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Application of genomics in food safety microbial monitoring

GAO Hui-Min, YAN Chun-Rong, ZHANG Lei, XV Chun—Xiang*

(Jiangsu Institute for Food and Drug Control, Nanjing 210008, China)

ABSTRACT: With the development of sequencing technology and bioinformatics, high-throughput based whole
genome sequencing has been widely used in the field of food safety, especially in the detection and diagnosis of
pathogen outbreaks. Compared with the traditional detection methods, whole genome sequencing detection
technology has the advantages of wide coverage, high sensitivity and rich genetic information. This paper reviewed
the main methods and basic principles of whole genome sequencing technology used in the field of food safety,
summarized the research progress of whole genome sequencing technology for foodborne microbiological detection,
discussed the problems to be solved in the application of genomics in pathogen monitoring, and analyzed and
prospected the application of genomics in the field of food safety detection.
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