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Stability Analysis of Linear Epitope
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MDs were carried out on each of the
mutant peptide for 500 ns. MDs were
repeated 10 times to apply statistics on

Epitope analyzed as:

B — Cell Epitope =) Epitope Regions Development

Analysis = 1. Regions Shape Classification of a novel the measure of stability. Error bars on
2. Fragments algorithm the data show standard error of mean.
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2. wild type peptide with antibody Experimental validation of the peptide mutant which will involve:
3. the stabilizing mutant on its own, 1. Protein expression and purification of an antibody
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