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Prediction of Cell-Penetrating Potential of Modified Peptides Containing Natural and Chemically
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Biology Direct, 2015, 10, 10

Designing B-Cell Epitopes for Immunotherapy and Subunit Vaccines. Methods in Molecular Biology, L
199 2015, 1348, 327-40 4

Identification and characterization of novel protein-derived arginine-rich cell-penetrating peptides.
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Designing of interferon-gamma inducing MHC class-Il binders. Biology Direct, 2013, 8, 30

167 DrugMint: a webserver for predicting and designing of drug-like molecules. Biology Direct, 2013,8,28 7.2 34
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In silico platform for prediction of N-, O- and C-glycosites in eukaryotic protein sequences. PLoS

143 ONE, 2013, 8, e67008 37 142

On the Development of Vaccine Antigen Databases: Progress, Opportunity, and Challenge 2013, 117-130

ProGlycProt: a repository of experimentally characterized prokaryotic glycoproteins. Nucleic Acids

141 pesearch, 2012, 40, D388-93

201 22
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