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comrad

RRID:SCR_005101
Type: Tool

Proper Citation

comrad (RRID:SCR_005101)

Resource Information

URL.: http://code.google.com/p/comrad/

Proper Citation: comrad (RRID:SCR_005101)

Description: A novel algorithmic framework for the integrated analysis of RNA-Seq and
Whole Genome Shotgun Sequencing (WGSS) data for the purposes of discovering
genomic rearrangements and aberrant transcripts. The Comrad framework leverages the
advantages of both RNA-Seq and WGSS data, providing accurate classification of
rearrangements as expressed or not expressed and accurate classification of the genomic
or non-genomic origin of aberrant transcripts. A major benefit of Comrad is its ability to
accurately identify aberrant transcripts and associated rearrangements using low
coverage genome data. As a result, a Comrad analysis can be performed at a cost
comparable to that of two RNA-Seq experiments, significantly lower than an analysis
requiring high coverage genome data.

Abbreviations: comrad

Synonyms: comrad - Discovery of gene fusions using paired end RNA-Seq and WGSS
Resource Type: software resource

Availability: Open unspecified license

Resource Name: comrad

Resource ID: SCR_005101

Alternate IDs: OMICS 01344

Record Creation Time: 20220129T080228+0000

Record Last Update: 20260725T190601+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_005101/resolver
http://code.google.com/p/comrad/

No rating or validation information has been found for comrad.

No alerts have been found for comrad.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 6 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .

Li L, et al. (2024) Preoperative prediction of MGMT promoter methylation in glioblastoma
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Biji CL, et al. (2015) Compression of Large genomic datasets using COMRAD on Parallel
Computing Platform. Bioinformation, 11(5), 267.
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