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Proper Citation

biomaRt (RRID:SCR_019214)

Resource Information

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

Proper Citation: biomaRt (RRID:SCR_019214)

Description: Software package that integrates BioMart data resources with data analysis
software in Bioconductor. Can annotate range of gene or gene product identifiers including
Entrez Gene and Affymetrix probe identifiers with information such as gene symbol,
chromosomal coordinates, Gene Ontology and OMIM annotation. Enables retrieval of
genomic sequences and single nucleotide polymorphism information, which can be used
in data analysis.

Synonyms: biomaRt v 2.42.1

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

Defining Citation: PMID:16082012

Keywords: BioMart databases, Bioconductor, data analysis, BioMart data integration,
gene annotation, gene product identifiers annotation, gene symbol retrival, chromosomal
coordinates retrival, genomic sequence retrival, nucleotide polimorphism information, ,
bio.tools

Availability: Free, Available for download, Freely available

Resource Name: biomaRt

Resource ID: SCR_019214

Alternate IDs: biotools:biomart

Alternate URLs: https://bio.tools/biomart

License: Artistic-2.0

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_019214/resolver
https://bioconductor.org/packages/biomaRt/
https://pubmed.ncbi.nlm.nih.gov/16082012


Record Creation Time: 20220129T080344+0000

Record Last Update: 20260728T043558+0000

Ratings and Alerts

No rating or validation information has been found for biomaRt.

No alerts have been found for biomaRt.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 2638 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Siadat SA, et al. (2026) The possibility of prognostic and functional values of the 8q24 and
20q13 chromosomal bands in colorectal cancer. Molecular biology research
communications, 15(1), 3.
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Mu H, et al. (2025) Methionine intervention induces PD-L1 expression to enhance the
immune checkpoint therapy response in MTAP-deleted osteosarcoma. Cell reports.
Medicine, 6(3), 101977.

Lall D, et al. (2025) An organ-chip model of sporadic ALS using iPSC-derived spinal cord
motor neurons and an integrated blood-brain-like barrier. Cell stem cell, 32(7), 1139.

DiRusso JA, et al. (2025) Sex-specific expression and function of TRIM28 during mouse
primordial germ differentiation. iScience, 28(10), 113474.

Kobayashi H, et al. (2025) Neuro-Mesenchymal Interaction Mediated by a ??2-Adrenergic
Nerve Growth Factor Feedforward Loop Promotes Colorectal Cancer Progression. Cancer
discovery, 15(1), 202.

Lu Y, et al. (2025) Intrahepatic Microbial Heterogeneity in Multifocal Hepatocellular
Carcinoma and Its Association with Host Genomic and Transcriptomic Alterations. Cancer
discovery, 15(8), 1630.

Hu K, et al. (2025) Development and Application of MiMouse, a Comprehensive Genomic
Profiling Panel for Credentialing Mouse Tumor Models. Cancer research communications,
5(10), 1910.

Chawla Y, et al. (2025) Lactate metabolism in clonal plasma cells and its therapeutic
implications in multiple myeloma patients with elevated serum LDH levels. Cancer &
metabolism, 13(1), 9.

Chung DC, et al. (2025) CD103+CD56+ ILCs Are Associated with an Altered CD8+ T-cell
Profile within the Tumor Microenvironment. Cancer immunology research, 13(4), 527.

Gao Y, et al. (2025) Multimodal analyses reveal genes driving electrophysiological
maturation of neurons in the primate prefrontal cortex. Neuron, 113(15), 2490.

Yang J, et al. (2025) Insights into human melanocyte development and characteristics
through pluripotent stem cells combined with single-cell sequencing. iScience, 28(5),
112373.

Smith JD, et al. (2025) Genomic Signatures of Poor Prognosis in Merkel Cell Carcinoma:
A Single-Institution Prospective Study. Molecular cancer research : MCR.


