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Present Research Status and Prospects of the Diversity
of Liquor-making Microbes in China

TAN Yingyue, HU Ping and XIE He
(College of Life Sciences, Guizhou University , Guiyang , Guizhou 550025 , China)

Abstract: The present research status of the diversity of liquor-making microbes in China was reviewed. The difference in liquor-making
microflora structure and their growth and decline rules for liquor produced in different regions, of different liquor flavor types, and by different
analytic technology was compared. And the existing problems at present were introduced, which could provide reference for further research on
the relations between microbial metabolism mechanism and the formation of liquor body and liquor flavor.
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