Epitope Virus Protein Residues* Amino Acid Sequence s:g::;?: - Rationale for selection r:t?tf;r::Ire
Ep1 |[SARS-CoV-2(S 287-317 DAVDCALDPLSETKCTLKSFTVEKGIYQTSN 31 Eiﬁﬁ}f,tﬁ:az;?&ehp;,‘)epﬁ,:"m“:’,f‘;iﬁﬁ;ﬁ Irdezri\c?:ed by (13)
Predicted B-cell epitope in SARS-Cov-2 identified b
Ep2 |SARS-CoV-2(S 802-819  |[FSQILPDPSKPSKRSFIE 18 il ol st ol il o y (13)
Ep3 |SARS-CoV-2|S 15-30 CVNLTTRTQLPPAYTN 16 ks sy g el el (14)
Predicted B-cell epitope in SARS-CoV-2 identified by structural
Ep4 |[SARS-CoV-2|S 1056-1070 |APHGVVFLHVTYVPA 15 biology and machine learning, SARS homolog of this peptide (12)
is a known B-cell epitope
Ep5 |SARS-CoV-2|M 1-24 MADSNGTITVEELKKLLEQWNLVI 24 Ei‘:ig'fgt::a%;?t':)ehpgl°ep;:“mﬁ:(zi;giﬁ;ﬁ 'r‘:gi‘g:ed by (13)
Ep6 |SARS-CoV-2|M 132-151  |[PLLESELVIGAVILRGHLRI 20 Ei‘;;g'fgt::a%;?&ehpa:?epﬁr:“mﬁﬁzi;giﬁ‘;ﬁ 'r‘:;fi‘(t)':ed by (13)
Predicted B-cell epitope in SARS-CoV-2 identified by structural
Ep7 |SARS-CoV-2|M 97-111 IASFRLFARTRSMWS 15 biology and machine learning, SARS homolog of this peptide (12)
is a known B-cell epitope
Predicted B-cell epitope in SARS-Cov-2 identified b
Epd; [SARSCOV:ZIN 156 R T NI AL TOHCK L bioinformatics to hpavepimmunodominant region n ’ (13)
- Predicted B-cell epitope in SARS-Cov-2 identified b
Ep9 |SARS-CoV-2(N 152-172  |ANNAAIVLQLPQGTTLPKGFY 21 st iyt g s y (13)
Predicted B-cell epitope in SARS-CoV-2 identified by structural
Ep10 |SARS-CoV-2|N 264-278  |ATKAYNVTQAFGRRG 15 biology and machine learning, SARS homolog of this peptide (12)
is a known B-cell epitope
Predicted B-cell epitope in SARS-CoV-2 identified by structural
Ep11 [SARS-CoV-2|E 52-66 VKPSFYVYSRVKNLN 15 biology and machine learning, SARS homolog of this peptide (12)
is a known B-cell epitope
VCGPKKSTNLVKNKCVNFNFNGLTGTGVLTESNKKFLPFQ Predicted B-cell epitope in SARS-Cov-2 identified by
Epi2 [SARS-CoV-Z|S 524-598  |0FGRDIADTTDAVRDPQTLEILDITPCSFGGVSVT S bioinformatics to have immunodominant region (13)
Predicted B-cell epitope in SARS-Cov-2 identified by
Ep13 |SARS-CoV-2|S 601-640 GTNTSNQVAVLYQDVNCTEVPVAIHADQLTPTWRVYSTGS (40 bioinformatics to have immunodominant region. Based on (13)
the D614G variant.
Ep13* |SARS-CoV-2|S 601-640  |GTNTSNQVAVLYQGVNCTEVPVAIHADQLTPTWRVYSTGS |40 gfgxg‘sc_%?\’/s_zthe ustion:DeIAC wiich Increases theIness: oe o750
Ep14 |SARS-CoV-2|S 61-76 NVTWFHATHVSGTNGT 16 zﬁ’ﬁm fgx:ﬁirs"tope in SARS-CoV-2 identified by (14)
Ep15 |SARS-CoV-2|S 373-390  |SFSTFKCYGVSPTKLNDL 18 IF:T: ﬂiﬁigﬂéﬁ"pe in SARS-CoV-2 identified by (14)
NKHIDAYKTFPPTEPKKDKKKKADETQALPQRQKKQQTVT Predicted B-cell epitope in SARS-Cov-2 identified by
Ep16 | SARS-CoV-2|N 354-400 LLPAADL L bioinformatics to have immunodominant region (13)
RVQPTESIVRFPNITNLCPFGEVFNATRFASVYAWNRKRI Based on structure of S protein X-ray structure (PBD: 6VXX)
SNCVADYSVLYNSASFSTFKCYGVSPTKLNDLCFTNVYAD
SFVIRGDEVRQIAPGQTGKIADYNYKLPDDFTGCVIAWNS
Ep17 |SARS-CoV-2|S 319-529 NNLDSKVGGNYNYLYRLFRKSNLKPFERDISTEIYQAGST 21 (24)
PCNGVEGFNCYFPLQSYGFQPTNGVGYQPYRVVVLSFELL
HAPATVCGPKK
Ep18 |SARS-CoV-2(S 488-507 CYFPLQSYGFQPTNGVGYQP 20 Based on X-ray structure of S protein (PBD: 6VXX) (24)
Ep19 |SARS-CoV-2|S 429-448 FTGCVIAWNSNNLDSKVGGN 20 Based on X-ray structure of S protein (PBD: 6VXX) (24)
Ep20 |[SARS-CoV-2|S 448-466 NYNYLYRLFRKSNLKPFER 19 Based on X-ray structure of S protein (PBD: 6VXX) (24)
Ep21 |[SARS-CoV-2|S 467-487 DISTEIYQAGSTPCNGVEGEN 21 Based on X-ray structure of S protein (PBD: 6VXX) (24)
sEp9 |[SARS N 153-173 NNNAATVLQLPQGTTLPKGFY 21 SARS homolog of Ep9
mEp9 |MERS N 141-161 NNDSAIVTQFAPGTKLPKNFH 21 MERS homolog of Ep9
hEp9 [HKU-1 N 166-186 TTQEAIPTRFPPGTILPQGYY 21 HKU-1 homolog of Ep9
nEpS |NL63 N 119-136 NQKPLEPKFSIALPPELS 18 NL63 homolog of Ep9

*Residue numbering from protein sequences deposited in GenBank. Specifically, the accession numbers were as follows: S protein (YP_009724390.1), M
protein (YP_009724393.1), N protein (YP_009724397.2) and E protein (YP_009724392.1) from SARS-CoV-2 and N protein from SARS (NP_828855.1),
MERS (YP_009047211.1), HKU-1 (YP_173242.1), or NL63 (YP_003771.1).




