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The pathogenicity of 240 Vibrio parahaemolyticus serovar O3 strains
SONG Jing-ling
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Abstract. Objective

To analyze the relationship between virulence genes and traditional Kanagawa phenomena,

based on the virulence genes carried by Vibrio parahaemolyticus isolates from different sources of serovar O3, to provide

basic data for further studies on the pathogenicity of Vibrio parahaemolyticus. Methods

Multiplex polymerase chain

reaction (PCR) and Kanagawa phenomenon assay were performed to detect the existence of virulence associated genes

tdh and trh as well as haematolysis of Vibrio parahaemolyticus serovar O3 strains with different origin. The correlation

between tdh and irh genes and Kanagawa phenomenon were verified based on test.

Results  Among 183 Vibrio

parahaemolyticus serovar O3 : K6 strains, tdh gene was detected in 182 strains and trh gene exists in the remaining

strain, detection rate of the two genes were 99.45% (182/183) and 0.55% (1/183), respectively. The positive rate

of Kanagawa phenomenon was 100. 00% (183/183). Among 57 Vibrio parahaemolyticus serovar 03 non-K6 strains,

detection rate of tdh gene was 3.51% (2/57), trh gene was not detected. Furthermore, the positive rate of Kanagawa

phenomenon was 10.53% (6/57). Significant correlation between tdh gene and Kanagawa phenomenon was verified

(¥’ =1.78, P >0.05), meanwhile, similar between irh gene and Kanagawa phenomenon was not detected (y’

186.01, P <0.05). Conclusion

Significant correlation between tdh gene and Kanagawa phenomenon was verified in

Vibrio parahaemolyticus serovar O3 : K6 strains, and pathogenicity of Vibrio parahaemolyticus can be detected by using

PCR method rapidly.

Key words: Vibrio parahaemolyticus; serovar 03; virulence genes; multiplex polymerase chain reaction; Kanagawa

phenomenon; correlation; foodborne pathogens; food safety
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Table 4  tdh gene amplification compared with Kanagawa test

MK

tdh H:[H PCR §1 T i it
B 182 2 184
¥ 7 49 56
&t 189 51 240

F5 wrh SN EE RS MK 4 R LA

Table 5 irh gene amplification compared with Kanagawa test
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Study on the nutrition status of 6 to 24 months old infants in poverty areas
XU Jiao, HUO Jun-sheng, SUN Jing, HUANG Jian
(' National Institute for Nutrition and Health, Chinese Center for Disease Control and

Prevention, Beijing 100050, China)

Abstract; Objective

Discuss the studies of infant nutrition problems of 6 to 24 months old infants in poverty areas and
make reasonable suggestions. Methods Collect research reports about child malnutrition at home and abroad, and analyze
the monitoring data of nutrition improvement program for children in poor areas carried out by Natiend Institate for Nutrition
and Health for of Chinese Center for Disease Control and Prevention. Discuss the nutritional status and related risks of infants
aged 6-24 months in poor areas. Results The nutritional problems of rural children in poor areas were prominent. The
growth retardation rate of infants aged 6-24 months was 7.6% . Anemia, overweight and obesity are becoming increasingly

prominent. Conclusion The nutrition status of 6-24 month old infants in poor areas in China should be paid attention.
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