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Abstract: The advancement of network pharmacological medicine has spread out new avenues for understanding the

complicated bioactive elements found in numerous medicative plants. The dominant paradigm in drug discovery is that

the

conception of planning maximally selective ligands to act on individual drug targets. However, several effective

medication act via modulation of multiple proteins instead of single targets. Systems and network medication and their

therapeutic arm, network pharmacological medicine, revolutionize however we tend to outline, diagnose, treat, and,

ideally, cure diseases. However, the rational style of polypharmacology faces right smart challenges within the would

like for brand spanking new strategies to validate target combos and optimize multiple structure-activity relationships

whereas maintaining drug-like properties. Advances in these areas are making the muse of future paradigm in drug

discovery: network pharmacological medicine.
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