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Figure S6: Analysis of quantitative protein abundance data

Motifs discovered in an analysis of continuous S. cerevisiae protein abundance data. (A) Protein abundance measure-
ments from ~3,800 TAP-tagged yeast proteins were binned into ten classes and analyzed with FIRE-pro. Low-abundance
proteins (left columns) were enriched for cytoskeletal proteins, DNA-binding proteins, and kinases, whereas high abun-
dance proteins (right columns) were enriched for house-keeping proteins such as those involved in maintenance of local-
ization, proteasome complexes, and ribosomes. FIRE-pro finds seven protein motifs informative of low protein abundance
and one motif informative of high protein abundance. Similar to half-life results (Figure 4), the pattern of over- and under-
representation of each motif forms a gradient across the bins with similar levels of protein abundance. The heat map
shows both forward and backwards gradients, from low to high abundance and vice versa. (B) Enrichment analysis of all
proteins containing each motif.



