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Contamination investigation of common pathogenic Vibrio species in
freshwater aquaculture processing in Jiangsu province in 2016

QIN Si, QIAO Xin, SHEN Yun, ZHENG Dong-Yu, TANG Zhen®

(Jiangsu Provincial Center for Disease Control and Prevention, Nanjing 210009, China)

ABSTRACT: Objective To investigate the contamination profile of common pathogenic Vibrio species (Vibrio
parahaemolyticus, Vibrio cholerae, etc.) in freshwater aquaculture of Jiangsu province. Methods Samples were
collected and detected according to the common Vibrio special monitoring work manual from 2016 National food
safety risk monitoring - Freshwater animal aquatic products breeding. Results A total of 507 samples including
freshwater products, aquaculture water and silt were collected from freshwater aquaculture farms. Vibrio
parahaemolyticus was detected in 17 (3.4%) samples, while Vibrio cholera was detected in 4 (0.8%) samples. Neither
Vibrio alginolyticus nor Vibrio vulnificus were isolated. The Vibrio parahaemolyticus strains were negative for both
trh and tdh genes, the main serotype of which was O5:H7 (41.2%), and the resistance rate to cefazolin was 94.1%.
The PFGE band pattern similarity rate of 3 strains among them were 100%. The Vibrio cholerae strains were all
non-01/0139, and no strains were found to be antibiotic resistant. Conclusion The freshwater cultivation
environment has low Vibrio parahaemolyticus contamination, but the detection of pathogenic Vibrio species suggests
freshwater products still may have risk to cause food poisoning, and provide data support for food safety risk

assessment and traceability of freshwater products related foodborne diseases.
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Table 1 Vibrio contamination status in different samples in
freshwater aquaculture
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Table 2 Results of serotyping of Vibrio parahaemolyticus in
freshwater aquaculture
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Cluster analysis diagram of Vibrio parahaemolyticus in freshwater aquaculture
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Table 3 Antibiotic susceptibility distribution of Vibrio parahaemolyticus isolates in freshwater aquaculture
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Table 4 Antibiotic susceptibility distribution of specific Vibrio
cholerae isolates in freshwater aquaculture
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