










 

 
Figure S6. Structural mechanisms of escape.​ (A, C, E) Mapping of escape to antibody-bound 
RBD structures (PDB 6XDG (​9​), 7C01 (​11​)), with antibodies as blue surface and RBD colored by 
escape from white to red (see scale bar, upper right). RBD sites of escape are shown as sidechain 
sticks with spheres at alpha carbons. Zoomed views of sites of interest are presented to the right 
of each antibody structure. (B) F486, the top escape site for REGN10933, inserts into a large 
hydrophobic pocket at the antibody surface. (D) Residues K444, V445, and G446, the top sites of 
escape for REGN10987, are part of a loop that packs tightly with REGN10987. G447, a 
prominent site of escape that is not a direct contact (and mutant side chains point away from the 
antibody surface), is at the base of this loop and occupies a glycine-specific phi/psi 
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conformational state. Mutations to G447 likely disturb the precise conformation of the 444-446 
loop, thereby escaping REGN10987 binding. (F) K417, the top site of escape for LY-CoV016, 
forms polar contacts with antibody residues Y52​HC​ and D104​HC​. (G) I472, which is more than 8Å 
from the antibody surface, packs with the C480:C488 disulfide in the interior of the 
ACE2-binding ridge. Mutations to this residue may impact the conformation of this loop, which 
carries direct contact sites that escape antibody binding (shown as spheres), including residues 
Y473, A475, N487, and Y489. 
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Table S1: ​The mutation-level “escape-fraction” measured for each amino-acid mutation against 
each antibody. This CSV table is available at 
https://github.com/jbloomlab/SARS-CoV-2-RBD_MAP_clinical_Abs/blob/main/results/supp_dat
a/REGN_and_LY-CoV016_raw_data.csv​.  
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