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Supplementary Note 1 

 

Additionally to the proteins described in the main text, we note that aconitase Aco2p is up- 

rather than downregulated in lysine producers (Dataset 3: fc=1.63, 3/3 peptides significant) 

(Fig. 3F). This particular deviation can be attributed to lysine availability as we see concordant 

gene expression changes in colonies supplemented with lysine. In the presence of lysine, 

Aco2p is downregulated (Dataset 4: fc=0.47, padj=0.003), presumably due to its direct role in 

lysine biosynthesis1. Furthermore, Pdc6p was strongly upregulated in producers (Dataset 3: 

fc=6.6, 2/2 peptides significant). Despite not being differentially expressed in the specific 

experiment by ref2, this minor pyruvate decarboxylase isozyme is known to be induced during 

growth on ethanol3 and serves an additional role in amino acid catabolism4. It is also induced 

by sulphur starvation5 which could indicate a sulphur limitation of top cells, although the 

observed effect could be due to carbon source and/or amino acid catabolism alone.  
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