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Breeding of Saccharomyces cerevisiae with High Temperature and
Ethanol Tolerance by Genome Shuffling Techniques
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3. Lab of Food Biotech, Tianjin University of Science & Technology, Tianjin 300457, China)

Abstract: Temperature and ethanol tolerance of saccharomyces cerevisiae is of vital importance for the reuse of distiller's grains of Maotai
Liquor. Through UV mutation and screening, five mutants with improved tolerance were obtained. Then these mutants shuffled with different
phenotypes by recursive protoplast fusion. The fusants were screened under YEPD plates. Finally, new strains, capable of growing at up to 46
and 16 %vol ethanol concentration, were obtained. Its temperature and ethanol tolerance increased by 7 % and 33 % respectively. Flask fermen-
tation experiments showed that ethanol yield of this fusant at 30  reached at 13.87 %vol and total esters concentration was up to 0.637 g/L and
both the two indexes reached at 5.30 %vol and 0.313 g/L respectively at 42
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