
Supplementary Figure 2

SOM Figure 2: Effects of gp120 point mutations on ConC neutralization. The neutralizing titres of plasmas tested against a panel 
of viruses bearing trimers with gp120 mutants in the ConC background (additional experiments to that shown in Figure 8). Mutants that 
resulted in a >50% reduction in plasma neutralization titer are shown in red. Those that resulted in a two-fold or more increase in 
neutralization titer are shown in lavender. Amino acid numbering is based on the sequence of HXB2. Residue positions were color
coded to reflect their degree of conservation across clades, as described previously (111). Positions that are conserved in 0-49% of 
isolates are shown in white, those conserved in 50-90% of isolates are shown in light blue and those conserved in >90% of isolates are 
shown in dark blue. Amino acid identity was determined based on a sequence alignment of HIV-1 isolates listed in the HIV sequence 
database at http://hiv-web.lanl.gov/content/hiv-db/mainpage.html. 
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