
Supplementary Table S2. Data collection and refinement statistics. 

  PTPN13-PDZ2-APC 

PDB code 7XTY 
Data collection  
Space group C121 
Cell dimensions    

a, b, c (Å) 97.462, 32.407, 69.917 
α, β, γ (°) 90.0, 108.857, 90.0 

Resolution (Å) 33.14-2.10 (2.17-2.10) 
Rmerge 17.3 (37.4) 
I / σI 11.5 (2.67) 
Completeness (%) 98.0 (87.4) 
Redundancy 6.0 (4.2) 
  
Refinement  
Resolution (Å) 2.1 
No. reflections 12144 
Rwork / Rfree 0.1935/0.2402 
No. atoms 1563 

Protein 1432 
Water 131 

B-factors  
Protein 26.94 
water 27.28 

R.m.s deviations   
Bond lengths (Å) 0.01 
Bond angles (°) 1.25 
Ramachandran plot residues in 

favored regions!%" 97.33 % 

*One crystal was used for each structure.  
*Values in parentheses are for the highest-resolution shell. 
 


