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screening, molecular docking, and MD Simulation. Journal of Molecular Structure, 2022, 1248, 131427.
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Mechanism Underlying Heat Stability of the Rice Endosperm Cytosolic ADP-Glucose
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Insights into the mode of flavin mononucleotide binding and catalytic mechanism of bacterial
chromate reductases: A molecular dynamics simulation study. Journal of Cellular Biochemistry, 2019, 2.6 1
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Revealing shared differential co-expression profiles in rice infected by virus from reoviridae and
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Molecular characterization and sequence analyses of Banana bunchy top virus infecting banana 9.9 3
cultivar Jahaji (Dwarf Cavendish) in Assam, India. 3 Biotech, 2019, 9, 110. ’

Identification and validation of plant miRNA from NGS datad€”an experimental approach. Briefings in

Functional Genomics, 2019, 18, 13-22.

RNAi mediated silencing of 3-hydroxy-3-methylglutaryl-CoA reductases (HMGR) in Centella asiatica. 0.8 ;
Gene Reports, 2018, 11, 52-57. :
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Bacillus megaterium adapts to acid stress condition through a network of genes: Insight from a

genome-wide transcriptome analysis. Scientific Reports, 2018, 8, 16105.

Phenotypic Screening and Evaluation of Sub1 Introgressed Lines in Popular Rice Varieties Ranjit and
Bahadur of Assam. International Journal of Current Microbiology and Applied Sciences, 2018, 7, 0.1 1
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An Insight Into Structure, Function, and Expression Analysis of 3-Hydroxy-3-Methylglutaryl-CoA
Reductase of<i>Cymbopogon winterianus</i>. Bioinformatics and Biology Insights, 2017, 11,
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Molecular Modeling and Dynamics Simulation Analysis of KATNAL1 for Identification of Novel
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In vitro Regeneration of Banana and Assessment of Genetic Fidelity in the Regenerated Plantlets
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Development of advanced breeding lines for high grain yield under drought stress in elite rice genetic
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Mapping of QTLs for Grain Yield and its Component Traits under Drought Stress in Elite Rice Variety of
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Genome wide transcriptome profiling reveals differential gene expression in secondary metabolite
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In Silico Identification of Natural Lead Molecules from the Genus of Phyllanthus Against Hepatitis B
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Molecular recognition of avirulence protein (avrxa5) by eukaryotic transcription factor xa5 of rice
(Oryza sativa L% Insights from molecular dynamics simulations. Journal of Molecular Graphics and 2.4 8
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Novel insights into structured€“function mechanism and tissued€specific expression profiling of
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Molecular cloning, characterization and expression analysis of 3-hydroxy-3-methylglutaryl coenzyme
Areductase gene from Centella asiatica L.. Molecular Biology Reports, 2015, 42, 1431-1439.

Computational identification and characterization of conserved miRNAs and their target genes in
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Rediscovering Medicinal Plants' Potential with OMICS: Microsatellite Survey in Expressed Sequence
Tags of Eleven Traditional Plants with Potent Antidiabetic Properties. OMICS A Journal of Integrative
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Structure-Based Computational Study of Two Disease Resistance Gene Homologues (Hm1 and Hm2) in

Maize (Zea mays L.) with Implications in Plant-Pathogen Interactions. PLoS ONE, 2014, 9, e97852. 2.5 28
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Molecular Phylogeny, Homology Modeling, and Molecular Dynamics Simulation of Race-Specific
Bacterial Blight Disease Resistance Protein (xa5) of Rice: A Comparative Agriproteomics Approach. 2.0 9
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A comparative proteomic approach to analyse structure, function and evolution of rice chitinases: a
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