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Type: Tool

Proper Citation

Monocle2 (RRID:SCR_016339)

Resource Information

URL.: http://cole-trapnell-lab.github.io/monocle-release/docs/

Proper Citation: Monocle2 (RRID:SCR_016339)

Description: Software package for analyzing single cell gene expression, classifying and
counting cells, performing differential expression analysis between subpopulations of cells,
and reconstructing cellular trajcectories. Works well with very large single-cell RNA-Seq
experiments containing tens of thousands of cells or more. Used in computational analysis of
gene expression data in single cell gene expression studies to profile transcriptional
regulation in complex biological processes and highly heterogeneous cell populations.

Synonyms: Monocle 2

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

Defining Citation: PMID:24658644

Keywords: analysis, heterogenous, population, single, cell, gene, expression, data, large,
single-cell RNA-Seq, transcriptional, regulation, heterogen

Funding: NIH DP2 HD088158;
Alfred P. Sloan Foundation Research Fellowship

Availability: Free, Available for download, Freely available
Resource Name: Monocle2

Resource ID: SCR_016339
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Record Creation Time: 20220129T080330+0000

Record Last Update: 20250524T060705+0000

Ratings and Alerts
No rating or validation information has been found for Monocle2.

No alerts have been found for Monocle2.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 151 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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