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Application of metagenomicsin microbial research of Pu-erh tea
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ABSTRACT: Metagenomics is also called microbial metagenomics. DNA of all microorganisms was extracted
from environmental samples so as to establish the metagenomic library, the genetic composition and
community function were studied by genomic research strategies. On the basis of the microbial genomics study,
metagenomics was developed, which was a new idea and new method to research the microbia diversity and
the development of new bioactive substances (acquire new gene). In recent years, metagenomic technology is
widely used in microbiological research. In this paper, the current status of research of metagenomics applied in
Pu'er tea microbial community structure and its dynamic change have been summarized. And the future

prospects of metagenomics that have been applied to the development of microbiological research in Pu'er tea
have also been stated.
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