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OncoTree

RRID:SCR_026218
Type: Tool

Proper Citation

OncoTree (RRID:SCR_026218)

Resource Information

URL.: https://oncotree.mskcc.org/

Proper Citation: OncoTree (RRID:SCR_026218)

Description: Community-driven cancer classification platform encompassing rare and
common cancers that provides clinically relevant and appropriately granular cancer
classification for clinical decision support systems and oncology research. Cancer
classification system for precision oncology.

Resource Type: topical portal, data or information resource, disease-related portal, portal

Defining Citation: PMID:33625877

Keywords: cancer classification platform, rare and common cancers, cancer
classification, precision oncology,

Related Condition: cancer

Funding: NCI P30 CA008748

Availability: Free, Freely available

Resource Name: OncoTree

Resource ID: SCR_026218

Record Creation Time: 20250103T053333+0000

Record Last Update: 20260731T043205+0000

Ratings and Alerts

No rating or validation information has been found for OncoTree.



https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_026218/resolver
https://oncotree.mskcc.org/
https://pubmed.ncbi.nlm.nih.gov/33625877

No alerts have been found for OncoTree.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 14 mentions in open access literature.
Listed below are recent publications. The full list is available at kravitz2 .
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