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This symposium focuses on Al-driven innovations in bioinformatics, particularly AlphaFold’s advancements in
protein structure prediction. Topics include 3D structure-function relationships, interaction mechanisms, new
prediction methods, and Al-integrated drug discovery. Discussions will explore Al’s limitations, future potential, and
foster collaboration among researchers to advance computational biology and biomedical applications.
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Organizers : Tsuyoshi Inoue (UOsaka), Takatsugu Hirokawa (Univ. of Tsukuba), Kei Yura (Waseda Univ.)
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KBR% (UOsaka)

S-1 9201 SRETIVNHHERARE VHH F—2 v b&ERA L7 Al BIEAOBRE
Harnessing Large-Scale VHH Datasets from Immunized Alpacas for Al-PoweredTherapeutic
Development
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On the dynamics of AlphaFold and molecular simulations, continued
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Is AlphaFold Useful for Drug Discovery?
OXK_F MW (Masahito Ohue)
HELK - 1 (Dept CS, Science Tokyo)
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Analysis of novel enzymatic reaction mechanisms using predicted structures
OFFMy B (Yoshitaka Moriwaki)
JORFK - #0F - #EBF (Med. Res. Lab., Ins. Integr. Res., Science Tokyo)

S5 16 A& Al DBEIC & DT — K EEEHRIBISE
Data-driven drug discovery through collaboration between humans and Al
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