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ShinyCell

RRID:SCR_022756
Type: Tool

Proper Citation

ShinyCell (RRID:SCR_022756)

Resource Information

URL: https://github.com/SGDDNB/ShinyCell

Proper Citation: ShinyCell (RRID:SCR_022756)

Description: Software R package to create interactive Shiny based web applications to
visualise single cell data via visualising cell information and/or gene expression on
reduced dimensions e.g. UMAP, visualising coexpression of two genes on reduced
dimensions, visualising distribution of continuous cell information e.g. nUMI / module
scores using violin plots / box plots, visualising composition of different clusters / groups of
cells using proportion plots and visualising expression of multiple genes using bubbleplots
/ heatmap.Shiny Interactive Web Apps for Single-Cell Data.

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

Keywords: visualise single cell data, visualising cell information, gene expression on
reduced dimensions, visualising coexpression of two genes on reduced dimensions,
visualising distribution of continuous cell information

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

Resource ID: SCR_022756

License: GNU GPL v3.0

Record Creation Time: 20220917T050153+0000

Record Last Update: 20260729T044542+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_022756/resolver
https://github.com/SGDDNB/ShinyCell

No rating or validation information has been found for ShinyCell.

No alerts have been found for ShinyCell.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 22 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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