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Proper Citation

Monocle3 (RRID:SCR_018685)

Resource Information

URL: https://cole-trapnell-lab.github.io/monocle3/

Proper Citation: Monocle3 (RRID:SCR_018685)

Description: Software analysis toolkit for single cell RNA-seq. Used for single cell RNA-Seq 
experiments. Unsupervised algorithm that increases temporal resolution of transcriptome 
dynamics using single-cell RNA-Seq data collected at multiple time points.

Synonyms: Monocle, Monocle 3

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

Defining Citation: PMID:24658644

Keywords: Data analysis, singel cell RNAseq data, single cell RNAseq experiment, 
transcriptome dynamics

Funding: NIH Office of the Director DP2 OD00667;
NIGMS P01 GM099117;
NIH Office of the Director DP2 0D008514;
NHGRI P50 HG006193;
Single Cell Genomics initiative

Availability: Free, Available for download, Freely available

Resource Name: Monocle3

Resource ID: SCR_018685

https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_018685/resolver
https://cole-trapnell-lab.github.io/monocle3/
https://pubmed.ncbi.nlm.nih.gov/24658644


Alternate URLs: https://github.com/cole-trapnell-lab/monocle3

License: MIT License

Record Creation Time: 20220129T080341+0000

Record Last Update: 20250330T061801+0000

Ratings and Alerts

No rating or validation information has been found for Monocle3.

No alerts have been found for Monocle3.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 205 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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Lee LR, et al. (2025) Glutathione accelerates the cell cycle and cellular reprogramming in 
plant regeneration. Developmental cell.

Su Y, et al. (2024) Distribution-Agnostic Deep Learning Enables Accurate Single-Cell Data 

https://scicrunch.org/scicrunch/about/sources/nlx_144509-1
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_018685/resolver/mentions


Recovery and Transcriptional Regulation Interpretation. Advanced science (Weinheim, 
Baden-Wurttemberg, Germany), 11(16), e2307280.
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Communications biology, 7(1), 63.
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Communications biology, 7(1), 79.
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embryonic development. Nature cell biology, 26(5), 719.
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tissue sources. PeerJ, 12, e17616.
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cell sequencing. Briefings in bioinformatics, 25(4).
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niche and its clinical implications. Frontiers in immunology, 15, 1475235.
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