Coiled-coil Peptides to Promote the Death of Cancer Cells
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BCL-2 Family Proteins, Cell Death and Cancer Mimicking Nature’s Resolution Peptides

BCL-2 proteins are unnaturally abundant in cancer and prevent the death of tumor cells. Finding stabilizing interactions and altering the structure of the peptide scaffold.
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Binding Cooperativity Confirming the Expected Interaction
: - : - Using a high (MS) and low (FIDA) resolution technique to observe designed interaction.
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