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Figure S1. Conformational epitopes and mutation mapped on three-dimensional structure models of the SARS-CoV-2 variants in
the S protein. The results of the conformational epitope analysis of the SARS-CoV-2 mutant and the mapping of the predicted
conformational epitopes and mutation sites on the conformational model of the SARS-CoV-2 S protein are shown. Amino acids
mutated from BA.2 on the predicted epitope are indicated in red letters. The chains of the trimeric structure are color-coded in dark
gray (chain A), gray (chain B), and light gray (chain C). Conformational epitopes, mutations on conformational epitopes, and RBDs

are shown in blue, red, and light yellow, respectively.



