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Supporting Information Figure S1. Molecular docking interactions of heparin to SARS-CoV-2 spike RBD mutants. The docked structures of Heparin-mutant
RBD complexes were obtained from cluster O provided by Cluspro webserver. Two-dimensional (2D) diagrams of heparin-RBD interactions for (A) K417N, and

(B) K417T. The protein residues and interactions are colored accordingly and provided in figure.
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Supporting Information Figure 2. Molecular docking interactions of heparin to SARS-CoV-2 RBD variants. The docked structures of Heparin-
mutant RBD complexes obtained from cluster 1. Two-dimensional (2D) diagrams of heparin-mutant RBD interactions for (A) N501Y, (B) L452R, (C)

E484Q, (D) K417N, and (E) K417T.

Supporting Information Figure 3. Molecular docking interactions of heparin to SARS-CoV-2 RBD variants. The docked structures of Heparin-
mutant RBD complexes obtained from cluster 1. Two-dimensional (2D) diagrams of heparin-RBD interactions for (A) K417N-E484K-N501Y, (B)
K417T-E484K-N501Y N501Y, (C) L452R-E484K, and (D) E484K. The protein residues and interactions are colored accordingly and provided in

figure.
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Supporting Information Figure 4. Molecular docking interactions of ACE2 to SARS-CoV-2 RBD variants in the
presence of heparin. Two-dimensional (2D) diagrams of RBD/ACE?2 interactions in the presence of heparin for (A)
K417N, and (B) K417T.



