2012 5 215 )-LIQUOR-MAKING SCIENCE & TECHNOLOGY 2012 No.5(Tol.215) 55

1 2 1 2 2 1
(1. , 722300;2. , 610041)
N 16S rRNA o
:TS262.3;TS261.4;TS261.1;Q93-3 :A :1001-9286(2012)05-0055-03

Study on Microbial Communities in Feng & Composite—flavor
Taibai Liquor (I): Microflora in Daqu

HU Jianxiang', YANG Tao’, CAI Guanlin', WU Linwei’>, ZHUANG Mingyang’ and XU Wei'
(1. Taibai Liquor Co.Ltd, Meixian ,Shanxi 722300;2. Chengdu Institute of Biology,
Chinese Academy of Sciences, Chengdu, Sichuan 610041, China)

Abstract ;. Feng-type Daqu and medium-temperature Daqu for the production of Feng & composite-flavor Taibai liquor were used in the experi-
ments to investigate their microbial quantity and the constitution and the distribution of their dominant bacteria. Besides, the main microflora in
them were classified and identified through morphological and biochemical physiological identification and 16StTRNA clone analysis.
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