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Abstract: Acanthopagrus schlegeli is an economically important marine fish endemic in East Asia, and natural
resource had been reduced dramatically. To protect and exploit the valuable fish effectively, 722 bp at the 5° of mi-
tochondrial DNA control region of 50 individuals collected in Yingkou(YK), Laoshan(LSH), Dayawan (DYW),
Dongxing(DX) were sequenced to analyze the genetic diversity and population genetic structure of Acanthopagrus
schlegeli in the coastal waters of China. Total 42 hapoltypes and 56 variable sites were detected. Genetic diversity
analyses showed high levels of haplotype diversity (4: 0.978~1.000) and low levels of nucleotide diversity(z:
0.0067~0.0116) in A.schlegeli. The demographic history was examined by using neutrality tests and mismatch dis-
tribution analysis, which indicated a Pleistocene population expansion at about 165 000-41 000years. Climatic os-
cillations during the Pleistocene ice ages might have had an important impact on this species. In the
Neighbor-Joining tree (NJ tree) based on Kimura 2-parameter distances, neither obvious genealogical nor geo-
graphic clusters were found. Although pair-wise comparisons of F indicated that there was no geographic diver-
gence among southern FQ-DYW-DX stocks,as well as between northern YK and LSH stocks, significant geographic
divergences were found between the two groups. The genetic divergences between northern and southern popula-
tions might partly be due to the different breeding seasons of different populations and seasonal changes of China
coastal currents. Two Management Units (MUs) were recognized on the basis of the populations of A.schlegeli in
the coast of China.
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