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Proper Citation

ARACNE (RRID:SCR_002180)

Resource Information

URL: http://wiki.c2b2.columbia.edu/califanolab/index.php/Software/ARACNE

Proper Citation: ARACNE (RRID:SCR_002180)

Description: An algorithm, using microarray expression profiles, to scale up to the
complexity of regulatory networks in mammalian cells, yet general enough to address a
wider range of network deconvolution problems. This method uses an information theoretic
approach to eliminate the vast majority of indirect interactions typically inferred by pairwise
analysis.

Abbreviations: ARACNE
Synonyms: Algorithm for the Reconstruction of Accurate Cellular Networks
Resource Type: software resource, software application

Defining Citation: PMID:16723010

Keywords: cellular network, cellular, network, microarray, expression profile, deconvolution,
regulatory network

Funding:
Resource Name: ARACNE
Resource ID: SCR_002180

Alternate IDs: OMICS 01851
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Record Creation Time: 20220129T080212+0000

Record Last Update: 20250519T204858+0000

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

No alerts have been found for ARACNE.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 145 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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