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Computational biomolecular structure modeling
beyond AlphaFold
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AlphaFold is a program which uses deep learning to predict the 3D
structure of proteins from their amino acid sequences. As the accuracy
of AlphaFold is substantially better than conventional methods, often
reaching the error range of experimental methods, it is now frequently
used in structural biology and other biological domains. In our lab, we
have been extending or repurposing the AlphaFold program in several
different directions. In this seminar, we will present some of our
ongoing projects involving such applications, including RNA structure
prediction and peptide-protein docking.

Contact: koga.nobuyasu.protein@osaka-u.ac.jp




