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Table 1 Genomic information comparison of several strains of
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Scaffold
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Genome sequence identity (%) with Mitochondrial

Genome  Protein-coding

Strain size (Mb)  gene number number KJJ81 KJJ81 KPHI12 ATCC36309 :f:;?gl;)
subgenome A subgenome B

KJJ81 38.6 12 185 14 67 516

KJJ81 subgenome A 19.7 NA 7 100. 0 89.0 99.1 97.9 NA

KJJ81 subgenome B 18.8 NA 7 89.0 100. 0 88. 6 90.0 NA

KPHI12 19.7 6 155 7 99.1 88.6 100. 0 98.0 67 427

ATCC36309 19.6 NA 7 97.9 90. 0 98.0 100. 0 NA

Note:NA indicates data not available
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Fig.1 Hybrid formation of S. fibuligera KJJ81 based on genome sequence analysis speculation (modified from Choo et al. ©'')
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Table 2 Enzymatic properties of glucoamylase from several Saccharomycopsis fibuligera strains

. Km (mmol/L) maltooligosacharide Amino Amino Variant
Ovptimal Optimal Raw ids of ids of e
Enzyme  Strains ptima tempe- starch acids o acids o sites n References
: pH o Malt-  Malto- Maltote- Maltohe- . mature signal the protein
rature (°C) . digestion . .
ose triose  traose  ptaose protein peptide molecule
S T P ——
GLU HUT7212 5.8 50 1.97 0.4 0.087 0.055 No 492 27 B2t NAG- E166. ASTT. g 537
A410,Y461,G467
| - - D27, D46, K166, V377, -
GLA KZ 5.0—6.2 40—750 1.82 0.33 0.081 0. 05 No 492 27 G410.N461.546" [46,49-51,53-54]
. s - D27, D46, E166, V377, )
GLL R64 5.6—6.4 50 NA NA NA NA No 492 NA A410.Y461.G467 [49-50]
GLM IFO 0111 4.8—5.0 40 NA NA NA NA Yes 489 26 NA [49,55-58]

Note: NA,data not available; Different colors indicate that variant sites in GLL are the combination of some variant sites in GLU and GLA
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Advancing Research on Saccharomycopsis fibuligera . A Com-
mon Yeast Species During Baijiu Fermentation
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LIANG Zhenrong’ , BAI Fengyan'*’
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Abstract: Saccharomycopsis fibuligera is the predominant yeast in the early stage of fermentation of Chinese
liquor (Baijiu) and mash. S. fibuligera secrets amylases (a-amylase,glucoamylase and raw-starch-degrading
glucoamylase) , protease,f-glycosidase etc. to degrade macromolecules, providing essential nutrients to other
microorganisms (such as Saccharomyces cerevisiae) which are involved in the fermentation of Baijiu. Collabo-
rating with other microorganisms used in Baijiu fermentation, S. fibuligera plays an important role in the
production of alcohol as well as the formation of flavor compounds of Baijiu. This article summarized the bas-
ic characteristics, enzyme- producing characteristics of S. fibuligera and its effect on Baijiu’s flavor sub-
stances,which could help optimize fermentation conditions of Baijiu,screen promising strains of the species
and enhance Baijiu's quality.

Key words: Saccharomycopsis fibuligera ,Baijiu,amylases, protease,-glycosidase
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