
 
 

Supplemental.  Sequence alignment of human AKR1C2 and AKR1C3 using the ‘align two or more sequences’ feature of 
protein BLAST (https://blast.ncbi.nlm.nih.gov ).  AKR1C3 shares 91% sequence similarity and 87% identity with AKR1C2. 
Identical residues are shown in the consensus sequence between the two compared sequences.  Similar residues are 
marked with a ‘+’.  Residues in contact with compound 2 in the structure of AKR1C3·NADP+·2 are shown in bold and 
highlighted in yellow.  Of these 11 residues, 3 residues that are different in AKR1C2 are shown in red and highlighted in 
yellow.     
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