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[Abstract] In recent years, with the rapid development of metagenomic sequencing technology in the field of
molecular biology, metagenomic sequencing provides a more convenient and efficient means for the type tracing and bio-
logical characteristics research of pathogenic pathogens of infectious disease, especially unknown pathogens. Compared
with traditional detection methods, this technology has obvious advantages of timeliness and high sensitivity. Rapid, ac-
curate, and broad-spectrum identification of pathogens is conducive to the adoption of targetd prevention and control
measures and is the key to the prevention and control of various infectious diseases. Based on the progress of
high-throughput sequencing technology, this review mainly discusses the practical application of metagegene sequencing

technology in infectious diseases such as bacteria, viruses, fungi and parasites, and the possible challenges and applica-

tion prospects of this technology.
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