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Neutralization 

fingerprinting 
Phylogenetic 
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39 probe-identified neutralizing antibodies: 

 3 clades; maximum CDRH3 diversity = 62% 

33 functionally validated NGS-derived heavy chain sequences: 

 6 clades, maximum CDRH3 diversity = 69% 

1041 curated NGS heavy chain sequences: 

 6 clades, maximum CDRH3 diversity = 73% 

Clade H5 

Clade H4 

Clade H3 

Clade 03+06 

Clade 08 

Clade 01+07 

162 curated NGS heavy chain sequences observed at 2 or more 

time points 


