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Proper Citation

MicroSNiPer (RRID:SCR_009880)

Resource Information

URL: http://cbdb.nimh.nih.gov/microsniper/

Proper Citation: MicroSNiPer (RRID:SCR_009880)

Description: A web-based application which predicts the impact of a SNP on putative 
microRNA targets.

Abbreviations: MicroSNiPer

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

Defining Citation: PMID:20809528

Keywords: bio.tools

Funding:

Resource Name: MicroSNiPer

Resource ID: SCR_009880

Alternate IDs: biotools:microsniper, OMICS_00388

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

Record Creation Time: 20220129T080255+0000

Record Last Update: 20250502T055938+0000

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_009880/resolver
http://cbdb.nimh.nih.gov/microsniper/
https://pubmed.ncbi.nlm.nih.gov/20809528


Ratings and Alerts

No rating or validation information has been found for MicroSNiPer.

No alerts have been found for MicroSNiPer.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 18 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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the American Society of Preventive Oncology, 31(9), 1769.

Bug DS, et al. (2021) Evaluating the Effect of 3'-UTR Variants in DICER1 and DROSHA on 
Their Tissue-Specific Expression by miRNA Target Prediction. Current issues in molecular 
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Zhang R, et al. (2019) SNP rs4937333 in the miRNA-5003-Binding Site of the ETS1 3'-UTR 
Decreases ETS1 Expression. Frontiers in genetics, 10, 581.

Espinoza JL, et al. (2016) A functional polymorphism in the NKG2D gene modulates NK-cell 
cytotoxicity and is associated with susceptibility to Human Papilloma Virus-related cancers. 
Scientific reports, 6, 39231.

Naccarati A, et al. (2016) Double-strand break repair and colorectal cancer: gene variants 
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Oncotarget, 7(17), 23156.
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disease and HCV clearance after antiviral therapy in HIV/HCV coinfected patients. Journal of 
translational medicine, 14(1), 257.

Puimège L, et al. (2015) Glucocorticoid-induced microRNA-511 protects against TNF by 
down-regulating TNFR1. EMBO molecular medicine, 7(8), 1004.

Maxwell EK, et al. (2015) SubmiRine: assessing variants in microRNA targets using clinical 
genomic data sets. Nucleic acids research, 43(8), 3886.
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miR-146 MicroRNAs: Implications for Cardiometabolic Disorders. Journal of molecular 
biology, 427(16), 2629.
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Current genomics, 14(1), 68.
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Sabina S, et al. (2013) Germline hereditary, somatic mutations and microRNAs targeting-
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genetics, 3, 248.
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