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Workshop: vaccine design using bioinformatic tools
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Topics:

Genome retrieval, Conserved domain analysis, Prediction of biophysical and biochemical
features of the gene

Prediction of linear BCL epitopes, Prediction and selection of the CTL epitope, Prediction
and selection of the HTL epitope

Selection of Top Epitopes

Finding the appropriate Alleles for CTL epitopes

Finding the appropriate Alleles for HTL epitopes

Population coverage

Construction of a multiepitope subunit vaccine

Codon optimization and in silico cloning

Prediction of physicochemical and immunogenic properties of vaccine construct
Secondary structure prediction

Prediction of 3D structure, refinement, and validation of the vaccine construct
Prediction of discontinuous BCL epitopes

Molecular docking and Immune stimulation



