
Motion correction and dose weighting with MotionCor 2
Nr. aligned micrographs:  3466

Pixel size (all steps of processing): 1.746 Å/pix 

Template-based Autopicking in Gautomatch  
Nr. of initial particle candidates: 1,028,229

2 rounds of 3D classification to separate particles from contaminations in subsets of ca. 300,000 particles 
each with T= 8, 3-4 classes, 25 iterations.  330,482 particles  were further subjected to 2 rounds of 3D classification 

with T=8, 3 classes. 25 iterations to separate well-aligning PRC2-Dinucleosome 3D models 
from “empty” or not well-aligning PRC2-Dinucleosomes. 

3D refinement

PRC2-Dinucleosome structure (EMD-7306), 
low-pass filtered to 60 Å 

3D classification wtihout translational and spatial sampling (10 classes, T=4, 25 iterations)
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Iterative rounds of focused 3D refinement, CTFrefine and polishing

5.4 Å / 5.2 Å after postprocessing, b-factor=-90.7; 
Mask used for postprocessing: 

Signal subtraction of the allosteric nucleosome 
as well as EED/EZH2allo  

Focused 3D refinement

4.8 Å / 4.4 Å after postprocessing, b-factor=-76.5;
Mask used for postprocessing:

EZH2sub-Nucsub
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Figure 1-figure supplement 2

 Overall PHF1-PRC2:di-Nuc


