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ABSTRACT. The snakehead fish Channa argus is an important food 
fish in China. We identified six microsatellite loci for C. argus. These 
six microsatellite loci and four other microsatellite markers were used to 
analyze genetic diversity in four cultured populations of C. argus (SD, JX, 
HN, and ZJ) and determine their relationships. A total of 154 alleles were 
detected at the 10 microsatellite loci. The average expected and observed 
heterozygosities varied from 0.70-0.84 and 0.69-0.83, respectively, and 
polymorphism information content ranged between 0.66 and 0.82 in 
the four populations, indicating high genetic diversity. Population JX 
deviated from mutation-drift equilibrium and may have experienced a 
recent bottleneck. Analysis of pairwise genetic differentiation revealed 
FST values that ranged from 0.028 to 0.100, which indicates a moderate 
level of genetic differentiation. The largest distances were observed 
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between populations HN and SD, whereas the smallest distances were 
obtained between populations HN and JX. Genetic clustering analysis 
demonstrated that the ZJ and HN populations probably share the same 
origin. This information about the genetic diversity within each of the 
four populations, and their genetic relationships will be useful for future 
genetic improvement of C. argus through selective breeding.
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