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IRanges

RRID:SCR_006420
Type: Tool

Proper Citation

IRanges (RRID:SCR_006420)

Resource Information

URL.: https://bioconductor.org/packages/IRanges/

Proper Citation: IRanges (RRID:SCR_006420)

Description: Software tool for computing and annotating genomic ranges.Provides
efficient low-level and highly reusable S4 classes for storing ranges of integers, RLE
vectors (Run-Length Encoding), and, more generally, data that can be organized
sequentially (formally defined as Vector objects), as well as views on these Vector objects.
Efficient list-like classes are also provided for storing big collections of instances of the
basic classes. All classes in the package use consistent naming and share the same rich
and consistent Vector APl as much as possible.

Abbreviations: IRanges
Synonyms: Infrastructure for manipulating intervals on sequences
Resource Type: software resource

Defining Citation: PMID:23950696

Keywords: Annotating genomic ranges, computing genomic ranges, genomic ranges,
storing ranges of integers, bio.tools

Availability: Free, Available for download, Freely available
Resource Name: IRanges

Resource ID: SCR_006420

Alternate IDs: OMICS 01163, biotools:iranges

Alternate URLSs: https://bio.tools/iranges

License: Artistic License, v2



https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_006420/resolver
https://bioconductor.org/packages/IRanges/
https://pubmed.ncbi.nlm.nih.gov/23950696

Record Creation Time: 20220129T080236+0000

Record Last Update: 20260808T185858+0000

Ratings and Alerts
No rating or validation information has been found for IRanges.

No alerts have been found for IRanges.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 88 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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