Table EV1. Data collection, phasing and refinement statistics
	Data collection
	

	Space group
	P21

	Cell dimensions
	

	    a, b, c (Å)
	111.62, 211.72, 127.00

	    ()
	100.02

	Wavelength (Å)
	0.974

	Resolution (Å)
	50–6.7

	Rmerge
Rpim
CC1/2
	0.10 (0.71) *
0.06 (0.42) *
0.99 (0.71) *

	I / I
	11.8 (2.1) *

	Completeness (%)
	99.4 (99.7) *

	Redundancy
	3.7 (3.8) *

	
	

	Refinement
	

	Resolution (Å)
	50–6.7

	No. unique reflections
	10143

	Rwork / Rfree
	0.30 / 0.31

	No. atoms
	32826

	B–factors 
	

	    Protein
	344.8

	R.m.s deviations
	

	    Bond lengths (Å)
	0.003

	    Bond angles ()
	0.765

	Ramachandran plot (%)
	

	    Favored
	88.4

	    Allowed
	11.6

	    Disallowed
	0.0


*Values in parentheses are for highest–resolution shell.
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