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7 Immuno-Informatics and In Silico Approaches. Biology, 2021, 10, 49

Discovery of Novel Inhibitors From Medicinal Plants for V-Domain Ig Suppressor of T-Cell

Activation. Frontiers in Molecular Biosciences, 2021, 8, 716735




(2021-2021)

Towards A Novel Multi-Epitopes Chimeric Vaccine for Simulating Strong Immune Responses and

70 Protection against. /nternational Journal of Environmental Research and Public Health, 2021, 18, 46 10

Immunoinformatics and Immunogenetics-Based Design of Immunogenic Peptides Vaccine against
the Emerging Tick-Borne Encephalitis Virus (TBEV) and Its Validation through In Silico Cloning and
Immune Simulation. Vaccines, 2021, 9,

Structural probing of HapR to identify potent phytochemicals to control Vibrio cholera through

68 integrated computational approaches. Computers in Biology and Medicine, 2021, 138, 104929 7 8
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