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Abstract: In order to clarify the diversity and function of fungal flora in Qingxu low-temperature Daqu, the diversity of fungal flora was analyzed by

Hlumina MiSeq high-throughput sequencing technology, the aroma and taste was analyzed by electronic nose and electronic tongue intelligent sensing

technelogy, and the results were analyzed by multivariate statistical analysis. The results showed that the fungal phyla with average relative content =

1.00% was Ascomycota, and the average relative content was (99.99+0.02)%. The fungi genera with average relative content = 1.00% were Saccharomy-

copsis, Thermoascus, Monascus and Aspergillus, and the average relative contents were (80,71 £8 83)%, (8.96+5.03)%, (6.10+4.56)% and (1.54+

1.18)%, respectively. The Qingxu low-temperature Dagu was divided into two groups by intestinal type analysis, and the correlation analysis between

the results of bacterial diversity analysis and aroma and taste indexes of Dagqu was carried out. It was found that the difference in the relative content

of Saccharomycopsis in Qingxu low-temperature Dagu was the main reason for the different functions of Qingxu Dagu.
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Fig. 1 Dilution curve (A) and Shannen index curve (B) of fungal flora
in Qingxu low temperautre Daqu
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