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Figure S1. The ROSETTA refined monomer model (coral) fitted into the density map (grey) (a).
The map was sharpened by phenix.auto_sharpen. The zoom-in view of the E loop (b) and A-
domain (c) with key residues shown in stick. The side chain densities of Trp70, Leu61 and Val68
are well resolved in our density map. Although the side chain densities of the other residues were
missing or partially missing, the density map is able to provide enough information to model the
backbone of the E loop.




Figure S2. The extra density of the inner capsid in the focused refinement of the three-fold pore
region. Although there is no density for the putative cargo loading peptide (shown in stick), we
can see the strong protein density connected to the inner surface of the encapsulin shell.
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Figure S3. The FSC curve of C1 symmetry reconstructed map reported by cryoSPARC.



