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Proper Citation

AUCell (RRID:SCR_021327)

Resource Information

URL.: https://bioconductor.org/packages/AUCell/

Proper Citation: AUCell (RRID:SCR_021327)

Description: Software R package to identify cells with active gene sets in single cell RNA-
seq data. Used for analysis of gene set activity in single cell RNA-seq data.Used to calculate
whether critical subset of input gene set is enriched within expressed genes for each cell.

Synonyms: Area Under the Curve

Resource Type: data processing software, software toolkit, data analysis software, software
resource, software application

Keywords: Identify cells with active gene sets, single cell RNA-seq data, gene set activity
analysis

Funding:

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

Resource ID: SCR_021327

License: GPL v3

Record Creation Time: 20220129T080354+0000

Record Last Update: 20250429T060054+0000



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_021327/resolver
https://bioconductor.org/packages/AUCell/

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

No alerts have been found for AUCell.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 20 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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Treatment with Azacitidine. Cancer research communications, 4(12), 3067.

Szabd D, et al. (2024) A single dose of cocaine rewires the 3D genome structure of midbrain
dopamine neurons. bioRxiv : the preprint server for biology.

LuY, et al. (2024) ALDH1A3-acetaldehyde metabolism potentiates transcriptional
heterogeneity in melanoma. Cell reports, 43(7), 114406.

Luo M, et al. (2024) Integrated single-cell and spatial transcriptomics reveal
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Wurttemberg, Germany), 11(4), e2305175.
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