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RRID:SCR_025454
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Proper Citation

AlphaFold (RRID:SCR_025454)

Resource Information

URL: https://github.com/google-deepmind/alphafold

Proper Citation: AlphaFold (RRID:SCR_025454)

Description: Software package provides implementation of inference pipeline of
AlphaFold v2. Incorporates physical and biological knowledge about protein structure,
leveraging multi-sequence alignments, into design of deep learning algorithm. Used for
protein structure prediction.

Synonyms: , AlphaFold v2, AlphaFold2
Resource Type: software toolkit, source code, software resource

Defining Citation: PMID:34265844

Keywords: inference pipeline, protein structure prediction, protein structure,

Funding: National Research Foundation of Korea ;
Seoul National University

Availability: Free, Available for download, Freely available
Resource Name: AlphaFold

Resource ID: SCR_025454

License: Apache-2.0

Record Creation Time: 20240709T053252+0000

Record Last Update: 20260729T044621+0000

Ratings and Alerts


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_025454/resolver
https://github.com/google-deepmind/alphafold
https://pubmed.ncbi.nlm.nih.gov/34265844

No rating or validation information has been found for AlphaFold.

No alerts have been found for AlphaFold.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 107 mentions in open access literature.

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