Figure S1: Conservation as a filter for FoldX predictions of SH2-mediated protein-protein interactions. (A) ROC curves for FoldX predictions (AROC 0.79±0.02), filtered for conservation in one (AROC 0.81±0.02), two (AROC 0.82±0.02), three (AROC 0.82±0.02) and four genomes (AROC 0.77±0.03). (B) ROC curves for FoldX predictions filtered for phosphorylation/secondary structure (AROC 0.92±0.02), filtered also for conservation in one (AROC 0.92±0.02), two (AROC 0.92±0.02), three (AROC 0.91±0.02) and four genomes (AROC 0.86±0.02).
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