1.C), Liaohe wild population (LW),
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[ Objective ] To assess the genetic diversity and population structure of the wild and cultured E. sinensis populations (i.e. ). [ Meth-

Changjiang pond-reared population (CJ) ,Hainan pond-reared population (HN) ,Huanghe pond-reared population (HH) was analyzed by using
SNP marker. [ Result] After screening with parameter of dp4,miss0. 5 and minor alleles frequency (MAF) >0.05,a total of high quality 652 746
SNP sites were retained to analyze genetic character of population. The mean observed heterozygosity (Ho) was from 0.084 4 to 0. 124 9, the
mean expected heterozygosity (He) was from 0.097 4 to 0.200 3 ,the mean nucleotide diversity (Pi) was from 0. 158 3 to 0.254 4 ,the average
pairwise inbreeding coefficient Fis ranged from 0.054 2 to 0.238 43. Both the F-statistic (Fst) among populations and phylogenetic analysis sug-
gested that the CJ population had a very close relationship with HN population. It may indicate that the baby crabs of Hainan Province derived

from Changjiang river. [ Conclusion] The information may be beneficial for biodiversity conservation and management of E. sinensis.
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Fig.1 Phylogenetic tree of E. sinensis by ML method
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