Table S1 - Data collection, phasing and refinement statistics

	
	Native  Dehydrateda
	
	Golda
	
	SeMeta,b
	Native Initiala

	Data collection
	
	
	
	
	
	

	Space group
	P43
	
	P21
	
	P21
	P21

	Cell dimensions
	
	
	
	
	
	

	    a, b, c (Å)
	56.5, 

56.5, 

276.9
	
	58.0, 

278.6, 

61.6
	
	58.0,

278.8,

61.7
	58.0,

278.6,

61.6

	 (()
	90, 90, 90
	
	90, 91.0, 90
	
	90, 90.9, 90
	90, 90.9, 90

	
	
	Peak
	Inflection
	Remote
	Peak
	

	Wavelength
	0.9184
	1.0372
	1.0402
	1.0346
	0.9797
	0.9184

	Resolution (Å)
	49-2.3 (2.37‑2.3) c
	20.0-3.5 (3.58-3.5)
	20.0-3.5 (3.58-3.5)
	20.0-3.5 (3.58-3.5)
	20-3.1 (3.18-3.1)
	20-2.85 (2.92-2.85)

	Rmerge (%)
	6.0 (59.1)
	8.1 (53.5)
	9.2 (67.1)
	9.2 (73.0)
	10.5 (95.5)
	7.2 (96.5)

	I / I
	16.9 (1.6)
	11.5 (2.4)
	10.3 (1.8)
	10.2 (1.7)
	9.7 (1.8)
	16.9 (1.7)

	Completeness (%)
	99.3 (93.7)
	97.6 (92.5)
	97.2 (87.9)
	99.4 (97.9)
	99.1 (99.8)
	99.5 (99.7)

	Redundancy
	5.9
	1.9 
	1.9
	1.9
	3.3
	3.7

	
	
	
	
	
	
	

	Refinement
	
	
	
	
	
	

	Resolution (Å)
	49-2.3
	
	
	
	
	

	No. reflections
	37,710
	
	
	
	
	

	Rwork / Rfreed
	19.73 / 24.96 
	
	
	
	
	

	No. atoms
	5833
	
	
	
	
	

	    Protein
	5694
	
	
	
	
	

	    Water

    Ligands
	123

16
	
	
	
	
	

	B-factors
	
	
	
	
	
	

	    Protein
	61.8
	
	
	
	
	

	    Water

    Ligands
	51.8
89.5
	
	
	
	
	

	R.m.s deviations
	
	
	
	
	
	

	    Bond lengths (Å)
	0.008
	
	
	
	
	

	    Bond angles (()
	1.00
	
	
	
	
	


aOne crystal was used for data collection and refinement.  

bSeMet: selenomethionine.

cValues in parentheses are for highest-resolution shell.

dRfree was calculated with 5% of the reflection data

Refinement statistics were calculated with the table_one utility of PHENIX.

Ramachandran favored: 98 %

Ramachandran outliers: 0 % 
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