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Saccharomyces cerevisiae can efficiently convert the hexoses present in lignocellulosic hydrolysates to fuel ethanol. To enhance the ethanol yield from this raw material efficient recombinant S. cerevisiae strains capable of xylose utilisation need to be constructed.
Introduction of the Pichia stipitis genes encoding xylose reductase and xylitol dehydrogenase, as well as overexpression of endogeneous xylulokinase, results in a stable xylose-fermenting S. cerevisiae strain (Eliasson et al. 2000). However even aerobically this strain grows very slowly on xylose. 

Strains with improved aerobic xylose growth have been generated through adaptation or mutation. To pinpoint variations that can be responsible for the enhanced growth on xylose, microarray-analysis has been performed on strains fermented in continuous mode. Results from this investigation will be presented. 
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