
Figure S1: Detailed surface view of UBA domain of Dsk2p protein complexed with ubiquitin
(PDB ID: 1WR1). Residues M342, G343, and F344 are well conserved in the UBA domains and
form the hydrophobic core of the large surface patch for interacting with ubiquitin.

BeAtMuSiC mCSM-PPI2 BeAtMuSiC mCSM-PPI2
∆∆G ∆∆G ∆∆G ∆∆G

SARS-CoV (kcal/mol) (kcal/mol) SARS-CoV-2 (kcal/mol) (kcal/mol)

N479E 0.86 0.805 Q493E 1.37 0.092
N479K 0.66 1.448 Q493K 1.06 0.808
N479Q 0.57 0.743 Q493N 1.36 -0.497
N479R 0.29 0.797 Q493R 0.76 0.552
N479S 0.91 -0.610 Q493S 1.86 -0.509
G482A 0.67 0.858 G496A 0.84 0.829
G482D 1.15 -1.466 G496D 0.65 -0.910
G482V 0.40 0.838 G496V 0.70 1.174
Y484F 0.45 0.872 Q498F -0.42 0.466
Y484H 1.17 1.670 Q498H 0.13 0.415
Y484N 1.94 -0.333 Q498N 0.69 -1.103
Y484Q 1.65 1.605 Q498Y -0.14 -1.961
Y484T 1.64 1.581 Q498T 0.39 1.363

Table S1: Changes in binding affinity of human SARS-CoV and human SARS-CoV-2 spike
RBD complexed with hACE2 upon mutation as predicted by BeAtMuSiC and mCSM-PPI2.
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Table S2: GenBank accession numbers for the coronavirus sequences analysed in this study.
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