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SingleR

RRID:SCR_023120
Type: Tool

Proper Citation

SingleR (RRID:SCR_023120)

Resource Information

URL.: https://www.bioconductor.org/packages/release/bioc/html/SingleR.html

Proper Citation: SingleR (RRID:SCR_023120)

Description: Software R package for unbiased cell type recognition of SCRNA-seq data.
Performs unbiased cell type recognition from single-cell RNA sequencing data, by
leveraging reference transcriptomic datasets of pure cell types to infer cell of origin of each
single cell independently.

Synonyms: Single-cell RNA-seq cell types Recognition
Resource Type: software toolkit, software resource

Defining Citation: PMID:30643263

Keywords: unbiased cell type recognition, SCRNA-seq data, reference transcriptomic
datasets, pure cell types, infer cell of origin

Funding: UCSF Marcus Award ;
NHLBI HL131560;

UCSF Nina Ireland Program award ;
NHLBI HL139897;

NIAID

Availability: Free, Available for download, Freely available

Resource Name: SingleR

Resource ID: SCR_023120

Alternate URLSs: https://github.com/dviraran/SingleR, https://github.com/LTLA/SingleR

License: GNU GPL v3
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Record Creation Time: 20230116T062750+0000

Record Last Update: 20260729T044547+0000

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

No alerts have been found for SingleR.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 321 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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