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Ontologizer

RRID:SCR_005801
Type: Tool

Proper Citation

Ontologizer (RRID:SCR_005801)

Resource Information

URL: http://compbio.charite.de/contao/index.php/ontologizer2.htmi

Proper Citation: Ontologizer (RRID:SCR_005801)

Description: The Ontologizer is a Java webstart application for GO term enrichment
analysis that provides browsing and graph visualization capabilities. The Ontologizer
allows users to analyze data with the standard Fisher exact test and also the parent-child
method and topology methods. The tool can be started directly from the web using Java
webstart. For graph visualizations, users need to install the GraphViz library. The tool is
freely available to all, and source code is available at SourceForge. Platform: Online tool,
Windows compatible, Mac OS X compatible, Linux compatible, Unix compatible

Abbreviations: Ontologizer
Synonyms: The Ontologizer

Resource Type: service resource, data analysis service, analysis service resource,
software resource, source code, software application, production service resource, data
processing software

Defining Citation: PMID:18511468, PMID:17848398

Keywords: high-throughput, biological data, gene ontology, statistical analysis, fisher
exact test, visualization, graph, java, annotation, parent-child, topology

Funding: DFG SFB 760
Availability: Free for academic use
Resource Name: Ontologizer
Resource ID: SCR_005801

Alternate IDs: nlx_149289
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Record Creation Time: 20220129T080232+0000

Record Last Update: 20260728T043222+0000

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

No alerts have been found for Ontologizer.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 122 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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Bai M, et al. (2025) Genome sequencing of three Polyscias species reveals common
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18(1), e20563.

Pazzaglia J, et al. (2025) Handling the heat: ocean acidification mitigates the effects of
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Bickels Nuri R, et al. (2024) Acanthamoeba polyphaga de novo transcriptome and its
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function. G3 (Bethesda, Md.), 13(8).

Kui L, et al. (2023) A chromosome-level genome assembly for Erianthus fulvus provides
insights into its biofuel potential and facilitates breeding for improvement of sugarcane.
Plant communications, 4(4), 100562.
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stress responses and pathogenesis in Fusarium graminearum. Stress biology, 2(1), 6.

Couvillion M, et al. (2022) Transcription elongation is finely tuned by dozens of regulatory
factors. eLife, 11.
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