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HMS LINCS Database

RRID:SCR_006454
Type: Tool

Proper Citation

HMS LINCS Database (RRID:SCR_006454)

Resource Information

URL: http://lincs.hms.harvard.edu/db/

Proper Citation: HMS LINCS Database (RRID:SCR_006454)

Description: Database that contains all publicly available HMS LINCS datasets and
information for each dataset about experimental reagents and experimental and data
analysis protocols. Experimental reagents include small molecule perturbagens, cells,
antibodies, and proteins.

Abbreviations: LINCS, HMS-LINCS, HMS LINCS

Synonyms: NIH LINCS Program, NIH LINCS, Harvard Medical School LINCS Database,
LINCS Program, Library of Integrated Network-based Cellular Signatures

Resource Type: data or information resource, data repository, storage service resource,
database, service resource

Keywords: tumor, cancer, database, molecular signature, perturbing agent
Related Condition: Cancer, Diseased joint, Autoimmune disease

Funding: NIH Common Fund ;
NHGRI U54 HG006097

Availability: Available to the research community
Resource Name: HMS LINCS Database
Resource ID: SCR_006454

Alternate IDs: nlx_156062, r3d100011833

Alternate URLSs: http://lincs.hms.harvard.edu/, https://doi.org/10.17616/R3ZK9R
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Record Creation Time: 20220129T080236+0000

Record Last Update: 20260801T042616+0000

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

No alerts have been found for HMS LINCS Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 11 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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