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Computational drug discovery for targeting proteases with natural and synthetic compounds
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1- Obtaining sequences of cathepsin proteases of ticks
2- Homology modeling for proteins using software

3- Protein-Based scanning to predict potential ligand-binding sites

4- Virtual screening to identify potential binders

5- Molecular docking for potential binders
6- Molecular dynamic simulation for potential binders

7- In vitro application for the the most efficient binder according to
the results










