Figure S4.
Computer
prediction of
antigenicity
profiles of SARS-
CoV-2 Spike
proteins. (A)
Profile of a protein
derived from the
reference genome.
(B) Profile of the
mutant protein
containing
frequently
containing
mutations in the
GR lineage. Red
and green arrows
changesin
antigenicity caused
by Pro681His and
Thr716lle
mutations. Both
substitutions occur
at comparable
frequencies (20%)
in the GR clade
viruses.
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