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Abstract: Shelf Daqu and ground Daqu were studied. By directly extracting DNA of shelf Daqu and ground Daqu, then amplifying 16S rDNA of
V7-V8 region of archaea and16S rDNA of V3-V4 region of bacteria and 18S rDNA of fungus by PCR, denaturing gradient gel electrophoresis
(DGGE) and software Quantity One were applied for the analysis.Meanwhile, the cloning and sequencing of the dominant bands in DGGE finger-
prints was carried out. It was found that the microbial community structure in Daqu was mainly influenced by the part of Dagqu and Daqu-making
patterns had less effects on microbial community structure. Talaromyces byssochlamydoides and Torulaspora were found in both two kinds of
Daqu, and Torulaspora also was also detected in pit entry fermented grains.
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