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Abstract: Object To study the molecular characteristics and the distribution character of
virulence genes in Vibrio alginolyticus, to analyze the phylogenic relationship between them so as
to study the epidemic trend and support the policy-making. Methods The RAPD (random
amplified polymorphic DNA) molecular markers were used to study the taxonomy of 127
V.alginolyticus from Fujian. Zhanjiang. Guangxi and Hainan. And 7 virulence genes were tested
too, they are tlh. trh. tdh and so on. Results These strains can be divided into different groups
according to the different genetic similarity and heredity distances. In the virulence genes
detecting, there was no strain carrying tlh and trh genes, but the strains carrying toxR genes were
100%, and tlh genes were 26.8%, they wre the two most genes detected on these 127 strains.
Conclusion This study reveals the significant prevalence of V. alginolyticus in their habitats with
high diversity of virulence genes. Representative V.alginolyticus isolates could be used for further
investigation into their pathongenecity, functional genomics, and molecular evolution.
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