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CLIPZ

RRID:SCR_005755
Type: Tool

Proper Citation

CLIPZ (RRID:SCR_005755)

Resource Information

URL: http://www.clipz.unibas.ch/

Proper Citation: CLIPZ (RRID:SCR_005755)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on August
20,2019.Database and analysis environment for experimentally determined binding sites
of RNA-binding proteins. It supports the automatic functional annotation of short reads
resulting primarily from crosslinking and immunoprecipitation experiments (CLIP)
performed with RNA-binding proteins in order to identify the binding sites of these
proteins. The functional annotation could be also applied to short reads resulting from
other types of experiments such as mRNA-Seq, Digital Gene Expression, small RNA
cloning, etc. The platform enables visualization and mining of individual data sets as well
as analysis involving multiple experimental data sets. The platform can support
collaborative projects involving multiple users and groups of users as well as public and
private datasets.

Abbreviations: CLIPZ

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

Defining Citation: PMID:21087992

Keywords: rna-binding protein, binding site, protein, functional annotation, cross-linking
and immunoprecipitation, short read, mrna-seq, digital gene expression, small rna cloning,
visualization, mining, analysis, post-transcriptional regulatory element, genome, transcript,
bio.tools

Availability: THIS RESOURCE IS NO LONGER IN SERVICE.
Resource Name: CLIPZ

Resource ID: SCR_005755



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_005755/resolver
http://www.clipz.unibas.ch/
https://pubmed.ncbi.nlm.nih.gov/21087992

Alternate IDs: OMICS_ 02256, biotools:clipz
Alternate URLSs: https://bio.tools/clipz
Record Creation Time: 20220129T080232+0000

Record Last Update: 20260728T043222+0000

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

No alerts have been found for CLIPZ.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 20 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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