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Abstract: Headspace solid-phase microextraction coupled with gas chromatography-mass spectrometry (HS-SPME-GC-MS) was applied
to analyze and identify the volatile flavor components in the Daqus of two Maotai-flavor distilleries (A and B), with their microbial community
structure being analyzed using MiSeq high-throughput sequencing technology. The results showed that a total of 43 volatile components were
detected in all Daqu samples, and there were significant differences in volatile flavor composition between the two distilleries. The predominant
bacterial flora of the Daqu samples from the two distilleries were unclassified Bacilillaceae (A: 19.14%, B: 13.56%), Oceanobacillus (A:
11.13%, B: 15.28%), and other Bacilillales species (A: 8.53%, B: 11.12%). The dominant fungal flora were Aspergillus (A: 55.00%, B: 7.58%),
Thermoascus (A: 28.11%, B: 49.85%) and Thermomyces (A: 11.70%, B: 19.24%). The microbial flora of the Daqu samples from the two
Maotai-flavor distilleries (A and B) had similar compositions but different abundance. These results indicate that the main fermentation
microorganisms in the Daqus of Maotai-flavor liquor are similar, but the compositions and ratios of species are different.
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Fig.1 GC-MS total ion flow chromatogram of volatile
components of Daqu in two sauce-flavor distilleries (A and B)
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Table 1 Main volatile components of Daqu in two sauce-flavor distilleries (A and B)

" \ ABR B8/ %
Vs et 1&g ot /RT T g
1 T84 s 18.15 1.26
2 T8 LB 6.29 3.34 18.63
3 JRBE LB 15.37 4.49 0.96
4 TR A B 15.24 1.12
HTR
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BELER
5 B LB 12.37 43.65 27.57
6 TESF T B 1636 0.42 -
7 JRER LB 9.16 231 473
8 FER LES 1833 5.82 1.52
9 LB g 12.72 1.04 0.85
10 TBRF By 18.71 0.44 -
11 2-FATHLE 7.68 - 0.39
12 3-FATHRCE 7.77 - 0.30
13 AER LES 431 - 1.12
14 BEBA T B 6.67 - 0.77
15 T8 A s 9.10 - 1.21
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29 2,3,5,6-79 F Aotk 15.02 2.11 127
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32 B LI 12.41 - 1.19
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35 3-% A 2-THA 3.89 - 0.08
36 LA R TR 11.86 - 0.52
37 2,2,4,4,6-7F H R, 12.00 0.88 -
38 3-FA+—i 17.53 0.74 0.8
39 = R 1.89 0.367 -
40 B =R 8.24 0.41 0.343
41 X 8.87 0.64 -
Iy} AR 13.25 0.72 0.51
43 AR B 16.84 - 0.53
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