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Proper Citation

Coot (RRID:SCR_014222)

Resource Information

URL.: http://www2.mrc-Imb.cam.ac.uk/personal/pemsley/coot/

Proper Citation: Coot (RRID:SCR_014222)

Description: Software for macromolecular model building, model completion and validation,
and protein modelling using X-ray data. Coot displays maps and models and allows model
manipulations such as idealization, rigid-body fitting, ligand search, Ramachandran plots,
non-crystallographic symmetry and more. Source code is available.

Abbreviations: COOT
Synonyms: Crystallographic Object-Oriented Toolkit

Resource Type: simulation software, software resource, software toolkit, software
application, model, data or information resource

Defining Citation: PMID:15572765

Keywords: software toolkit, simulation software, model manipulation, protein modeling,
bio.tools

Funding:
Availability: Available for download, Acknowledgement requested
Resource Name: Coot

Resource ID: SCR_014222



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_014222/resolver
http://www2.mrc-lmb.cam.ac.uk/personal/pemsley/coot/
https://pubmed.ncbi.nlm.nih.gov/15572765

Alternate IDs: biotools:coot

Alternate URLSs: http://strucbio.biologie.uni-konstanz.de/ccp4wiki/index.php/Coot,
https://bio.tools/coot

License: GPL v3, GLP v2, LGPL v3
Record Creation Time: 20220129T080319+0000

Record Last Update: 20250430T055924+0000

Ratings and Alerts
No rating or validation information has been found for Coot.

No alerts have been found for Coot.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 13250 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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