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Type: Tool

Proper Citation

gProfiler2 (RRID:SCR_018190)

Resource Information

URL: https://biit.cs.ut.ee/gprofiler/page/r

Proper Citation: gProfiler2 (RRID:SCR_018190)

Description: Software R interface to g:Profiler. Uses publicly available APIs of g:Profiler
web tool which ensures that results from all of interfaces are consistent. Used for gene list
functional enrichment analysis and namespace conversion. gprofiler2 package supports
all the same organisms, namespaces and data sources as the web tool.

Synonyms: gprofiler2

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

Defining Citation: PMID:31066453

Keywords: Gene list, functional enrichment analysis, namespace conversion, data,
analysis

Funding: Estonian Research Council grants ;
European Regional Development Fund for CoE of Estonian ICT research EXCITE projects

Availability: Free, Available for download, Freely available

Resource Name: gProfiler2

Resource ID: SCR_018190

Record Creation Time: 20220129T080339+0000

Record Last Update: 20260729T044451+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_018190/resolver
https://biit.cs.ut.ee/gprofiler/page/r
https://pubmed.ncbi.nlm.nih.gov/31066453


No rating or validation information has been found for gProfiler2.

No alerts have been found for gProfiler2.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 53 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Roy BG, et al. (2024) A single viral amino acid shapes the root system architecture of a
plant host upon virus infection. BMC microbiology, 24(1), 267.

Reinhard J, et al. (2024) Neural extracellular matrix regulates visual sensory motor
integration. iScience, 27(2), 108846.
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C57BL/6J mouse brain mRNA isoform expression and usage. bioRxiv : the preprint server
for biology.

Littleton SH, et al. (2024) Variant-to-function analysis of the childhood obesity chr12q13
locus implicates rs7132908 as a causal variant within the 3' UTR of FAIM2. Cell genomics,
4(5), 100556.

Puvogel S, et al. (2024) Single-Nucleus RNA-Seq Characterizes the Cell Types Along the
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Oligodendrocyte Progenitor Abundance with Age. eNeuro, 11(3).
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machine learning to uncover cancer-specific DNA methylation patterns. Biology methods
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