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Analysis on microbial community diversity of Jiuqu in Guizhou characteristic rice wine production areas
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Abstract: In this study, the microbial community diversity of 6 rice Jiuqu samples from two Guizhou characteristic rice wine producing areas-Qiannan

and Qiandongnan was analyzed using Illumina NovaSeq high-throughput sequencing technology. The difference microbial community in different rice

wine Jiuqu was analyzed by linear discriminant analysis effect size (LEfSe). The results showed that 18 bacterial phyla, 21 bacterial genera, 14 fungal

phyla and 22 fungal genera were identified from 6 rice wine Jiuqu samples. The common dominant bacterial phyla (relative abundance > 1%) of the

6 rice wine Jiuqu samples were Firmicutes, Proteobacteria and Bacteroidetes, and the common dominant bacterial genus was Staphylococcus. The

common dominant fungal phyla were Mucoromycota and Ascomycota, and the common dominant fungal genus was Rhizopus. At phylum and genus

level, Bacteroides, Kazachstania, Lactobacillus and Issatchenkia were the main bacteria groups causing the differences between the rice wine Jiuqu

samples from Qiannan and Qiandongnan. The research laid a foundation for further screening functional microorganisms and controlling the fermen-

tation process of fortified Jiuqu and rice wine.
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Fig. 1 OTUs number dilution curves of bacteria (A) and fungi (B) of different rice wine Jiuqu
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Table 1 Results of a—diversity analysis of different rice wine Jiuqu
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QN1 72 236 25.26 561 7.19 >0.99 68 634 11.03 43 0.78 >0.99
QN2 54336 9.69 136 4.59 >0.99 78 093 24.60 123 3.34 >0.99
QN3 66 785 14.78 186 4.68 >0.99 77111 36.82 191 2.93 >0.99
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Fig. 2 Venn diagram of bacterial (a, b, c) and fungal (d, e, f) flora based on OTUs numbers
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Fig. 3 Bacterial community structure of different rice wine Jiuqu at
phylum (a) and genus (b) level
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Fig. 4 Fungal community structure of different rice wine Jiuqu at
phylum (a) and genus (b) level
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