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Supplementary Figure S1. Sequence logos for selected yeast strains.

A. The PY ((L/P)PxY) maotifs from Rsp5 substrate homologues in different yeast strains
were aligned. The results from 6 yeast strains are displayed as sequence Logos.

B. Extent of purifying selection of the (L/P)PxY motif. The ratio of non-synonymous
and synonymous change (Ka/Ks) was calculated from nucleotide alignments for each
group of yeast orthologues. This graph shows the mean ratio across 46 groups, with
focus on the (L/P)PxY motif. Lower Ka/Ks ratios are indicative of purifying
selection; a desire to prevent nucleotide mutation that changes the encoded for amino
acid.

C. Homologues of Rsp5 substrates from different strains were aligned. The table lists the
related yeast strains, the most (1%) preferred residues and the 2" most preferred residues
at the x position of the (L/P)PxY motifs of the Rsp5 substrate homologues.
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Preferred residues at 3™ position
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