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Relative Expression Software Tool
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Type: Tool

Proper Citation

Relative Expression Software Tool (RRID:SCR_023755)

Resource Information

URL: https://www.gene-quantification.de/rest.html

Proper Citation: Relative Expression Software Tool (RRID:SCR_023755)

Description: Software tool for group wise comparison and statistical analysis of relative
expression results in real-time PCR. Used to compute expression ratio, based on real-time
PCR efficiency and crossing point deviation of unknown sample versus control. Compares
two groups, with up to 16 data points in sample and 16 in control group, for reference and
up to four target genes.

Abbreviations: REST

Resource Type: software resource, software application

Defining Citation: PMID:11972351

Keywords: relative quantification analysis, group wise comparison, relative expression
statistical analysis, RT PCR results analysis, target genes, compute expression ratio,

Availability: Free, Freely available

Resource Name: Relative Expression Software Tool

Resource ID: SCR_023755

Record Creation Time: 20230708T050227+0000

Record Last Update: 20260731T043151+0000

Ratings and Alerts

No rating or validation information has been found for Relative Expression Software Tool.

No alerts have been found for Relative Expression Software Tool.

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_023755/resolver
https://www.gene-quantification.de/rest.html
https://pubmed.ncbi.nlm.nih.gov/11972351


Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 67 mentions in open access literature.

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