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GOSIlimViewer

RRID:SCR_005665
Type: Tool

Proper Citation

GOSlimViewer (RRID:SCR_005665)

Resource Information

URL: http://agbase.msstate.edu/cgi-bin/tools/goslimviewer_select.pl

Proper Citation: GOSlimViewer (RRID:SCR_005665)

Description: Service to summarize the GO function associated with a data set using
prepared GO Slim sets. The input is a tab separated list of gene product IDs and GO IDs.

Abbreviations: GOSIlimViewer
Synonyms: GO Slim Viewer, GOSIlim Viewer

Resource Type: analysis service resource, service resource, data analysis service,
production service resource

Defining Citation: PMID:17135208, PMID:16961921

Keywords: agriculture, browser, slimmer-type tool, gene ontology, gene, ontology,
ontology or annotation browser

Funding: USDA ;

Mississippi State University; Mississippi; USA ;
MSU Office of Research ;

MSU Bagley College of Engineering ;

MSU College of College of Veterinary Medicine ;
MSU Life Science and Biotechnology Institute

Availability: Free for academic use
Resource Name: GOSIlimViewer
Resource ID: SCR_005665

Alternate IDs: nlx_149103, OMICS_02270



https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/SCR_005665/resolver
http://agbase.msstate.edu/cgi-bin/tools/goslimviewer_select.pl
https://pubmed.ncbi.nlm.nih.gov/17135208
https://pubmed.ncbi.nlm.nih.gov/16961921

Record Creation Time: 20220129T080231+0000

Record Last Update: 20260728T043220+0000

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

No alerts have been found for GOSlimViewer.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 40 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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