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Abstract:
on host phenotypes. With the development of microbiome research, knowing the composition and functional capacities of

Strain is the fundamental unit in microbial taxonomy. The functional diversity among strains has great influence

complex microbial communities at the strain level has become increasingly valuable in scientific research and clinical
applications. This review introduces the principles of bioinformatics algorithms for strain analysis based on metagenomic data,

the applications in microbiome research and directions of future development.
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