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Resource Information

URL: http://compbio.uthsc.edu/miRSNP/

Proper Citation: PolymiRTS (RRID:SCR_003389)

Description: Database of naturally occurring DNA variations in microRNA (miRNA) seed 
regions and miRNA target sites. MicroRNAs pair to the transcripts of protein-coding genes 
and cause translational repression or mRNA destabilization. SNPs and INDELs in miRNAs 
and their target sites may affect miRNA-mRNA interaction, and hence affect miRNA-
mediated gene repression. The PolymiRTS database was created by scanning 3'UTRs of 
mRNAs in human and mouse for SNPs and INDELs in miRNA target sites. Then, the 
potential downstream effects of these polymorphisms on gene expression and higher-order 
phenotypes are identified. Specifically, genes containing PolymiRTSs, cis-acting expression 
QTLs, and physiological QTLs in mouse and the results of genome-wide association studies 
(GWAS) of human traits and diseases are linked in the database. The PolymiRTS database 
also includes polymorphisms in target sites that have been supported by a variety of 
experimental methods and polymorphisms in miRNA seed regions.

Abbreviations: PolymiRTS

Synonyms: Polymorphism in microRNA Target Site, PolymiRTS Database, Polymorphism in 
microRNAs and their TargetSites

Resource Type: database, data or information resource

Defining Citation: PMID:24163105, PMID:22080514
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https://dknet.org/data/record/nlx_144509-1/RRID:SCR_003389/resolver
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https://pubmed.ncbi.nlm.nih.gov/24163105
https://pubmed.ncbi.nlm.nih.gov/22080514


Keywords: polymorphism, microrna, human, disease, trait, snp, indel, pathway, genetic 
variant, gene expression, phenotype, chromosome, chromosome location, bio.tools, FASEB 
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Availability: Acknowledgement requested

Resource Name: PolymiRTS

Resource ID: SCR_003389

Alternate IDs: nif-0000-03324, biotools:polymirts, OMICS_00391

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

Old URLs: http://compbio.utmem.edu/miRSNP/

Record Creation Time: 20220129T080218+0000

Record Last Update: 20250428T053032+0000

Ratings and Alerts

No rating or validation information has been found for PolymiRTS.

No alerts have been found for PolymiRTS.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 146 mentions in open access literature.
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