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Study on the Change Rules of Parameters of Luzhou-flavor
Liquor in Pits and Their Correlations (IV) ; Bacteria
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(1.Yanghe Distillery Co. Ltd., Sugian, Jiangsu 223800;2.Sichuan University of Science & Engineering, Zigong, Sichuan 643000,China)

Abstract: The change rules of bacteria communities in fermented grains of Yanghe liquor in the fermentation process were analyzed by
PCR-DGGE. The results were summed up as follows: 9 to 15 bands appeared clearly for all fermented grains samples, among them, No.3, No.4,
No.11 and No.14 band detected in all samples and they had high degree of dominance; the diversity index of all samples kept between 1.68 and
2.35, at the early stage of the fermentation, the diversity index of samples generally increased firstly and then dropped and reached the maximum
at the 25th day of the fermentation, then it dropped and kept relatively stable, and it ascended slightly at the 60th day of the fermentation; the simi-
larity index of samples at the 40th day and at the 50th day of the fermentation was 0.79, and at the 1st day and at the 10th day was 0.64, at other
times, the similarity index of samples was below 0.60, which indicated that the difference of bacteria groups in fermented grains samples at differ-
ent locations in pits and during different fermentation time was obvious.
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6 7.964  8.476  15.582 0.507  22.225 5.921 — — — 3.331
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