
 
 INO80 nucleosome complex 

(EMDB-3954) 
(PDB 6ETX) 

Data collection and processing  
Magnification    129,000 
Voltage (kV) 300 
Electron exposure (e–/Å2) 80 
Defocus range (µm) -2.0 to -4.0 
Pixel size (Å) 1.13 
Symmetry imposed C1 
Initial particle images (no.) 775,804 
Final  particle images (no.) 26,416 
Map resolution (Å) 
    FSC threshold 

4.8 
0.143 

Map resolution range (Å) 4.0 to 8.0 
  
Refinement  
Initial model used (PDB code) 2YQQ, 3LZ0, 5AV9, 5O9G, 

50AF 
Model resolution (Å) 4.8 
Map sharpening B factor (Å2) -100 
Refinement (Phenix) 
    Map correlation coefficient (whole unit cell) 

 
0.88 

    Map correlation coefficient (around atoms) 0.74 
Model composition 
    Non-hydrogen atoms 
    Protein residues 
    Nucleic acid residues 
    Ligands 

 
38,759 
4,753 
300 
7 

R.m.s. deviations 
    Bond lengths (Å) 
    Bond angles (°) 

 
0.002 
0.447 

 Validation 
    MolProbity score 
    Clashscore  
    Poor rotamers (%)    

 
1.58 (93rd percentile*(0Å - 99Å)) 
8.4 
1.5 

 Ramachandran plot 
    Favored (%) 
    Allowed (%) 
    Disallowed (%) 

 
98.2 
1.75 
0.02 

 
 




















