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Binding and Expression Target Analysis

RRID:SCR_005396
Type: Tool

Proper Citation

Binding and Expression Target Analysis (RRID:SCR_005396)

Resource Information

URL: http://cistrome.org/BETA/

Proper Citation: Binding and Expression Target Analysis (RRID:SCR_005396)

Description: A software package that integrates ChlP-seq of transcription factors or
chromatin regulators with differential gene expression data to infer direct target genes.
BETA has three functions: (1) to predict whether the factor has activating or repressive
function; (2) to infer the factor""'s target genes; and (3) to identify the motif of the factor
and its collaborators which might modulate the factor"'s activating or repressive function.
BETA requires ~2GB RAM and 1h for the whole procedure. BETA may run on the web
server at Cistrome or may be downloaded.

Abbreviations: BETA
Synonyms: BETA - Binding and Expression Target Analysis

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

Defining Citation: PMID:24263090

Keywords: transcription factor, chromatin regulator, transcriptome, chip-seq, cistrome,
gene expression, target gene, motif, differential gene expression

Availability: Registration required, Open unspecified license
Resource Name: Binding and Expression Target Analysis
Resource ID: SCR_005396

Alternate IDs: OMICS 00515

Record Creation Time: 20220129T080230+0000

Record Last Update: 20260728T043216+0000



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_005396/resolver
http://cistrome.org/BETA/
https://pubmed.ncbi.nlm.nih.gov/24263090

Ratings and Alerts

No rating or validation information has been found for Binding and Expression Target
Analysis.

No alerts have been found for Binding and Expression Target Analysis.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 451 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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Ismaeel A, et al. (2024) Coordinated Regulation of Myonuclear DNA Methylation, mRNA,
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