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ABSTRACT: Microbial factors have become the main cause of foodborne disease eruption in the world. The epidemic
transmission and traceability analysis of Campylobacter in the kitchen process is essential for disease prevention and
control. In China, there is little surveillance on the prevalence of Campylobacter in the kitchen, especially in the
emerging central kitchen and other centralized processing and distribution models, relevant research needs to be carried
out. Therefore, more efforts should be made to monitor the prevalence of Campylobacter in poultry meat processing in
the kitchen, so as to establish a complete Campylobacter monitoring system from farm to fork. Taking Campylobacter as
an example, this paper described its prevalence state in kitchens at home and abroad, further clarified the main
transmission route of Campylobacter in the kitchen was cross contamination; summarized in detail the main traceability

techniques for Campylobacter cross-transmission, such as multi-locus sequence typing, pulsed field gel electrophoresis,
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and whole-genome sequencing, thereby laying the foundation and reference for the establishment of a complete

Campylobacter risk assessment system and control measures.
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Table 1 Sources and Campylobacter prevalence of whole chickens in kitchens in different countries and regions
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