
method. They were subsequently used as references in projection matching 

refinement. (c) Comparison galleries of the Rrp44-bound exosome raw particle 

images (bottom row), corresponding class averages (middle row) and 3-D 

projection views (top row). The box of each particle is in a size of 26 nm. (d) The 

angular distribution map of particles for the final reconstruction after projection 

matching refinement. (e) The resolution anisotropy angular map of the final 

reconstruction after projection matching refinement. The map is calculated from 

Fourier Ring Correlation between pairs of projections at different Euler angles 

that are used to calculate the FSC curve. The minimum and maximum 

resolutions in the map are marked. 

Figure S2. Negative staining reconstruction of the CE. 

(a) Front, back, and top views of the initial core exosome reference model 

generated from the crystal structure of the human core exosome low-pass filtered 

to 50 Å resolution. All structural details in the human core exosome have been 

blurred in this process, avoiding model bias in the subsequent projection 

matching refinement. (b) Comparison galleries of the core exosome raw particle 
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