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Proper Citation

UCSF ChimeraX (RRID:SCR_015872)

Resource Information

URL: https://www.cgl.ucsf.edu/chimerax/

Proper Citation: UCSF ChimeraX (RRID:SCR_015872)

Description: Software for 3D/4D image reconstruction. UCSF ChimeraX is the next-
generation molecular visualization program from the Resource for Biocomputing,
Visualization, and Informatics (RBVI), following UCSF Chimera.

Synonyms: ChimeraX

Resource Type: data visualization software, 3d visualization software, software
application, 4d visualization software, software resource, data processing software

Keywords: 3d, 4d, image reconstruction, molecular visualization, biocomputing,
informatics, rbvi, ucsf, chimera

Funding: NIGMS P41 GM103311

Resource Name: UCSF ChimeraX

Resource ID: SCR_015872

License: UCSF ChimeraX Non-Commercial Software License Agreement

License URLs: http://www.rbvi.ucsf.edu/chimerax/docs/license.html

Record Creation Time: 20220129T080327+0000

Record Last Update: 20260801T042754+0000

Ratings and Alerts

No rating or validation information has been found for UCSF ChimeraX.

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/RRID:SCR_015872/resolver
https://www.cgl.ucsf.edu/chimerax/


No alerts have been found for UCSF ChimeraX.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 1825 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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publication of the Protein Society, 35(1), e70411.
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Protein Society, 35(1), e70372.
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preprint server for biology.
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MPER epitope scaffolds. Cell reports, 45(1), 116818.
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serotonin transporter. Research square.
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Sahan AZ, et al. (2025) Lysosomal PIP3 revealed by genetically encoded lipid biosensors.
Proceedings of the National Academy of Sciences of the United States of America,
122(13), e2426929122.
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confinement receptor P2RY8. bioRxiv : the preprint server for biology.
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Nature, 641(8061), 240.

Helena-Bueno K, et al. (2025) Structurally heterogeneous ribosomes cooperate in protein
synthesis in bacterial cells. Nature communications, 16(1), 2751.
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by electron cryo-tomography. The EMBO journal, 44(7), 1975.

Li YC, et al. (2025) Structural insights into human PNPase in health and disease. Nucleic
acids research, 53(4).
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