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Study on molecular identification and tolerance of two wine yeasts
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Abstract : Objective To identify the species and study the tolerance of two wine yeasts. Methods Se-
quence of D1/D2 domain of 26S rDNA was amplified. The species of two wine yeasts was identified based on
sequence alignment and phylogenetic tree. These two wine yeasts were cultured under different acidity, tem-
perature and alcoholic strength to study the tolerance. Results Strain 2-r-9 and 6-y-r were identified and
named as Wickerhamomyces anomalus 2-r-9 and Saccharomyces cerevisiae 6-y-r,respectively. The growth of
W. anomalus 2-r-9 was better than that of S. cerevisiae 6-y-r under higher acidity. S. cerevisiae 6-y-r could
grow well at 42 °C but the growth of W. anomalus 2-r-9 was obviously restrained. S. cerevisiae 6-y-r could
grow well at alcoholic strength of 10% . However,the growth of W. anomalus 2-r-9 was restrained significantly
at alcoholic strength of 8% . Conclusion The molecular identification and tolerance of two wine yeasts were
carried out successfully , which could lay the foundation for further applied research.
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