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Cancer Cell Map

RRID:SCR_006792
Type: Tool

Proper Citation

Cancer Cell Map (RRID:SCR_006792)

Resource Information

URL.: http://cancer.cellmap.org

Proper Citation: Cancer Cell Map (RRID:SCR_006792)

Description: It is a collection of selected human-focused cellular pathways implicated in
cancer that are linked to visualization and analysis tools. Biologists can browse and search
the Cancer Cell Map pathways and view gene expression data on any pathway. All data is
freely available. Computational biologists can download all pathways in BioPAX format for
global analysis. Software developers can build software on top of the Cancer Cell Map using
the web service API. Download and install the cPath pathway database software to create a
local mirror of the Cancer Cell Map. Cancer Cell Map pathways were selected based on the
scientific interests of research labs at Memorial Sloan-Kettering Cancer Center. Effort was
made not to duplicate information in other public pathway databases. Available pathways
include: Alpha6Beta4integrin, AndrogenReceptor, EGFR1, Hedgehog, ID, KitReceptor,
NOTCH, TGFBR, TNF alpha/NF-kB, Wnt. Each pathway has around 100-400 interactions.

Abbreviations: Cancer Cell Map
Synonyms: The Cancer Cell Map

Resource Type: software resource, service resource, production service resource, data or
information resource, data analysis service, database, web service, data access protocol,
analysis service resource

Keywords: cancer, cell map, cellular, human cancer pathway, homo sapiens, mus
musculus, rattus norvegicus

Funding:
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Resource Name: Cancer Cell Map

Resource ID: SCR_006792

Alternate IDs: nif-0000-20919

Record Creation Time: 20220129T080238+0000

Record Last Update: 20250516T053842+0000

Ratings and Alerts
No rating or validation information has been found for Cancer Cell Map.

No alerts have been found for Cancer Cell Map.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 21 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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