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RRID:SCR_025803
Type: Tool

Proper Citation

GSEApy (RRID:SCR_025803)

Resource Information

URL.: https://gseapy.readthedocs.io/en/latest/

Proper Citation: GSEApy (RRID:SCR_025803)

Description: Software Python package for performing gene set enrichment analysis.
Used for characterizing gene expression changes by analysis of large single-cell datasets.

Synonyms: Gene Set Enrichment Analysis python
Resource Type: source code, software toolkit, software resource

Defining Citation: PMID:36426870

Keywords: gene set enrichment analysis, characterizing gene expression changes, large
single-cell datasets,

Funding: NIDA 5U01DA04439902

Availability: Free, Available for download, Freely available
Resource Name: GSEApy

Resource ID: SCR_025803

Alternate URLSs: https://github.com/zqfang/GSEApy
License: BSD-3-Clause license

Record Creation Time: 20240927T053302+0000

Record Last Update: 20260729T044629+0000

Ratings and Alerts


https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/SCR_025803/resolver
https://gseapy.readthedocs.io/en/latest/
https://pubmed.ncbi.nlm.nih.gov/36426870

No rating or validation information has been found for GSEApy.

No alerts have been found for GSEApy.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 127 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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Ng CW, et al. (2025) Spatial transcriptome reveals histology-correlated immune signature
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prognosis. Journal of translational medicine, 23(1), 113.
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