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Abstract : Objective

in Qinpu district,and studied their correlation. Methods

To analyze serotypes’ distribution and molecular typing polymorphism of Salmonella
A total of 384 strains of Salmonella were isolated and
collected from human samples from 2015 to 2018, serological typing was performed by using slide agglutina-
tion method, genotyping was by Pulsed Field Gel Electrophoresis (PFGE) and clustering analyse by using
BioNumerics software. Results The 384 strains of Salmonella were divided into 10 serogroups and 34 sero-
types. S. Typhimurium and S. Enteritidis were predominant strains,accounting for 24. 7% and 21. 9% respec-
tively. Serotype S. London,S. Derby,S. Rissen and S. Infantis were common. A total of 341 strains were classi-
fied by PFGE,and the predominant group was Salmonella enteritidis. Conclusion From 2015 to 2018, the se-
rotypes and genotypes of Salmonella in Qingpu District of Shanghai showed polymorphism,and the dominant
serotypes were stable in each year. The molecular typing of Salmonella of the same serotype was basically lo-
cated in the same cluster,but some serotypes showed high genetic variability.
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