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Proper Citation

PicTar (RRID:SCR_003343)

Resource Information

URL: http://www.pictar.org

Proper Citation: PicTar (RRID:SCR_003343)

Description: An algorithm for the identification of microRNA targets. Details are provided
(3' UTR alignments with predicted sites, links to various public databases etc) regarding: #
microRNA target predictions in vertebrates (Krek et al, Nature Genetics 37:495-500
(2005)) # microRNA target predictions in seven Drosophila species (Grn et al, PLoS
Comp. Biol. 1:e13 (2005)) # microRNA targets in three nematode species (Lall et al,
Current Biology 16, 1-12 (2006)) # human microRNA targets that are not conserved but
co-expressed (i.e. the microRNA and mRNA are expressed in the same tissue) (Chen and
Rajewsky, Nat Genet 38, 1452-1456 (2006)) co-expressed targets

Abbreviations: PicTar

Resource Type: software resource

Defining Citation: PMID:15806104

Keywords: microrna target, microrna, bio.tools, FASEB list

Availability: Free, Available for download, Freely available

Resource Name: PicTar

Resource ID: SCR_003343

Alternate IDs: OMICS_00411, biotools:pictar, nif-0000-31983

Alternate URLs: http://pictar.mdc-berlin.de/, https://bio.tools/pictar

Record Creation Time: 20220129T080218+0000

Record Last Update: 20260725T190540+0000

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_003343/resolver
http://www.pictar.org
https://pubmed.ncbi.nlm.nih.gov/15806104


Ratings and Alerts

No rating or validation information has been found for PicTar.

No alerts have been found for PicTar.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 1636 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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