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Weighted Gene Co-expression Network Analysis

RRID:SCR_003302
Type: Tool

Proper Citation

Weighted Gene Co-expression Network Analysis (RRID:SCR_003302)

Resource Information

URL: http://www.genetics.ucla.edu/labs/horvath/CoexpressionNetwork/

Proper Citation: Weighted Gene Co-expression Network Analysis (RRID:SCR_003302)

Description: Software R package for weighted correlation network analysis. WGCNA is
also available as point-and-click application. Unfortunately this application is not
maintained anymore. It is known to have compatibility problems with R-2.8.x and newer,
and the methods it implements are not all state of the art., THIS RESOURCE IS NO
LONGER IN SERVICE. Documented on September 16,2025.

Abbreviations: WGCNA
Synonyms: WGCNA: an R package for weighted correlation network analysis

Resource Type: software application, software resource, data processing software, data
analysis software

Defining Citation: PMID:19114008

Keywords: gene, co-expression, analysis, network, bio.tools, bio.tools

Funding: NCI P5S0CA092131;
NIDA 1R01DA030913-01;
NIDCR R01DE019255;

NIAID U19 AlI063603-01

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: Weighted Gene Co-expression Network Analysis
Resource ID: SCR_003302

Alternate IDs: nif-0000-31889, biotools:crosslinkwgcna
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Alternate URLS:
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Record Creation Time: 20220129T080218+0000

Record Last Update: 20260728T043143+0000

Ratings and Alerts

No rating or validation information has been found for Weighted Gene Co-expression
Network Analysis.

No alerts have been found for Weighted Gene Co-expression Network Analysis.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1860 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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