
Supplementary information, Table S1 Data collection and refinement statistics. 

 

Rsym = Σh Σi|Ih,i − Ih|/Σh Σi Ih,i, where Ih is the mean intensity of the i observations of symmetry 

related reflections of h. R = Σ|Fobs − Fcalc|/ΣFobs, where Fobs= FP, and Fcalc is the calculated 

protein structure factor from the atomic model. The programs HKL2000 [36] and Phenix [39] 

were used for data processing and structure refinement, respectively. R.m.s.d. in bond lengths 

and angles are the deviations from ideal values. 

 

 

 

 

 

 


