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Figure S1:
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Figure S2:
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Binding (SKEMPIv2.0)

Full model: 100%, dR™2 avg: 0.315
separation: 100%, dR™2 avg: 0.056
ss: 97%, dR"™2 avg: 0.022

cplx type: 100%, dR™2 avg: 0.134
hp: 32%, dR"2 avg: 0.018

intside int: 100%, dR™2 avg: 0.046
charge: 100%, dR™2 avg: 0.082
sasa: 100%, dR™2 avg: 0.038

size net: 100%, dR™2 avg: 0.047
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Folding (ProTherm4)
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Full model: 100%, dR"2 avg: 0.300
separation: 100%, dR™2 avg: 0.058
hp: 99%, dR"™2 avg: 0.150

num res: 26%, dR™2 avg: 0.038
size net: 100%, dR™2 avg: 0.074
charge: 96%, dR"2 avg: 0.082
sasa: 97%, dR"2 avg: 0.041

ss: 47%, dR™2 avg: 0.085
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Figure S3:
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