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Proper Citation

psRNATarget (RRID:SCR_013321)

Resource Information

URL: http://plantgrn.noble.org/psRNATarget/

Proper Citation: psRNATarget (RRID:SCR_013321)

Description: A plant small RNA target analysis server which features two important
analysis functions: 1) reverse complementary matching between miRNA and target
transcript using a proven scoring schema, and 2) target site accessibility evaluation by
calculating unpaired energy (UPE) required to ?open? secondary structure around
MIiRNA?s target site on mRNA. PsRNATarget incorporates recent discoveries in plant
MIiRNA target recognition, e.g. it distinguishes translational and post-transcriptional
inhibition, and it reports the number of miRNA/target site pairs that may affect miRNA
binding activity to target transcript. PsRNATarget is designed for high-throughput analysis
of next-generation data with an efficient distributed computing back-end pipeline that runs
on a Linux cluster. The server front-end integrates three simplified user-friendly interfaces
to accept user-submitted or preloaded miRNAs and transcript sequences; and outputs a
comprehensive list of mMIRNA / target pairs along with the online tools for batch
downloading, key word searching and results sorting., THIS RESOURCE IS NO LONGER
IN SERVICE. Documented on September 16,2025.

Abbreviations: psRNATarget
Synonyms: psRNATarget: A Plant Small RNA Target Analysis Server

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

Defining Citation: PMID:21622958

Keywords: bio.tools
Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: psRNATarget
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https://pubmed.ncbi.nlm.nih.gov/21622958

Resource ID: SCR_013321

Alternate IDs: OMICS 00414, biotools:psrnatarget
Alternate URLSs: https://bio.tools/psrnatarget
Record Creation Time: 20220129T080315+0000

Record Last Update: 20260728T043423+0000

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

No alerts have been found for psRNATarget.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1040 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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