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RRID:SCR_016738
Type: Tool

Proper Citation

SCIPION (RRID:SCR_016738)

Resource Information

URL.: http://scipion.i2pc.es/

Proper Citation: SCIPION (RRID:SCR_016738)

Description: Software framework for image processing to obtain 3D models of
macromolecular complexes using Electron Microscopy. Open-source project for integration,
reproducibility and validation in 3D electron microscopy. It integrates several software
packages to execute workflows combining different software tools, while taking care of
formats and conversions. Electron Microscopy (3DEM). waiting for pdf from Joe

Resource Type: data processing software, image processing software, software toolkit,
software resource, software application

Defining Citation: PMID:27108186

Keywords: image, processing, data, 3DEM, macromolecular, complex, electron,
microscopy, format, conversion, bio.tools

Funding: Spanish Ministry of Economy and Competitiveness ;
Comunidad the Madrid ;

European Union ;

Instruct

Availability: Free, Available for download, Registration required
Resource Name: SCIPION

Resource ID: SCR_016738



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_016738/resolver
http://scipion.i2pc.es/
https://pubmed.ncbi.nlm.nih.gov/27108186

Alternate IDs: biotools:monores

Alternate URLSs: https://github.com/I2PC/scipion, https://bio.tools/monores
License: GNU General Public License

Record Creation Time: 20220129T080332+0000

Record Last Update: 20250426 T060606+0000

Ratings and Alerts

No rating or validation information has been found for SCIPION.

No alerts have been found for SCIPION.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 19 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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Adolph MB, et al. (2021) RADX controls RAD51 filament dynamics to regulate replication
fork stability. Molecular cell, 81(5), 1074.

Lee K, et al. (2021) The structure of an Hsp90-immunophilin complex reveals cochaperone
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Spiral to Sever Microtubules. Developmental cell, 52(1), 118.
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Complexes. Cell reports, 31(1), 107497.
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Dependent Cellular Cytotoxicity. Cell host & microbe, 25(4), 578.

Lee H, et al. (2019) The Cas4-Casl1-Cas2 complex mediates precise prespacer processing
during CRISPR adaptation. eLife, 8.
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biology, 75(Pt 10), 882.

Brown A, et al. (2018) Structures of translationally inactive mammalian ribosomes. eLife, 7.




