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Changes of Microbial Diversity in Stacked Fermentation for
the Production of Moutai Flavor Liquor
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Abstract. Stacked fermentation is an important part in the production of Moutai flavor liquor and
has a great impact on the yield and quality of liquor. The study used PCR-DGGE to reveal the change
of microbial population in eight rounds of stacked fermentation during the production of Moutai
flavor liquor. It was concluded that there was a certain rule in the change of microbial diversity:the
bacterial species in stacked fermentation were more than fungal species during all rounds of stacked
fermentation ; for the first round,there were only a few microbial species;in the second round, the
microbial diversity began to increase; when the fermentation came to the fourth round, the microbial
diversity was most abundant ; in the final round, the microbial diversity tended to decrease.
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Fig. 1 Moutai-flavor liquor production process
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