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Tab.1 The strains used for the test on speciality with new PCR method
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Fig.1 The detection on speciality for V. parahaemolyticus with new PCR method
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100 Fig.3 Electrophoresis of the PCR-amplified total DNA
extracted from the liver tissue of abalone by two DNA
extraction methods for V. parahaemolyticus with new PCR
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Fig.2 The sensitivity of the new PCR method for detection M DNA 12 DNA
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2
Tab.2 Detection results of V. parahaemolyticus in tissues of Haliotis diversicolor by PCR at different time post-infection

(h)
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Fig.4 Detection to V. parahaemolyticus in the tissues of 23 penaeid shrimps with new PCR method
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RAPID PCR DETECTION FOR VIBRIO PARAHAEMOLYTICUS USING 16S AND
165—23S rDNA AS TARGET

DENG Xian—Yul’ 2, WANG Zhi—Xuez, CHEN Xiao—YanS, HE Jian—Gu02

(1. School of Life Sciences, Hunan University of Science and Technology, Xiangtan, 411201; 2. School of Life Science,
Zhongshan University, Guangzhou, 510275; 3. Department of Bioengineering, Jinan University, Guangzhou, 510352)

Abstract Using software BLAST and DNAstar, the 165—23S rDNA intergenic spacer (IGS) sequences of 5

strains of Vibrio parahaemolyticus were analyzed with those of other bacteria available in GenBank. Based on the
results from multiple sequence alignment of representative 1GS" type and its flanking 16S rDNA, a pair of
specific PCR primers for V. parahaemolyticus was successfully designed and synthesized. A new PCR technique
was developed by optimizing the amplification condition. The species-specificity and sensitivity of this new
method were tested and used to detect V. parahaemolyticus in experimentally infected abalone, tissue of cultured
shrimps, and water samples. The results show that two PCR products (316 and 552bp, corresponding to the IGS°
and 1GS'", respectively) were co-amplified in all tested V. parahaemolyticus strains. Detection limit of this method
was 5.6>10° CFU/ml, and the detection could be finished within a half day. This new PCR method may have a

potential use in the development of diagnosis methods for mariculture maintenance, seafood quarantine, and the
water quality monitoring.

Key words Vibrio parahaemolyticus, 16S rDNA, 16S—23S rDNA, PCR detection, Application



