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GenomeView

RRID:SCR_012968
Type: Tool

Proper Citation

GenomeView (RRID:SCR_012968)

Resource Information

URL.: http://genomeview.org/

Proper Citation: GenomeView (RRID:SCR_012968)

Description: A next-generation stand-alone genome browser and editor initiated in the
BSB group at VIB and currently developed at Broad Institute.

Abbreviations: GenomeView
Resource Type: data or information resource, database, software resource

Defining Citation: PMID:22102585

Resource Name: GenomeView

Resource ID: SCR_012968

Alternate IDs: OMICS 00913

Record Creation Time: 20220129T080313+0000

Record Last Update: 20260729T044312+0000

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

No alerts have been found for GenomeView.

Data and Source Information

Source: SciCrunch Registry



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_012968/resolver
http://genomeview.org/
https://pubmed.ncbi.nlm.nih.gov/22102585
https://dknet.org/rin/sources/SCR_005400

Usage and Citation Metrics
We found 36 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Dyckia spp. from the Espinhago mountain range based on complete chloroplast genome.
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Ji M, et al. (2023) A nuclear receptor HR96-related gene underlies large trans-driven
differences in detoxification gene expression in a generalist herbivore. Nature
communications, 14(1), 4990.
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