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Additional file 7. Binding data of subordinate motifs in SARS-CoV-2 proteins (i.e., S protein and protein 7a) and human host cell proteins (i.e., ACE2 and TMPRSS2). The location of non-binding (red) sequence stretches and moderately binding HBMs (yellow) are highlighted in the respective structure of the proteins (C-I-TASSER model of S protein monomer [1]; PDBs: 6W37 (protein 7a), 6M18 (ACE2); Swiss-model: O15393 (TMPRSS2). Where the heme-binding affinity could not be determined, HBMs are also marked in yellow.
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