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Genetic diversity based on the mitochondrial COI gene sequences in five
wild populations of Synechogobius hasta
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Abstract: Overfishing and coastal development in recent years cause the loss of wild Synechogobius hasta population. To
study the genetic diversity of different populations of wild Synechogobius hasta, five populations from Dalian, Rudong,
Lianyungang, Changjiang River Estuary and Ningbo were analyzed by sequencing the mitochondrial cytochrome oxidase sub-
unit I (COI) genes. The results showed that there were 17 haplotypes in 5 populations, and 15 polymorphic sites were detected
in 427 bp, including 11 parsimony information sites and 4 single variable sites. The average contents of base A, T, G and C
were 24.6%, 29.6%, 20.1% and 25.7%, respectively. The haplotype diversity and nucleotide diversity of the five populations
were 0.652 and 0.002 55, respectively. The overall level of genetic diversity is lower than medium. The genetic diversity of
Ningbo population is the highest and Rudong population is the lowest. The genetic differentiation index(FST) and genetic dis-
tance showed that there was significant genetic differentiation between Ningbo population and other populations, with rela-

tively far genetic distance. AMOVA analysis showed that the genetic variation within populations was higher than that among
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populations (81.45% > 18.55%). In terms of the negatively selective neutrality test, the results indicated that Dalian, Lianyun-

gang and Changjiang River might have experienced population expansion in history. This study is helpful as a reference for

protection of the genetic diversity and breeding of S. hasta.

Keywords: synechogobing hasta; genetic diversity; mitochondrion; COI sequence
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