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Resource Information

URL: http://bioinfo.cau.edu.cn/agriGO/

Proper Citation: agriGO (RRID:SCR_006989)

Description: A web-based tool and database for the gene ontology analysis. Its focus is
on agricultural species and is user-friendly. The agriGO is designed to provide deep
support to agricultural community in the realm of ontology analysis. Compared to other
available GO analysis tools, unique advantages and features of agriGO are: # The agriGO
especially focuses on agricultural species. It supports 45 species and 292 datatypes
currently. And agriGO is designed as an user-friendly web server. # New tools including
PAGE (Parametric Analysis of Gene set Enrichment), BLAST4ID (Transfer IDs by BLAST)
and SEACOMPARE (Cross comparison of SEA) were developed. The arrival of these
tools provides users with possibilities for data mining and systematic result exploration and
will allow better data analysis and interpretation. # The exploratory capability and result
visualization are enhanced. Results are provided in different formats: HTML tables,
tabulated text files, hierarchical tree graphs, and flash bar graphs. # In agriGO, PAGE and
SEACOMPARE can be used to carry out cross-comparisons of results derived from
different data sets, which is very important when studying multiple groups of experiments,
such as in time-course research. Platform: Online tool, THIS RESOURCE IS NO
LONGER IN SERVICE. Documented on September 16,2025.

Abbreviations: agriGO
Synonyms: agriGO -- GO Analysis Toolkit and Database for Agricultural Community

Resource Type: service resource, data analysis service, data or information resource,
database, production service resource, analysis service resource

Defining Citation: PMID:20435677

Keywords: browser, gene, online tool, visualization, statistical analysis, term enrichment,
text mining, ontology or annotation browser, ontology or annotation visualization, database
or data warehouse, bio.tools
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Funding: Ministry of Science and Technology of China 90817006;
Ministry of Science and Technology of China 2006CB100105

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: agriGO

Resource ID: SCR_006989

Alternate IDs: niIx_149099, OMICS_02265, biotools:agrigo
Alternate URLSs: https://bio.tools/agrigo

Record Creation Time: 20220129T080239+0000

Record Last Update: 20260731T042732+0000

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

No alerts have been found for agriGO.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1716 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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ROS, via direct regulation of PEROXIDASE 28 and RETINOBLASTOMA-RELATED
genes. Journal of experimental botany, 76(2), 411.
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Wang Q, et al. (2025) Natural variation in ZmNRT2.5 modulates husk leaf width and
promotes seed protein content in maize. Plant biotechnology journal, 23(4), 1039.
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biosynthesis in maize endosperm. Plant biotechnology journal, 23(9), 3770.
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