Resource Summary Report

Generated by dkNET on May 20, 2025

ESEfinder 3.0
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Proper Citation

ESEfinder 3.0 (RRID:SCR_007088)

Resource Information

URL.: http://rulai.cshl.edu/cgi-bin/tools/ESE3/esefinder.cgi?process=home

Proper Citation: ESEfinder 3.0 (RRID:SCR_007088)

Description: A web-based resource that facilitates rapid analysis of exon sequences to
identify putative exonic splicing enhancers (ESESs) responsive to the human SR proteins
SF2/ASF, SC35, SRp40 and SRp55, and to predict whether exonic mutations disrupt such
elements.

Abbreviations: ESEfinder

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

Defining Citation: PMID:12824367

Keywords: exonic splicing enhancer, sr protein, bio.tools

Funding: NIGMS GM42699;
NCI CA88351;
NHGRI HG01696

Availability: Free for non-profit use, Non-commercial, Acknowledgement requested,
Commercial use with license

Resource Name: ESEfinder 3.0

Resource ID: SCR_007088



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_007088/resolver
http://rulai.cshl.edu/cgi-bin/tools/ESE3/esefinder.cgi?process=home
https://pubmed.ncbi.nlm.nih.gov/12824367

Alternate IDs: biotools:esefinder, nif-0000-30496

Alternate URLSs: http://rulai.cshl.edu/tools/ESEZ2/, https://bio.tools/esefinder
Old URLSs: http://exon.cshl.edu/ESE/

Record Creation Time: 20220129T080239+0000

Record Last Update: 20250519T204717+0000

Ratings and Alerts
No rating or validation information has been found for ESEfinder 3.0.

No alerts have been found for ESEfinder 3.0.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 204 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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