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Proper Citation

PlantGSEA (RRID:SCR_016866)

Resource Information

URL: http://structuralbiology.cau.edu.cn/PlantGSEA/

Proper Citation: PlantGSEA (RRID:SCR_016866)

Description: Websever for gene set enrichment analysis of plants. Used for interpreting
biological meaning of a list of genes by computing the overlaps with various previously
defined gene sets.

Abbreviations: PlantGSEA

Synonyms: The Plant GeneSet Enrichment Analysis Toolkit, Plant GeneSet Enrichment
Analysis, Gene Set Enrichment Analysis (GSEA)

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

Defining Citation: DOI:10.1093/nar/gkt281

Keywords: gene, set, enrichement, analysis, plant

Funding: Ministry of Science and Technology of China ;
Ministry of Education of China

Resource Name: PlantGSEA

Resource ID: SCR_016866

Record Creation Time: 20220129T080332+0000

Record Last Update: 20260731T043006+0000

Ratings and Alerts

https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_016866/resolver
http://structuralbiology.cau.edu.cn/PlantGSEA/
https://dx.doi.org/10.1093/nar/gkt281


No rating or validation information has been found for PlantGSEA.

No alerts have been found for PlantGSEA.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 17 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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