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I solation and identification of Vibrio parahaemolyticus from iced fresh
Trachinotus ovatus
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(Shenzhen Inspection and Testing Centre for Quality and Safety of Farm Products, Shenzhen 518005, China)

ABSTRACT: Objective To analyze and identify a bacterium which isolated from ice fresh Trachinotus
ovatus sample. Methods A bacterium named sznjVV 083 was isolated from ice fresh Trachinotus ovatus sample
on TCBS and vibrio chromogenic medium, and then physiological and biochemical characteristics were
characterized, and molecular biological characteristics were analyzed. At the same time, the standard strain
ATCC33847 (Vibrio parahaemolyticus) and standard strain ATCC27562 (Mbrio vulnificus) were tested for
quality control. Results Its colonies features on TCBS were blue-green and on vibrio chromogenic medium
were dark-blue. VITEK 2 Gram-Negative identification card showed that it was Vibrio vulnificus. Real-time
PCR showed that it was Vibrio parahaemolyticus. The results about sequence analysis of 16S rDNA and
phylogenic tree showed that sznjV083 was very closed to Vibrio Parahaemolyticus BB220OP (Accession
CP003973.1). The virulence genes tdh and trh were detected as negative. Conclusion Comprehensive
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analysis of the results of real-time PCR and 16S rDNA sequence analysis, bacterium sznjV 083 which isolated

from ice fresh Trachinotus ovatus sample was belonged to Vibrio parahaemolyticus. In the detection of Vibrio

parahaemolyticus, in addition to the conventional physiological and biochemical methods, the experiment

should also improve the specificity and sensitivity of detection results according to molecular biological

method, such as the 16S rDNA gene sequence analysis or PCR method.
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phylogenic tree
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Vibrio parahaemolyticus BB220OP chromosome 1 (CP003972.1).seq

Vibrio parahaemolyticus BB220P chromosome 2 (CP003973.1).seq

Vibrio sp. SBP 168 ribosomal RNA gene (HQ123984.1).seq

Uncultured bacterium clone Ag31-1 16S ribosomal RNA gene (GQ866104.1).seq

Vibrio parahaemolyticus RIMD 2210633 DNA chromosome 2 (BA000031.2).seq
Vibrio alginolyticus strain NBRC 15630 16S ribosomal RNA gene (CP006718.1).seq
‘ Vibrio neocaledonicus strain MS1 168 ribosomal RNA gene (KJ841877.1).seq

Vibrio parahaemolyticus strain CM 12 16S ribosomal RNA gene (EU660326.1).seq
Vibrio sp. A975 168 ribosomal RNA gene (GU223593.1).seq
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Fig. 1 Phylogenic tree of the bacterium sznjV 083 based on 16S rDNA sequence
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