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	SA2-Scc1-CENP-U (PDB 8K4D)

	Data collection

	Space group 
	P21212

	Cell dimensions
	

	a, b, c (Å) 
	79.33, 132.82, 148.37

	α, β, γ (°) 
	90, 90, 90

	Resolution (Å)
	50.00-3.55 (3.61-3.55)

	R meas 
	0.14 (1.58)

	I/ σI 
	15.21 (1.59)

	CC 1/2 
	97.6 (56.3)

	Completeness (%) 
	100.0 (99.9）

	Redundancy
	6.3 (6.3)

	Refinement
	

	Resolution (Å)
	49.48-3.55

	Rwork/Rfree 
	0.228/0.262

	Unique reflections 
	17447

	No. atoms 
	

	macromolecules
	8133

	Solvent
	0

	B factors (mean; Å2)

	macromolecules
	55.17

	R.m.s deviations

	Bond lengths (Å) 
	0.003

	Bond angles (°) 
	0.516

	Ramachandran favored (%)
	98.07

	Ramachandran allowed (%)
	1.93

	Ramachandran outliers (%)
	0.00


*Statistics for the highest-resolution shell are shown in parentheses.

