Table S1. Data collection and processing, refinement statistics and model quality

Space group




P3121

Unit cell dimensions (Å)


a = b = 90.562   c = 79.480

Molecules per asymmetric unit

2

Solvent content (%)



55.6      

Resolution range (Å)



78.33 – 2.1

Reflections (total/unique)


142,687 / 22,429

Completeness (%) a



99.8 (100.0)

Rmerge a,b




0.099 (0.42)

<I/σ(I)> a,b




16.0 (5.8)


Rfree





0.241 (0.310)
Rcryst





0.184 (0.228)
Rall





0.187 

Ramachandran 








% of residues in favored regions

  97.12

   allowed regions

100.00

Rmsd bond lengths (Å)


0.010

Rmsd bond angles (º)



1.178

Average B-factors main chain

24.4   

Average B-factors water


36.1

a Values in parentheses indicate statistics for the highest resolution shell (2.14 - 2.1 Å). b Rmerge = Σh Σi |Ih,i - <Ih>|/ Σh Σi <Ih>, where Ih,i is the ith observation of reflection h and <Ih> is the weighted average intensity for all observations i of reflection h. 

