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Proper Citation

RUbioSeq (RRID:SCR_002508)

Resource Information

URL: http://rubioseq.sourceforge.net/

Proper Citation: RUbioSeq (RRID:SCR_002508)

Description: Stand-alone and multiplatform application for the integrated analysis of NGS
data. It implements pipelines for the analysis of single nucleotide and copy-number
variation and bisulfite-seq and ChIP-seq experiments.

Synonyms: RUbioSeq+

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

Defining Citation: PMID:23630175

Keywords: resequencing analysis, exome variant detection, pipeline, bio.tools

Funding: BLUEPRINT Consortium FP7/2007-2013 282510;
Spanish Ministry of Economy and Competitiveness BIO2007-666855

Availability: Free, Available for download

Resource Name: RUbioSeq

Resource ID: SCR_002508

Alternate IDs: biotools:rubioseq, OMICS_00072

Alternate URLs: https://sourceforge.net/projects/rubioseq/files/, https://bio.tools/rubioseq

License: Creative Commons Attribution-NonCommercial-NoDerivs 3.0 Unported License

Record Creation Time: 20220129T080213+0000

Record Last Update: 20260729T044037+0000

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_002508/resolver
http://rubioseq.sourceforge.net/
https://pubmed.ncbi.nlm.nih.gov/23630175


Ratings and Alerts

No rating or validation information has been found for RUbioSeq.

No alerts have been found for RUbioSeq.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 12 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Zagorac I, et al. (2018) In vivo phosphoproteomics reveals kinase activity profiles that
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Cuadrado A, et al. (2015) The contribution of cohesin-SA1 to gene expression and
chromatin architecture in two murine tissues. Nucleic acids research, 43(6), 3056.

Sánchez-Guiu I, et al. (2014) Functional and molecular characterization of inherited
platelet disorders in the Iberian Peninsula: results from a collaborative study. Orphanet
journal of rare diseases, 9, 213.


