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Proper Citation

SNPper (RRID:SCR_001963)

Resource Information

URL: http://snpper.chip.org/

Proper Citation: SNPper (RRID:SCR_001963)

Description: Retrieve known single-nucleotide polymorphisms (SNPs) by position or by 
association with a gene; save, filter, analyze, display or export SNP sets; explore known 
genes using names or chromosome positions.

Abbreviations: SNPper

Resource Type: software resource

Defining Citation: PMID:12490454

Keywords: single-nucleotide polymorphism, gene, chromosome

Funding:

Availability: Free, Non-commercial, Registration requested

Resource Name: SNPper

Resource ID: SCR_001963

Alternate IDs: OMICS_01926

Record Creation Time: 20220129T080210+0000

Record Last Update: 20250420T014046+0000

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_001963/resolver
http://snpper.chip.org/
https://pubmed.ncbi.nlm.nih.gov/12490454


Ratings and Alerts

No rating or validation information has been found for SNPper.

No alerts have been found for SNPper.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 49 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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Ornelas AMM, et al. (2019) Association between MBL2 haplotypes and dengue severity in 
children from Rio de Janeiro, Brazil. Memorias do Instituto Oswaldo Cruz, 114, e190004.

Hu VW, et al. (2019) ASD Phenotype-Genotype Associations in Concordant and Discordant 
Monozygotic and Dizygotic Twins Stratified by Severity of Autistic Traits. International journal 
of molecular sciences, 20(15).

Lundbäck V, et al. (2018) FAM13A and POM121C are candidate genes for fasting insulin: 
functional follow-up analysis of a genome-wide association study. Diabetologia, 61(5), 1112.

Pahlevan Kakhki M, et al. (2018) HOTAIR but not ANRIL long non-coding RNA contributes to 
the pathogenesis of multiple sclerosis. Immunology, 153(4), 479.

Ghali RM, et al. (2018) Differential association of ESR1 and ESR2 gene variants with the risk 
of breast cancer and associated features: A case-control study. Gene, 651, 194.

Nadeali Z, et al. (2017) UGT1A1 gene linkage analysis: application of polymorphic markers 
rs4148326/rs4124874 in the Iranian population. Iranian journal of basic medical sciences, 
20(8), 880.
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