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	EBS-
H3K27me3
	EBSC-H3K4me2
	

	Data collection
	
	
	

	Beamline
	SSRF-BL19U1
	SSRF-BL17U1
	

	PDB code
	5Z8L
	5Z8N
	

	Space group
	P212121
	P21
	

	Wavelength (Å)
	1.2827
	0.9793
	

	Cell dimensions
	
	
	

	    a, b, c (Å)
	36.2, 60.3, 98.0
	73.5, 75.7, 80.4
	

	 () 
	90, 90, 90
	90, 115.4, 90
	

	Resolution (Å)
	50.0-2.0 
(2.07-2.00)*
	50.0-3.1
(3.21-3.10)
	

	Rmerge
	0.103 (0.797)
	0.136 (0.701)
	

	I / I
	51.0 (5.6)
	10.7 (1.4)
	

	Completeness (%)
	99.9 (100.0)
	99.4 (97.1)
	

	Redundancy
	13.6 (13.5)
	4.1 (3.6)
	

	Refinement
	
	
	

	No. reflections
	14,932
	14,500
	

	Rwork / Rfree
	0.201 / 0.230
	0.213 / 0.252
	

	No. atoms
	1,784
	4,544
	

	    Protein
	1,614
	4,385
	

	    Peptide / Zn2+
	60 / 2
	153 / 6
	

	    Water
	108
	-
	

	B-factors (Å2)
	43.4
	87.6
	

	    Protein
	43.0
	87.8
	

	    Peptide / Zn2+
	55.2 / 62.3
	81.6 / 79.4
	

	    Water
	43.9
	-
	

	RMS deviations
	
	
	

	    Bond lengths (Å)
	0.009
	0.008
	

	    Bond angles ()
	1.203
	1.300
	


*Highest-resolution shell is shown in parentheses. 

