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Suppl. Fig. 1 — (A) Predicted active site residues; and (B) Docking grid generation by Autodock Vina on the modelled spike protein.
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Suppl. Fig. 4 — SlickML evaluation results for K-Nearest Neighbor algorithm
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Suppl. Fig. 5 — SlickML evaluation results for Random Forest algorithm
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Suppl. Fig. 7 — SlickML evaluation results for Ensemble Stacking method



