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Virulence factors of foodborne pathogenic Vibrio parahaemolyticus

Kaknokrat Chonsin
Public Health Program, Faculty of Science and Technology, Suratthani Rajabhat University

Abstract

Vibrio parahaemolyticus is one of the major causes of food poisoning or gastroenteritis
outbreaks in Thailand and other countries due to the improper seafood consumption. The
spread of transmission of V. parahaemolyticus strains in humans and environments and their
virulence factors remains to be established. This study reviewed the virulence factors of
pathogenic V. parahaemolyticus strains which composed of 2 hemolysins, thermostable direct
hemolysin (TDH) and thermostable direct-related hemolysin (TRH), as well as 2 kinds of type
three secretion system (T3SS), T3SS1 and T3SS2. The TDH, TRH and T3SS2 cause enterotoxicity
while the T3SS1 contributes to cytotoxicity and enhances the survival of bacteria in host cells.
More significantly, probing the virulence factors of pathogenic strains would be essential for
the epidemiological surveillance and monitoring.
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