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 Moringa oleifera exhibits multi-target therapeutic potential against Alzheimer's disease.
* Network pharmacology identified key molecular targets associated with neuroinflammation, cell survival, and synaptic function.

« Several M. oleifera metabolites demonstrated docking affinities comparable to reference inhibitors for AKT1, SRC, and EGFR.

* These findings provide a computational basis for the neuroprotective effects of M. oleifera and support further validation through molecular dynamics simulations and
experimental studies.
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