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Research progress on rare microbial community
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Abstract: Microbes have a profound impact on people’s lives and they also affect the global biogeochemical cycle. A rare microbial

community has an important ecological role, in evaluating microbial diversity, a repository with genetic and functional diversity, and

serves severe important functions, such as driving the geochemical cycle, responding to environmental changes, degrading pollutants,

and stabilizing the community structure. The concept, types, research methods, existing mechanism and function of rare microbial

community were introduced, which could provide reference for further study of microbial biogeography and exploration of microbial ge-

nome.
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