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Supplementary Figure 1. Log-log plot of connectivity distribution for the estimated
yeast FOCI network. This distribution does not conform to a simple power law
distribution.
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Supplementary Figure 2. Coherent subnetworks generated by pathway queries on the
oxidative phosphorylation and ATP synthesis pathways. There is a large amount of
overlap in the genes assigned to each pathway, and this figure illustrates the single largest
coherent subgraph for the Oxidative Phosphorylation pathway and an additional smaller
subgraph composed primarily of genes assigned to the ATP synthesis pathway. Query
genes are colored red (oxidative phosphorylation) and blue (ATP synthesis); vertices
representing non-query genes are drawn in white.
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Supplementary Figure 3. Coherent subnetworks corresponding to pathway queries on
three amino acid metabolism pathways: 1) valine-leucine-isoleucine biosynthesis; 2)
methionine metabolism; and 3) phenylalanine, tyrosine and tryptophan biosynthesis.
Filled nodes represent query genes; non-query nodes are shown in white. For the first
two pathways we show only the single largest two-step connected subgraphs. The
phenylalanine, tyrosine, and tryptophan query yielded two subnetworks each containing
six query genes, both of which are illustrated.



