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Type: Tool

Proper Citation

Phenix (RRID:SCR_014224)

Resource Information

URL: https://www.phenix-online.org/

Proper Citation: Phenix (RRID:SCR_014224)

Description: A Python-based software suite for the automated determination of molecular
structures using X-ray crystallography and other methods. Phenix includes programs for
assessing data quality, experimental phasing, molecular replacement, model building,
structure refinement, and validation. It also includes tools for reflection data and creating
maps and models. Phenix can also be used for neutron crystallography. Tutorials and
examples are available in the documentation tab.

Synonyms: Python-based Hierarchical ENvironment for Integrated Xtallography

Resource Type: software application, software resource, image analysis software, data
processing software, image reconstruction software

Keywords: automation, molecular structure, xray crystallography, neutron crystallography,
image reconstruction software

Funding: NIGMS

Availability: Available for download, Free for nonprofit work, Acknowledgement requested,
For profit groups may access PHENIX through a Consortium agreement

Resource Name: Phenix
Resource ID: SCR_014224

Alternate URLSs: https://www.phenix-online.org/documentation/



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_014224/resolver
https://www.phenix-online.org/

License: https://www.phenix-online.org/license/LICENSE
Record Creation Time: 20220129T080319+0000

Record Last Update: 20250420T014709+0000

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

No alerts have been found for Phenix.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 9373 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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structural and functional studies. Journal of neurochemistry, 169(1), e16274.
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Awad W, et al. (2025) Cigarette smoke components modulate the MR1-MAIT axis. The
Journal of experimental medicine, 222(2).
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Antigen polysaccharide. Open biology, 15(1), 240310.
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Nature communications, 16(1), 457.

Yan H, et al. (2025) The characterization and structural basis of a human broadly binding
antibody to HBV core protein. Journal of virology, 99(1), e0169424.
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receptor. Nature communications, 16(1), 310.
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[l recruitment to snRNA promoters. Nature communications, 16(1), 141.
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