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Proper Citation

NGSadmix (RRID:SCR_003208)

Resource Information

URL: http://www.popgen.dk/software/index.php/NgsAdmix

Proper Citation: NGSadmix (RRID:SCR_003208)

Description: A tool for finding admixture proportions from next generation sequencing 
(NGS) data that is based on genotype likelihoods. It is a multithreaded c/c++ program.

Abbreviations: NGSadmix

Resource Type: software resource

Defining Citation: PMID:24026093

Keywords: next generation sequencing, admixture proportion, admixture, genotype, c, c++, 
admixture, association study, population structure, resequencing

Funding:

Availability: Acknowledgement requested

Resource Name: NGSadmix

Resource ID: SCR_003208

Alternate IDs: OMICS_01553

Record Creation Time: 20220129T080217+0000

Record Last Update: 20250420T014137+0000

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_003208/resolver
http://www.popgen.dk/software/index.php/NgsAdmix
https://pubmed.ncbi.nlm.nih.gov/24026093


Ratings and Alerts

No rating or validation information has been found for NGSadmix.

No alerts have been found for NGSadmix.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 105 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Proceedings. Biological sciences, 292(2039), 20241935.
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e70072.
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Molecular biology and evolution, 41(6).
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and evolution, 14(3), e10886.
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low bacterial diversity and Caudoviricetes phages. mSystems, 9(2), e0118223.
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14(1), 1148.
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Weatherup EF, et al. (2024) Co-phylogeographic structure in a disease-causing parasite and 
its oyster host. Parasitology, 151(7), 671.
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(black pepper) accessions based on next-generation SNP markers. PloS one, 19(6), 
e0305990.
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in an African Antelope Speciation Model. Systematic biology, 73(6), 979.
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Directional and Balancing Selection on Alternative Migratory Life Histories. Molecular 
ecology, 33(23), e17538.
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Sirsi S, et al. (2024) Using genome-wide data to ascertain taxonomic status and assess 
population genetic structure for Houston toads (Bufo [=?Anaxyrus] houstonensis). Scientific 
reports, 14(1), 3306.
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