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Preliminary Analysis of Microbial Communities Structure in Nong—flavor
Fermented Grains in Tuopai Distillery by DGGE Technology
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Abstract: Total DNA, extracted from fermented grains soaked by yellow water, middle-layer fermented grains, double bottom fermented grains,
and fermented grains after the distillation of Nong-flavor Daqu in two different pits in Tuopai Distillery, its 16S rDNA of VV7-V8 region of bacte-
ria, V3-V4 region of archaea and 18SrDNA were amplified by PCR and then treated by denaturing gradient gel electrophoresis (DGGE) and soft-
ware analysis. Meanwhile, the cloning and sequencing of the dominant bands of fungus DGGE fingerprints in distiller's grains were carried out.
The results showed that there was certain difference in microbial structure in fermented grains in different pits, however, such difference was rare
in fermented grains in the same pits. Microbial varieties were the richest in double bottom fermented grains and then richer in middle-layer fer-
mented grains.
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