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Proper Citation

PDB-REDO (RRID:SCR_018936)

Resource Information

URL: https://pdb-redo.eu/

Proper Citation: PDB-REDO (RRID:SCR_018936)

Description: Web server for macromolecular structure model optimisation and databank
of optimised structure models. Focuses on automating final steps of crystallographic
process: optimisation of structure model through refinement, rebuilding, and validation.
Can automatically optimise most of crystallographic structure models based on input
model and diffraction data. Web server works on user provided data, databank has
updated versions of Protein Data Bank entries based on original experimental data that
were deposited with atomic coordinates in PDB.

Synonyms: PDB_REDO

Resource Type: service resource, web service, software resource, storage service
resource, software application, data repository, data processing software, data access
protocol

Defining Citation: DOI:10.1107/S2052252514009324

Keywords: Macromolecular structure, model optimization, crystallographic process, final
step automating, structure model optimization, structure refinment, structure rebuilding,
atomic coordinate, PDB

Funding: Netherlands Organization for Scientific Research

Availability: Free, Freely available

Resource Name: PDB-REDO

Resource ID: SCR_018936

License URLs: https://pdb-redo.eu/license.txt

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_018936/resolver
https://pdb-redo.eu/
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Record Creation Time: 20220129T080342+0000

Record Last Update: 20260728T043555+0000

Ratings and Alerts

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

No alerts have been found for PDB-REDO.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 28 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Ou J, et al. (2023) A yeast-based system to study SARS-CoV-2 Mpro structure and to
identify nirmatrelvir resistant mutations. PLoS pathogens, 19(8), e1011592.

Gres AT, et al. (2023) Multidisciplinary studies with mutated HIV-1 capsid proteins reveal
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Zacharchenko T, et al. (2022) Structural basis of Apt48 inhibition of the BCL6 BTB
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differential inhibitor sensitivity of EGFR with distinct exon 19 mutations. Nature
communications, 13(1), 6791.
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in postsynaptic nanoclusters and to a neurodevelopmental disorder in humans. Molecular
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1127.
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Abdul Rehman SA, et al. (2021) Mechanism of activation and regulation of deubiquitinase
activity in MINDY1 and MINDY2. Molecular cell, 81(20), 4176.


