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Establishment of double PCR method for detection of Salmonella and Proteus
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Abstract Objective: To develop a double PCR assay for simultaneous identification of Salmonella and Proteus isolated from stool samples
of patients with diarrhea. Methods: Based on the invA gene in Salmonella and the tuf gene in Proteus, 2 pairs of primers were designed. The
stool samples of diarrhea patients in the diarrhea outpatient clinic of a hospital in Tianjin were collected for the culture on the Salmonella
Shigella agar after which double PCR and biochemical identification were carried out simultaneously with the suspected colonies. The
consistency of the two methods was evaluated. The serological typing was carried out for Salmonella. Results: Thirty —one strains of
Salmonella and 62 strains of Proteus were detected by double PCR and biochemical identification respectively, and the results were
identical for the two methods. The 31 strains of Salmonella included both the common serotypes (e.g. S.Typhimurim and S.Enteritidis )and
rare serotypes(e.g. S.Grampian and S.Fillmore ). 283 bp and 541 bp fragments were obtained for all Salmonella and 62 strains of Proteus (48
P.mirabilis,8 P.vulgaris,2 P.penneri and 4 P.myxofaciens) ,respectively. Conclusion: The invA —tuf double PCR assay could make rapid
and reliable identification of the Salmonella.spp and Proteus.spp isolated on the Salmonella Shigella agar.
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Fig 1 Electrophoresis results of PCR products of partial Salmonella

and Proteus
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Tab 1 Distribution of serotypes of Salmonella
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