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Research progress of Salmonella serotyping and molecular identification
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ABSTRACT: Salmonella is a kind of common foodborne pathogen, with many types of bacteria. The classification
of Salmonella serotyping has an important significance for the classification and identification of the strains. This
review focused on the characteristics and structural features of the O, H, and Vi antigens. The advancements of
various molecular methods for Salmonella serotyping were also reviewed. Most of these methods were based on PCR,
such as multiple PCR, gene chip, high resolution melt (HRM) technology, etc., and the primers were designed
according to the genes encoding O, G, and Vi antigen of Salmonella. Moreover, this study also introduced two
methods of high flux identification, probe method and PremiTest in Salmonella serotyping, but the probe design was
more complex and it should be used in the special device, which made these methods not easy to promote.
Loop-mediated isothermal amplification (LAMP) was one of the isothermal amplification methods, which was simple,
rapid, and sensitive, but only suitable for a single group or serum detection.
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