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SUPPLEMENTARY INFORMATION 

 

Figure S1. Reconstruction scheme. 
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Figure S2. Local resolution. (A) ResMap representation of the local resolution of the P4 procapsid 

reconstruction, colored from blue (≤3Å resolution) to red (≥6Å resolution), showing the portion of the 

capsid used for refinement. (B) Close-up showing the local resolution in two asymmetric units. (C) 

Histogram of distribution of local resolution by voxel. (D) Hedgehog representation of the Euler 

angle distribution. 
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Figure S3. Difference maps. (A) View from inside the capsid of a difference map calculated by 

subtracting the contribution of the modeled residues 27–346 of gpN and 7–241 of Sid, showing the 

presence of additional density surrounding the threefold axes. GpN and Sid are shown as ribbon 

diagrams, colored as in Figure 2. (B) After modeling gpN residues 1–14 into the densities 

surrounding the icosahedral threefold axes, only the poorly defined densities around the 

quasi-threefold axes surrounding the pentamers remain. (C) Density (at 10 cutoff) and atomic 

model for the gpNB subunit, showing the additional density due to the 0 helix. Insets: closeup views 

of the 0 helix density (at 5 cutoff), showing the densities ascribed to side chains Arg6, Phe9 and 

Tyr12. 
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Figure S4. Differences between gpN subunits. (A) Superposition of gpN subunits A–D, colored as in 

Figure 2. The 19° rotation of the gpNA E-loop compared to gpNB–gpND is shown most clearly in the 

90° rotated panel on the right. (B,C) Density and atomic model for gpNB (B, yellow), and for gpNC (C, 

red). The insets on the right show the difference in the loop (purple) that includes the 6-6’ helices 

that are only ordered in gpNB, the subunit that interacts with Sid. 
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Table S1. Reconstruction and refinement 

statistics.
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Table S2. Root-mean-square deviations (RMSD) in gpN. RMSD values (in Å) calculated between 

equivalent C atoms in the four quasi-equivalent gpN subunits A–D. The first set of values include 

only those C atoms that are within 2Å, the second set include all C atoms. 

 


