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Application progress in food-borne pathogens detection based on
high-throughput sequencing technology
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ABSTRACT: High throughput sequencing technology is a milestone breakthrough in the development of DNA sequencing
technology. In face of sudden outbreaks of foodborne pathogens, the detection of foodborne pathogens is developing from
traditional methods such as physical and chemical methods, nucleic acid amplification and hybridization to high-throughput
sequencing technology without enrichment and separation. High-throughput sequencing technology regards foodborne
pathogens as a whole and directly sequences the whole genomes of all pathogens in food samples to obtain and analyze the
genome data of pathogens, in order to get the genotype, virulence and drug resistance reports of pathogens. Difficulties of
high-throughput sequencing technology applying in Food-borne Pathogens detection lie in the accurate analysis of
sequencing data, but it has great potential in fast detection of food-borne pathogens, prevention and daily surveillance of
food-borne epidemics, especially in the detection of unknown food-borne pathogens. This paper reviewed the principle and
application of foodborne pathogen detection technology based on high-throughput sequencing technology, and introduced
the challenges and opportunities facing the current stage.
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Table 1 Characteristics and technical advantages of 3 HTS technologies
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Fig.1 Data processing flow of FBPs detection based on HTS technology
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