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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. 
Docking Grid Dimensions: Grid box = 56 × 60 × 112 with a spacing of 0.375. The binding pocket was set at x = 78.999, y = -17.378, and 
z = -13.748 
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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. 6 — SlickML evaluation results for Support Vector Machine algorithm 
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Suppl. Fig. 7 — SlickML evaluation results for Ensemble Stacking method 


