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Supplementary Figure 3. Overview of central metabolic transcriptional response. The

transcriptional response of several genes in glucose uptake, glycolysis, the pentose phosphate
pathway, mixed acid fermentation, aromatic amino acid biosynthesis and the tricarboxylic acid
cycle were overlaid on a map of central metabolism. Red boxes or shading indicate that the gene
was up-regulated while green denotes down-regulation. Blue boxes indicate that the gene is
differently expressed among the four evolved clones. Yellow boxes denote gene deletion in
CV103. Unshaded genes did not have significant transcript level differences compared to the
ancestor. Average log, evolved/ancestor values for differentially expressed genes are displayed

in the table at the bottom.



