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Fig.1 Chromatogram of 15-component liquor mixed standard solution
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Tab. 1 Determination of the main aroma components of the base wine produced in the new and old cellars

JREWE/(mg - L1

A%
Ly 30 L, B0 Ly JE0 Hy 51 H, £ Hs 37
2 153.65+7.74 135.02+2.67 309.46+6.93 170.24+19.78 173.75+22.64 230.86427.94
e 86.64+3.19 76.58+2.43 64+2.80 128.0345.25 246.24+7.47 195.8445.26
BTN B 226.1745.94¢ 259.9546.62¢ 221.4145.67¢ 406.83+14.14a 338.18422.20b 235.49418.47¢
LR 918.08422.87b 3 568.50+E162a 4019.90£135a 3 063.054191.82a 2 585.77+23.51a 3 559.32:71.88a
T mE 84.32+2.39b 17.8141.83d 17.35+1.61d 82.14+2.99b 73.6442.68¢ 111.28+3.40a
5T 82.6344.14 229.14+4.76 246.6648.67 179.03+5.35 118.82+8.39 134.21+4.15
Z i 254.00411.93 225.87+11.36 603.93422.64 318.09422.57 236.2649.74 276.83413.27
IE T B 365.58+14.39b 211.2945.26¢ 134.98+7.68d 499.947.95a 475.01422.55a 329.46+12.07b
5 137.48+6.00 509.5247.27 624.93424.79 471.6548.11 261.71+12.64 258.78+9.32
T 362.08410.10 453.62415.74 285.565.98 554.15427.92 247.7743.05 172.78+£15.58
AR ZEE  506.161+17.74e 3125.58£78.76b 2 293.594+113.33¢c 1 667.82467.33d 2 047.71+£165.33¢c 3 729.82+175.16a
% TR 76.8742.19 59.7844.98 45.5946.12 107.49+2.37 36.3140.63 39.07+1.38
1E B 110.8744.66d 60.8241.57e 99.4247.26d 178.26+1.63b 161.5245.06¢ 212.1744.49a
SRl 931.65+42.11c 765.8330.75d 1609.82+49.62b 2 419.92+107.23a 1 646.85+25.60b 1 678.43435.69b

H R R RN x+s5.a.boeidie R BEME2ESR . p<<0.05.
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Tab. 2 Bacterial diversity index of pit mud samples

EYCRE RT3 5 H Ha %/ % Sobs Chao Shannon Simpson
e 41 49943 943 99.7040.03 560+-87.16 628.60+82.14 3.394+0.31 0.1340.06
LR 58 438411 426 99.74+0.06 367+17.04 450.03£36.02 3.06+0.40 0.1140.04
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(Actinobacteria) A2 B 49 (Gammaproteobacteria) . Symbiobacteriia . £I. #5 B 49 (Coriobacteriia) | - 2% JE B
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Fig.2 Hierarchical cluster analysis (a) and Principal coordinate

analysis (b) of different pit mud samples
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Fig.4 Heatmap analysis based on dominant genera
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The effect of the bacterial community structure of new and old pit mud on
its flavor substance of base wine

Guo Ying', Hui Ming', Tian Qing', Huang Jihong', Wang Hongzhao®

(1. College of Biological Engineering, Henan University of Technology, Zhengzhou 450001, China;
2. Yupo Distillery Co.Ltd., Zhumadian 463900, China)

Abstract: This research is aimed to investigate the effect of the bacterial community structure in pit mud on the main a-

roma components in base liquor fermented in the new cellar pool(three years old)and the old cellar pool(fifty years old), re-

spectively. The main aroma components and bacterial community structure of the samples from Chinese Yupo Distillery were

analyzed by Gas Chromatography (GC) and 16S rRNA V3-V4 region for high-throughput sequencing. respectively. Results

manifested that the base liquor from the old cellar contains higher content of flavoring substances such as ethyl caproate, ethyl

acetate, and fatty alcohols than that of the new cellar. The content of Bacilli(P<<0.01) , Lactobacillus sp. (P<0.01)in the new

cellar mud were significantly higher than that of the old cellar mud. Clostridia(44.44 %), Caproici producens sp. (31.45%),

Proteini philum sp. (28.12%), and Hydrogenospora sp. (16.08% )were predominant in bacterial community in the old cellar

mud, and Limnochordia(P <<0.05), Hydrogenospora sp. (P=20.05)in the old cellar mud were significantly higher than that of

the new cellar mud. The analysis of bacterial community revealed that both the diversity and the abundance of bacterial commu-

nity related to liquor flavour compounds were higher in the old cellar mud compared with that of the new mud. This study high-

lighted that the excellent microbial community structure in pit mud is the decisive factor affecting the quality of liquor.
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