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Abstract: Furfural from xylose dehydration inhibits the microbial cell growth and subsequent fermentation. High
temperature liquid water and dilute sulfuric acid are excellent ways to remove semi-cellulose from biomass, while furfural
would be inevitably produced. In this paper, the studies on the microbial furfural-resistance mechanism were summarized.
The production/degradation pathway of furfural and its negative impact on microorganism were described. The protein
response, gene response and redox balance involved in the furfural degradation process were analyzed and the effects of
furfural on the cellular morphology and oxidative stress were studied.
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Inhibitors formation from lignocellulosic pretreatment
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Fig. 3 Interconversion pathway of furfural, furfural alcohol and furoic acid in the cell
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