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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: biomaRtv 2.42.1

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

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

Funding:
Availability: Free, Available for download, Freely available

Resource Name: biomaRt



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

Resource ID: SCR_019214

Alternate IDs: biotools:biomart

Alternate URLSs: https://bio.tools/biomart
License: Artistic-2.0

Record Creation Time: 20220129T080344+0000

Record Last Update: 20250404T061447+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 2351 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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genomics, metabolomics, and immunomics. Scientific reports, 15(1), 3188.

Barton RD, et al. (2025) A sort and sequence approach to dissect heterogeneity of response
to a self-amplifying RNA vector in a novel human muscle cell line. Molecular therapy. Nucleic
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Guo WT, et al. (2025) Time-Dependent Transcriptional Dynamics of Contextual Fear
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McGinnis CD, et al. (2025) Acetylation of proximal cysteine-lysine pairs by alcohol
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60, 101104.
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bioinformatics, 26(1).
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acetylation through HDACG inhibition. Clinical and translational medicine, 15(1), e70193.
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el7591.
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