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Proper Citation

CTCFBSDB (RRID:SCR_002279)

Resource Information

URL: http://insulatordb.uthsc.edu/

Proper Citation: CTCFBSDB (RRID:SCR_002279)

Description: A comprehensive collection of experimentally determined and
computationally predicted CCCTC-binding factor (CTCF) binding sites (CTCFBS) from the
literature. The database is designed to facilitate the studies on insulators and their roles in
demarcating functional genomic domains. The CTCFBS Prediction Tool allows users to
scan sequences for the single best match to CTCF position weight matrices. Currently
(March 2014), the database contains almost 15 million experimentally determined CTCF
binding sites across several species. CTCF binding sites were collected from published
papers containing CTCF binding sites identified using ChIPSeq or similar methods, data
from the ENCODE project, and a set of approximately 100 manually curated binding sites
identified by low-throughput experiments. Users can browse insulator sequence features,
function annotations, genomic contexts including histone methylation profiles, flanking
gene expression patterns and orthologous regions in other mammalian genomes. Users
can also retrieve data by text search, sequence search and genomic range search.

Abbreviations: CTCFBSDB, CTCFBSDB 2.0

Synonyms: CTCFBSDB: a CTCF binding site database for characterization of vertebrate
genomic insulators, CTCFBSDB 2.0: A database for CTCF binding sites and genome
organization

Resource Type: service resource, data analysis service, database, analysis service
resource, production service resource, data or information resource

Defining Citation: PMID:23193294, PMID:17981843

Keywords: cctc-binding factor, ctcf, ctcf binding site, insulator, genomic insulator,
genome, binding site, FASEB list

Resource Name: CTCFBSDB

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_002279/resolver
http://insulatordb.uthsc.edu/
https://pubmed.ncbi.nlm.nih.gov/23193294
https://pubmed.ncbi.nlm.nih.gov/17981843


Resource ID: SCR_002279

Alternate IDs: nif-0000-02703, OMICS_00530

Old URLs: http://insulatordb.utmem.edu/

Record Creation Time: 20220129T080212+0000

Record Last Update: 20260728T043129+0000

Ratings and Alerts

No rating or validation information has been found for CTCFBSDB.

No alerts have been found for CTCFBSDB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 63 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Lavretsky P, et al. (2023) Chromosomal-level reference genome of a wild North American
mallard (Anas platyrhynchos). G3 (Bethesda, Md.), 13(10).
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Scientific reports, 13(1), 23019.
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Kostiniuk D, et al. (2022) Methylation pattern of polymorphically imprinted nc886 is not
conserved across mammalia. PloS one, 17(3), e0261481.
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Complex as a Novel HBV Restriction Factor. Cellular and molecular gastroenterology and
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D'Arienzo V, et al. (2021) The CCCTC-binding factor CTCF represses hepatitis B virus
enhancer I and regulates viral transcription. Cellular microbiology, 23(2), e13274.

Ottema S, et al. (2021) The leukemic oncogene EVI1 hijacks a MYC super-enhancer by
CTCF-facilitated loops. Nature communications, 12(1), 5679.
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border. PLoS genetics, 17(7), e1009691.


