
Supplemental information S2 

COACH results for BvrR 

TM-SITE results for BvrR 

 

a) C-score: is the confidence score of predicted binding site. C-score ranges [0-1], where a higher score indicates 

a more reliable prediction. 

b) Cluster size: is the number of templates in a cluster. 

c) Rep Templ presents a representative ligand-protein template from a cluster. The template names are: 

(PDBIDchain)_(BioLiP site #)_(Ligand ID).  

d) Mult Templ: provides all ligand-protein complex structures in a cluster, where each ligand is separated by 

"TER". 

e) Ligands: lists all ligands in a cluster. The numbers in the parentheses are the appearing times of the 

corresponding ligands. 

 

S-SITE results for BvrR 

 

a) C-score: is the confidence score of predicted binding site. C-score ranges [0-1], where a higher score indicates 

a more reliable prediction. 

b) Cluster size: is the number of templates in a cluster. 

c) Templates: presents the list of templates in a cluster. The template names are: (PDBIDchain)_(BioLiP site 

#)_(Ligand ID).  

d) Ligands: lists ligands in a cluster. The numbers in the parentheses are the appearing times for the 

corresponding ligands.  

 



 

Figure S2.1 First Nucleic Acid binding site found with S-SITE. 

 

 

Figure S2.2 Second Nucleic Acid binding site found with S-SITE. 

 

 



COFACTOR results for BvrR 

 

  



 

 



CATH results for BvrR 

 

 

 


