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Figure S6: biophysical & ontology analysis of the main branches from interactome and localization hierarchies (related to Figure 7).

(A) The three branches derived from the interactome hierarchy (see Figure 7A). (B) Heat-map representing significance testing of biophysical
properties of protein sequences in the 3 branches. P-values were obtained using Student’s t-test comparing proteins belonging to a specific
hierarchical branch against all proteins in the three branches. (C) Box plot representing the significance testing of biophysical properties
described in (B). Boxes represent 25th, 50th, and 75th percentiles, and whiskers represent minimum and maximum values. Median is repre-
sented by a white line. ** p < 10-9 (Student’s t-test), exact p-values are shown. (D), (E) Enrichment analysis of GO annotations in the hierarchi-
cal branches, testing GO term enrichment of proteins in each branch against all proteins in the interactome (Fisher’s exact test, showing
annotations enriched at p < 10 ° and excluding near-synonymous annotations). (F), (G): same as (A) and (D) but for localization-based hierar-
chical branches (see Figure 7B). 27





