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In this manuscript, authors described a new platform, 3D-Beacons, which is an interface for accessing
multiple sources of computational protein models (e.g., AlphaFold DB, SWISS-MODEL) and
experimentally determined structures. As the number of protein sequences increases much faster than
the growth of experimental structure database (e.g., PDB), computational protein structure models are
great alternatives for proteins that do not have experimentally determined structures. Nowadays, many
accurate protein models have become available thanks to the progress in template-based modeling
techniques for decades and recent advances in de novo protein structure prediction methods using
machine-learning approaches. However, those model sources were scattered at their own databases, so
there has been difficulties in accessing these models. Thus, in my opinion, the development of a new
database or platform, 3D-Beacons, for accessing various computational models is a great movement in
the structural biology field. The manuscript well described the description of the platform and some
technical details. | have a few minor comments on this work.1. | recently noticed that RCSB PDB also
made it possible to search computational protein models by extending its web interface. The database
included ~1 million models from AlphaFold DB and ~1,100 models from ModelArchive, which are main
sources of this work as well and are maintained by some of the authors of this work. Even though the
number of models and the diversity of the sources accessible via the RCSB PDB interface are fewer than
this work, | think the purpose of both works are similar. As there are some overlaps between this work
and the RCSB PDB interface in terms of data providers (and authors), what is the significance of this
work compared to the RCSB PDB interface?2. Most computational models rely on a few data providers,
AlphaFold DB, SWISS-MODEL Repository, and AlphaFill (for ligands). In my opinion, it would be better to
make the platform richer by recruiting more diverse data providers with different points of view (e.g.,
conformational ensembles) or different modeling approaches (e.g., machine learning-based approaches
with pre-trained protein language models such as OmegaFold). Is there any plan for such progress or
promotion of the platform?3. It would be better to have a guide of model selection if there are multiple
searched models for an Uniprot ID. Alternatively, providing universal quality assessment scores for
models would be an option (by additional data provider). Currently, pLDDT scores are provided, but they
are difficult to compare between modeling methods as they were trained independently for each
method.4. | was able to search on the 3D-Beacons web page a few days ago. However, | could not at the
moment of writing these review comments (Sept. 13, 6 p.m. in EDT).
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