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GemTools

RRID:SCR_001259
Type: Tool

Proper Citation

GemTools (RRID:SCR_001259)

Resource Information

URL: http://www.wpic.pitt.edu/wpiccompgen/GemTools/GemTools.htm

Proper Citation: GemTools (RRID:SCR_001259)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on
September 23,2022. Software tools for modeling genetic ancestry based on the single
nucleotide polymorphism (SNP) information. This package of functions helps the user
account for genetic ancestry of a large number of individuals using spectral graph theory
and projections to break a large problem into smaller pieces and calculate genetic
ancestry information efficiently, i.e., a divide and conquer (dac) strategy. It is completely
written in R and runs on any platform that supports R.

Abbreviations: GemTools

Synonyms: GemTools - A fast and efficient approach to estimating genetic ancestry
Resource Type: software resource

Keywords: genetic, ancestry, single nucleotide polymorphism, r

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: GemTools

Resource ID: SCR_001259

Alternate IDs: OMICS 02079

Record Creation Time: 20220129T080206+0000

Record Last Update: 20260725T190458+0000

Ratings and Alerts


https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_001259/resolver
http://www.wpic.pitt.edu/wpiccompgen/GemTools/GemTools.htm

No rating or validation information has been found for GemTools.

No alerts have been found for GemTools.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 45 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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George L, et al. (2020) Blood eosinophil count and airway epithelial transcriptome
relationships in COPD versus asthma. Allergy, 75(2), 370.

Chow NA, et al. (2020) Tracing the Evolutionary History and Global Expansion of Candida
auris Using Population Genomic Analyses. mBio, 11(2).




