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My Cancer Genome

RRID:SCR_004140
Type: Tool

Proper Citation

My Cancer Genome (RRID:SCR_004140)

Resource Information

URL: http://www.mycancergenome.org/

Proper Citation: My Cancer Genome (RRID:SCR_004140)

Description: A freely available online personalized cancer medicine knowledge resource
for physicians, patients, caregivers and researchers that gives up-to-date information on
what mutations make cancers grow and related therapeutic implications, including
available clinical trials. It is a one-stop tool that matches tumor mutations to therapies,
making information accessible and convenient for busy clinicians.

Abbreviations: MCG
Synonyms: MyCancerGenome.org
Resource Type: database, data or information resource

Defining Citation: PMID:32483629

Keywords: genome, disease, genome, medicine, clinical trial, mutation, therapy, FASEB
list

Related Condition: Cancer, Tumor

Resource Name: My Cancer Genome

Resource ID: SCR_004140

Alternate IDs: OMICS 01552

Record Creation Time: 20220129T080223+0000

Record Last Update: 20260725T191132+0000

Ratings and Alerts


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_004140/resolver
http://www.mycancergenome.org/
https://pubmed.ncbi.nlm.nih.gov/32483629

No rating or validation information has been found for My Cancer Genome.

No alerts have been found for My Cancer Genome.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 97 mentions in open access literature.

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