
Fig. S1. Amino acid sequence alignment of 16 VRC1-resistant viruses. The VRC01-sensitive HXBc2 and JRCSF gp120 virus envelope 

sequences are shown as references. In addition,   the HXBc2 and 93TH057 core protein sequences are shown, as these proteins were used to solve 

the liganded crystal structures of b12 and VRC01, respectively.  The gp120 contacts with VRC01, CD4, or b12 are indicated in blue, gold, or 

green, respectively.  Open circles (○) denote gp120 main-chain-only contacts, open circles with rays (☼) denote gp120-side-chain-only contacts, 

and filled circles (●) denote both main-chain and side-chain contacts. Residues that vary from the reference sequence are highlighted in yellow. 

Residues that showed a significant change in VRC01 binding when mutated are shown in bold; the residue is underlined if the mutant virus 

displayed neutralization resistance to VRC01.  Variations within the CD4 binding loop and it proximal region that contains the NXS/T motif 

resulting in additional N-glycosylation sites are highlighted in blue.   



 



 



 




