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<i>In silico</i>and<i>in vitro</i>investigations on the proteind€“protein interactions of glutathione
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Identification of promising antiviral drug candidates against non-structural protein 15 (NSP15) from
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Experimental and computational investigation on the binding of anticancer drug gemcitabine with
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A potential implication of UDP-glucuronosyltransferase 2B10 in the detoxification of drugs used in
pediatric hematopoietic stem cell transplantation setting: an in silico investigation. BMC Molecular 1.0 1
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An extensive computational study to identify potential inhibitors of Acyl-homoserine-lactone
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Comparative structural and functional analysis of STL and SLL, chitin-binding lectins from
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Targeting SARS-CoV-2: a systematic drug repurposing approach to identify promising inhibitors against
3C-like proteinase and 23€2-O-ribose methyltransferase. Journal of Biomolecular Structure and Dynamics,
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Structural and functional characterization of chitin binding lectin from <i>Datura stramoniumc</i>:
insights from phylogenetic analysis, protein structure prediction, molecular docking and molecular 2.0 4
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A comprehensive in silico and inAvitro studies on quinizarin: a promising phytochemical derived from
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Experimental and in silico investigation on the interaction of indomethacin with bovine serum
albumin: Effect of sodium dodecyl sulfate surfactant monomers on the binding. Journal of Molecular 2.3 7
Liquids, 2021, 336, 116858.

Molecular interactions of cefoperazone with bovine serum albumin: Extensive experimental and
computational investigations. Journal of Molecular Liquids, 2021, 337, 116354.

A Comprehensive In Silico Study Towards Understanding the Inhibitory Mechanism of Lactoperoxidase

by Dapsone and Propofol. Current Computer-Aided Drug Design, 2021, 17, 550-559. 0-8 0
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<i>Rhizophora apiculata</i>: an <i>in vitro<[i> and <i>in silico</i> studies. Journal of Biomolecular
Structure and Dynamics, 2021, , 1-13.

Screening of promising molecules against MurG as drug target in
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Structure based drug designing and discovery of promising lead molecules against
UDP-N-acetylenolpyruvoylglucosamine reductase (MurB): A potential drug target in multi-drug
resistant Acinetobacter baumannii. Journal of Molecular Graphics and Modelling, 2020, 100, 107675.
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Crystal structure analysis of ethyl
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Crystal structure analysis of ethyl
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Crystallographica Section E: Structure Reports Online, 2011, 67, 01660-01661.

6,8-Dichloro-N-methyl-3-nitro-4-nitromethyl-4H-chromen-2-amine. Acta Crystallographica Section E: 0.2 3
Structure Reports Online, 2011, 67, 0898-0899. :
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