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Figure S1. Sequence alignment of HR1 and HR2 domains in the SARS-CoV-2 wildtype strain and 

its variants. The sequence comparison of the HR1 and HR2 domains in SARS-CoV-2 wildtype (Wu-

han-Hu-1, GenBank: NC_045512), Alpha (GenBank: OM757358.1), Beta (GenBank: OM736179.1), 

Gamma (GenBank: OM146072.1), Delta (GenBank: OM754056.1), Omicron (GenBank: OM757978.1), 

Lambda (GenBank: OM486769.1), Epsilon (GenBank: OM757360.1), Eta (GenBank: OM720711.1), 

Lota (GenBank: OM516760.1), Kappa (GenBank: OM680927.1), and Zeta (GenBank: OM485821.1). 

The different amino acids in the SARS-CoV-2 variants, compared to the SARS-CoV-2 wildtype 

strain, are highlighted in red color and pink shade. The amino acid conservation is indicated by the 

red bars. 
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