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Biomolecular Structure and Dynamics, 2023, 41, 26-44.
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approach. Toxin Reviews, 2023, 42, 85-98.

Potential protease inhibitors and their combinations to block SARS-CoV-2. Journal of Biomolecular
Structure and Dynamics, 2022, 40, 903-917.
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Structure and Dynamics, 2022, 40, 12557-12573.

Bioinformatics screening of ETV4 transcription factor oncogenes and identifying smalld€molecular
anticancer drugs. Chemical Biology and Drug Design, 2022, 99, 277-285.

Identification of potential lead compounds against BACE1 through in-silico screening of
phytochemicals of Medhya rasayana plants for Alzheimer's disease management. Computers in Biology 7.0 4
and Medicine, 2022, 145, 105422.

Fingerprint-based similarity search identified <i>p</i>-anisidine as an anticancer agent in Hela and a
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and Dynamics, 2021, 39, 4973-4980.
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pulmonary tuberculosis in Belarus. International Journal of Mycobacteriology, 2021, 9, 19.

Molecular docking and molecular dynamics simulation identify a novel Radicicol derivative that
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Structure and Dynamics, 2021, , 1-13.

Identification of Hub Genes and Key Pathways Associated with Anti-VEGF Resistant Glioblastoma Using

Gene Expression Data Analysis. Biomolecules, 2021, 11, 403. 40 12

Green synthesis and characterization of zinc oxide nanoparticles using Cayratia pedata leaf extract.
Biochemistry and Biophysics Reports, 2021, 26, 100995.

Complete chloroplast genome of the medicinal plant Evolvulus alsinoides: comparative analysis,
identification of mutational hotspots and evolutionary dynamics with species of Solanales. 3.1 3
Physiology and Molecular Biology of Plants, 2021, 27, 1867-1884.

SKnthesis and Characterization of Zinc Oxide Nanoparticles Using Acacia caesia Bark Extract and Its
Photocatalytic and Antimicrobial Activities. Catalysts, 2021, 11, 1507.

High Quality Draft Genome of Arogyapacha (<i>Trichopus zeylanicus</i>), an Important Medicinal
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SPARK-MSNA: Efficient algorithm on Apache Spark for aligning multiple similar DNA/RNA sequences
with supervised learning. Scientific Reports, 2019, 9, 6631.

Molecular docking and dynamic studies of crepiside E beta glucopyranoside as an inhibitor of snake

venom PLA2. Journal of Molecular Modeling, 2019, 25, 88. 1.8 o

Glu-108 in Saccharomyces cerevisiae Rad51 Is Critical for DNA Damage-Induced Nuclear Function.

MSphere, 2019, 4, .

The Complete Chloroplast Genome of <i>Trichopus zeylanicus</i>, And Phylogenetic Analysis with

<i>Dioscoreales<[i>. Plant Genome, 2019, 12, 1-11. 2.8 17
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Temporal VEGFA responsive genes in HUVECs: Gene signatures and potential ligands/receptors

fine-tuning angiogenesis. Journal of Cell Communication and Signaling, 2019, 13, 561-571.

An Approach to Reveal the Possible Underlying Mechanisms Inherent to Oecophylla smaragdina as a
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Mathematical modelling of nonlinear dynamics generated from modular interconnections in cellular
SOS response system. Nonlinear Dynamics, 2018, 93, 643-652.
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RBLOSUM performs better than CorBLOSUM with lesser error per query. BMC Research Notes, 2018, 11,
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HYPO: A Database of Human Hypothetical Proteins. Protein and Peptide Letters, 2018, 25, 799-803. 0.9 1

Computational study of &€ HUB&€™ microRNA in human cardiac diseases. Bioinformation, 2017, 13, 17-20.

Function annotation of peptides generated from the non-coding regions of D. melanogaster genome. 05 4
Bioinformation, 2016, 12, 202-208. :

Effect of retroactivity in the dynamics of mixed feedback loop. , 2016, , .

NGS read data compression using parallel computing algorithm. , 2015, , . 1

Computational identification of novel microRNAs and their targets in the malarial vector, Anopheles
stephensi. Systems and Synthetic Biology, 2015, 9, 11-17.

In silico study of peptide inhibitors against BACE 1. Systems and Synthetic Biology, 2015, 9, 67-72. 1.0 7

Predicting stable functional peptides from the intergenic space of E. coli. Systems and Synthetic
Biology, 2015, 9, 135-140.

Heat Stress-Induced Cup9-Dependent Transcriptional Regulation of <i>SIR2</i>. Molecular and

Cellular Biology, 2015, 35, 437-450. 2.3 12

Making novel proteins from pseudogenes. Bioinformatics, 2015, 31, 33-39.

Compression of Large genomic datasets using COMRAD on Parallel Computing Platform. 0.5 5
Bioinformation, 2015, 11, 267-271. :

A bio-sequence k-mer frequency counter (RFC)., 2014, , .

Decahydroquinolines from the venom of a formicinae ant, Oecophylla smaragdina. Toxicon, 2014, 92,
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Studies on neutralizing effect of Ophiorrhiza mungos root extract against Daboia russelii venom.

Journal of Ethnopharmacology, 2014, 151, 543-547.

Identifying pseudogenes from hypothetical proteins for making synthetic proteins. Systems and

38 synthetic Biology, 2014, 8, 169-171. 1.0 6

Cell Phenomena Are Reminiscent of Electric Circuits. IEEE Potentials, 2013, 32, 32-35.

Bagging with CTD &€ A Novel Signature for the Hierarchical Prediction of Secreted Protein Trafficking

40 in Eukaryotes. Genomics, Proteomics and Bioinformatics, 2013, 11, 385-390.
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A Novel Algorithm for Hub Protein Identification in H.Sapiens Using Global Amino Acid Features.
Advances in Intelligent Systems and Computing, 2013, , 13-22.

A Novel Algorithm for Prediction of Hub Proteins from Primary Structure in Eukaryotic Proteome

42 Using Dipeptide Compositional Skew Information and Amino Acid Sequence Likeness. , 2012, , 33-40.

Virtual screening for NS5B inhibitors of Hepatitis C virus. Nature Precedings, 2012, , .

Looking for a sequence based allostery definition: A statistical journey at different resolution scales.

44 Journal of Theoretical Biology, 2012, 304, 211-218. L7 8

A Novel Algorithm for Hub Protein Identification in ProRaryotic Proteome Using Di-Peptide
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Application of Recurrence Quantification Analysis (RQA) in Biosequence Pattern Recognition.
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Identification and analysis of novel microRNAs from fragile sites of human cervical cancer:
Computational and experimental approach. Genomics, 2011, 97, 333-340.
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Protein location prediction using atomic composition and global features of the amino acid
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