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Supplement Table S1 A segment of the result generated by our model.

Ligands Proteins Probability
CID000000051 ENSP00000252799 0.9813413
CID000000051 ENSP00000396814 0.9962303
CID000000119 ENSP00000282369 0.9135653
CID000000119 ENSP00000303822 0.9984301

CID000000119 ENSP00000331912 0.9137092




