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Differences analysis of fungal community structure of light-flavor Dacha Baijiu in different seasons
during the fermentation process

YANG Kaihuan', CAO Miaowen', LI Qi!, BO Tao’

(1.Shanxi Xinghuacun Fenjiu Distillery Co., Ltd., Lviiang 032200, China;
2.School of Life Sciences, Shanxi University, Taiyuan 030006, China)

Abstract: To investigate the effect of different seasons on the fungal community in fermented grains of light-flavor (Qingxiangxing) Dacha Baijiu, the
diversity and colony structure of fungi in the fermented grains of light-flavor Dacha Baijiu in different seasons were detected using high-throughput
sequencing technology. The differences and correlations of the fungal community in the fermented grains in different seasons were analyzed based on
multivariate statistical methods. The results showed that there were significant differences in the diversity and structure of the fungal flora in the fer-
mented grains in different seasons. The diversity indexes and richness indexes of the fermented grains in winter were significantly lower than those in
other seasons (P<<0.05). Based on the linear discriminant analysis score of the linear discriminant analysis effect size (LEfSe), 10 differential fungal
genera (such as Kazachstania, Rhizopus, Wickerhamomyces, and Rhizomucor were selected from the fermented grains of different seasons (LDA >2,
P<0.05). The analysis of microbial co-occurrence networks revealed that the fungal community structure of the fermented grains in autumn was
complex but unstable, while the fungal community structure of the fermented grains in winter was simple but exhibited the highest stability. In con-
clusion, the production season had certain effect on the diversity, composition structure, community complexity and stability of the fungal community
in the fermented grains.
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Table 1 Analysis results of a—diversity of fungal community in the
fermented grains of light—flavor Dacha Baijiu in different seasons
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Fig. 1 Analysis of fungal community structure in the fermented grains
of light-flavor Dacha Baijiu in different seasons
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Fig. 2 Principal components analysis and analysis of similarities of
fungal community in the fermented grains of light—flavor
Dacha Baijiu in different seasons based on genus level
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Fig. 3 Results of linear discriminant analysis effect size analysis of
fungal community in the fermented grains of light-flavor
Dacha Baijiu in different seasons
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Fig. 4 Co—occurrence network diagrams of fungal communities in the
fermented grains of light—flavor Dacha Baijiu in autumn (A),
winter (B), and spring (C) seasons
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