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Figure S1. Docking interaction profiles in two dimensions of quercetin derivatives (D1-D17) at the active site of the
Ebola virus (EBOV) VP30 protein. The docking interaction profiles give an overview of the orientations and binding
modes of the derivatives at the active site, showing interactions between the ligands and the amino acid residues, such

as hydrogen bonds, hydrophobic interactions, and aromatic interactions.
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