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Proper Citation

sRAP (RRID:SCR_001297)

Resource Information

URL: http://www.bioconductor.org/packages/release/bioc/html/sRAP.html

Proper Citation: sRAP (RRID:SCR_001297)

Description: Software package that provides a pipeline for gene expression analysis 
(primarily for RNA-Seq data). The normalization function is specific for RNA-Seq analysis, 
but all other functions (Quality Control Figures, Differential Expression and Visualization, and 
Functional Enrichment via BD-Func) will work with any type of gene expression data.

Abbreviations: sRAP

Synonyms: Simplified RNA-Seq Analysis

Resource Type: software resource

Keywords: gene expression, differential expression, go, gene set enrichment, microarray, 
preprocessing, quality control, rna-seq, statistical method, visualization

Funding:

Availability: GNU General Public License, v3

Resource Name: sRAP

Resource ID: SCR_001297

Alternate IDs: OMICS_02038

Record Creation Time: 20220129T080206+0000

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_001297/resolver
http://www.bioconductor.org/packages/release/bioc/html/sRAP.html


Record Last Update: 20250519T203123+0000

Ratings and Alerts

No rating or validation information has been found for sRAP.

No alerts have been found for sRAP.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 15 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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proposed partner of SRA noncoding RNA. Journal of molecular biology, 426(8), 1766.
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Yoon SR, et al. (2009) The ups and downs of mutation frequencies during aging can account 
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Qin J, et al. (2007) The molecular anatomy of spontaneous germline mutations in human 
testes. PLoS biology, 5(9), e224.


