
Supplemental Tables 
 
Table S1. Sequencing of enriched sPD-1 library pool from each consecutive sort round. The residue number is listed at the top and the 

corresponding wild-type amino acid is given.  

      

 



 
 
 
 
 
 
 
 
 
 
 
 



 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
 
Table S2. Calculated changes in binding affinity and protein stability (in kcal/mol) between sPD-1 and PD-L1 with mutations within 

and outside of the binding interface. 

 

 


