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Application of PCR-DGGE to Analyze Bacterial Diversity in Maotai—flavor Daqu
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Abstract: The structure and the change rules of bacterial communities in Maotai-flavor Daqu during the fermentation were analyzed by
PCR-DGGE. DNA sequencing was then proceeded to identify the dominant bacteria groups in different Daqu samples.The results showed that
there was a significant difference in the composition of bacterial community in different Daqu samples and the similarity index was only 0.33 be-
tween Q1 and Q3. The bacterial diversity decreased and an obvious change occoured in dominant bacterial community as the fermentation pro-
ceeded. Bacillus, Leuconostoc, Pediococcus, Weissella, Corynebacterium, Thermoactinomyces and Lactobacillus were the predominant microflora
in Q1 and Q2,but the dominant groups in Q3 merely included Bacillus and Lactobacillus. Besides, some uncultured bacteria and some bacterial
communities never reported before such as uncultured Propionibacteriaceae bacterium, uncultured Weissellasp.and uncultured cyanobacteriu were
found in our study. Therefore, PCR-DGGE could effectively overcome the shortcomings of traditional culture and isolation techniques.
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