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Introduction of A234D amino acid substitution to Batl, that plays an
important roll on BCAA metabolism in Saccharomyces cerevisiae, led significant decreases in growth
rate and intracellular valine content. Moreover, yeast cell expressing Batl variants, introduced
A234D or A296T, showed an increase in the productivity of fusel alcohols, respectively. These
results indicate that the amino acid change from Ala to Asp at position 234 led to a functional
impairment of Batl.
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