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Table S1- 2D structures of 31 SARS coronavirus inhibitors with their Experimental and
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Figure S1- The binding pose of the Spike ectodomain - N3 complex. A: 3D interaction, B: 2D
interaction

Figure S2- The binding pose of the main protease - N3 complex. A: 3D interaction, B: 2D
interaction
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Figure S3- The binding pose of the receptor-binding domain - N3 complex. A: 3D interaction, B:
2D interaction
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Figure S4- 3D and 2D interaction of Glycyrrhizin (A), Rutin (B), Narirutin (C), and Licuroside
(D) with the COVID-19 main protease receptor (PDB ID: 6VYB)
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Figure S5- 3D and 2D interaction of Naringin (A), Chrysoeriol 6,8-di-C-gluc (B), Isoliquiritin
Apioside (C), and Neohesperidin (D) with the COVID-19 main protease receptor (PDB ID:
6LU7)



Figure S6- 3D and 2D interaction of Naringin (A), Hesperidin(B), Cholorogenic Acid (C), and
Isoliquiritin Apioside (D) with the receptor-binding domain (PDB ID: 6VW1)



