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L1C.5 (n=162) L G C L C C L L F A L N N N S S S L N L N N K K F V V F T Y G S Y K Y S K T K I Q P

L1C.5.32 (n=123) L G C L C C L L F A L N N N D S S L N L N N D K F V V F T Y G S Y K Y S K T K I Q P

L5A.1 (n=82) L G C L C C L L F V L N S N D S S L N L N A N K F V V F T V G A Y R Y P K T R V Q P

L1C.5.34 (n=39) L G C L C C L L F A L N D N S S S L N L N D K R F V V F T Y G S Y K Y S K T K I Q P

L1C.2 (n=33) L G C L C C L L S A L N N N S S S L N L N N N K F A V F T Y G S Y K Y S K T R I Q P

L1H.18 (n=27) L G C L C C P L F A L N D N N S S L N L N N N H F A V F T Y K S Y K Y P K T K V Q P

L1D.2 (n=25) L G C L Y C L F F A L N A S N S S L N L N N Q K F V V F T Y G S Y N Y P R T K I Q P

L1C.5.36 (n=25) L G C L C C L L F A P N N N S S S L N L N N K K F V I F T Y G S Y K Y S R T K I Q P

L1C.5.33 (n=19) L G C L C C L L S A L N N N S S S L N L N N D K F V V F I Y G S Y K Y S K T K I Q P

L1A.29 (n=17) L G C L C C H L F A I N N N S S S L N L N N K T F V V F A Y G S Y K Y S K T K V Q P

Position

Site

Orange cells differ from the L1C.5 consensus. N = predicted N-glycosylation motif start; * = positive-selection site discussed in the manuscript.

B cell epitope Decoy epitope HVR-1/HVR-2 Neutralizing epitope T cell epitope Other discussed site


