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Proper Citation

Genomic HyperBrowser (RRID:SCR_010909)

Resource Information

URL: http://hyperbrowser.uio.no/hb/

Proper Citation: Genomic HyperBrowser (RRID:SCR_010909)

Description: A generic web-based system, providing statistical methodology and
computing power to handle a variety of biological inquires on genomic datasets.

Abbreviations: Genomic HyperBrowser

Synonyms: The Genomic HyperBrowser

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

Defining Citation: PMID:23632163, PMID:21182759

Keywords: genomic, genomic track, gene regulation, disease association, epigenetic
modification, genome

Resource Name: Genomic HyperBrowser

Resource ID: SCR_010909

Alternate IDs: OMICS_00638

Record Creation Time: 20220129T080301+0000

Record Last Update: 20260728T043344+0000

Ratings and Alerts

No rating or validation information has been found for Genomic HyperBrowser.

No alerts have been found for Genomic HyperBrowser.

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_010909/resolver
http://hyperbrowser.uio.no/hb/
https://pubmed.ncbi.nlm.nih.gov/23632163
https://pubmed.ncbi.nlm.nih.gov/21182759


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 20 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Bonnefont J, et al. (2019) Cortical Neurogenesis Requires Bcl6-Mediated Transcriptional
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Sun Z, et al. (2018) Transcription-associated histone pruning demarcates macroH2A
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files. Genome biology, 18(1), 175.
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Handel AE, et al. (2016) Bioinformatics Analysis of Estrogen-Responsive Genes. Methods
in molecular biology (Clifton, N.J.), 1366, 29.

Saleh S, et al. (2016) HIV integration and the establishment of latency in CCL19-treated
resting CD4(+) T cells require activation of NF-?B. Retrovirology, 13(1), 49.

Lercher L, et al. (2015) Generation of a synthetic GlcNAcylated nucleosome reveals
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matters. Free radical biology & medicine, 89, 993.
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methylation-expression correlations in cancer occur at important oncogenic pathways.
Frontiers in genetics, 6, 163.
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PloS one, 10(7), e0133280.
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Rydbeck H, et al. (2015) ClusTrack: feature extraction and similarity measures for
clustering of genome-wide data sets. PloS one, 10(4), e0123261.

Watson CT, et al. (2015) Sequencing of the human IG light chain loci from a hydatidiform
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Watson CT, et al. (2012) Age-associated hyper-methylated regions in the human brain
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epigenetic alterations in osteosarcoma. PloS one, 7(11), e48262.
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multiple sclerosis. Human molecular genetics, 21(16), 3575.

Disanto G, et al. (2012) Genomic regions associated with multiple sclerosis are active in B
cells. PloS one, 7(3), e32281.


