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Proper Citation

AgBase (RRID:SCR_007547)

Resource Information

URL: http://www.agbase.msstate.edu/

Proper Citation: AgBase (RRID:SCR_007547)

Description: A curated, open-source, web-accessible resource for functional analysis of
agricultural plant and animal gene products. Our long-term goal is to serve the needs of
the agricultural research communities by facilitating post-genome biology for agriculture
researchers and for those researchers primarily using agricultural species as biomedical
models. AgBase provides tools designed to assist with the analysis of proteomics data
and tools to evaluate experimental datasets using the GO. Additional tools for sequence
analysis are also provided. We use controlled vocabularies developed by the Gene
Ontology (GO) Consortium to describe molecular function, biological process, and cellular
component for genes and gene products in agricultural species. AgBase will also accept
annotations from any interested party in the research communities. AgBase develops
freely available tools for functional analysis, including tools for using GO. We appreciate
any and all questions, comments, and suggestions. AgBase uses the NCBI Blast program
for searches for similar sequences. And the Taxonomy Browser allows users to find the
NCBI defined taxon ID for or taxon name for different organisms.

Abbreviations: AgBase
Resource Type: data or information resource, database

Defining Citation: PMID:21075795

Keywords: gene ontology, agricultural species, biological process, cellular component for
genes, molecular function, protein identification, animals, plants, microbes, parasites,
bio.tools, FASEB list

Funding: Mississippi State University; Mississippi; USA ;

USDA Agriculture and Food Research Initiative Competitive Grant 2011-67015-30332;
National Research Initiative of the USDA Cooperative State Research Education and
Extension Service 2007-35205-17941,
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Resource Name: AgBase

Resource ID: SCR_007547

Alternate IDs: nif-0000-02537, biotools:agbase, r3d100012427

Alternate URLSs: https://bio.tools/agbase, https://doi.org/10.17616/R3P772
Record Creation Time: 20220129T080242+0000

Record Last Update: 20260729T044204+0000

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

No alerts have been found for AgBase.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 111 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .

Perveen A, et al. (2025) Integrative physiological, biochemical, and proteomic analysis of
the leaves of two cotton genotypes under heat stress. PloS one, 20(1), e0316630.

Tanaka T, et al. (2025) Reference-based chromosome-scale assembly of Japanese barley
(Hordeum vulgare ssp. vulgare) cultivar Hayakiso 2. DNA research : an international
journal for rapid publication of reports on genes and genomes, 32(4).

Escobar-Nifio A, et al. (2023) The Adaptation of Botrytis cinerea Extracellular Vesicles
Proteome to Surrounding Conditions: Revealing New Tools for Its Infection Process.
Journal of fungi (Basel, Switzerland), 9(9).

Lu F, et al. (2022) 2D-DIGE based proteome analysis of wheat-Thinopyrum intermedium
7XL/7DS translocation line under drought stress. BMC genomics, 23(1), 369.

Abdollahi H, et al. (2021) Coronavirus: proteomics analysis of chicken kidney tissue
infected with variant 2 (1S-1494)-like avian infectious bronchitis virus. Archives of virology,
166(1), 101.

Li T, et al. (2021) Label-Free Quantitative Proteome Analysis Reveals the Underlying
Mechanisms of Grain Nuclear Proteins Involved in Wheat Water-Deficit Response.
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Zhou X, et al. (2021) Identification and Functional Analysis of Tomato TPR Gene Family.
International journal of molecular sciences, 22(2).
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Plants (Basel, Switzerland), 9(3).

Yamamoto KA, et al. (2020) Quantitative proteomic analysis of the tizoxanide effect in
vero cells. Scientific reports, 10(1), 14733.
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Banana. Biomolecules, 10(10).

Li F, et al. (2020) Comparative proteomics analysis of patients with quick development
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256, 117829.
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Small and Large Ovarian Follicles. Biology, 9(5).
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plant biology, 20(1), 196.
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development. Journal of animal science and biotechnology, 10, 94.

Marks RA, et al. (2019) Genome of the tropical plant Marchantia inflexa: implications for
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Ma'Y, et al. (2019) A pan-transcriptome analysis shows that disease resistance genes
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20(1), 12.
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controlling quantitative resistance in Arabidopsis. eLife, 8.

Escobar-Nifio A, et al. (2019) Proteomic study of the membrane components of signalling
cascades of Botrytis cinerea controlled by phosphorylation. Scientific reports, 9(1), 9860.




