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Abstract: Using 3 Fuqu samples as test objects, the quality was evaluated by conventional physicochemical indexes, fermentation characteristics anal-
ysis and electronic nose technology, the microbial community structure was analyzed by MiSeq high-throughput sequencing technology, and the lactic
acid bacteria and Bacillus contained were isolated and identified. The results showed that there were obvious differences in amino acid nitrogen con-
tent, esterification power, fermentation power and saccharification power among Fuqu samples, there were significant differences among hydroxides,
organic sulfides and terpenoids in aroma substances. The bacteria in the Fugqu samples mainly belonged to Firmicutes (80.81%) and Actinobacteria
(14.15%), and Weissella (51.59%) was the main bacterial genera. The fungi mainly belonged to Ascomycota (86.83%) and Mucoromycota (13.13%),
and Saccharomyces (59.74%) and Rinzopus (11.46%) were the main fungal genera. Pediococeus pentosaceus, Enterococcus faceium and Weissella
confuse were predominant lactic acid bacteria in Fuqu samples, and Bacillus amyloliguefaciens, Bacillus velezensis and Bacillus siamensis were pre-
dominant in Bacillus. It could be seen that there were rich microbial communities in Fuqu samples,
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Table 1 Determination results of physicochemical indexes and
fermentation characteristics of Fugu samples
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Fig. 1 Radar plot of the relative intensity of response values of

each sensor in electronic nose of Fuqu samples
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Fig. 2 Diversity analysis of bacterial community of Fugu samples
based on phylum and genus levels
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