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Abstract: The high-throughput sequencing technology was used to study the bacterial community structure of Daqu (the
medium-temperature Daqu and the high-temperature Daqu) and the workshop air, and explore the correlation between Daqu and air bacterial
communities; at the same time, combined with environmental factors and the composition of Daqu bacterial communities, preliminary
verification of environmental factors on Daqu microbial community relevance was performed. The results revealed that 33 bacterial genera were
obtained from medium temperature Daqu and air, and the number of bacterial species showed an opposite trend to the change of fermentation
temperature; 31 bacterial genera were obtained from high temperature Daqu and air, and the number of bacterial species showed a decreasing
trend throughout the fermentation process. Principal component analysis showed that the composition of air bacterial communities in Daqu and
workshop air at middle-temperature was basically similar in the early stage of fermentation (except the second stage in fermentation), the
composition of the high-temperature Daqu bacterial community was similar throughout the fermentation process, and was similar to that of the
workshop air bacterial community in the early fermentation stage. Redundant analysis showed that the 6 factors, including starch content,
moisture, acidity, humidity, room temperature, and Daqu temperature, explained 57.41% of the species distribution of Daqu community. The
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Monte Carlo substitution test found that starch content, moisture and acidity are the main factors affecting the composition of Daqu bacterial

Modern Food Science and Technology 2021, Vol.37, No.3

community. The dynamic change rule and correlation of bacterial community between Daqu and air during Daqu fermentation were revealed,

which provided an important reference for Daqu production and research in the future.
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Table 1 Sample lable of medium-temperature Daqu and workshop air

%5 KRBT FTAHERSET /P23 TR/ C Ky smil/C BE/%
1 L1-D L1-K ABE0d 29.00+0.80 32.33+0.50 60.67+2.49
2 L2-D L2-K AR A 41.83+1.20 41.67+0.50 66.33+2.62
3 L3-D L3-K bt 8t 41.33+0.90 59.00+0.80 54.67+6.60
4 L4-D L4-K J& KA 35.00+2.20 55.33+1.20 55.33+£3.77
5 L5-D L5-K ez 58 AR 31.67+4.50 32.00£3.30 62.33+£5.79

R 2 SRAHEESERSH
Table 2 Sample lable of high-temperature Daqu and workshop air

e KRBT ZAHEART K FiR/C K i/ C BRI C
1 G1-D Gl1-K KB 0d 32.334+0.50 35.67+0.90 57.004£3.56
2 G2-D G2-K —R & 38.00+£2.20 62.33£2.10 84.00+12.75
3 G3-D G3-K ZREH 38.17+1.40 51.67+2.90 80.00+12.73
4 G4-D G4-K ZoREN 37.33£1.00 44.67+0.50 51.67+4.50
5 G5-D G5-K e A 35.33+£0.50 36.83£1.50 40.33+2.62
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