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Type: Tool

Proper Citation

ReCount - A multi-experiment resource of analysis-ready RNA-seq gene count datasets
(RRID:SCR_001774)

Resource Information

URL: http://bowtie-bio.sourceforge.net/recount/

Proper Citation: ReCount - A multi-experiment resource of analysis-ready RNA-seq gene
count datasets (RRID:SCR_001774)

Description: RNA-seq gene count datasets built using the raw data from 18 different
studies. The raw sequencing data (.fastq files) were processed with Myrna to obtain tables
of counts for each gene. For ease of statistical analysis, they combined each count table
with sample phenotype data to form an R object of class ExpressionSet. The count tables,
ExpressionSets, and phenotype tables are ready to use and freely available. By taking
care of several preprocessing steps and combining many datasets into one easily-
accessible website, we make finding and analyzing RNA-seq data considerably more
straightforward.

Abbreviations: ReCount
Resource Type: data or information resource, data set

Defining Citation: PMID:22087737

Keywords: rna-seq, gene count, gene, phenotype, r
Funding: NIGMS T32GM074906
Availability: Free, Available for download, Freely available

Resource Name: ReCount - A multi-experiment resource of analysis-ready RNA-seq
gene count datasets

Resource ID: SCR_001774
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Alternate IDs: OMICS 01953
License: Creative Commons Zero License
Record Creation Time: 20220129T080209+0000

Record Last Update: 20260728T043118+0000

Ratings and Alerts

No rating or validation information has been found for ReCount - A multi-experiment
resource of analysis-ready RNA-seq gene count datasets.

No alerts have been found for ReCount - A multi-experiment resource of analysis-ready
RNA-seq gene count datasets.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 35 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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