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Connectivity Map 02

RRID:SCR_015674
Type: Tool

Proper Citation

Connectivity Map 02 (RRID:SCR_015674)

Resource Information

URL.: https://portals.broadinstitute.org/cmap/

Proper Citation: Connectivity Map 02 (RRID:SCR_015674)

Description: Collection of genome-wide transcriptional expression data from cultured
human cells treated with bioactive small molecules and simple pattern-matching algorithms.
camp aims to enable the discovery of functional connections between drugs, genes and
diseases through the transitory feature of common gene-expression changes.

Abbreviations: cmap
Synonyms: Broad Institute Connectivity Map 02 Build, cmap
Resource Type: data or information resource, web application, database, software resource

Defining Citation: PMID:17008526

Keywords: transcription, expression, gene, drug, disease pattern-matching algorithm,
FASEB list

Funding:

Availability: Freely available, Account required
Resource Name: Connectivity Map 02
Resource ID: SCR_015674

Old URLSs: https://www.broadinstitute.org/cmap_build01



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_015674/resolver
https://portals.broadinstitute.org/cmap/
https://pubmed.ncbi.nlm.nih.gov/17008526

License URLSs: https://portals.broadinstitute.org/cmap/terms_and_conditions.jsp
Record Creation Time: 20220129T080327+0000

Record Last Update: 20250407T220235+0000

Ratings and Alerts
No rating or validation information has been found for Connectivity Map 02.

No alerts have been found for Connectivity Map 02.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 169 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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omics strategies in plasma exosomes. Scientific reports, 14(1), 29466.
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