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focus on relevant challenges ozl (g
Novel progresses in Antibody-informatics in drug discovery and

immune-diagnostics auye )y pos
In silico promoter analysis of drought stress responsive genes in rice lolul e
A Database of Drought Stress Responsive Genes in Rice Slolulyny e
Bioinformatics analysis to identify glycosyltransferases involved in

biosynthesis of secondary metabolites in Fritillaria imperialis using
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identify epigenetic biomarkers e oSyl
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complex formation in pancreatic cancerous cells

A comparative QSAR analysis, molecular docking and in silico
screening studies on 1H-imidazol-2-yl-pyrimidine-4,6-diamines as
potential antimalarials

Identification of genes involved in milking process using microarray
analysis

Bioinformatics Tools and Data Analysis for MS-Based Metabolomics
Datasets

In silico analysis of Reverse Transcriptase mutations on anti-HIV drug
resistance

Identification of microproteins homologous to WRKY 17 transcription
factor in Arabidopsis thaliana

Discovery of Phytochemicals Targeting c-Met Kinase Domain using
Consensus Docking and Molecular Dynamics Simulation Studies

Data mining in Documentary Medicine data analysis: Documentary
Genetic data mining

Gene Profile Analysis in Metastasis Breast Cancer Tumors
Bioinformatics identification of involved microRNAs in the infected
bovine mammary glands with Escherichia coli

MiR-9, miR-30 and miR-520 are involved in direct conversion of
fibroblast into neuron

Bioinformatical and evolutionary study of nucleocapsid protein (N) on
human coronavirus strains

Bioinformatical and evolutionary study of nucleocapsid (N) protein of
infectious bronchitis

virus strains

An in silico gene construct designing to express a Chimeric protein
CTB-PaD4

QSAR Reveals the Underlying Mechanism of Ligand Binding to TPP
Riboswitch

Analysis of regulatory microRNAs in the neural growth factor(NGF)-
induced PC12 cell line

Analysis of regulatory transcription factors upon direct conversion of
fibroblast into neurons

Identification of transcription factors involved in conversion of PC-12
cell line into neuronal-like cell by NGF induction

Web Resources and Softwares for Metabolite Identification in Mass
Spectrometry Based Metabolomics Approach

Solving Mathematical Model of Single Stem cell Differentiation Using
the Runge-kutta Method

Study of surface binding sites in glycoside hydrolases
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Peptide- Based vaccine principles in designing of human papilloma (S35 et
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