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1. SARS-CoV-2 proteome

Fig 2. Pie charts represent the immunodominant T-cell responses across the entire SARS-CoV-2 proteome between

CONCLUSIONS

study groups. We described T-cell responses to 13 regions (48.1%) in the SARS-CoV-2 proteome. Nsp3, Spike 1 (S1), and

Spike 2 (S2) are the most immunodominant regions with the greatest magnitude of T-cell responses.
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Fig 1. Graphic representation of the IFN-y ELISpot mega matrix approach and single peptides analysis
of SARS-CoV-2 T-cell responses. 1. Overlapping peptide pools (15 aa, 11-aa overlap) spanning the
whole SARS-CoV-2 proteome. 2. A two-dimensional matrix containing non-consecutive A pools (n=89)
and consecutive B pools (n=100) of 20-35 peptides encompassing all regions of the SARS-CoV-2
proteome. 3. IFN-y ELISpot was used to analyze T-cell responses to SARS-CoV-2 peptide pools. 4. Single-

peptide matrix deconvolution.

Fig 3. Scatter plots show the magnitude of T-cell responses in CoV2- and Vac+CoV2+ (A), and CoV2+ and CoV2+Vac+ (B)
overtime. Stronger T-cell responses are observed in Orf2-10 regions (structural proteins) in all groups throughout the
follow-up. Vaccinees showed significant T-cell responses against S1 (Vac+CoV2+ p = 0.0054; CoV2+Vac+ p = 0.0330) and S2
(Vac+CoV2+ p = 0.0288) proteins. Within the Orflab, Nsp3 is shown as the protein with the greatest T-cell response in
CoV2+ and CoV2+Vac+. Dash line indicates the positivity threshold.
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