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Proper Citation

GeneMarker (RRID:SCR_015661)

Resource Information

URL: http://www.softgenetics.com/GeneMarker.php

Proper Citation: GeneMarker (RRID:SCR_015661)

Description: Genotype analysis software which enhances the speed, accuracy, and ease of
analysis. The software is an alternative to Applied BioSystems Genotyper®, GeneScan®,
and other genotype analysis software.

Synonyms: GeneMarker: The Biologist Friendly Software

Resource Type: data processing software, data analysis software, software resource,
software application

Keywords: genotype, gene analysis
Funding:

Availability: Commercially available, Trial available, Runs on Mac OS, Runs on Windows,
Runs on Linux

Resource Name: GeneMarker
Resource ID: SCR_015661
Record Creation Time: 20220129T080326+0000

Record Last Update: 20250417T065529+0000

Ratings and Alerts



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_015661/resolver
http://www.softgenetics.com/GeneMarker.php

No rating or validation information has been found for GeneMarker.

No alerts have been found for GeneMarker.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1491 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.
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Environmental microbiology reports, 16(2), €13249.

Berankova D, et al. (2024) Striking variation in chromosome structure within Musa acuminata
subspecies, diploid cultivars, and F1 diploid hybrids. Frontiers in plant science, 15, 1387055.

Hwang S, et al. (2024) Genotype-phenotype correlation of ocular von Hippel-Lindau disease
in Koreans. PloS one, 19(10), e0311665.

Mwesigwa A, et al. (2024) Temporal changes in Plasmodium falciparum genetic diversity
and multiplicity of infection across three areas of varying malaria transmission intensities in
Uganda. Tropical medicine and health, 52(1), 103.

Yang Y, et al. (2024) Application of a Multiplex Ligation-Dependent Probe Amplification-
Based Next-Generation Sequencing Approach for the Detection of Pathogenesis of
Duchenne Muscular Dystrophy and Spinal Muscular Atrophy Caused by Copy Number
Aberrations. Molecular neurobiology, 61(1), 200.

Liu C, et al. (2024) Genetic diversities in wild and cultivated populations of the two closely-
related medical plants species, Tripterygium Wilfordii and T. Hypoglaucum (Celastraceae).
BMC plant biology, 24(1), 195.




