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Proper Citation

PDB-Dev (RRID:SCR_016185)

Resource Information

URL: https://pdb-dev.wwpdb.org

Proper Citation: PDB-Dev (RRID:SCR_016185)

Description: Data repository for integrative/hybrid structural models of macromolecules
and their assemblies. This includes atomistic models as well as multi-scale models
consisting of different coarse-grained representations.

Resource Type: service resource, data repository, storage service resource

Keywords: protein, prototype, deposition, integration, hybrid, model, macromolecule,
assembly, crystallography, spectroscopy, microscopy,

Funding: NSF DBI-1519158

Availability: Account required, Freely available, The research community can contribute
to this resource

Resource Name: PDB-Dev

Resource ID: SCR_016185

Record Creation Time: 20220129T080329+0000

Record Last Update: 20260801T042756+0000

Ratings and Alerts

No rating or validation information has been found for PDB-Dev.

No alerts have been found for PDB-Dev.

Data and Source Information

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/RRID:SCR_016185/resolver
https://pdb-dev.wwpdb.org


Source: SciCrunch Registry

Usage and Citation Metrics

We found 35 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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Burmeister WP, et al. (2024) Structure and flexibility of the DNA polymerase holoenzyme
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