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Abstract: [Objective] Optimization of Xiaoqu varieties in Guangxi for brewing rice-flavored Baijiu. [ Methods] High-throughput
sequencing was used to analyze the microbial communities of four Guangxi rice flavored Baijiu Xiaoqu, the physicochemical indexes of
Xiaoqu were determined by the conventional methods, then the correlation between physicochemical indexes and the microbial communities
was clarified. [ Results] Two dominant fungal phyla and nine dominant bacterial phyla were detected in four Xiaoqu samples. The dominant
fungal phyla were Ascomycota and Mucoromycota. As the dominant phyla of bacteria, Firmicutes and Proteobacteria are present in all
Xiaoqu. Mould was found in all Xiaoqu samples, namely, Rhizopusa was found in Xiaoqu A, B, and C, and Aspergillus and Monascus were
found in Xiaoqu D. The common dominant bacterial genera are Pediococcus and Weissella. In terms of physicochemical indexes, the
saccharification power, liquefaction power and fermentation power of Xiaoqu A were all the biggest, while the esterification power of
Xiaoqu C was greater than that of the other three Xiaoqu. [ Conclusion] There is a certain correlation between relevant microorganisms and
physicochemical indexes.
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Figure 3 Relative abundance statistics of the top 10 fungi and bacteria at the phylum level for Xiaoqu samples
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Figure 4 Relative abundance statistics of the top 10 fungi and bacteria genus of samples
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Figure 5 Cluster heat map of fungal and bacterial abundance based on genus level
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Table 2 Determination results of physicochemical indexes of different Xiaoqu samples

By IKGF 1% Witk F1/(10 2 g g ) WA S1/u %W J1/%vol fig b3 /0
A 7.084-0.12¢ 43.8740.42° 24.8840.33° 34.9740.78° 110.630.50°
B 8.34+0.21° 36.1340.64° 1.14+0.03° 18.4340.50° 315.5940.58°
C 8.6940.05" 37.07+0.92° 1.14+0.02° 22.60-0.44° 330.3540.34°
D 15.68£0.16" 16.4040.53° 0.424-0.02° 34.600.44" 96.86+0.23¢

T NG PR R R 28 57 3 (P<C0.05)
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Figure 8 Spearman correlation analysis results between fungal genera and bacterial genera in Xiaoqu samples and

physicochemical indexes
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