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Pathogenic detection of infectious diarrhea in patients in a district of
Beijing from 2011 to 2013

BAI Shu-yuan , LIU Shu-ling » GAO Bo, HU San-mei , HUO Zhe , ZHANG Hao (Xicheng Dis-
trict Center for Disease Control and Prevention, Beijing 100053,China)

[Abstract] Objective To analyze the distribution and pulsed-field gel electrophoresis (PFGE) of pathogenic
bacteria causing infectious diarrhea in a district of Beijing from 2011 to 2013, and provide basis for tracing infection
sources. Methods A total of 1 179 stool specimens of infectious diarrhea from patients in a diarrhea outpatient
department from January 2011 to December 2013 were collected, all isolated pathogens were identified by serotyping
and PFGE analysis. Results 330 enteric pathogens were isolated from 1 179 specimens, the top 4 bacteria were Shi-
gella spp. (28.18% ,n=93), Salmonella spp. (20.91% , n=69),Vibrio parahaemolyticus(13.33% , n=44),and
diarrheagenic Escherichia coli (3.33%, n=11). 18 Shigella sonnei isolates were identified as 8 PFGE patterns,
clustering similarity was close to 88 % ; 69 Salmonella spp. strains belonged to 18 serotypes and 41 PFGE patterns,
Salmonella sen ftenberg and Salmonella enteritidis had dominant patterns; no dominant PFGE patterns were
obviously identified among 23 strains of Vibrio parahaemolyticus. Conclusion The serotypes and PFGE patterns of
pathogenic bacteria in infectious diarrhea in past three years showed a wide distribution characteristics, the dominant
PFGE patterns of Salmonella spp. and Shigella spp. need to be paid more attention. and outbreak of infectious
diarrhea caused by Salmonella spp.and Shigella spp. should be alerted.
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Table 1 Distribution of 330 pathogenic isolates

Bacteria No. of isolates Constituent ratio( %)
Shigella spp. 93 28.18
Salmonella spp. 69 20.91
Vibrio parahaemolyticus 44 13.33
Citrobacter freundii 21 6.36
Pseudomonas aeruginosa 17 5.15
Proteus mirabilis 15 4.55
diarrheagenic Escherichia coli 11 3.33
Plesiomonas Shigelloides 8 2.42
Aeromonas 5 1.52
Klebsiella pneumonia 5 1.52
Other 42 12.73
Total 330 100. 00
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Figure 1 Dendrogram of PFGE patterns of 18 Shigella son-

nei isolates
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as O3 stands for O antigen, is type-3,K 6 stands for K antigen, is
type — 6, KUT stand for K antigen and can’t agglutinate
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Figure 3 Dendrogram of PFGE patterns of 23 Vibrio para-
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