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Investigation on Microecology of Shelf Daqu for Xijiu Liquor

ZHONG Fangda,HU Feng and TANG Yunrong
(Xijiu Co.Ltd. of Guizhou Maotai Distillery Group, Xishui, Guizhou 564622, China)

Abstract: A comparative study of microecology of shelf Daqu for Xijiu Liquor, based on the combination of molecular biotechs and traditional
microbe culture methods, was carried out systematically in three aspects including microbial quantitative analysis in the fermentation process, the
identification of dominant microbes in Daqu, and microbial diversity in starter. Furthermore, the formation and evolution rules of microflora in
Daqu production were investigated, which laid solid foundation for revealing micro-ecological characteristics of Luzhou-flavor Xijiu in Guizhou.
Key words: Luzhou-flavor Xijiu; shelf Daqu; microecology;microflora;dominant microbes
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