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The Succession of Bacillus in Luzhou—flavor Daqu in Fermentation Process

JIANG Dongcai,ZHOU Ruiping, CHEN Yunzong, LIU Chao, TANG Daiyun and ZHU Heqin
(Technical Center of Yibin Xufu Liquor Industry Co.Ltd.,Yibin,Sichuan 644000, China)

Abstract : Bacillus groups and its succession in Luzhou-flavor high-temperature Daqu were analysed by classical microbiology methods and 16S
rRNA gene phylogenetic analytic methods. The results showed that the number of bacteria increased rapidly from 6.0x10° particle/ g (Daqu) in
raw materials mixing to the maximum of 3.2x 107 particle/ g (Daqu) in Daqu-turning at the first time (4d later), and then decreased to 1.1 x 10°
particle/g (Daqu). Bacillus groups increased from 3 groups at the beginning to 10 groups and then decreased to 9 groups in Daqu-turning at the
first time (4 d later) and then kept decreasing afterwards and reduced to only 6 groups at the end of Daqu-making. Meanwhile, it was found that
Bacillus licheniformis was the absolute dominant Bacillus species during the whole fermentation process and spore-producing capacity of Bacillus
could ensure the continuity of bacillus groups.

Key words : Luzhou-flavor Daqu; Bacillus; succession; 16S rRNA
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