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Proper Citation

CytoTRACE (RRID:SCR_022828)

Resource Information

URL.: https://cytotrace.stanford.edu/

Proper Citation: CytoTRACE (RRID:SCR_022828)

Description: Software tool that predicts differentiation state of cells from single cell RNA
sequencing data. Used for predicting differentiation states from scRNA-seq data.

Synonyms: Cellular (Cyto) Trajectory Reconstruction Analysis using gene Counts and
Expression

Resource Type: simulation software, software resource, software application

Defining Citation: PMID:31974247

Keywords: differentiation state of cells, single cell RNA sequencing data, predicting
differentiation states, ScCRNA-seq data

Funding: NCI ROOCA187192;

NCI RO1CA100225;

Stinehart Reed foundation ;

Stanford Bio-X Interdisciplinary Initiatives Seed Grants Program ;
Virginia and D.K. Ludwig Fund for Cancer Research ;

U.S. Department of Defense ;

National Science Foundation Graduate Research Fellowship ;
Stanford Bio-X Bowes Graduate Student Fellowship ;

Stanford Medical Science Training Program

Availability: Free, Freely available
Resource Name: CytoTRACE
Resource ID: SCR_022828

Record Creation Time: 20221006T194910+0000
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Ratings and Alerts
No rating or validation information has been found for CytoTRACE.

No alerts have been found for CytoTRACE.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 132 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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