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Identification of a strain of Vibrio harveyi with culture characteristics
similar to Vibrio vulnificus

ZHENG Dong-Wen, WANG Gui-Lan, ZHONG Lei-Xiang,
LI Ying-Xin, CHEN Yu-Qing, WU Han-Guang"

(Shenzhen Institute of Quality & Safety Inspection and Research, Shenzhen 518005, China)
ABSTRACT: Objective To analyze and identify a strain numbered sznj2009. Methods A strain of sznj2009 was
isolated from aquatic products, and the colony morphology, biochemical characteristics and biological characteristics
of the strain were analyzed and identified. Results The strain showed round, smooth, small colorless colonies on the
Vibrio chromogenic plate;Round, flat yellow colonies with opaque centers but transparent edges on CC and mCPC
plates; Round, milky white colony on 3% sodium chloride tryptone soybean agar plate.By 16s rDNA sequence
analysis found that the strain and vibrio harveyi (ATCC33843) closer, high homology, the evolution of the similarity
of 100%. Conclusion The strain sznj2009 isolated from aquatic products was Vibrio harveyi. In the traditional
biochemical identification and detection of Vibrio vulnificus, through comparison, it is found that Vibrio harveyi is
similar to Vibrio vulnificus in colony characteristics and biochemical characteristics, however, the two strains can be
clearly distinguished in the plate and biochemical reaction of Vibrio vulnificus, which can improve the identification
accuracy of Vibrio vulnificus and provide reference for the traditional isolation and identification of Vibrio harveyi.
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Fig. 1 Colonial morphology of the bacterium sznj2009 and Vibrio vulnificus
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Fig. 2 Colonial morphology of the bacterium sznj2009 and Vibrio vulnificus
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Table I Results of preliminary biochemical identification
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Table 2 Biochemical characteristics of sznj2009 and ATCC27562
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Fig.3 Phylogenic tree of the bacterium sznj2009 based on 16S rDNA sequence
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