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Figure S1. Binding score distribution of the full proposed benchmark data set (10,383 
complexes), including the “training set-2” (9,383 complexes) and validation (1,000 complexes). 
 

 
Table S1. Validation (377 complexes) results with the “training set-1”. 

 
 
 
 
 

 
Table S2. Validation (1000 complexes) results with the “training set-2”. 

 


