
6th Round Table on Deep Learning at DESY 2023
Contribution ID: 15 Type: Flash Talk

Using Deep Learning for interpreting
macromolecular crystallography and electron

cryomicroscopy data
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I will present applications of Deep Learning-based protein structure prediction tools, such as AlphaFold, for
interpreting experimental data in macromolecular crystallography and electron cryomicroscopy. I will also
show examples of my own Deep Learning tools trained to complement the use of predicted models for macro-
molecular structure determination.
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