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Figure S13: The RMSD trajectories and interaction of DPP4 protein-ligand (Catechin 5-O-gallate). 
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Figure S14: The RMSF trajectories and interaction of DPP4 protein-ligand (Catechin 5-O-gallate). 
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Figure S15: The RMSD trajectories and interaction of DPP4 protein-ligand (Crosatoside B). 
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Figure S16: The RMSF trajectories and interaction of DPP4 protein-ligand (Crosatoside B). 
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Figure S17: The RMSD trajectories and interaction of DPP4 protein-ligand Hypoglycin




[image: ]

Figure S18: The RMSF trajectories and interaction of DPP4 protein-ligand Hypoglycin
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