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Abstract

lated from sea water of Zini marine aquaculture area by using TCBS agar plates and pure-cultivated on 2216E agar plates. All strains were identi-
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[ Objective | This study aimed to investigate the diversity of Vibrio spp. in Zini marine aquaculture area. [ Method | 48 strains were iso-

fied using the 16S rRNA gene-restriction fragment length polymorphism ( RFLP) analysis,16S rRNA gene sequence determination and phyloge-
netic analyses. [ Result] 48 TCBS strains from Zini marine aquaculture area were classfied as 4 Vibrio species,which were group 1 - V. crassostreae
(14.6% ) ,group 2 — V. atlanticus (58.3% ) ,group 3 — V. splendidus (12.5% ) ,group 4 — V. lenius (14.6% ). All the strains belong to V. splendi-
dus clade,which occupies a lot of species with pathogenic potential for shrimp,crab and shellfish. [ Conclusion] The potential pathogens of Vibrio
in Zini marine aquaculture area are related to V. splendidus clade ,which is useful for the prevention and control of potential pathogen infections in

aquaculture.
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Fig.2 Phylogenetic tree of representative Vibrio strains from Zi-
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