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Proper Citation

Molecular Signatures Database (RRID:SCR_016863)

Resource Information

URL: http://software.broadinstitute.org/gsea/msigdb/index.jsp

Proper Citation: Molecular Signatures Database (RRID:SCR_016863)

Description: Collection of annotated gene sets for use with Gene Set Enrichment Analysis 
(GSEA) software.

Abbreviations: MSigDB

Synonyms: Molecular Signatures Database, The Molecular Signatures Database, MSigDB, 
MSigDB database v6.2

Resource Type: database, data or information resource

Keywords: collection, annotated, gene, set, GSEA, enrichment, analysis, genome, RNA, 
expression, data, FASEB list

Funding: NCI ;
NIH ;
NIGMS

Availability: Free, Freely available, Registration required to download GSEA software

Resource Name: Molecular Signatures Database

Resource ID: SCR_016863

License: Creative Commons Attribution 4.0 International License

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_016863/resolver
http://software.broadinstitute.org/gsea/msigdb/index.jsp


Record Creation Time: 20220129T080332+0000

Record Last Update: 20250409T061447+0000

Ratings and Alerts

No rating or validation information has been found for Molecular Signatures Database.

No alerts have been found for Molecular Signatures Database.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 638 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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Ohri N, et al. (2025) Gene expression dynamics in fibroblasts during early-stage murine 
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biomarkers and therapeutic targets by integrating lncRNA expression variation in salivary 
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Chen Y, et al. (2025) Comparative transcriptomics and metabolomics provide insight into 
degeneration-related physiological mechanisms of Morchella importuna after long-term 
preservation. Microbial biotechnology, 18(1), e70045.
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Pneumonia After Abdominal Surgery. Annals of surgery, 279(3), 510.
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