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UCSF ChimeraX

RRID:SCR_015872
Type: Tool

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

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

Funding: NIGMS P41 GM103311

Availability: Free, Available for download, Freely available

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
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Record Last Update: 20250423T060903+0000

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

No alerts have been found for UCSF ChimeraX.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1120 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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