
Figure 5 – figure supplement 2. Removal of the active site Mg2+ ion does not 

disrupt R166 positioning. 

Superimposed crystal structures of Pi-bound E322Y AP (yellow, PDB 3DYC), 

which lacks the active site Mg2+ ion, and Pi-bound WT AP (purple, PDB 3TG0). 

R166 overlays closely in these structures. 

 

 

 

 

 

Supplemental Figure XX.  
Ablation of D153, but not the Mg2+ ion, perturbs R166 from its position in WT AP. (A) Shown are the 
superimposed crystal structures of Pi-bound WT AP (purple, PDB 3TG0), unliganded WT AP (grey, PDB 1ED9), and 
unliganded D153G AP (fuschia). In two independent structures of D153G AP, R166 is rotated from its position in Pi-
bound WT AP by >19° (PDB 1AJC) or flipped away from the active site (PDB 1AJD). (B) The superimposed crystal 
structures of Pi-bound E322Y AP (yellow, PDB 3DYC), which lacks the Mg2+ ion, and Pi-bound WT AP (purple, PDB 
3TG0).  
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