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Resource Information

URL.: http://dorina.mdc-berlin.de/rbp _browser/dorina.html

Proper Citation: doRINA (RRID:SCR_013222)

Description: In animals, RNA binding proteins (RBPs) and microRNAs (miRNAS) post-
transcriptionally regulate the expression of virtually all genes by binding to RNA. Recent
advances in experimental and computational methods facilitate transcriptome-wide mapping
of these interactions. It is thought that the combinatorial action of RBPs and miRNAs on
target mRNAs form a post-transcriptional regulatory code. We provide a database that
supports the quest for deciphering this regulatory code. Within doRINA, we are
systematically curating, storing and integrating binding site data for RBPs and miRNAs.
Users are free to take a target (MRNA) or regulator (RBP and/or miRNA) centric view on the
data. We have implemented a database framework with short query response times for
complex searches (e.g. asking for all targets of a particular combination of regulators). All
search results can be browsed, inspected and analyzed in conjunction with a huge selection
of other genome-wide data, because our database is directly linked to a local copy of the
UCSC genome browser. At the time of writing, doRINA encompasses RBP data for the
human, mouse and worm genomes. For computational miRNA target site predictions, we
provide an update of PicTar predictions.

Abbreviations: doRiNA
Resource Type: data or information resource, database

Defining Citation: PMID:22086949
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Ratings and Alerts
No rating or validation information has been found for doRiNA.

No alerts have been found for doRiNA.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 14 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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