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ABSTRACT 
Alzheimer’s disease (AD) is the most important neurodegenerative disorder that affects brain neurons 
by forming plaques and tangles. Till today neither vaccine nor effective drugs were identified to cure the 
disease and in the last few years, research is going on stem cell to find out better treatment for treating 
AD patients. From the research on “neural stem cell” it was recognized that the protein “neurotrophin” 
enhances the level of neurotrophin in brain which will be fruitful in treating AD. The protein neutrophins 
possess four factors (NGF, BDNF, NT3, NT4), among them BDNF (brain derived neurotrophic factor) plays 
an important role in enhancing the process of “neurogenesis”. The objective of the present work is to 
evaluate the effect of protein (BDNF) and drug (ligand) interaction. The protein BDNF was modeled for 
docking studies. From the literature survey, the eight drugs which induce BDNF were identified and its 
structure was retrieved. Docking results were analyzed and the drugs were ranked according to its 
binding interaction with protein. Among the 8 drugs, FTY720-P exhibits the highest binding energy -
9.72442kcal\mol by having best hydrogen bond interactions with active site residues of the protein. In 
future this study can be further implemented to in vitro analysis for the drug designing which play a 
central role in lowering the effect of AD.  
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