Supplementary Table 3. X-ray refinement statistics. 

R-factor = Shkl ||Fo| - |Fc|| / Shkl |Fo|, where Fo is the observed structure factor amplitude and Fc the calculated structure-factor amplitude. R-free is calculated based on 7.2% of reflections not used in refinement. We use the abbreviations: RMS - root mean square. RMSD - root mean square distance. NCS - non-crystallographic symmetry.

	Space group
	P212121

	Resolution range (Å)
	20.0-1.8

	R-factor (%)
	0.211

	R-free (%)
	0.268

	Asymmetric unit
	

	     Number of residues
	552

	     Number of solvent atoms 
	480

	     Number of Zn atoms
	24

	RMSD bond length (Å)
	0.014

	RMSD bond angles (°)
	1.701

	Ramachandran plot
	

	     Core regions (%)
	98.7

	     Disallowed regions (%)
	1.3

	Average B factors (Å2)
	

	     Main chain atoms
	27.3

	     All atoms, including solvent
	28.8

	NCS
	

	     RMS difference for C atoms (Å)
	0.31

	     RMS difference for all atoms (Å)
	0.94


