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SC3

RRID:SCR_015953
Type: Tool

Proper Citation

SC3 (RRID:SCR_015953)

Resource Information

URL.: http://bioconductor.org/packages/release/bioc/html/SC3.html

Proper Citation: SC3 (RRID:SCR_015953)

Description: Software tool for the unsupervised clustering of cells from single cell RNA-
Seq experiments. SC3 is capable of identifying subclones from the transcriptomes of
neoplastic cells collected from patients.

Synonyms: SC3 package, Single-Cell Consensus Clustering

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

Defining Citation: PMID:28346451

Keywords: scRNA-seq, interactive, cluster, clustering, cell, single, rna, rnaseq, bio.tools
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Sanger Institute ;

University of Edinburgh ;

Bloodwise 13003;

MRC ;

Kay Kendall Leukaemia Fund ;

Cambridge NIHR Biomedical Research Center ;
Cambridge Experimental Cancer Medicine Centre ;
Leukemia and Lymphoma Society of America 07037
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Availability: Free, Available for download
Resource Name: SC3

Resource ID: SCR_015953

Alternate IDs: biotools:sc3

Alternate URLSs: https://bio.tools/sc3

License: GPL3

Record Creation Time: 20220129T080328+0000

Record Last Update: 20260808T190046+0000

Ratings and Alerts
No rating or validation information has been found for SC3.

No alerts have been found for SC3.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 23 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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