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TraceTuner

RRID:SCR_013019
Type: Tool

Proper Citation

TraceTuner (RRID:SCR_013019)

Resource Information

URL.: http://sourceforge.net/projects/tracetuner/

Proper Citation: TraceTuner (RRID:SCR_013019)

Description: Software tool for base and quality calling of trace files from DNA sequencing
instruments.

Abbreviations: TraceTuner

Synonyms: TraceTuner - DNA sequencing quality values base calling and trace processing
Resource Type: software resource

Funding:

Availability: Free

Resource Name: TraceTuner

Resource ID: SCR_013019

Alternate IDs: OMICS 01158

Alternate URLSs: https://sources.debian.org/src/tracetuner/

Record Creation Time: 20220129T080313+0000

Record Last Update: 20250420T014629+0000

Ratings and Alerts


https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_013019/resolver
http://sourceforge.net/projects/tracetuner/

No rating or validation information has been found for TraceTuner.

No alerts have been found for TraceTuner.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 13 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.

Mishina K, et al. (2023) Wheat Ym2 originated from Aegilops sharonensis and confers
resistance to soil-borne Wheat yellow mosaic virus infection to the roots. Proceedings of the
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Torgerson DG, et al. (2012) Resequencing candidate genes implicates rare variants in
asthma susceptibility. American journal of human genetics, 90(2), 273.
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99(1), 74.
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