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Analysis of environmental microbial community structure, traceability of brewing microorganisms and
their functional characteristics of three typical types of Baijiu

TANG Jiahuan, YUE Song, ZHANG Qing, PAN Qianglin*

(Yibin Wuliangye Co., Ltd., Yibin 644000, China)

Abstract: As three typical types of Baijiu, the strong-flavor (Nongxiangxing) Baijiu, sauce-flavor (Jiangxiangxing) Baijiu, and Daqu light-flavor (Qingxiang-

xing) Baijiu were all distilled spirits that produced in open-environment using grains as raw materials and Daqu as saccharification and fermentation agent.

The open production mode makes the effect of environmental microorganisms on the three typical types of Baijiu non-negligible. With the development of

technologies such as amplicon sequencing and metagenomics, the impact of environmental microorganisms on the micro-ecology of Baijiu brewing

has gradually been analyzed. The analysis methods of environmental microbial communities, community structure analysis and influencing factors of

three typical types of Baijiu were summarized, traceability analysis of Baijiu brewing microorganisms was carried out, and functional characteristics of

brewing microorganisms was outlined, aiming to provide reference for analyzing environmental microbial community structure, exploring the effect

of environmental microorganisms on Baijiu fermentation process, and shaping an environmental micro-ecology conducive to Baijiu fermentation.
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P PR — Bl 7 S A 0 A G e I £, LA 7 i 7
H R ARCAE W 3% 2l X B 8 i 8 SRR A KU R G T
PR T, pl T RS JRURE A2 7™ T2 B M B PR 5 25 [ R
2E 5, I I 22 (K A0 A R AN S I T DLy A
T 7 FIOR A DU R A 7 0y = S 107 A /W, o AR
i A WP R T ) £ = i R A R (A R ok A Y R
A ) I R R B KU TR A2 T B B R,
AR P, WA Y 7 A K R 3 A R T A S R
TR WAL,

AR e A R R T A R ) DL s il Kl (ke
P T > 60 °C) , Hh i R a8 i s T A i (e T 50~
60 °C) LAl R (B T 40~ 50 °C) Ay i AL K e 51, 1
DAARAT S JEURHE T B 358 r 28 Jak DT DR S A T o 82 )

Y& B #:2025-02-20 &= H #:2025-06-20

ESTE HE ORI A R W BT T AR 25 H (2024)G15)

ZRARIA TR AR 7™ S BRI R I I ol A 25 1) 19 ol A
Vs )i 1 2% 1 48 o8 B I3 Bl A oyl e 4 o k2
TREI e A= RIEY 4 2 S NNTTRS s  SICE S RN iby 4 4
T i B R ORI 180 A B2 R, = Fof R P T 3 o
W R TR I L Mk ) RIS LA R W A A (Ve A
BEGL) T H 28U T, 3 SE PR O B 5 AE O T ke T
PR S EEIRBEAR IR I T) o WRFE R A AR
[Fi e T JURE Wl AL kT, L Pl 77 30k S8 PR 05 A (W] i A A
PIRETE A A BT 25 57 | 9 B0 IXURS e a5 A A ] D312
PRI, XoF P T TR 3 20 56 v 1) ol A ) 2 R R AT TR AT 5T
AT By T2 400 I PR A AR BB LR 38 T LA o
TE A AT RS B PR A R AR B R e i B S
B T

YEZ B AT IR (1988-), I3, TRl AR W52 J5 1) A 4 1 T 7
*ERAEE IR (1997-), 5, BhHE RN B+, W58 05 S R E TR



2026 Vol.45 No.1
14 - Serial No.407

China Brewing

Reviews

a3 »
o I % _____________ Vm
TRl
AN =
(& @7 33
% H/ e B

ABLRRE

E1 REBA)EEFE(B)RAHBEEER(C)ABERLREIZRE
Fig. 1 Traditional brewing processes of strong—flavor (A), sauce—
flavor (B) and Daqu light-flavor (C) Baijiu
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Table 1 Dominant microbial communities in the fermentation environment of three typical types of Baijiu
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Table 2 Microbial sources in the initial fermentaed grains of three typical types of Baijiu
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