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“Deep learning for designing protein/non-
protein ligand interactions*

Intrinsically disordered domains represent a challenging frontier in protein
structure. | will discuss a new computational method to remodel protein
backbones in regions lacking regular secondary structure, a key step in the
ability to rationally design functional proteins. One application for modeling
novel protein/non-protein interactions relates to synthetic biology, specifically
through the design of novel amino acyl tRNA synthetases, i.e. the enzymes
responsible for charging tRNAs with their cognate amino acids.
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