Table EV2: Validation statistics for re-refined template models
	Structure
	2HYE
	5JK7

	Resolution (Å)
	49.30 – 3.07
	39.68  - 3.49

	No. reflections used in refinement
	59293
	77256

	Rwork / Rfree (%)
	21.96/24.65
	18.42 / 22.02

	No. atoms (non hydrogen)
	16873
	27771

	    Protein
	16862
	27771

	    Ligand/ion
	7
	0

	    Water
	4
	0

	B-factors (Å2)
	92.03
	218.60

	    Protein
	92.04
	218.60

	    Ligand/ion
	94.09
	n.a.

	    Water
	71.44
	n.a.

	R.m.s. deviations
	
	

	    Bond lengths (Å)
	0.005
	0.005

	    Bond angles ()
	0.75
	1.12

	Clashscore
	1.84
	12.62

	Ramachandran favored (%)
	94.72
	92.07

	Ramachandran outliers (%)
	0.14
	0.23

	Rotamer outliers (%)
	1.75
	0.16


Phenix and Molprobity were used for validation.
