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Supplementary Figure 1. Functional and structural description of the human structural
interactome

(a) and (b) Tissue co-expression of protein interaction partners in the human structural
interactomes (Y2H-SI and IntAct-SI) compared to interaction partners in the human reference



interactomes (HI-II-14 and IntAct) as well as 10,000 randomly selected protein pairs. Error bars
represent standard errors of the mean. Unless labeled with N.S. (not significant), all differences
between adjacent bars are statistically significant (p < 10, two-sided bootstrap test with 100,000
re-samplings).

(c) and (d) Gene ontology similarity of protein interaction partners in the human structural
interactomes (Y2H-SI and IntAct-SI) compared to interaction partners in the human reference
interactomes (HI-II-14 and IntAct) as well as 10,000 randomly selected protein pairs. Error bars
represent standard errors of the mean. All differences between adjacent bars are statistically
significant (p < 107, two-sided bootstrap test with 100,000 re-samplings).

(e) Distribution of the number of PPIs modeled per PDB structure in the human structural
interactome.

(f) Distribution of the number of interfacial residues per protein in the human structural
interactome.



