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Proper Citation

MetaSKAT (RRID:SCR_003489)

Resource Information

URL: http://www.hsph.harvard.edu/skat/metaskat/

Proper Citation: MetaSKAT (RRID:SCR_003489)

Description: A R package for multiple marker meta-analysis.

Abbreviations: MetaSKAT

Resource Type: software resource

Defining Citation: PMID:23768515

Funding:

Availability: Free

Resource Name: MetaSKAT

Resource ID: SCR_003489

Alternate IDs: OMICS_00241

Record Creation Time: 20220129T080219+0000

Record Last Update: 20250420T014145+0000

Ratings and Alerts

No rating or validation information has been found for MetaSKAT.

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_003489/resolver
http://www.hsph.harvard.edu/skat/metaskat/
https://pubmed.ncbi.nlm.nih.gov/23768515


No alerts have been found for MetaSKAT.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 29 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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Dorion MF, et al. (2024) MerTK is a mediator of alpha-synuclein fibril uptake by human 
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psychiatry, 27(4), 1990.
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47007.

Zhan L, et al. (2021) Rare variants in the endocytic pathway are associated with Alzheimer's 
disease, its related phenotypes, and functional consequences. PLoS genetics, 17(9), 
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Severe Childhood Obesity, Linking PHIP Variants to Repressed POMC Transcription. Cell 
metabolism, 31(6), 1107.
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independent cohorts finds no evidence for rare variant enrichment in Parkinson disease 
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in Europeans with and without diabetes: results from an exome-wide association study of 
albuminuria. Diabetologia, 62(2), 292.


