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1. AlphaFold — revolution?

AF3 (2024) — Heading Home?

M Better pl'LCllLtlDl] of interac t10[15 . ; %

and support of multimers
“from the box” K, ' | il

M Many types of molecules:
DNA/RNA, small molecules,
iomns, etc.

M Novel generative mechanism:
“diffusion™

M Simple and easy-to-use

web-server

B Source code is open, but |
weights are available only
non-commercial basis

B Limitations of use

Bd Low quality of complexes prediction
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Proteins are all around us
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Detection of artificial proteins is a problem
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