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Proper Citation

TCGAbiolinks (RRID:SCR_017683)

Resource Information

URL: https://bioconductor.org/packages/TCGAbiolinks/

Proper Citation: TCGADbiolinks (RRID:SCR_017683)

Description: Software R Bioconductor package for integrative analysis with TCGA
data. TCGADbiolinks is able to access National Cancer Institute Genomic Data Commons
thorough its GDC Application Programming Interface to search, download and prepare
relevant data for analysis in R.

Synonyms: Cancer Genome Atlas (TCGA) biolinks

Resource Type: data processing software, data analysis software, software application,
software resource

Defining Citation: PMID:26704973, DOI:10.12688/f1000research.8923.2

Keywords: Integrative, analysis, TCGA data, cancer, genome, atlas, genomic, analysis,
expression, methylated, region, survival plot, phenotype, tumor, epigenomic, alteration,
clinical, molecular, retrival

Funding: BridgelRIS ;
INNOVIRIS ;

Region de Bruxelles Capitale ;
Brussels ;

Belgium ;

GENGISCAN ;

S??0 Paulo Research Foundation

Availability: Free, Available for download, Freely available
Resource Name: TCGADbiolinks

Resource ID: SCR_017683



https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_017683/resolver
https://bioconductor.org/packages/TCGAbiolinks/
https://pubmed.ncbi.nlm.nih.gov/26704973
https://dx.doi.org/10.12688/f1000research.8923.2

Alternate URLSs: https://github.com/BioinformaticsFMRP/TCGADbiolinks
License: GPLv3
Record Creation Time: 20220129T080336+0000

Record Last Update: 20260801T042823+0000

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

No alerts have been found for TCGAbiolinks.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 93 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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