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Resource Information

URL: http://www.ccp4.ac.uk/

Proper Citation: CCP4 (RRID:SCR_007255)

Description: Portal for Macromolecular X-Ray Crystallography to produce and support an
integrated suite of programs that allows researchers to determine macromolecular
structures by X-ray crystallography, and other biophysical techniques. Used in the
education and training of scientists in experimental structural biology for determination and
analysis of protein structure.

Abbreviations: CCP4

Synonyms: The Collaborative Computational Project Number 4 in Protein
Crystallography, Collaborative Computational Project Number 4

Resource Type: data analysis software, data or information resource, data processing
software, portal, service resource, simulation software, software application, software
resource

Keywords: macromolecular, x-ray, crystallography, biophysical, technique, structural,
biology, analysis, protein, Research Complex at Harwell, computational, collaborative,
project

Funding: Science and Technology Facilities Council

Availability: Free, Available for download, Freely available, Tutorial available

Resource Name: CCP4

Resource ID: SCR_007255

Alternate IDs: SCR_016709, nif-0000-30238

Record Creation Time: 20220129T080240+0000
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Record Last Update: 20260821T193805+0000

Ratings and Alerts

No rating or validation information has been found for CCP4.

No alerts have been found for CCP4.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 4896 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Desveaux JM, et al. (2026) Neutralizing human monoclonal antibodies that target the PcrV
component of the type III secretion system of Pseudomonas aeruginosa act through
distinct mechanisms. eLife, 14.

Ueda Y, et al. (2026) Structure of chloramphenicol-bound MexB reveals residues in the
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