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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 analysis software, software resource, software application, data
processing software

Keywords: genotype, gene analysis

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: 20260810T040627+0000

Ratings and Alerts
No rating or validation information has been found for GeneMarker.

No alerts have been found for GeneMarker.

Data and Source Information


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

Source: SciCrunch Registry

Usage and Citation Metrics

We found 1577 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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rebound of the world's rarest primate. Science advances, 12(7), eadw3298.
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Northern China inferred from microsatellite markers. Parasites & vectors, 19(1).
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Zhao Y, et al. (2026) Phenotypic and genotypic differences between bloodstream and
non-blood Candida krusei isolates: implications for invasiveness and antifungal
susceptibility. Microbiology spectrum, 14(1), e0260825.
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