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Supplementary Table S1. Motif I identified with the FANMOD tool. The detailed information 
about member proteins of motif I. 
 
Supplementary Table S2. Motif II identified with the FANMOD tool. The detailed information 
about member proteins of motif II. 
 
Supplementary Table S3. Motif III identified with the FANMOD tool. The detailed information 
about member proteins of motif III. 
 
Supplementary Table S4. Motif IV identified with the FANMOD tool. The detailed information 
about member proteins of motif IV. 
 
Supplementary Table S5. Motif V identified with the FANMOD tool. The detailed information 
about member proteins of motif V. 
 
Supplementary Table S6. Motif VI identified with the FANMOD tool. The detailed information 
about member proteins of motif VI. 
 
Supplementary Table S7. The motif types in which kinases/phosphatases and proteases act as 
drug targets. 
 
Supplementary Table S8. Cases of six motif that can be used as targets of multi-target agents or 
combinatorial drugs, where the drugs target the interacting protein pairs tend to share similar 
therapeutic effects. The first three columns list proteins in motif; the fourth and fifth columns are 
interacting protein pair targeted by drugs; the sixth is the therapeutic similarity denoted by the first 
level of ATC code; and the last one lists the common drug(s) (denoted with Drugbank ID) if any of the 
drugs targeting the protein pair are the same. 
 
Supplementary Table S9. The novel drug targets predicted by NetTar, and the validation of 
predictions with information from TTD and STITCH database. 
 
Supplementary Table S10. The human phosphorylation regulation network. The first column lists 
kinases/phosphatases, and the second column lists their corresponding substrates. 
 
Supplementary Table S11. The human proteolysis regulation network. The first column lists 
proteases, and the second column lists their corresponding substrates. 


