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KING
RRID:SCR_009251
Type: Tool

Proper Citation

KING (RRID:SCR_009251)

Resource Information

URL: http://people.virginia.edu/~wc9c/KING/

Proper Citation: KING (RRID:SCR_009251)

Description: Software toolset that makes use of high-throughput SNP data typically seen
in a genome-wide association study (GWAS) for applications such as family relationship
inference and population structure identification (entry from Genetic Analysis Software)

Abbreviations: KING

Synonyms: Kinship-based INference for Gwas

Resource Type: software application, software resource

Keywords: gene, genetic, genomic, c++, linux, (64bit), ms-windows, ms-dos, macos,
ubuntu, (32bit)

Resource Name: KING

Resource ID: SCR_009251

Alternate IDs: nlx_154419

Record Creation Time: 20220129T080251+0000

Record Last Update: 20260727T040447+0000

Ratings and Alerts

No rating or validation information has been found for KING.

No alerts have been found for KING.

Data and Source Information

https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_009251/resolver
http://people.virginia.edu/~wc9c/KING/


Source: SciCrunch Registry

Usage and Citation Metrics

We found 1124 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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Milo Rasouly H, et al. (2025) Exome analysis links kidney malformations to developmental
disorders and reveals causal genes. Nature communications, 16(1), 7290.
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Wang X, et al. (2025) Population genomics analyses reveal the role of hybridization in the
rapid invasion of fall armyworm. Journal of advanced research, 74, 43.

Dand N, et al. (2025) GWAS meta-analysis of psoriasis identifies new susceptibility alleles
impacting disease mechanisms and therapeutic targets. Nature communications, 16(1),
2051.
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server for health sciences.
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of Deleterious Mutations in White Raccoon Dogs. Biology, 14(1).

Hossain A, et al. (2025) Palliative care needs and quality of life among adults with
advanced chronic illnesses in low-income communities of Bangladesh. BMC palliative
care, 24(1), 18.
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identifies susceptibility genes in non-small cell lung cancer. Oncogene, 44(26), 2127.

Wang C, et al. (2025) Quantile-specific confounding: correction for subtle population
stratification via quantile regression. bioRxiv : the preprint server for biology.


