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Study on Reusing Acetone—butanol Fermentation
Wastewater by Coupling Alcohol Fermentation
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Abstract: A Saccharomyces cerevisiae strain GXAS-BT9 separated from natural environment was used as fermenting strain and acetone-butanol
fermentation wastewater was used as blending water for alcohol fermentation. The results showed that alcohol production rate increased with the
increase of the proportion of wastewater, ethanol production rate increased by 14.7 %vol as corn powder used as raw materials and by 14.26 %vol
as cassava powder used as raw materials, 14.7 % and 9.6 % increase compared with constrast group. The coupling of acetone-butanol fermenta-
tion and ethanol fermentation could realize water recycling use and reduce the sewage discharge greatly.
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