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Cistrome

RRID:SCR_000242
Type: Tool

Proper Citation

Cistrome (RRID:SCR_000242)

Resource Information

URL: htip://cistrome.org

Proper Citation: Cistrome (RRID:SCR_000242)

Description: Web based integrative platform for transcriptional regulation studies.
Synonyms: Galaxy Cistrome

Resource Type: web service, software resource, data access protocol

Defining Citation: PMID:21859476

Keywords: Transcriptional, regulation, Chip, data, analysis, genome, gene, expression,
motif, mining, bio.tools

Funding: Dana-Farber Cancer Institute High Tech and Campaign Technology Fund ;
National Basic Research Program of China ;

NHGRI HG004069;

NIDDK DKO074967,

NIDDK DK062434

Availability: Free, Freely available
Resource Name: Cistrome
Resource ID: SCR_000242

Alternate IDs: SCR_017663, biotools:cistrome, OMICS 02173



https://scicrunch.org/ASWG
https://scicrunch.org/ASWG/data/record/nlx_144509-1/RRID:SCR_000242/resolver
http://cistrome.org
https://pubmed.ncbi.nlm.nih.gov/21859476

Alternate URLSs: http://cistrome.org/ap/root, https://bio.tools/cistrome
Record Creation Time: 20220129T080200+0000

Record Last Update: 20250430T055018+0000

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

No alerts have been found for Cistrome.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 14 mentions in open access literature.

Listed below are recent publications. The full list is available at ASWG.
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Nervous System development contribute to the onset of Hirschsprung disease. Scientific
reports, 7(1), 6221.
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Oxidative Stress-Induced Senescence. Frontiers in aging neuroscience, 8, 208.
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14(6), 1478.

Yu B, et al. (2015) Epigenetic Alterations in Density Selected Human Spermatozoa for
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Yi P, et al. (2015) Structure of a biologically active estrogen receptor-coactivator complex on
DNA. Molecular cell, 57(6), 1047.




