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Figure S1. The eigenvalues and their corresponding proportions: (A) the function of eigenvalues

over eigenvector indexes and (B) the proportions of eigenvalues over eigenvector indexes.
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Figure S2. Interactions of inhibitors with separate residues in MDM2: (A) K23-MDM2 and (B)
0Y7-MDM2.
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Figure S3. Interaction network of inhibitor PDI with MDM2: (A) relative geometrics of the key
residues in PDI-MDM?2, (B) the hydrogen bonding interactions in PDI-MDM2 and (C-H)

residue-residue interaction spectrum between the inhibitor PDI and MDM2.
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Figure S4. Probability distributions of the distances relating to key inhibitor-residue interactions
for PDI-MDM2.



