42

FOOD & MACHINERY FAEESH BE295H | 202655 A | ARSHIM

DOI:10.13652/j.spjx.1003.5788.2026.80016

ETEEAHBESREMARLZANG F
R B % B 5 1 52

TH' #TE' B #' A ® HIE'

CLPUI R TR 2E BRI AL F S ER DU I8 TS SCI0 %, Il BT 6440005 2. DU SCHEWT A RIHEA R, Ui
IRk 611500

WE.(BM]MEemF S AL — ARG BAARERNTERRO M [ FRIAES R OEFEESBAR
KA RA R &R SRS, BT PR FRBELES B RBRACHFHGHNE LN, 2R T4
HAt iR A LB A3 R Ak, R A ITSIDNA 3@ 20 5 o M A B M (B RIRK T LRI A RS BRI A5% 5
FBF ] 48 h B iR BAPE 5%, A M T B & 0h Bk B A 0K 7.98X10° CFU/g, R4 EF AR W eI RAFHAKZ
B, EFRAALTFEL(P<0.05), ZHABEZHR G UHAZHRAE P THEFRGFARER ABLERS, R T
£ Jo £ B R E B (Saccharomycopsis) 5 6B B £ & (Saccharomyces) o[ 8538 14) A % 4 K o BB 1 BT 4) & b Bk 7 4
PE T KNI AE BT SRS KW,

KW A K SRS B AT

Preparation and fermentation characteristics of Fuqu fortified by

yeast community based on Jiangxiang Daqu
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Abstract: [ Objective] To solve the problems of single strain, limited fermentation capability, and weak environmental tolerance of yeast
Fuqu. [ Methods] The yeast community of Jiangxiang Daqu is utilized as the strain source, and bran is used as the raw material to prepare a
multi-yeast mixed Fuqu with fortified function. The preparation conditions of yeast Fuqu are optimized by single factor tests combined with
orthogonal tests. Then, the acid, ethanol, and high-temperature resistance are systematically evaluated, while the microbial community
structure is analyzed via internal transcribed spacer (ITS) rDNA high-throughput sequencing. [ Results] The optimal process parameters are
a moisture content of 45%, an incubation time of 48 h, and an inoculum size of 5%. Under these conditions, the yeast count in the fortified
Fuqu reaches 7.98X10° CFU/g, which is two orders of magnitude higher than that of the traditional Jiangxiang Daqu (P<C0.05).
Maintaining robust growth activity in high-acid, high-ethanol, and high-temperature environments, the Fuqu, with high microbial
community purity, successfully enriches Saccharomycopsis and Saccharomyces. [ Conclusion] The multi-yeast mixed Fuqu with high yeast
biomass, strong fermentation function, and potent environmental adaptability can be prepared using the yeast community of Jiangxiang
Daqu.
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Figure 1 Yeast Fuqu production process
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Figure 2 Effect of different passage numbers on yeast
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Figure 3 Effect of moisture content on yeast count of Fuqu
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Figure 4 Effect of incubation time on yeast count of Fuqu
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count of Fuqu
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