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Proper Citation

GenomeTools (RRID:SCR_016120)

Resource Information

URL: http://genometools.org

Proper Citation: GenomeTools (RRID:SCR_016120)

Description: Software toolkit for biological sequence analysis and -presentation combined
into a single binary. It is used for genome analysis, efficient processing of structured
genome annotations and contains binaries for sequence and annotation handling,
sequence compression, index structure generation and access, annotation visualization.

Synonyms: GenomeTool, Genome Tools, Genome Tool

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

Defining Citation: PMID:24091398

Keywords: analysis, genome, annotate, sequence, compress, visualization, single,
binary, combine, structure, efficient

Availability: Free, Available for download

Resource Name: GenomeTools

Resource ID: SCR_016120

Alternate IDs: OMICS_16119

Alternate URLs: https://sources.debian.org/src/genometools/

License: ISC license

Record Creation Time: 20220129T080329+0000

Record Last Update: 20260808T190028+0000

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_016120/resolver
http://genometools.org
https://pubmed.ncbi.nlm.nih.gov/24091398


Ratings and Alerts

No rating or validation information has been found for GenomeTools.

No alerts have been found for GenomeTools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 150 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Saccharomycopsis schoenii, a necrotrophic predatory yeast. G3 (Bethesda, Md.), 16(5).
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BMC genomics, 27(1).
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in the basidiomycete Tremella fuciformis. Nature communications, 17(1).
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