Supplementary Table 1. Five compiled yeast functional genomics and
proteomics data sets. GO-BP categories with only 1 or 2 genes represented were
omitted and genes annotated with these categories were considered as
uncharacterized. Also, the top-level categories “cell maintenance and/or growth”
and “metabolism”, and “biological process unknown” were omitted. Six self-
interacting 2-hybrid interactions were omitted. Numbers in parentheses reflect

the initial annotations before the omissions.
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