
Table S2b. MHC class I and II binding predictions of the peptide list (S2A).
Table S2b.1. In silico  binding capacities of S1-RBD peptides to MHC class I molecules.
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RFASVYAWNRKRISN Spike24wt 0 1 0 1 2 0 1 0 1 2 0 0 0 2 1 0 2 0 0 2 0 0 0 0 0 0 0 1 1 0 0 2 0 2 2 0 2 2
CVADYSVLYNSASFS Spike25wt 0 1 2 1 1 2 1 2 2 1 2 0 0 0 0 2 0 2 0 0 2 2 0 0 0 0 0 1 1 2 2 2 2 2 2 0 0 0
CVADYSFLYNSASFS Spike25_V367F 1 1 2 2 2 2 2 2 2 1 2 0 1 0 0 2 0 2 1 0 2 2 2 1 0 0 1 1 2 2 2 2 2 2 2 0 1 1 0
TFKCYGVSPTKLNDL Spike26wt 0 1 0 1 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 2 0 0 0 0 0 0 0 1 1 1
CFTNVYADSFVIRGD Spike27wt 0 0 2 2 1 1 2 1 1 2 2 2 2 1 0 0 2 1 1 2 1 2 1 1 1 2 1 1 1 2 1 2 1 2 2 2 1 1 2
EVRQIAPGQTGKIAD Spike28wt 0 2 0 0 1 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 2 0 1 1 0 1 1
EVRQIAPGQTGNIAD Spike28_K417N 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0
EVRQIAPGQTGPIAD Spike28_K417P 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0
YNYKLPDDFTGCVIA Spike29wt 1 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 2 0 0 0 2 2 2 2 1 0 0 0 0 0 0 0 0 0 0 0
WNSNNLDSKVGGNYNSpike30wt 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 2 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0
WNSKNLDSKVGGNYNSpike30_N439K 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 2 0 0 0 0 0 0 0 1 0 0 2 0 0 0 0 0
WNSNKLDSKVGGNYNSpike30_N440K 0 1 2 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 2 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 0
YLYRLFRKSNLKPFE Spike31wt 0 2 0 1 2 0 1 0 2 1 0 0 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 1 2 0 0 0 0 2 2
YRYRLFRKSNLKPFE Spike31_L452R 0 2 0 1 2 0 1 0 2 1 0 0 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 2 1 0 1 2 0 0 0 0 2 2
RDISTEIYQVGSTPC Spike32_A475V 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0
RDISTEIYQAGSTPC Spike32wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0  
RDISTEIYQAGNTPC Spike32_S477N 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
RDISTEIYQAGSKPC Spike32_T478K 0 1 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 2 0 1 2 0 0 0
NGVEGFNCYFPLQSY Spike33wt 0 0 1 0 0 1 0 2 0 0 0 1 0 0 0 1 0 2 0 0 2 1 0 0 0 0 0 0 0 1 1 0 1 0 0 1 0 0
NGVKGFNCYFPLQSY Spike33_E484K 0 0 1 1 0 1 1 2 2 0 1 0 0 1 1 1 0 2 0 0 2 1 0 1 1 0 0 0 1 1 2 0 1 0 0 0 1 1
NGVQGFNCYFPLQSY Spike33_E484Q 1 0 1 0 0 1 1 2 1 0 0 0 1 0 0 1 0 2 0 0 2 1 0 1 1 1 0 0 0 1 1 0 1 0 0 1 0 0
NGVEGFNCYFPLRSY Spike33_Q493R 0 0 1 0 0 1 0 2 0 2 0 1 0 2 0 1 2 2 0 2 2 1 0 0 0 0 0 0 0 1 1 1 1 0 0 1 1 1
NGAEGFNCYFPLQSY Spike33_V483A 0 0 1 0 0 1 0 2 0 0 0 1 0 0 0 1 0 2 0 0 2 1 0 0 0 0 0 0 0 1 1 0 1 0 0 1 0 0
GFQPTNGVGYQPYRV Spike34wt 0 0 1 0 0 1 0 1 0 1 0 0 0 0 0 2 1 1 0 1 2 1 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0
GFQPTYGVGYQPYRV Spike34_N501Y 0 0 1 0 0 1 0 2 0 1 1 0 0 1 0 1 2 2 0 2 1 1 0 0 0 0 0 0 1 1 1 0 1 0 0 0 0 0
VVLSFELLHAPATVC Spike35wt 2 1 0 0 1 0 0 1 0 0 0 1 1 0 0 0 0 1 2 0 0 0 2 2 2 1 2 0 0 0 0 0 0 0 0 2 0 0
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RFASVYAWNRKRISN Spike24wt 0 1 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 1 0 0 0
CVADYSVLYNSASFS Spike25wt 0 0 0 0 0 2 0 2 0 0 0 0 0 1 0 0 1 1 0 0 1 1 1 1 1 2 2 2 0 2 0 0 2 0 2 0 1 1 0 1 0 0 1 2 1 0 0 0 1 2 2 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 1
CVADYSFLYNSASFS Spike25_V367F 0 0 1 0 0 2 0 2 1 0 0 0 0 1 1 0 1 1 0 1 1 2 1 2 2 2 2 2 1 2 0 0 2 1 2 0 1 1 0 1 0 0 1 2 2 1 0 0 1 2 2 0 0 0 1 1 1 2 1 0 0 0 0 0 1 0 1 0 1
TFKCYGVSPTKLNDL Spike26wt 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0
CFTNVYADSFVIRGD Spike27wt 0 0 0 0 1 2 0 1 1 2 0 1 0 1 0 0 0 0 0 1 1 1 0 2 1 2 1 1 1 2 0 0 2 0 1 1 0 0 0 0 0 0 1 2 1 0 0 0 1 2 2 1 0 0 0 0 1 1 1 0 0 1 1 0 0 1 0 0 0
EVRQIAPGQTGKIAD Spike28wt 1 0 0 0 1 0 0 1 0 2 1 0 1 0 0 0 0 1 1 0 0 0 0 1 0 0 0 1 0 0 0 1 0 1 0 0 0 0 1 0 1 1 2 0 0 0 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 1 0 0 0 0 1
EVRQIAPGQTGNIAD Spike28_K417N 1 0 0 0 1 0 0 1 0 2 0 0 1 0 0 0 0 1 2 0 0 0 0 2 0 0 0 1 0 0 0 0 0 1 0 0 0 0 1 0 1 1 2 0 0 0 0 0 0 0 0 1 0 0 1 0 1 0 0 0 0 0 0 1 0 0 1 0 1
EVRQIAPGQTGPIAD Spike28_K417P 1 0 0 0 1 0 0 1 0 2 0 0 1 0 0 1 0 1 2 0 0 0 0 2 0 0 0 1 0 0 0 0 0 2 0 0 0 0 1 0 1 1 2 0 0 0 1 0 0 0 0 1 0 0 1 0 1 0 1 0 0 0 0 1 0 0 1 0 1
YNYKLPDDFTGCVIA Spike29wt 1 0 0 0 2 1 0 0 0 0 0 0 0 2 0 0 0 0 1 0 2 2 0 0 0 2 0 0 0 0 0 0 0 2 0 0 0 0 1 0 1 1 0 0 0 1 0 0 2 0 0 2 0 0 0 0 2 0 1 1 0 0 0 0 0 2 2 0 2
WNSNNLDSKVGGNYNSpike30wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
WNSKNLDSKVGGNYNSpike30_N439K 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
WNSNKLDSKVGGNYNSpike30_N440K 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
YLYRLFRKSNLKPFE Spike31wt 0 2 0 0 0 0 0 1 2 0 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 1 1 1 0 1 2 0 0 0 1 0 0 0 0 0 0 1 0 2 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 1 0
YRYRLFRKSNLKPFE Spike31_L452R 0 2 0 0 0 0 0 1 2 0 2 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 1 1 1 0 2 2 0 0 0 1 0 0 0 0 0 0 1 0 2 0 2 2 0 0 0 0 0 0 0 0 0 0 0 0 1 0 2 0 0 0 0 2 0
RDISTEIYQVGSTPC Spike32_A475V 0 0 1 0 0 0 0 0 0 1 0 0 1 0 1 0 0 2 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 1 0 0 0
RDISTEIYQAGSTPC Spike32wt 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0
RDISTEIYQAGNTPC Spike32_S477N 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 0 0 0 0 0 0 0 0 0
RDISTEIYQAGSKPC Spike32_T478K 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0
NGVEGFNCYFPLQSY Spike33wt 0 1 1 1 1 1 1 1 1 0 0 0 1 1 2 2 0 1 0 1 1 0 2 1 0 1 2 1 0 0 0 0 1 0 0 1 2 1 0 1 0 0 1 0 0 1 0 0 1 1 1 1 2 2 2 1 1 0 1 1 0 1 1 2 1 1 0 0 1
NGVKGFNCYFPLQSY Spike33_E484K 0 0 0 0 0 1 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1 2 1 1 2 1 0 0 0 0 1 0 1 0 0 0 0 0 0 0 1 0 0 1 0 0 0 1 1 0 0 0 1 0 0 1 0 1 0 0 1 0 0 0 0 0 0
NGVQGFNCYFPLQSY Spike33_E484Q 0 0 0 0 0 1 0 1 1 2 0 1 0 1 1 1 0 0 0 1 1 0 1 2 0 1 2 1 0 0 0 0 1 0 0 1 0 0 0 0 0 0 2 0 0 1 1 0 1 1 1 1 0 0 2 0 0 1 1 1 1 1 1 0 0 0 0 0 1
NGVEGFNCYFPLRSY Spike33_Q493R 0 1 1 1 1 1 1 0 1 0 0 0 1 1 2 2 0 1 0 1 1 0 2 1 0 1 1 1 0 0 0 0 1 0 0 1 2 1 0 1 0 0 1 0 0 1 0 0 1 1 1 1 2 2 2 1 1 0 1 1 0 1 1 2 1 1 0 0 1
NGAEGFNCYFPLQSY Spike33_V483A 0 1 1 2 1 1 2 1 1 1 0 0 2 1 2 2 0 1 0 1 1 0 2 1 0 1 2 1 0 0 0 0 1 0 0 1 2 2 0 2 0 0 2 0 0 1 0 0 1 1 1 1 2 2 2 2 1 0 1 1 0 1 1 2 2 1 0 0 1
GFQPTNGVGYQPYRV Spike34wt 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
GFQPTYGVGYQPYRV Spike34_N501Y 0 0 1 0 0 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 1 1 2 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 2 0 0 0 0 1 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 1 0 0
VVLSFELLHAPATVC Spike35wt 0 0 2 0 0 0 0 0 0 1 0 0 2 0 2 1 0 2 1 0 0 0 2 1 0 0 0 0 0 0 0 0 0 1 0 0 2 2 0 2 0 0 1 0 0 2 0 0 0 0 0 0 2 1 1 2 0 0 1 0 0 1 0 1 0 0 1 1 0
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RFASVYAWNRKRISN Spike24wt 0 1 0 1 0 1 0 0 0 0 0 0 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0
CVADYSVLYNSASFS Spike25wt 1 1 0 0 1 1 2 1 2 2 2 1 0 1 2 2 2 0 1 1 1 1 1 2 1 1 2 1 2 1 0
CVADYSFLYNSASFS Spike25_V367F 2 2 1 0 1 2 2 1 2 2 2 1 1 2 2 2 2 1 2 1 1 2 2 2 1 1 2 2 2 1 1
TFKCYGVSPTKLNDL Spike26wt 0 1 0 0 0 0 0 0 0 0 0 2 0 1 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 1
CFTNVYADSFVIRGD Spike27wt 1 1 1 0 1 2 2 1 2 2 2 0 1 1 2 2 2 1 2 1 2 1 2 2 1 1 2 2 2 1 1
EVRQIAPGQTGKIAD Spike28wt 0 0 0 0 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0
EVRQIAPGQTGNIAD Spike28_K417N 0 0 0 1 0 1 0 0 0 0 0 2 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0
EVRQIAPGQTGPIAD Spike28_K417P 0 0 0 0 0 1 0 0 1 1 1 2 0 0 0 0 0 0 1 1 0 0 1 0 0 0 0 0 1 1 0
YNYKLPDDFTGCVIA Spike29wt 0 0 1 0 1 0 0 1 0 0 0 1 0 0 0 0 0 0 1 0 1 0 0 0 0 0 0 0 0 0 1
WNSNNLDSKVGGNYNSpike30wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
WNSKNLDSKVGGNYNSpike30_N439K 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
WNSNKLDSKVGGNYNSpike30_N440K 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
YLYRLFRKSNLKPFE Spike31wt 2 2 0 2 0 1 0 0 0 0 0 0 0 1 1 0 0 2 0 0 0 2 0 0 0 0 0 0 0 0 1
YRYRLFRKSNLKPFE Spike31_L452R 2 2 0 2 0 1 0 0 0 0 0 0 0 1 1 0 0 2 0 0 0 2 0 0 0 0 0 0 0 0 1
RDISTEIYQVGSTPC Spike32_A475V 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
RDISTEIYQAGSTPC Spike32wt 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
RDISTEIYQAGNTPC Spike32_S477N 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
RDISTEIYQAGSKPC Spike32_T478K 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
NGVEGFNCYFPLQSY Spike33wt 1 1 0 0 1 1 1 1 1 0 0 0 0 2 1 1 1 0 1 0 1 1 0 1 0 0 1 0 1 0 0
NGVKGFNCYFPLQSY Spike33_E484K 1 1 1 0 0 1 1 0 1 0 0 1 1 2 1 1 1 0 1 1 0 1 1 1 0 0 1 1 1 1 0
NGVQGFNCYFPLQSY Spike33_E484Q 1 1 1 0 0 1 1 0 1 1 1 0 0 2 1 1 1 0 1 0 0 1 1 1 0 0 1 0 1 0 0
NGVEGFNCYFPLRSY Spike33_Q493R 1 1 0 0 1 1 1 1 1 0 0 0 0 2 1 1 1 0 1 0 1 1 0 1 0 0 1 0 1 0 0
NGAEGFNCYFPLQSY Spike33_V483A 1 1 1 0 2 1 1 1 1 0 0 0 0 2 1 1 1 0 1 0 1 1 1 1 0 0 1 0 1 0 0
GFQPTNGVGYQPYRV Spike34wt 0 2 0 0 0 0 1 0 0 0 0 0 0 1 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0
GFQPTYGVGYQPYRV Spike34_N501Y 1 2 0 0 0 1 1 0 0 0 0 0 0 2 1 1 1 0 0 0 0 1 0 0 0 0 0 0 0 0 0
VVLSFELLHAPATVC Spike35wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
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RFASVYAWNRKRISN Spike24wt 0 0 0 1 0 1 1 1 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CVADYSVLYNSASFS Spike25wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CVADYSFLYNSASFS Spike25_V367F 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
TFKCYGVSPTKLNDL Spike26wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1
CFTNVYADSFVIRGD Spike27wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 1 0 0 0 0 2
EVRQIAPGQTGKIAD Spike28wt 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
EVRQIAPGQTGNIAD Spike28_K417N 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
EVRQIAPGQTGPIAD Spike28_K417P 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
YNYKLPDDFTGCVIA Spike29wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
WNSNNLDSKVGGNYNSpike30wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
WNSKNLDSKVGGNYNSpike30_N439K 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
WNSNKLDSKVGGNYNSpike30_N440K 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
YLYRLFRKSNLKPFE Spike31wt 1 1 1 0 0 2 2 1 0 0 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
YRYRLFRKSNLKPFE Spike31_L452R 1 1 1 0 0 2 2 1 0 1 1 1 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
RDISTEIYQVGSTPC Spike32_A475V 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
RDISTEIYQAGSTPC Spike32wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
RDISTEIYQAGNTPC Spike32_S477N 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
RDISTEIYQAGSKPC Spike32_T478K 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
NGVEGFNCYFPLQSY Spike33wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 1 0 0 0 0
NGVKGFNCYFPLQSY Spike33_E484K 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 1 0 0 0 0
NGVQGFNCYFPLQSY Spike33_E484Q 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 1 0 0 0 0
NGVEGFNCYFPLRSY Spike33_Q493R 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 1 1 0 0 0 0
NGAEGFNCYFPLQSY Spike33_V483A 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 1 1 1 0 0 0 0
GFQPTNGVGYQPYRV Spike34wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
GFQPTYGVGYQPYRV Spike34_N501Y 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
VVLSFELLHAPATVC Spike35wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 1 1 0 0 0 0 0
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RFASVYAWNRKRISN Spike24wt 0 1 0 2 0 0 2 0 1 0 0 0 1 2 1 1 2 0 0 0 1 0 0 2 1 1 1 1 0 2 1 1 0 0 2 2 0 0 1 0 1 0 2 2
CVADYSVLYNSASFS Spike25wt 0 0 0 0 1 2 0 1 0 0 1 2 0 1 0 0 0 2 0 1 0 0 1 0 0 0 0 0 1 0 1 1 1 0 0 0 0 2 1 0 1 0 0 0
CVADYSFLYNSASFS Spike25_V367F 0 0 0 0 1 2 0 1 0 0 1 2 0 1 0 0 1 2 0 1 0 1 1 0 0 0 0 1 2 0 1 1 1 1 0 0 0 2 1 1 2 0 0 0
TFKCYGVSPTKLNDL Spike26wt 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
CFTNVYADSFVIRGD Spike27wt 1 0 1 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 1 0 0 0 0 0 0 0 0 1 0 0 0 0
EVRQIAPGQTGKIAD Spike28wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
EVRQIAPGQTGNIAD Spike28_K417N 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
EVRQIAPGQTGPIAD Spike28_K417P 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
YNYKLPDDFTGCVIA Spike29wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
WNSNNLDSKVGGNYNSpike30wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
WNSKNLDSKVGGNYNSpike30_N439K 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
WNSNKLDSKVGGNYNSpike30_N440K 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
YLYRLFRKSNLKPFE Spike31wt 1 1 0 2 0 0 2 1 2 0 0 1 2 2 2 2 2 0 1 1 1 1 0 2 1 2 2 2 0 2 1 1 0 2 2 2 2 0 1 0 1 1 1 1
YRYRLFRKSNLKPFE Spike31_L452R 1 1 0 2 0 0 2 1 2 0 0 1 2 2 2 2 2 0 1 1 1 1 0 2 1 2 2 2 0 2 1 2 0 2 2 2 2 0 1 0 1 1 2 1
RDISTEIYQVGSTPC Spike32_A475V 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
RDISTEIYQAGSTPC Spike32wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
RDISTEIYQAGNTPC Spike32_S477N 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
RDISTEIYQAGSKPC Spike32_T478K 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
NGVEGFNCYFPLQSY Spike33wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
NGVKGFNCYFPLQSY Spike33_E484K 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
NGVQGFNCYFPLQSY Spike33_E484Q 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
NGVEGFNCYFPLRSY Spike33_Q493R 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
NGAEGFNCYFPLQSY Spike33_V483A 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
GFQPTNGVGYQPYRV Spike34wt 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
GFQPTYGVGYQPYRV Spike34_N501Y 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0 0
VVLSFELLHAPATVC Spike35wt 0 0 0 0 2 1 0 0 0 2 1 1 0 2 0 0 0 2 0 0 0 1 1 0 0 0 1 2 1 0 0 2 1 0 0 0 0 1 0 0 0 0 0 0

LEGEND :
= no binding
= weak binding
= strong binding

HLA-DR alleles

HLA-A alleles

LEGEND :
= no binding
= weak binding (contains at least one 8-11mer weak binder)

2.
28

= strong binding (contains at least one 8-11mer strong binder)

HLA-B alleles

HLA-C alleles

Table S2b.2. In silico  binding capacities of S1-RBD peptides to MHC class II molecules.

HLA-DP alleles HLA-DQ alleles
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