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Scheme S1. Amino acids sequence alignment of PK isoforms, namely PKL (PDB ID: 41P7); 

PKR (PDB ID: 2VGB); PKM1 (PDB ID: 3SRF) and PKM2 (PDB ID: 3BJF) 
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Table S1. Percentage similarity (homology) of various PK isoforms namely PKL (PDB ID: 

41P7); PKR (PDB ID: 2VGB); PKM1 (PDB ID: 3SRF) in comparison, with PKM2 (PDB ID: 

3BJF) 

Sr No Protein Code % Similarity with PKM2 (PDB ID: 

3BJF) 

1 PDB ID:3SRF (PKM1) 95.56%  

2 PDB ID:2VGB (PKR) 71 – 72% 

3 PDB ID: 4IP7 (PKL) 71 – 72% 
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Scheme S2. Phylogenetic tree of the PK isoforms deduced from their amino acids’ sequences 

 

 

 



Figure S1 (1-75). Binding poses of PKM2 inhibitors/activators within 
the drug-binding pocket of PKM2
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