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Figure S1. Cartoon representation of the secondary structural elements of SARS-CoV-2 Nsp15 monomer
(PDB ID: 6WO01) [1]. Schematic diagram showing the N-terminal domain, middle domain, and C-terminal

domain.
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Figure S2. Surface view representation of Nsp15 hexamer (PDB ID: 2RHB) [2]. Each subunit displayed in

distinct colors (1-6). The active site amino acid residues are highlighted in red colored.
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