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Abstract

Vibrio parahaemolyticcus 1is bacterium which cause gastroenteritis in human
due to consumption of seafood. In this study, 666 and 188 strains of Vibrio
parahaemolyticcus were isolated from seafood and patients in southern Thailand,
respectively. Virulence genes detected by PCR of environmental strains showed 14
strains tdh positive and 10 strains ¢4 positive and 5 strains ¢dh and trh positive. All
environmental and clinical strains were examined for their serovars. It was found that,
the serovars of the environmental strains were O3:K6 50%, O1:K25 31.2% and other
diverse serovarsl8.7% and for clinical strains, there were O3:K6 50%, O1:K25
10.1%, O4:K68 5.3% and other diverse serovars 34.6%. All strains were investigated
for their relationship by Group Specific-PCR (GS-PCR) and it was found that
O1:K25 environmental strain was a new pandemic serovar. Confirmation by
Arbitrarily Primed Polymerase Chain reaction (AP-PCR) and Pulse Field Gel
Electrophoresis (PFGE), showed that the DNA patterns of 03:K6, O1:K25, O3:KUT
from environmental and clinical Vibrio parahaemolyticus strains were similar. It was
concluded that these serovars from environmental and clinical samples are unique

clone.
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