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Creation of molecules regulating the self-incompatibility in Brassicaceae plants
based on the protein structures.
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In this study, we showed that the tertiary structure of SRK and SP11, the
key proteins that regulate self-incompatibility in Brassicaceae, could be modeled with very high
confidence using AlphaFold2 (ColabFold) and their multiple sequece alignment (MSA). Modeling of
their structures and complexes has been considered challenging in the field of protein structure
prediction because of their exceptional number of disulphide bonds and sequence diversity. These
results are expected not only to simplify non-experimental prediction of naturally occurring
SRK-SP11 protein complexes, but also to enable their artificial creation.
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