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Proper Citation

UCSC Xena (RRID:SCR_018938)

Resource Information

URL: http://xena.ucsc.edu/

Proper Citation: UCSC Xena (RRID:SCR_018938)

Description: Web tool where one component is front end Xena Browser and another
component is back end Xena Hubs. Web based Xena Browser empowers biologists to
explore data across multiple Xena Hubs with variety of visualizations and analyses. Xena
Hubs host genomics data from laptops, public servers, behind firewall, or in cloud, and can
be public or private. Xena Browser receives data simultaneously from multiple Xena Hubs
and integrates them into single coherent visualization within browser. Allows users to
explore functional genomic data sets for correlations between genomic and/or phenotypic
variables.

Synonyms: UCSC Xena Browser, Xena Browser

Resource Type: web service, software resource, production service resource, data
access protocol, data or information resource, portal, service resource, analysis service
resource

Keywords: Data visualization, data analysis, genomics data, explore functional genomic
data, functional genomic, data sets, genomic variable correlation, phenotypic variables
correlation

Availability: Free, Freely available

Resource Name: UCSC Xena

Resource ID: SCR_018938

Alternate URLs: https://xenabrowser.net/

Record Creation Time: 20220129T080342+0000

Record Last Update: 20260803T040754+0000

https://scicrunch.org/ASWG
https://scicrunch.org/ASWG/data/record/nlx_144509-1/SCR_018938/resolver
http://xena.ucsc.edu/


Ratings and Alerts

No rating or validation information has been found for UCSC Xena.

No alerts have been found for UCSC Xena.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 2828 mentions in open access literature.

Listed below are recent publications. The full list is available at ASWG .
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Gastric Cancer. Journal of proteome research, 25(1), 446.
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translational medicine, 16(1), e70572.
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signature genes in colon cancer using single-cell RNA sequencing. Clinical and
experimental medicine, 26(1), 69.
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proliferation, migration, and invasion, and inhibit apoptosis in colorectal cancer cells.
Scientific reports, 15(1), 13647.
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extracellular ATP. Journal of immunology (Baltimore, Md. : 1950).
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and Ovarian Cancer. Clinical cancer research : an official journal of the American
Association for Cancer Research, 31(11), 2230.
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