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Wanzhou), one population from Pearl River and Heilongjiang River for each, Zhaoqing, and Nenjiang, respectively. Twelve
markers showed highly polymorphic and all the eight populations contained high genetic variations. The variations of six
populations of Yangtze River and Zhaoqing population of Pearl River were higher than Nenjiang population of Heilongjiang
River. Bottleneck analysis revealed that four populations (Zhaoqing, Nenjiang, Mudong, and Wangzhou) had experienced a
recent genetic bottleneck, and the effective population size was reduced. Pairwise Fst and AMOVA analysis detected sig-
nificant genetic difference among populations. The pairwise population genetic distances and the UPGMA tree demon-
strated that the genetic distances between six populations of Yangtze River and Zhaoqing population were closer and clus-
tered together earlier, as compared to those populations with Nenjiang population. The genetic structure simulation analysis
suggested that there were five logic populations of all individuals. The genetic structures of Zhaoqing and Nenjiang popula-
tions were shown with independent separation, but the genetic structures of populations from Yangtze River were shown
with fuzzy distribution. The high diversity was found in the wild grass carp from three major watersheds in China, which
would supply a basis for future genetic improvement. However, the bottleneck effect of some populations should be taken

into account in the practical breeding programs.
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(Na) (Ne) (Ho) (He) (PIC)
CID0001 28 4.44 0.761 0.776 0.755
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*k Hardy-Weinberg (P<0.01)
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| 2.321 2.414 2.335 2.101 2.224 2.401 2.413 1.993
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He 0.875 0.882 0.870 0.878 0.874 0.885 0.882 0.831
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1AM TPM SMM
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CID0001 0.776 0.857 -1.593 0.079 0916 -7.946 0.001** 0.940 -10.467 0.003**
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CID0044 0.861 0.816 0.622 0.272 0.887 -0.937 0.156 0.922 -2.335 0.008**
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