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pathogens
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ABSTRACT: Typing and traceability technologies are essential methods to study the outbreak of foodborne
pathogens and analyze the source, playing important roles in food safety supervision and disposition. The traditional
typing and traceability technologies play important roles in the detection of pathogenic microorganism outbreak, and
are developing continuously. At the same time, gene typing and traceability technologies based on whole-genome
sequencing have also been more and more studied owning to their higher resolution. This article summarized the
rapid development of foodborne pathogen typing methods in recent years, in order to provide a useful reference for
more accurate typing of foodborne pathogens and construction traceability network.
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