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Proper Citation

CMap (RRID:SCR_016204)

Resource Information
URL: https://clue.io
Proper Citation: CMap (RRID:SCR_016204)

Description: Dataset of cellular signatures that catalogs transcriptional responses of
human cells to chemical and genetic perturbation. CMap contains perturbagens,
expression signatures, and small molecules from cell lines.

Synonyms: LINCS CMap L1000, LINCS L1000, LINCS CMap, ConnectivityMap,
Connectivity Map

Resource Type: database, data set, software resource, web application, data or
information resource

Keywords: data, set, connectivity, gene, expression, database, heat map, drug, tool,
perturbational, perturbagen, signature, bio.tools, FASEB list

Availability: Free for academic use, Subscription for commercial use, Available for
download, Acknowledgement requested

Resource Name: CMap

Resource ID: SCR_016204

Alternate IDs: biotools:CMap

Alternate URLSs: https://bio.tools/CMap

License: BSD 3-Clause License

License URLSs: https://clue.io/connectopedia/category/terms
Record Creation Time: 20220129T080329+0000

Record Last Update: 20260728T043512+0000
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Ratings and Alerts
No rating or validation information has been found for CMap.

No alerts have been found for CMap.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 483 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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Wang R, et al. (2026) Apolipoprotein C1 functions as a target of thyroid carcinoma and
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102617.

Gao K, et al. (2025) HERB 2.0: an updated database integrating clinical and experimental
evidence for traditional Chinese medicine. Nucleic acids research, 53(D1), D1404.

Yan Z, et al. (2025) Constructing a Novel Amino Acid Metabolism Signature: A New
Perspective on Pheochromocytoma Diagnosis, Immune Landscape, and Immunotherapy.
Biochemical genetics, 63(1), 850.
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Infiltration Insights in Psoriasis and Chronic Kidney Disease. Clinical, cosmetic and
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Tseng YH, et al. (2025) Utilizing TP53 hotspot mutations as effective predictors of
gemcitabine treatment outcome in non-small-cell lung cancer. Cell death discovery, 11(1),
26.

Hong Z, et al. (2025) Identification of the immune infiltration and biomarkers in ulcerative
colitis based on liquid-liquid phase separation-related genes. Scientific reports, 15(1),
4484.
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Scientific reports, 15(1), 17765.
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therapy in breast cancer. Frontiers in immunology, 16, 1559200.




