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Identifying genome and gene expression features associated with phenotypic variation is important to understand the
mechanisms of adaptation to environmental change. We compared the genome and transcriptome of six wild-type Saccharomyces
cerevisiae strains isolated from different biotopes and the laboratorial strain S288C, using oligo-DNA microarrays probing the
yeast ORFeome. Comparative genome hybridization on array showed that only about 3 % of the ORFeome of the wild-type isolates
had copy number alterations (mostly depletions) relatively to the laboratorial S288c strain (results not shown). Transcriptome
profiling distinguished strains isolated from a wine fermentation background from the others (Figure 1) and showed high
transcriptome variability in the late stationary growth phase (Figure 2), mostly due to the dramatic decrease of gene expression
registered in wine fermenting strains (Figure 3). Transcriptome variability impacted different subsets of genes according to growth
stage and affected key metabolic pathways associated to fermentation, among others (Figure 4).

1. Transcriptome profiling during growth of different strains in synthetic must media 3. Transcriptome alterations distinguish strains J940047 and S288C from wine fermenting strains
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