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ABSTRACT

Vibrio parahaemolyticus is a leading cause of seafood-borne gastroenteritis.
Virulence is commonly associated with, thermostable direct hemolysin (TDH) and TDH related
hemolysin (TRH) which are encoded by tdh and trh genes respectively. Since 1996, V.
parahaemolyticus tdh’tri’ serotype O3:K6 (pandemic strain) has caused infection worldwide
including Thailand. Surveillance program has been established at Hat Yai hospital, in 2000-2005,
h' V. parahaemolyticus was investigated. It was found that percentage of tdh trh" strains were
0%, 4.1%, 5.6%, 5.5%, 8.8% and 8.2% of the total isolates respectively. The characteristics of the
tdh'trh strains were investigated. O serotype of tdh trh” isolates differed from those of the tdh"
trh pandemic isolates. In addition, 61.8% of tdh trh” serotypes were KUT. All urease-positive
strains possessed the #rh gene. No significant difference in NaCl requirement and swarming
activity were observed in tdhtrhisolates compared to other isolates. The antibiograms of the
tdh'trh" isolates were similar to the tdh o and the tdh trh isolates but differed from those of the
tdh'trh isolates. An AP-PCR comparison of O1:KUT tdh trh isolates showed that the profile of
one clone dominated in 2003 but the profiles in the other years varied. Southern blot
hybridization revealed that the 77/ subgroup was 90% #rh1 in the tdh’trh” isolates but only 33.3%
in tdh trh" isolates. We speculate that there is no connection between tdh'trh” isolates and tdh trh’
isolates and the proportional increase in infection by tdh'trh" strains and the proportional decrease
in infection by pandemic strains is due to people in this area developing immunity to the

pandemic clone (tdh’'trh) but being still susceptible to other strains.

(4)





