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Proper Citation

scater (RRID:SCR_015954)

Resource Information

URL.: https://bioconductor.org/packages/release/bioc/html/scater.html

Proper Citation: scater (RRID:SCR_015954)

Description: Software toolkit for doing various analyses of single-cell RNA-seq gene
expression data, with a focus on quality control. This package facilitates pre-processing,
guality control, normalization and visualization of sScRNA-seq data.

Synonyms: scater (single-cell analysis toolkit for gene expression data in R)

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

Keywords: scRNA-seq, rna, rnaseq, single, cell, analysis, gene, expression, quality,
control, preprocessing, normalization, visualization, r, bio.tools

Funding: National Health and Medical Research Council of Australia APP1112681;
European Molecular Biology Laboratory ;

Cancer Research UK A17197;

United Kingdom Medical Research Council ;

Oxford Single Cell Biology Consortium

Availability: Free, Available for download

Resource Name: scater

Resource ID: SCR_015954

Alternate IDs: biotools:scater

Alternate URLSs: https://bioconductor.org/packages/scater/, https://bio.tools/scater

License: GPL
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Ratings and Alerts
No rating or validation information has been found for scater.

No alerts have been found for scater.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 173 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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