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Qiagen: QlAxcel Genetic Analyzer

RRID:SCR_018624
Type: Tool

Proper Citation

Qiagen: QIAxcel Genetic Analyzer (RRID:SCR_018624)

Resource Information

URL.: https://www.giagen.com/us/service-and-support/learning-hub/technologies-and-
research-topics/sample-quality-control/instruments/giaxcel-advanced/

Proper Citation: Qiagen: QlIAxcel Genetic Analyzer (RRID:SCR_018624)

Description: Genetic analyzer that automates electrophoresis analysis of your DNA and
RNA samples.

Synonyms: QIAxcel Advanced, Qiagen QIAxcel Advanced

Resource Type: instrument resource

Keywords: Genetic Analyzer, Instrument, Equipment, Qiagen, USEDit, ABRF
Availability: Commercially available

Resource Name: Qiagen: QIAxcel Genetic Analyzer

Resource ID: SCR_018624

Alternate IDs: SCR_020418, Model Number_QIAxcel

Record Creation Time: 20220129T080341+0000

Record Last Update: 20260725T190853+0000

Ratings and Alerts
No rating or validation information has been found for Qiagen: QIAxcel Genetic Analyzer.

No alerts have been found for Qiagen: QlAxcel Genetic Analyzer.

Data and Source Information
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Source: SciCrunch Registry

Usage and Citation Metrics
We found 57 mentions in open access literature.
Listed below are recent publications. The full list is available at T1D .
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