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[ Abstract]  Genomic epidemiology, based on whole-genome sequencing technology and
bioinformatics analysis, can make up for the shortcomings of traditional molecular typing methods
and provide a novel insight for the genetic evolution and transmission of pathogenic fungi. The
combination of genetic information and epidemiological methods of pathogenic fungi can predict
fungi transmission routes and risks, and provide a theoretical basis for the development of public
health strategies for fungi infection prevention and control. This paper summarizes the development
of molecular epidemiology and genomic epidemiology, as well as the application of genomic
epidemiology methods in the analyses of genetic relationship, origin, evolution, drug resistance,
virulence, and genome-wide association of pathogenic fungi, and discusses the development of
pathogenic fungi genomic epidemiology.
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