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Abstract: The community structure of microbes and functional microbes in Fen-flavor Xiaoqu liquor were analyzed through the combination of

PCR-DGGE and culturing-dependent methods. It was found that dominant microbial species in Xiaoqu were almost the same as that in fermented

grains, there was no evident change in the composition of microbes in fermented grains in different seasons, however, there was certain difference

in the growth and the decline for microbes. Lactic acid bacteria and bacillus were the main bacteria groups in Xiaoqu but played little roles in the

formation of Xiaoqu styles and Xiaoqu flavor. Yeasts mainly included Saccharomycopsis fibuligera, Pichia anomala, Issatchenkia orientalis and

Saccharomyces cerevisiae. The role of S.cerevisiae was to produce ethanol, the role of Sp. Fibuligera, P. anomala, and I. orientalis was to produce

esters. The varieties of mould were comparatively less and Rhizopus oryzae was the predominant saccharifying mould.
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