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Abstract: Using Daqu as a saccharification- fermentatio

sity of Science & Engineering, Zigong 643000, China)

is one of the main technological characteristics of traditional Chinese
liquor. The microbial components in Daqu were rich, inclu types of mold, yeast and bacteria. These complex microbial systems
provided necessary microorganisms,-enzymes and flavor ubstafices for the fermentation of liquor. As an essential microorganism in all
alcoholic fermentation, yeast also played an important role in the production of Daqu. To explore the functional microorganism in Daqu, the
yeasts, isolated from Daqu in different periods , were,compared and analyzed by 26S rRNA D1 / D2 region sequences, and 260 yeasts were

isolated and identified, belonging te'22 species.: The yeasts were mainly of Wickerhamomyces anomalus, Candida orthopsilosis, Meyerozyma

guilliermondii, Pichia caribbic haromycopsis fibuLigera, Cryptococcus neoformans var. Grubii, Clavispora lusitaniae, Saccharomyces

cerevisiae. Single strand confo lymorphism (SSCP) analysis was performed on the results of sequence alignmentTheirinterspecies
differences were ‘nnined and the M-L system tree was also constructed. In addition, the composition and variation of yeasts in different
periods@aq duction were preliminarily investigated according to the results of isolation and identification. These results provided a basis
for further research on brewing microorganisms of traditional Chinese liquor.
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Table 1

arison of 26S rRNAgene D1 / D2 region of part of the strains with model strains

Strain Type str: The related members of the family yeast Identity/% GeneBank Accession Number
0-76 RL Y-1 2‘32 Saccharomyces cerevisiae 100 NG _042623.1

5-1 ‘\IRRL Y-366 Wickerhamomyces anomalus 100% EU057562.1

TN=22 ATCC 96139 Candida orthopsilosis 99% FJ746056.1

7N-2 4 NRRL Y-2075 Meyerozyma guilliermondii 99% NG _042640.1

7N-34 NRRL Y-27274 Pichia caribbica 100% EU348786.1

25-1 CBS 8710 Cryptococcus neoformans var. grubii 100% FJ534909.1
S15-93  CBS 329.83T Saccharomycopsis fibuligera 100% AF218988.1

25-6 NRRL Y-11827 Clavispora lusitaniae 99% JQ689030.1
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