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Application of digital PCR technology in transgenic detection
and traceability
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ABSTRACT: The safety of genetically modified food has always been controversial. It is of great significance to
accurately determine the content of genetically modified ingredients. Digital polymerase chain reaction (dPCR)
analysis is widely used in the detection of genetically modified food in recent years because of its advantages of high
sensitivity and less matrix interference. This paper reviewed the principle of digital PCR technology, the advantages
and disadvantages of each part of the system, and summarized the development trend of digital PCR technology in
transgenic detection and traceability technology (reference materials), in order to provide reference for the detection
of genetically modified food.
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Table 2 Some dPCR system performance parameters

IR X aRALS FHY JEA A 5T & i 7 B TEAR R T
Fluidigm /A #] Bio-mark YN 770 6 nL 4
Life Technologies(Thermo) Open Array VAR 3,072 33nL 4
Thermo QuantStudio 3D LR (52 I ) 20,000 0.86 nL 4
Bio-Rad QX200 TR 20,000 0.85nL 2
RainDance RainDrop ORI 1,000 J7 5pL 2
JN MEDSYS Clarity e 10,000 1.5nL 2
Stilla Technologies Naica crystal TR % 30,000 0.8 nL 3
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