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Advances in traceability typing and identification of foodborne pathogens
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ABSTRACT: Based on the biochemical characteristics or genetic characteristics of microorganisms, microbial
traceability typing is classification of the relationship between different sources of microorganisms. Through the
typing study of foodborne pathogens, the characteristics of foodborne pathogens are accurately analyzed, and the
sources of foodborne pathogens are found, which provide technical support for effective response to food safety. With
the development of molecular biology and sequencing technology, microbial traceability typing technology has made
great progress. The traditional traceability typing methods are mainly phenotypic typing and genotyping. Taking
Salmonella as an example, this paper introduced the latest research progress of traceability typing technology of
foodborne pathogenic bacteria, and reviewedbiochemical typing, serological typing, antibiotic resistance typing,
protein fingerprinting typing, pulsed field gel electrophoresis, repetitive sequence amplification typing, regularly
spaced short palindrome repeat technology, core genome multilocus sequence typing, and whole genome sequencing,
which provided a powerful reference for the supervision of foodborne pathogenic bacteria.
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