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Figure S3. Estimating the difference between up- and down- distributions using
proteasome- and ribosome- related genes as contrast sets. In C. elegans, S. cerevisae, and H.
sapiens, we determined members of the ribosome by collecting all genes with a GO annotation
term that begins with "ribosome." Similarly, we constructed a proteasome gene set in each
species from any gene annotations with a GO term beginning with "proteasome." We collected
two-channel microarrays from databases and supplementary material for a total of 334 C.
elegans, 1049 S. cerevisiae, and 3883 H. sapiens microarrays. Within each microarray we
calculated the mean and standard deviation of the set of ribosome genes and the set of
proteasome genes. For each microarray we then calculated the absolute value of the difference
of the mean of ribosome and proteasome expression, and divided by the geometric means of the
standard deviations. Finally, we plotted density estimates for each species.



