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Genetic Diversity and Genetic Differentiation of Spinibarbus hollandi Based on COI gene
LI Wen-jun, LI Qiang, HAN Chong et al
Abstract [ Objective] To understand the genetic diversity and genetic structure of Spinibarbus hollandi more comprehensively, and provide
scientific basis for the conservation and utilization of its wild germplasm resources.[ Method ] The mitochondrial COI gene sequences of 209 S.

(School of Life Science, Guangzhou University, Guangzhou,Guangdong 510006 )

hollandi samples from 9 rivers were determined and analyzed with designed primers, and its genetic diversity and genetic differentiation level
were discussed. [ Result] Among 209 COI gene sequences, 12 haplotypes were detected, with haplotype diversity of 0.801 0 and nucleotide
diversity of 0.008 2. Phylogenetic tree of haplotypes showed that all haplotypes gathered into two branches (branches 1. all the samples
Dongjiang population and some individuals of Beijiang, Ganjiang and Jiulong River). Network analysis of haplotypes showed that haplotype of
Dongjiang population was closely related to some individuals in Beijiang, Ganjiang and Jiulong River, but far related to other individuals. The
majority of the population of the Pearl River distributed in different branches compared with the majority of the population of the Yangtze River,
Qiantang River, and Jiulong River. AMOVA analysis showed that the variation of COI gene sequences of S. hollandi was mainly from within
groups, accounting for 82.33%. Mismalch analysis and neutral test showed that most populations were relatively stable without population ex-
pansion. [ Conclusion] The genetic diversity of S. hollandi population is generally low, so the protection of its germplasm resources should be
strengthened. There is not only certain isolation but also gene exchange between Dongjiang population and other populations in the Pearl River.
There is obvious differentiation of populations between the Pearl River and the Yangtze River.
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Table 1 Sample information of S.hollandi
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Table 2 Analysis of genetic diversity of S.hollandi
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Table 3 Genetic distance ( below diagonal ) and genetic variation value(above diagonal ) of COI gene of S.hollandi
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