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Abstract Bioethanol as a renewable clean energy is causing widespread concern. Saccharomyces cerevisiae
is the most commonly strains in the production of ethanol, but ethanol tolerance often become the most important
factors that limit the Saccharomyces cerevisiae ethanol production. Improvement of ethanol tolerance of yeast cells is
beneficial for ethanol production. However, traditional breeding methods have many shortcomings, such as long
breeding cycle, variable mutation direction and so on. Recent research results about S. cerevisiae molecular
mechanisms of tolerance to ethanol were reviewed, and the genetic engineering, metabolic engineering to improve
S. cerevisiae ethanol tolerance was summarized.

Key words Saccharomyces cerevisiae  Ethanol tolerance Genetic engineering



