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Protein interactions play pivotal roles in various aspects of the structural and functional organization of the cell, and their elucidation is critical to understand the molecular mechanisms of biological processes.

The objective of the present study is to characterize independent structural motifs whose interaction could be used as a model for protein-protein interactions. For this work, NMR spectroscopy and biocomputing tools have been used. Initially, two independent and stable domains were chosen: a (-hairpin and an (-helix, the reason being they are frequently involved in protein-protein interactions. Afterwards, these domains were chemically linked in such a way the (-hairpin and the (-helix were located at the N- and C-termini of this hybrid molecule, respectively. The linker consisted of glycines because of the “inert character” associated to this residue, and because this string of residues should allow total mobility between both domains. The length of the linker was determined, according to structural studies, to allow potential interactions between residues located at any of the domains.
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Finally, if the interaction is observed using NMR spectroscopy, we will try to identify small organic molecules that inhibit such interaction. On the contrary, if the interaction is not observed, we will redesign our model using computational protein design strategies.
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