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Proper Citation

LINCS Connectivity Map (RRID:SCR_002639)

Resource Information

URL: http://lincscloud.org/

Proper Citation: LINCS Connectivity Map (RRID:SCR_002639)

Description: A catalog of gene-expression data collected from human cells treated with
chemical compounds and genetic reagents. Computational methods to reduce the number
of necessary genomic measurements along with streamlined methodologies enable the
current effort to significantly increase the size of the CMap database and along with it, our
potential to connect human diseases with the genes that underlie them and the drugs that
treat them. The NIH has funded a large expansion of the Connectivity Map dataset
through the Library of Integrated Network-based Cellular Signatures (LINCS). The Broad
Institute's LINCS center aims to create a first installment of data generation and analysis
for the LINCS program. Through these data LINCS intends to accelerate the discovery
process by systematically revealing connections between genes/compounds discovered in
screens and molecular pathways that underlie disease states.

Abbreviations: CMap

Synonyms: Connectivity Map

Resource Type: data or information resource, database

Defining Citation: PMID:28069634

Keywords: functional genomics, gene, cell, gene expression, compound, molecule,
pathway, disease, perturbagen, gene expression profile, genetic, cellular, chemical
reagent, FASEB list

Funding: NIH Common Fund

Availability: Free, Freely available

Resource Name: LINCS Connectivity Map

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_002639/resolver
http://lincscloud.org/
https://pubmed.ncbi.nlm.nih.gov/28069634


Resource ID: SCR_002639

Alternate IDs: nlx_156066

Record Creation Time: 20220129T080214+0000

Record Last Update: 20260801T190906+0000

Ratings and Alerts

No rating or validation information has been found for LINCS Connectivity Map.

No alerts have been found for LINCS Connectivity Map.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 637 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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