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Proper Citation

CellMiner (RRID:SCR_025648)

Resource Information

URL.: https://discover.nci.nih.gov/cellminer/

Proper Citation: CellMiner (RRID:SCR_025648)

Description: Database and query tool designed for cancer research community to
facilitate integration and study of molecular and pharmacological data for the NCI-60
cancerous cell lines. The NCI-60, panel of 60 diverse human cancer cell lines used by the
Developmental Therapeutics Program of the U.S. National Cancer Institute to screen over
100,000 chemical compounds and natural products since 1990.

Synonyms: Cell Miner, CellMiner
Resource Type: database, data or information resource

Defining Citation: PMID:17339364

Keywords: cancer research, integration and study of molecular and pharmacological
data, NCI-60 cancerous cell lines,

Availability: Free, Freely available

Resource Name: CellMiner

Resource ID: SCR_025648

Record Creation Time: 20240823T053238+0000

Record Last Update: 20260808T190729+0000

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

No alerts have been found for CellMiner.



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_025648/resolver
https://discover.nci.nih.gov/cellminer/
https://pubmed.ncbi.nlm.nih.gov/17339364

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 208 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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in gastric cancer. Translational cancer research, 15(4), 320.
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Wang R, et al. (2026) SLC26A2 as a key regulator and therapeutic target in hepatocellular
carcinoma: evidence from pan-cancer and mechanistic studies. Human genomics, 20(1).
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metabolism-related subtypes and immunoregulatory mechanisms in liver hepatocellular
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Liu Q, et al. (2026) Identification of RNA processing-related gene-based bladder cancer
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oncology, 17(1).

Wei D, et al. (2026) Calcium-related genes predict prognosis, immune characteristics, and
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Discovery to Therapy-Guiding Functional Evidence. OncoTargets and therapy, 19,
564441.

Wang F, et al. (2026) Regulation and reversal of paclitaxel resistance via the STAT1?
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matrisome-related biomarkers for prognostic stratification and immune landscape in lung
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Korean Physiological Society and the Korean Society of Pharmacology, 30(3), 199.

Ma R, et al. (2026) CLK1 is a potential tumor suppressor for NSCLC by regulating cell
proliferation and immune infiltration. Frontiers in cell and developmental biology, 14,
1758135.

Yang L, et al. (2025) The construction of a prognostic nomogram model for colorectal
cancer and the prediction of immune characteristics and immune treatment responses
based on the bioinformatics analysis of soluble mediator-related genes. Human vaccines
& immunotherapeutics, 21(1), 2555699.
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combining fatty acid metabolism and ferroptosis for immunotherapy response and
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