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Supplementary Figure 1: Uncropped gels.

Extended Data Fig. 2a

Extended Data Fig. 2b
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Captions for Supplementary Videos:

Supplementary Video 1. 180° rocking movie of SWR1–nucleosome complex in 

configuration I coordinates fitted into the 3.8 Å volume. The atomic coordinates are 

colored as in Extended Data Fig. 7h, and the 3.8 Å volume is colored to match the 

fitted atomic coordinates.

Supplementary Video 2. 180° rocking movie of SWR1–nucleosome complex in 

configuration II coordinates fitted into the 4.7 Å volume. The atomic coordinates are 

colored as in Extended Data Fig. 7i, and the 4.7 Å volume is colored to match the 

fitted atomic coordinates.

 

Supplementary Video 3: SWR1-mediated nucleosome flipping. Distal (orange) and 

proximal (blue) H2A–H2B. Two intermediate coordinates of SWR1–nucleosome flipping 

were modelled using the 2D classes (Figure 5f and Extended data Fig. 9b). A third 

modelled intermediate of SWR1–nucleosome complex in configuration I (before DNA 

at SHL6-7 stabilization by Arp6–Swc6) was built with the nucleosome coordinates 

inverted, and DNA matching that in configuration II. Two morphs were generated: First 

between configuration II and the first modelled coordinates. Second, between the first 

modelled coordinates, followed by the second modelled coordinates and ending with 

the third modelled configuration I. Morphs were spliced to generate the summary 

movie.
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