Table S1. Epitope Candidates to SARS-CoV
Epitope Length

Position Epitope score  Surface Accessibility

ATEKSN 6 91-96 0.501 1.723
PMGTQT 6 143-148 0.574 1.670
VSEKSGN 7 172-178 0.543 1.736
PAQDTW 6 240-245 0.547 1.610

GKLRPFERD 9 446-454 0.572 1.998

HVDTSY 6 641-646 0.537 1.369

TQRNFF 6 1087-1092  0.520 1.336




Table S2. Epitope Candidates to SARS-CoV-2
Epitope Length  Position Epitope score  Surface Accessibility

LTTRTQLPPAYTNSF 15 18-32 0.613 1.766

LEGKQGN 7 179-185 0.558 1.825
TPGDSS 6 250-255 0.589 1.290
QTSNFRVQPT 10 314-323 0.547 1.664

NSNNLD 6 437-442 0.510 1.682
YGFQPT 6 495-500 0.519 1.328
GTNTSN 6 601-606 0.523 1.925
DQLTPTWRVY 10 627-636 0.518 1.353
HVNNSY 6 655-660 0.561 1.448

KQIYKTPPI 9 786-794 0.560 1.960
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Figure S1. Transmembrane Domain Prediction

Full-length sequences of human TMPRSS2 precursor, TMPRSS2 active enzyme, ACE2, SARS-CoV S protein
and SARS-CoV-2 S protein were subject to transmembrane domain prediction by using TMHMM Server v.
2.0 bioinformatic tool.
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Figure S2. Alignment of SARS-CoV And SARS-CoV-2 Spike Proteins

SARS-CoV and SARS-CoV-2 (types A, B and C) amino acid sequences were aligned using the software
ClustalX2.1. Putative epitopes with different surface accessibilities (SA), glycosylation sequons, the
receptor binding motif (RBM), heparin-binding site and the S1/S2 cleavage site are marked with different
colors of boxes.



