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While scientists can often infer the biological function of proteins from their 3-dimensional quaternary
structures, the gap between the number of known protein sequences and their experimentally deter-
mined structures keeps increasing. A potential solution to this problem is presented by ever more so-
phisticated computational protein modeling approaches. While often powerful on their own, most meth-
ods have strengths and weaknesses. Therefore, it benefits researchers to examine models from vari-
ous model providers and perform comparative analysis to identify what models can best address their
specific use cases. To make data from a large array of model providers more easily accessible to the
broader scientific community, we established 3D-Beacons, a collaborative initiative to create a federated
network with unified data access mechanisms. The 3D-Beacons Network allows researchers to collate
coordinate files and metadata for experimentally determined and theoretical protein models from state-
of-the-art and specialist model providers and also from the Protein Data Bank.
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