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Supplementary Figure S1: Superimposition of the RdRP model (pink) and 7BV2 (blue)

Supplementary Figure S2: A: RMSD of the polymerase domain against the RdRP model. 
B: RMSF of the residues of polymerase domain throughout the simulation length
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Figure S3: Interactions between RDV and RdRP for run1 of the RdRP-RDV system simulations. 
The interactions at (A) 0thns, (B) 10thns, (C) 20thns, (D) 30thns, (E) 40thns and (F) 50thns 

Figure S4: Interactions between RDV and RdRP for run2 of the RdRP-RDV system simulations. 
The interactions at (A) 0thns, (B) 10thns, (C) 20thns, (D) 30thns, (E) 40thns and (F) 50thns 



Figure S5: Interactions between RDV and RdRP for run3 of the RdRP-RDV system simulations. The 
interactions at (A) 0thns, (B) 10thns, (C) 20thns, (D) 30thns, (E) 40thns and (F) 50thns 



Figure S6: Interactions between RDV and RdRP for run3 of the RdRP-RDV system simulations. The 
interactions at (A) 60thns, (B) 70thns, (C) 80thns, (D) 90thns and (E) 100thns


