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Figure S1: Analysis of the trajectories in 150 ns MD simulations for the 4 phytochemical hits (P1, P2, P7 and P8) in complex with RVFV-CBD. Note that, these 4 phytochemicals were found to be unstable in the protein-ligand complex during the MD simulation. (a) RMSD of Cα atoms of the amino acid residues in the protein. (b) RMSD of the heavy atoms of the 4 potential phytochemical inhibitors (P1, P2, P7 and P8).
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