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Supplementary Table |  Data collection and refinement statistics 

Data collection      

Spacegroup    P4212        

Cell parameters (Å)  144.0, 144.0, 284.4     

Source   NSLS X-29     

Resolution (Å)  50.0 – 2.4    

Wavelength (Å)  1.08 Å    

No. of reflections (total) 278,768    

No. of reflections (unique) 112,726   

Completeness (%)  96.0 (86.3) ‡   

Rsym (%) *   6.4 (43.6) 

I/σ    13.8 (1.4)   
Refinement (50-2.4 Å) 

No. of reflections  104,891   No. of atoms  11,816 

No. of molecules/ASU 2   Rwork/Rfree (%) §  21.2/24.4 

Bond lengh / angle †  0.01 Å /1.4 o   

Ramachandran  99.8 % (allowed region) / 0.02% (disallowed region) 

Average protein B-factors 

 T1/β   molecule 1: 37.2 Å2; molecule 2: 41.2 Å2 

 pore   molecule 1: 45.8 Å2; molecule 2: 71.0 Å2 

 voltage sensor  molecule 1: 64.0 Å2; molecule 2: 148.0 Å2 
No. and average B-factors 

 waters   molecule 1: 193 waters, 41.9 Å2     

molecule 2: 126 waters, 39.0 Å2  

 lipid molecules  molecule 1: 16 lipids (210 atoms),  84.1 Å2 

molecule 2: 1 lipid (22 atoms),  88.4 Å2 

 

* Rsym = Σ | Ii - < Ii > | / Σ Ii, where < Ii > is the average intensity of symmetry-equivalent 

reflections 

§ R factor = Σ | F (obs) – F (calc) | / Σ F (obs); 5% of the data that were excluded from 

refinement were used in the Rfree calculation.  

† r.m.s.d of bond is the root-mean-square-deviation of bond angle and length 

   ‡ parentheses indicate outer resolution shell (2.5 - 2.4Å).  
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