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LINCS Project

RRID:SCR_016486
Type: Tool

Proper Citation

LINCS Project (RRID:SCR_016486)

Resource Information

URL: http://www.lincsproject.org/

Proper Citation: LINCS Project (RRID:SCR_016486)

Description: Project to create network based understanding of biology by cataloging
changes in gene expression and other cellular processes when cells are exposed to
genetic and environmental stressors. Program to develop therapies that might restore
pathways and networks to their normal states. Has LINCS Data Coordination and
Integration Center and six Data and Signature Generation Centers: Drug Toxicity
Signature Generation Center, HMS LINCS Center, LINCS Center for Transcriptomics,
LINCS Proteomic Characterization Center for Signaling and Epigenetics, MEP LINCS
Center, and NeuroLINCS Center.

Abbreviations: LINCS

Synonyms: LINCS, Library of Integrated Network based Cellular Signatures, LINCS
Program

Resource Type: data or information resource, organization portal, project portal,
database, consortium, portal

Defining Citation: PMID:29199020

Keywords: data integration, network biology, gene expression, L1000, MCF10A, MEMA,
P100, LINCS program, LINCS project, systems biology, systems pharmacology, FASEB
list

Related Condition: cancer, heart disease, neurodegenerative disorder

Funding: NIH Common Fund ;
NHLBI U54 HL127624;
NHLBI U54 HL127366;
NHLBI U54 HL127365;



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_016486/resolver
http://www.lincsproject.org/
https://pubmed.ncbi.nlm.nih.gov/29199020

NHGRI U54 HG008100;
NHGRI U54 HG008097;
NHGRI U54 HG008098;
NINDS U54 NS091046

Availability: Free, Freely available

Resource Name: LINCS Project

Resource ID: SCR_016486

Alternate IDs: SCR_016487

Record Creation Time: 20220129T080330+0000

Record Last Update: 20260729T044419+0000

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

No alerts have been found for LINCS Project.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 43 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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