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Abstract: Dacha fermented grains of light-flavor (Qingxiangxing) Baijiu were prepared by 3 types of low-temperature Daqu (Houhuo-Qu, Qingcha-Qui,
and Hongxin-Qu), and the bacterial community of the fermented grains was analyzed by MiSeq high-throughput sequencing technology to explore
the effect of different types of low-temperature Daqu on the bacterial community of the fermented grains. Sequencing results showed that there was
no significant difference in the Chaol index and Shannon index of the bacterial community among the 3 groups of fermented grains (P>>0.05). Species
annotation results indicated that the relative abundance of Weissella and Leuconostoc in the fermented grains of Houhuo-Qu group, Streptococcus in
the fermented grains of Qingcha-Qu group, and Bacillus in the fermented grains of Hongxin-Qu group was significantly higher (P<<0.05). The common
bacterial species among the 3 groups of fermented grains were mainly Lactobacillus, Bacillus, and Weissella, with average relative abundance of 33.43%,
17.96%, and 11.75%, respectively. Principal coordinate analysis results revealed that there were significant differences in the bacterial community
structure among the 3 groups of fermented grains, and linear discriminant analysis effect size (LEfSe) analysis showed that only the fermented grains
of Houhuo-Qu group had biomarkers (LDA >2). Gene functional annotation indicated that there were significant differences in the functional expres-
sion of nucleoside transport, metabolism, translation, and ribosome biogenesis between the Houhuo-Qu and Hongxin-Qu groups (P<<0.05). Correlation
analysis showed that the co-occurrence network analysis of bacterial communities of the fermented grains of Houhuo-Qu, Qingcha-Qu, and Hongxin-
Qucontained 29, 368, and 507 pairs of strong correlations (|f1>0.7, P<<0.05), respectively. In conclusion, the lactic acid bacteria content was higher in
the Houhuo-Qu group, Bacillus content was higher in the fermented grains of Hongxin-Qu group, and the microbial community in the fermented
grains of Qingcha-Qu and Hongxin-QU interacted more strongly with each other.
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Fig. 1 Comparative analysis of Chao1 (a) and Shannon (b) indexes
of the bacterial communities in fermented grains of 3 types
low—temperature Daqu
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the fermented grains of 3 types low-temperature Daqu
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Fig. 3 Bacterial community structure analysis of fermented grains of
3 types low-temperature Daqu based on principal coordinate
analysis (a) and linear discriminant analysis effect size (b)
analysis
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