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Proper Citation

PLINK/SEQ (RRID:SCR_013193)

Resource Information

URL: https://atgu.mgh.harvard.edu/plinkseq/

Proper Citation: PLINK/SEQ (RRID:SCR_013193)

Description: An open-source C/C++ library for working with human genetic variation data. 
The specific focus is to provide a platform for analytic tool development for variation data 
from large-scale resequencing projects, particularly whole-exome and whole-genome 
studies. However, the library could in principle be applied to other types of genetic studies, 
including whole-genome association studies of common SNPs. (entry from Genetic Analysis 
Software)

Resource Type: software resource, software toolkit, software library, software application

Keywords: gene, genetic, genomic, c/c++, r, macos, linux, bio.tools

Funding:

Availability: Open unspecified license

Resource Name: PLINK/SEQ

Resource ID: SCR_013193

Alternate IDs: nlx_154213, biotools:plink-seq

Alternate URLs: https://bio.tools/plink-seq

Record Creation Time: 20220129T080314+0000

Record Last Update: 20250521T061448+0000

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_013193/resolver
https://atgu.mgh.harvard.edu/plinkseq/


Ratings and Alerts

No rating or validation information has been found for PLINK/SEQ.

No alerts have been found for PLINK/SEQ.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 75 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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of the complement system in preeclampsia. Research square.

Fernandez TV, et al. (2023) Primary complex motor stereotypies are associated with de novo 
damaging DNA coding mutations that identify KDM5B as a risk gene. PloS one, 18(10), 
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metabolism, 31(6), 1107.
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Crooks L, et al. (2020) Identification of single nucleotide variants in the Moroccan population 
by whole-genome sequencing. BMC genetics, 21(1), 111.
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