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Proper Citation

Manatee (RRID:SCR_005685)

Resource Information

URL: http://manatee.sourceforge.net/

Proper Citation: Manatee (RRID:SCR_005685)

Description: Manatee is a web-based gene evaluation and genome annotation tool;
Manatee can store and view annotation for prokaryotic and eukaryotic genomes. The
Manatee interface allows biologists to quickly identify genes and make high quality
functional assignments, such as GO classifications, using search data, paralogous
families, and annotation suggestions generated from automated analysis. Manatee can be
downloaded and installed to run under the CGI area of a web server, such as Apache.
Platform: Online tool, Linux compatible, Solaris

Abbreviations: Manatee

Resource Type: software resource

Keywords: gene, genome, annotation, ontology or annotation browser, ontology or
annotation editor

Availability: Open unspecified license - Free for academic use

Resource Name: Manatee

Resource ID: SCR_005685

Alternate IDs: nlx_149128

Record Creation Time: 20220129T080231+0000

Record Last Update: 20260725T190610+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_005685/resolver
http://manatee.sourceforge.net/


No rating or validation information has been found for Manatee.

No alerts have been found for Manatee.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 64 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Burkholderia pseudomallei-like capsular polysaccharide. Microbiology spectrum, 12(3),
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neglected tropical diseases, 17(7), e0011461.
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analysis. Journal of extracellular biology, 2(6), e91.
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