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Abstract: Daqu, the saccharifying ferments in Chinese tradit

1 liquor fermentation, is rich in microorganisms, including various types
of fungi, yeast and bacteria, providing necessary microorga , €] es and flavor substances for the fermentation of liquor. The mold is a
necessary microorganism in alcoholic.fermentation, and ca secreté some enzymes such as glucoamylase and protease and some metabolites
such as organic acids , playing an important role in the quality of Daqu. In order to explore the function of mold in Daqu, 193 strains of fungi
were isolated from Daqu in different fermentation periods. Analyzsis and by ITS4/5 rRNA sequence. showed that those strains can be identified

to 13 species and the main strains‘included  Aspergillus ruber, Rhizopus oryzae, Rhizomucor pusillus, Rhizopus azygosporus, Aspergillus

Sfumigatus, Thermomyces lanugi Aspergillus salwaensis, Aspergillus chevalieri, Aspergillus oryzae and so on. The construction of the M-L

tree was established and the compositi d variation patterns of mold in different stages of Daqu production were also explored. These results
provided a dation for further research on the brewing microorganisms of Chinese traditional liquor.

wor aqu; mold; ITS4/5 rRNA region; separation and identification
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Table 1 The results of hemologous sequences comparison in

Genbank database of diffe.;ent strains of ITS4/5 gene area

Strain ¢ related members of ~ Num GeneBank
ily bacte e Identity/% ber Accession
90-S56 Aspergillus chevalieri 100 CBS 522.65
90-S55 Aspergillus salwaensis 99.25 AB205055
S15-85 Aspergillus fumigates 100 ATCC 1022
S30-114 Lichtheimia sphaerocystis 100 CBS 420.70
Thermomyces DAOM
30N-S10 99
lanuginosus 232588
SO-1 Aspergillus ruber 100 NRRL 52
60W-S27 Lichtheimia ramose 100 TBO38
60W-S31 Rhizopus oryzae 100 CBS 112.07
Moucor circinelloides f.
S6-36 99 CBS195.68
circinelloides
S6-42 Rhizomucor pusillus 100  ATCC 46342
S15-74 Rhizopus azygosporus 100 CBS 357.93
Syncephalastrum
90-S38 100 AQGSS 12
racemosum
90-S64 Aspergillus oryzae 100 CBS 466.91

S RIUK RS (90 &) Kl 2R B
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Fig.3 The Distribution of Mold in Daqu in Different Periods
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