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Chlorhexidine as a Keap1-Nrf2 inhibitor: a new target for an old drug for Parkinson's disease therapy.
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Structural insights into the multiple binding modes of Dimethyl Fumarate (DMF) and its analogs to a7 a1
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Inhibition of mitochondrial complex Il in neuronal cells triggers unique pathways culminating in
autophagy with implications for neurodegeneration. Scientific Reports, 2021, 11, 1483.

Identification of a repurposed drug as an inhibitor of Spike protein of human coronavirus SARS-CoV-2
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Novel pyrano 1,3 oxazine based ligand inhibits the epigenetic reader hBRD2 in glioblastoma.
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Biochemical insight into pseudouridine synthase 7 (PUS7) as a novel interactor of sirtuin, SIRTL.
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Design, synthesis, in-vitro evaluation and molecular docking studies of novel indole derivatives as
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Rational discovery of a SOD1 tryptophan oxidation inhibitor with therapeutic potential for
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Assessment of ligand binding at a site relevant to <scp>SOD</scp>1 oxidation and aggregation. FEBS
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Insights into the crystal structure of BRD2-BD2 &€* phenanthridinone complex and theoretical studies
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Bromodomain and extra-terminal (BET) family proteins: New therapeutic targets in major diseases.
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A Novel Phenanthridionone Based Scaffold As a Potential Inhibitor of the BRD2 Bromodomain: Crystal

Structure of the Complex. PLoS ONE, 2016, 11, €0156344. 2.5 1



PADMANABHAN BALASUNDARAM

# ARTICLE IF CITATIONS
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Structural Basis for Defects of Keapl Activity Provoked by Its Point Mutations in Lung Cancer.

Molecular Cell, 2006, 21, 689-700.




