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Wuhan DYNYKLPDDFTGCVIAWNSNNLDSKVGGNYNYLYRLFRKSNLKPFERDISTEIYQAGSfP3 479

Delta DYNYKLPDDFTGCVIAWNSNNLDSKVGGNYNYRYRLFRKSNLKPFERDISTEIYQAGSKP 477
HK.3 DYNYKLPDDFTGCVIAWNSNKLDSKPSGNYNYLYRFLRKSKLKPFERDISTEIYQAGNKP. 475
XBB.1.5.66 DYNYKLPDDFTGCVIAWNSNKLDSKPSGNYNYLYRLFRKSKLKPFERDISTEIYQAGNKP 476
JN.1.11.1 DYNYKLPDDFTGCVIAWNSNKLDSKHSGNYDYWYRSLRKSKLKPFERDISTEIYOAGNKP 475
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Wuhan CNGVEGFNCYFPLQSYGFQPTNGVGYQPYRVVVLSFELLHAPATVCGPKKSTNLVKNKCV 539
Delta CNGVEGFNCYFPLQSYGFQPTNGVGYQPYRVVVLSFELLHAPATVCGPKKSTNLVKNKCV 537
HK.3 CNGVAGPNCYSPLQSYGFRPTYGVGHQPYRVVVLSFELLHAPATVCGPKKSTNLVKNKCV 535
XBB.1.5.66 CNGVAGPNCYSPLQSYGFRPTYGVGHQPYRVLVLSFELLHAPATVCGPKKSTNLVKNKCV 536
JN.1.11.1 CKG-KGPNCYFPLQSYGFRPTYGVGHQPYRVVVLSFELLHAPATVCGPKKSTNLVKNKCV 534

kik ok kkk kkkkkkkIkk kkklkkkkkkkkkkkkkhkhkhkhkkkhkhkhkhkkhkkkhkhkhhkikk

Figure S7



