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Progress in Recombinant Construction of Saccharomyces cerevisiae
for Improving Ethanol Production

Wu Tingting Wu Xuechang

(College of Life Sciences, Zhengjiang University, Hangzhou 310058, China)

ABSTRACT A major problem about ethanol production by anaerobic fermentation of Saccharomyces cerevisiae is
that 4% to 10% of the carbon source may be converted to glycerol. Strains impaired glycerol synthesis would lead
to increase yield of ethanol and efficiency of utilization of the carbon source. The major strategy is to interdict or
manipulate the metabolism, or to express another gene in S. cerevisiae to redirect the carbon flux. This paper
summarized the strategies and the research on impairing the glycerol synthesis and improving the ethanol produc-
tion through metabolic engineering.
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