
 

 
Additional file 8: GMO quantification use case. Two DNA extractions of the unknown sample (G007/5-1 and 

G007/5-2) were analyzed for the quantity of the transgene (RRS) in comparison to the reference gene (lectin) copy 

numbers. The reactions were set as described by Cankar et al. (2006) with two dilutions, each with two technical 

replicates for each of the isolations. The standard curve of the reference material with 5% RSS was set with 6 

serial dilutions for the lectin and 4 for the RSS, each with three technical replicates. The data was analyzed without 

any QC (top panel) and using quantGenius default QC parameters (bottom panel). Because of vast inhibition, the 

results calculated from different dilutions differ tremendously (red arrow). Using quantGenius DSS, the efficiency 

problems are exposed by highlighting the QC parameters that are out of predefined thresholds (orange arrows). 

The reference gene copy numbers and final results are not given and a warning is issued (blue arrows).  


