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DoubletFinder

RRID:SCR_018771
Type: Tool

Proper Citation

DoubletFinder (RRID:SCR_018771)

Resource Information

URL.: https://github.com/chris-mcginnis-ucsf/DoubletFinder

Proper Citation: DoubletFinder (RRID:SCR_018771)

Description: Software R package that predicts doublets in single cell RNA sequencing data.
Doublet detection in single cell RNA sequencing data using artificial nearest neighbors.
Identifies doublets using only gene expression data.

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

Defining Citation: PMID:30954475

Keywords: Doublet detection in single cell RNA, single cell RNA, doublet detection, RNA
sequencing data, gene expression data, artificial nearest neighbors

Funding: Department of Defense Breast Cancer Research Program ;
NICHD DP2 HD080351;

NSF MCB 1330864;

UCSF Center for Cellular Construction ;

NSF Science and Technology Center ;

Damon Runyon Cancer Research Foundation

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

Resource ID: SCR_018771



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_018771/resolver
https://github.com/chris-mcginnis-ucsf/DoubletFinder
https://pubmed.ncbi.nlm.nih.gov/30954475

Record Creation Time: 20220129T080341+0000

Record Last Update: 20250522T061224+0000

Ratings and Alerts

No rating or validation information has been found for DoubletFinder.

No alerts have been found for DoubletFinder.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 537 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Grimes JM, et al. (2025) Oncolytic reprogramming of tumor microenvironment shapes CD4 T-
cell memory via the IL6ra-Bcl6 axis for targeted control of glioblastoma. Nature
communications, 16(1), 1095.

Zhang Z, et al. (2025) MLKL-USP7-UBA52 signaling is indispensable for autophagy in brain
through maintaining ubiquitin homeostasis. Autophagy, 21(2), 424.

Liao F, et al. (2025) The role of FOXK2-FBXO32 in breast cancer tumorigenesis: Insights
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metabolism in neutrophils. Molecular medicine (Cambridge, Mass.), 31(1), 23.

So J, et al. (2025) Robust single-nucleus RNA sequencing reveals depot-specific cell
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Tang Z, et al. (2025) Single-cell RNA sequencing provides new insights into the interaction
between astrocytes and neurons after spinal cord injury in mice. Biochemistry and biophysics
reports, 41, 101917.
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potential therapeutics. Aging cell, 24(1), e14354.
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