
 
Supplemental Table 1. Data collection and refinement statistics for (CENP-A/H4)2  

Data collection   
Beamline ALS, 8.2.2 APS, 23-ID-D 
Wavelength (Å) 1.000 1.000 

Unit cell (Å) a=b=62.87, c=159.51 
α=β=90°, γ=120 

a=b=61.46, c=185.62 
α=β=90°, γ=120° 

Space group P6522 P6522 
No. (CENP-A/H4) / a.u. 1 1 
Resolution limit (Å) 54.4 – 2.1 53.2 – 2.5 
Measured reflections 95,281 60,994 
Unique reflections 11,585 7,136 
Completeness (%; overall/ last shell) 97.5 / 87.7 a 90.9 / 90.5 b 
I / σI (overall / last shell) 23.39 / 4.30 a 12.15 / 2.44 b 
Rsym

e
 (overall / last shell) 5.7 / 53.5 a 12.1 / 68.5 b 

Refinement    
Resolution limit (Å) 20 – 2.10 20 – 2.50 
No. reflections (working/free) 10,961 / 550 6,806 / 330  
Rcryst 

f (overall / last shell) 0.180 / 0.208 c 0.237 / 0.272 d 
Rfree (overall / last shell) 0.241 / 0.313 c 0.308 / 0.341 d 
No. protein/water/ion res. 143/136/4 141/25/5 
rmsd from ideal geometry (Å)   

Bond length 0.014 0.015 
Angle distances 1.329 1.638 

Estimated coordinate error (Å) 0.133 0.262 
Ramachandran plot statistics   

Residues in most favored regions 98.5% 92.2% 
Residues in allowed regions 0.8% 7.8% 
Residues in gen. allowed regions 0.8% 0.0% 
Residues in disallowed regions 0.0% 0.0% 

PDB ID 3NQJ 3NQU 
alast shell = 2.08 - 2.21 Å, blast shell =2.50 – 2.64 Å,  
clast shell = 2.10 - 2.15 Å, dlast shell = 2.50 - 2.56 Å,  
eRsym = Σ|I-〈I〉|/ Σ I, 
fRcryst = Σ||Fobs|-|Fcalc||/ Σ|Fobs|, 5 % randomly omitted reflections were used for Rfree 

 
 
  




























