
Detection of BRAF V600E Mutation 

 

 

High sensitivity of the QX200 system allows quantification of BRAF V600E mutation in the 

presence of wild-type DNA using PrimePCR ddPCR assays. A, 2-D fluorescence amplitude plot 
generated by QuantaSoft™ software shows triplicate wells of a mixed mutant:wild-type sample. The 
black cluster on the plot represents the negative droplets, the green cluster represents the droplets 
that are positive for wild-type DNA only, the blue cluster represents the droplets that are positive for 
mutant DNA only, and the orange cluster represents the droplets that are positive for both mutant 
and wild-type DNA. B, 2-D fluorescence amplitude plot shows three replicates of a wild-type-only 
sample. C, fractional abundance plot shows the percentage frequency (orange markers) of the 
mutant DNA in a wild-type DNA background. The blue markers indicate the concentration of mutant 
DNA (copies/µl) and the green markers indicate the concentration of wild-type DNA (copies/µl) in 
each of three replicate samples. All error bars generated by QuantaSoft software represent the 95% 
confidence interval. 



Detection of Herpes Simplex Virus and β2 Microglobulin 

 

 

ddPCR enables precise and reproducible detection of herpes simplex virus 1 (HSV-1) and ß2 

microglobulin (B2M) targets in a duplex assay. A, 2-D fluorescence amplitude plot shows three 
merged replicate samples of 10,000 copies/well of HSV-1 duplexed with 20,000 copies/well of Β2M. 
The black cluster on the plot represents the negative droplets, the green cluster represents the 
droplets that are positive for HSV-1 only, the blue cluster represents the droplets that are positive 
for B2M only, and the orange cluster represents the droplets that are positive for both HSV-1 
and B2M targets. B, concentration plot shows merged triplicate wells across an HSV-1 sample 
dilution series from 0 to 40,000 copies in a constant background of 20,000 copies (66 ng human 
genomic DNA) of B2M. The blue markers indicate HSV-1 copies/µl and the green markers 
indicate B2M copies/µl. All error bars generated by QuantaSoft software represent the 95% 
confidence interval. 

 

 

 

 

 

 

 



Detection of Copy Number for 

Myelocytomatosis Oncogene and β-Globin 

 

 

The QX200 system provides superior resolution with copy number (CN) calls from CN1 to 

CN13. A, 2-D fluorescence amplitude plot shows duplicate wells of a CN6 sample duplexed with 
myelocytomatosis oncogene (MYC) and β-globin (HBB) assays. The black cluster on the plot 
represents the negative droplets, the green cluster represents the droplets that are positive 
for MYC only, the blue cluster represents the droplets that are positive for HBB only, and the orange 
cluster represents the droplets that are positive for both MYC and HBB targets. B, copy number plot 
shows samples ranging from CN1 to CN13 with precise duplicate well values. All error bars 
generated by QuantaSoft software represent the 95% confidence interval. NTC, no template control. 

 

 

 

 

 

 

 



Validation for Next-Generation Sequencing 

 

 

 

ddPCR provides nearly 1,000-fold greater sensitivity and an amplification bias–free approach 

compared to RNA-Seq for validation. A, concentration plot shows a twofold dilution of cDNA 
generated using Bio-Rad’s iScript™ advanced cDNA synthesis kit for RT-qPCR. Two independent 
measurement sets were made: one at a high concentration range and one at a lower range, with four 
points overlapping. B, table shows comparative results between ddPCR and MiSeq. ddPCR detected 
thousands of copies per well with low-abundance transcripts (TBP and GUSB genes) using an input 
of 100 ng total RNA, which demonstrates enhanced sensitivity. The MiSeq sequencer detected only 
single-digit reads per kilobase per million reads (RPKM) for these transcripts. ddPCR, Droplet Digital 
PCR. 

 

 

 

 



Gene Expression Analysis of Stem Cell Markers 

 

 

High sensitivity and precision of the QX200 system allow reliable detection of small fold 

changes with rare transcripts. The TGFβ signaling pathway plays a role in ovarian stem cell 
regulation, and the addition of TGFβ will increase the number of stem cells in the population, 
increase the expression of putative stem cell markers, and decrease terminal differentiation markers 
like E-cadherin (ECAD). Data show expression levels of cKIT, CD133, OCT3/OCT4, and ECAD genes 
across ten samples with and without TGFβ treatment, normalized to PPIA in this study. Reproducible 
detection of cDNA copies as low as 0.5–1 target/µl in a 20 µl reaction was achieved. S, sample. 


