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Proper Citation

Human Splicing Finder (RRID:SCR_005181)

Resource Information

URL: http://www.umd.be/HSF3/

Proper Citation: Human Splicing Finder (RRID:SCR_005181)

Description: Software tool to help study pre-mRNA splicing and to better understand
intronic and exonic mutations leading to splicing defects. To calculate the consensus
values of potential splice sites and search for branch points, new algorithms were
developed. Furthermore, they have integrated all available matrices to identify exonic and
intronic motifs, as well as new matrices to identify hnRNP A1, Tra2-? and 9G8.

Abbreviations: HSF

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

Defining Citation: PMID:19339519

Keywords: splicing, mutation, splicing signal, sequence, transcript, nucleotide, exon,
bio.tools

Availability: Acknowledgement requested

Resource Name: Human Splicing Finder

Resource ID: SCR_005181

Alternate IDs: biotools:human_splicing_finder, OMICS_00176

Alternate URLs: https://bio.tools/human_splicing_finder

Old URLs: http://www.umd.be/HSF/

Record Creation Time: 20220129T080228+0000

Record Last Update: 20260731T042710+0000

https://scicrunch.org/T1D
https://scicrunch.org/T1D/data/record/nlx_144509-1/RRID:SCR_005181/resolver
http://www.umd.be/HSF3/
https://pubmed.ncbi.nlm.nih.gov/19339519


Ratings and Alerts

No rating or validation information has been found for Human Splicing Finder.

No alerts have been found for Human Splicing Finder.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 963 mentions in open access literature.

Listed below are recent publications. The full list is available at T1D .
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