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Figure S1: Circular dichroism spectra of wild typeApe1 and mutant (Y171F, P173L, N174K) 

proteins. Circular dichroism was performed on the wild type protein at both 20 °C and at 27 

°C and on the mutant protein at 20 °C using a Jasco J-715 Spectropolarimeter with a 1 cm 

pathlength cuvette. The contribution of the buffer, which was minimal, was subtracted from 

each spectrum. 



 

 
 

Figure S2: The intrinsic fluorescence spectrum of free APE1 (solid line) and APE1–G-ligand 

complex (dashed line) with excitation at 280 nm ([APE1] = [G] = 1.5 μM). 


