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RNA-SeQC

RRID:SCR_005120
Type: Tool

Proper Citation

RNA-SeQC (RRID:SCR_005120)

Resource Information

URL: http://www.broadinstitute.org/cancer/cgal/rna-seqc

Proper Citation: RNA-SeQC (RRID:SCR_005120)

Description: Java software which computes a series of quality control metrics for RNA-
seq data and can compare sequencing quality across different samples or experiments to
evaluate different experimental parameters. The input can be one or more BAM files, and
the output consists of HTML reports and tab delimited files of metrics data.

Abbreviations: RNA-SeQC
Resource Type: software resource

Defining Citation: PMID:22539670

Keywords: java, bam file, html, sequence comparison, rnaseq, rna sequence, bio.tools
Availability: Acknowledgement requested, Public

Resource Name: RNA-SeQC

Resource ID: SCR_005120

Alternate IDs: biotools:rna-seqc, OMICS 01234

Alternate URLSs: https://bio.tools/rna-seqc

Record Creation Time: 20220129T080228+0000

Record Last Update: 20260801T190249+0000

Ratings and Alerts


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_005120/resolver
http://www.broadinstitute.org/cancer/cga/rna-seqc
https://pubmed.ncbi.nlm.nih.gov/22539670

No rating or validation information has been found for RNA-SeQC.

No alerts have been found for RNA-SeQC.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 214 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Nature communications, 16(1), 8665.
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Chronic Lymphocytic Leukemia on Ibrutinib Therapy: Results from a Phase Ib Study.
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