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Analysis of molecular epidemiological characteristics of
Vibrio parahaemolyticus isolated in Minhang district, Shanghai
Yang Lihua, Chen Min, Wang Xiaoguang, Zhan Longwen, Zhao Lifang, Luo Lingfei, Wu Juying,
Ouyang Lin, Song Chiping, Chen Hongyou
(Minhang Center for Disease Control and Prevention, Shanghai 201101, China)

Abstract: Objective To study the molecular epidemiological characteristics of Vibrio parahaemolyticus isolated from clinical
and foodborne isolates collected in Minhang district, and understand the epidemic regularity. Methods 184 Vibrio
parahaemolyticus isolates from food-poisoning, sporadic diarrhea patients and food samples from 2007 to 2010 were serotyped.
Diplex-PCR was used to detect tdh and irh gene. 102 O3 K6 strains from clinical case and 41 strains from food samples were
detected by pulsed field gel electrophoresis (PFGE). Results 03: K6 strains with ¢dh positive and trh negative were responsible
for 88.5% (46/52) of food poisoning cases caused by Vibrio Parahaemolyticus, and O4: K8 strains with tdh positive and trh
negative were responsible for the other 5 cases (9.6% ). In 63 strains from sporadic diarrhea patients, 03: K6, 04: K8 and
03: KUT with tdh positive and trh negative were responsible for 60.3% (38/63), 19.0% (12/63) and 15.9% (10/63),
respectively. 41 strains from food samples belonged to 9 serotypes except O3: K6 and O4: K8, and were both ¢dh and trh
negative. PFGE typing showed that the dominant clone in food poisoning was among 03: K6 strains, and some strains isolated
from food poisoning and sporadic diarrhea patients were the same molecular type. All strains isolated from food samples were
unrelated with clinical cases. Conclusions There was significant difference between Vibrio Parahaemolyticus isolated from
clinical and food samples in the serotype classification, virulence gene and molecular characteristics. A group of close related
Vibrio Parahaemolyticus of 03: K6 strains with tdh positive and irh negative seemed to be prevailing in Minhang.
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Table 1  Oligonucleotide primers used for PCR
characterization of tdh .irh genes
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tdh-L 5"-GTAAAGGTCTCTGACTTTTGGAC-3’ 270
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Table 2 Serotyping of Vibrio parabaemolytieus isolated
from clinical case and food samples collected from

2007 to 2010 in Minhang
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01: K25 2 2.5 0 0 0 0 2 1.0
01: K32 0 0 0 0 2 4.9 2 1.0
01: K33 0 0 0 0 1 2.4 1 0.5
01: K37 0 0 0 0 1 2.4 1 0.5
01: KV 0 0 0 0 1 2.4 1 0.5
O1: KUT 1 1.2 3 4.8 13 31.7 17 9.2
02: K3 0 0 0 0 2 4.9 2 1.0
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04: K8 7 8.8 12 19.0 0 0 19 10.3
04: K29 0 0 0 0 1 2.4 1 0.5
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06: K18 0 0 0 0 1 2.4 1 0.5
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Figure 1  PFGE patterns of Vibrio parabaemolytieus with 03: K6 type isolated from food poisoning in Minhang, Shanghai
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Figure 2 PFGE patterns of Vibrio parabaemolytieus isolated from food samples and clinical case in Minhang, Shanghai
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Genotype analysis of penicillins-resistance in foodborne Staphylococcus aureus

Lii Guoping, Qin Liyun, Wang Xian

( Shijiazhuang Center for Disease Control and Prevention, Hebei Shijiazhuang 050000, China)

Abstract: Objective

To establish a multiplex PCR method to detect penicillinase gene, mecA gene and 16S rDNA

simultaneously, and investigate the distribution of penicillinase gene, a kind of choloylglycine hydrolase, and mecA gene in

foodborne Staphylococcus aureus strains. Methods

gene, mecA gene and 16S rDNA. Results

while 9 strains were detected both mecA gene and penicillinase gene with overall positive rate 5.3% . Conclusion

The multiplex PCR method was established to detect penicillinase

165 strains were detected penicillinase gene with overall positive rate 96. 5% |,

The

multiplex PCR method which was rapid, convenient and precise, could be used for high throughput screening of

penicillinase gene, mecA gene and 16S rDNA. Most strains of foodborne Staphylococcus aureus carry penicillinase gene,

and a few of them are methicillin resistant.

Key words: Staphylococcus aureus; penicillins; penicillinase gene; mecA gene; 16S rDNA; foodborne pathogens;

penicillins-resistance
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