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Proper Citation

genomation (RRID:SCR_003435)

Resource Information

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

Proper Citation: genomation (RRID:SCR_003435)

Description: Software R package for simplfiying common tasks in genomic feature analysis.
Toolkit to summarize, annotate and visualize genomic intervals. Provides functions for
reading BED and GFF files as GRanges objects, summarizing genomic features over
predefined windows so users can make average enrichment of features over defined regions
or produce heatmaps. Can annotate given regions with other genomic features such as
exons,introns and promoters.

Abbreviations: genomation

Resource Type: data processing software, software resource, data analysis software,
software toolkit, software application

Defining Citation: PMID:25417204

Keywords: genome, genomic interval, genomic feature analysis, GRanges objects, annotate
given regions, bio.tools

Funding:
Availability: Free, Available for download, Freely available
Resource Name: genomation

Resource ID: SCR_003435
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https://bioconductor.org/packages/genomation/
https://pubmed.ncbi.nlm.nih.gov/25417204

Alternate IDs: biotools:genomation, OMICS_ 02306

Alternate URLSs: https://github.com/al2na/genomation,
https://github.com/BIMSBbioinfo/genomation, https://bio.tools/genomation

Old URLSs: http://al2na.github.io/genomation/
License: Artistic License
Record Creation Time: 20220129T080219+0000

Record Last Update: 20250428T053034+0000

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

No alerts have been found for genomation.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 49 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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