Table I. Summary of crystallographic data

(a) Data collection

	Beamline
	Resolution limit

(Å)
	No. of observations
	No. of unique reflections
	Completeness(%)
	<I>/<>
	Rsym(%)

	
	
	
	
	Overall
	Outer shell
	Overall
	Outer shell
	Overall
	Outer shell

	ID14-4
	3.0
	1169437
	259920
	91.1
	50.9*
	13.7
	2.3*
	9.6
	37.2*


*Completeness = 94.8%, <I>/<> = 4.9, Rsym = 30%  in the penultimate shell (3.1‑3.2 Å).

(b) Refinement

	Resolution Range:
	99. – 3.0 Å

	Reflections excluded for crossvalidation:
	5%

	Number of non-hydrogen atoms:
	

	Proteins
	19198

	RNA
	32470

	Metals
	67

	
	

	R-factor (conventional)
	0.225

	R-factor (free)
	0.258

	Cross-validated coordinate error
	0.47Å

	Deviations from ideality:
	

	R.m.s. deviations in bond lengths
	0.007Å

	R.m.s deviations in bond angles
	1.36 degs
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