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Proper Citation

ColabFold (RRID:SCR_025453)

Resource Information

URL: https://github.com/sokrypton/ColabFold

Proper Citation: ColabFold (RRID:SCR_025453)

Description: Software application offers accelerated prediction of protein structures and
complexes by combining homology search of MMseqs2 with AlphaFold2 or RoseTTAFold.
Used for protein folding.

Resource Type: source code, software resource

Defining Citation: PMID:35637307

Keywords: prediction of protein structures and complexes, protein folding, protein
structure prediction,

Funding: Max Planck Society ;
University of Göttingen ;
National Research Foundation of Korea ;
Seoul National University ;
NIH Office of the Director DP5OD026389;
NIAID R21AI156595;
NSF

Availability: Free, Available for download, Freely available

Resource Name: ColabFold

Resource ID: SCR_025453

Alternate URLs: https://github.com/sokrypton/ColabFold/blob/main/AlphaFold2.ipynb

License: MIT license

Record Creation Time: 20240709T053252+0000

https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_025453/resolver
https://github.com/sokrypton/ColabFold
https://pubmed.ncbi.nlm.nih.gov/35637307


Record Last Update: 20260801T191326+0000

Ratings and Alerts

No rating or validation information has been found for ColabFold.

No alerts have been found for ColabFold.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 391 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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