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Abstract

AlphaFold2 has caused a big stir. A problem that many people were working on for many,
many years suddenly seemed solved: Modelling the protein structure from its sequence.
A critical note is that AlphaFold is not yet very good at placing side chain atoms, so
drug design isn’t helped very much yet. But many other fields will be helped. In human
genetics the two main questions are WHICH mutation is causally related to a genetic
disease, and HOW the mutation causes its effect. But other fields, which include proteins
that cannot be modelled, will not benefit at all: signalling by natively unfolded proteins,
ab initio designed proteins, amyloidoses, etc. So, in summary, a few people world-wide
lost their jobs, but you still have an equally great future ahead of you.
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of protein structure (homology modelling, structure quality, visualization, molecular dy-
namics, ligand interactions) and of information technology (data mining, information
systems). In 2007, a move of the CMBI from the science faculty to the Medical Centre of
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� NewProt, a portal for protein engineering.
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