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Arg-Val-Gln-Pro-Thr-Glu-Ser-Ile-Val-Arg-Phe-Pro-Asn-Ile-Thr-Asn-Leu-
SARS-CoV-2 Wuhan-Hu-1 AGA-GTC-CAA-CCA-ACA-GAA-TCT-ATT-GTT-AGA-TTT-CCT-AAT-ATT-ACA-AAC-TTG-
spike CGG-GTG-CAG-CCC-ACC-GAA-TCC-ATC-GTG-CGG-TTC-CCC-AAT-ATC-ACC-AAT-CTG-
HA-spike AGA-GTG-CAG-CCC-ACC-GAG-TCT-ATC-GTG-CGG-TTC-CCC-AAC-ATC-ACC-AAT-CTG-
mini-spike AGG-GTC-CAG-CCT-ACG-GAA-TCA-ATT-GTA-CGT-TTT-CCC-AAT-ATA-ACT-AAC-CTT-

Puc. 2. BepaBauBanue nocnenosarensHocteit spike, HA-spike, mini-spike
u pparmenta resoma Bupyca SARS-CoV-2 uzomsta Wuhan-Hu-1 (a) u cpaBHeHHe yuacTka
Kozupytome nocienosarensHocTH RBD Bupyca SARS-CoV-2 u Tpex kKaHAMAATHBIX TOCIe0BaTeNbHOCTEH (0)

Fig. 2. Alignment of spike, HA-spike, mini-spike sequences against the genome fragment

of the SARS-CoV-2 virus Wuhan-Hu-1 isolate («) and comparison of the RBD coding sequence region
of the SARS-CoV-2 virus and three candidate sequences (b)
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