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Proper Citation

WEGO - Web Gene Ontology Annotation Plot (RRID:SCR_005827)

Resource Information

URL: http://wego.genomics.org.cn/cgi-bin/wego/index.pl

Proper Citation: WEGO - Web Gene Ontology Annotation Plot (RRID:SCR_005827)

Description: Web Gene Ontology Annotation Plot (WEGO) is a simple but useful tool for
plotting Gene Ontology (GO) annotation results. Different from other commercial software
for chart creating, WEGO is designed to deal with the directed acyclic graph (DAG)
structure of GO to facilitate histogram creation of GO annotation results. WEGO has been
widely used in many important biological research projects, such as the rice genome
project and the silkworm genome project. It has become one of the useful tools for
downstream gene annotation analysis, especially when performing comparative genomics
tasks. Platform: Online tool

Abbreviations: WEGO

Synonyms: BGI WEGO - Web Gene Ontology Annotation Plotting, Web Gene Ontology
Annotation Plot

Resource Type: analysis service resource, data analysis service, production service
resource, service resource

Defining Citation: PMID:16845012

Keywords: visualization, gene ontology, gene, annotation, comparative genomics,
histogram, directed acyclic graph, genomics, genome, ontology or annotation
visualization, bio.tools

Funding: Zhejiang University ;
Chinese Academy of Sciences ;
Danish Basic Research Foundation ;
Ministry of Science and Technology 2002AA104250;
Ministry of Science and Technology CNGI-04-15-7A;
National Natural Science Foundation of China 30399120;
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https://pubmed.ncbi.nlm.nih.gov/16845012


National Natural Science Foundation of China 90208019;
National Natural Science Foundation of China 30200163;
National Natural Science Foundation of China 90403130

Availability: Free for academic use

Resource Name: WEGO - Web Gene Ontology Annotation Plot

Resource ID: SCR_005827

Alternate IDs: biotools:wego, nlx_149334

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

Record Creation Time: 20220129T080232+0000

Record Last Update: 20260808T190355+0000

Ratings and Alerts

No rating or validation information has been found for WEGO - Web Gene Ontology
Annotation Plot.

No alerts have been found for WEGO - Web Gene Ontology Annotation Plot.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 398 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF .
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