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The Digital PCR Method for Quantification of Endogenous Reference
Gene Contents in Genetically Modified Maize
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Abstract: The detection of genetically modified content is based on the PCR technology, which

measures the copy number ratio or mass fraction between event-specific fragments and
taxon-specific endogenous reference genes. Thus, the DNA content of tested endogenous
reference gene is a key factor affecting the determination of GM quantification results. Here, the
precisely quantitative digital PCR methods targeting the single-copy Adhl, zSSIIb and Hmg gene
of maize were established, to compare the copy number variance of these three genes in the
haploid genome of MON87427 and DBN9501 maize. This work can provide reference for
selecting taxon-specific endogenous reference genes for the related detection standards setup, and
analyzing the quantification discrepancy obtained by different detection methods, to improve the
accuracy and comparability of quantification results..
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zSSIlb Primer Fw  ctcccaatcectttgacatetge 151 bp

Primer Rv tcgatttctctcttggtgacagg

Probe HEX-agcaaagtcagagcgcetgcaatgeca-BHQ1

Adhl Primer Fw  cgtegtttcccatetettectee 135 bp
Primer Rv ccactccgagaccctcagtc
Probe HEX-aatcagggctcattttctcgetcctca-BHQ1

HMG Primer Fw  ttggactagaaatctcgtgctga 79 bp

Primer Rv gctacatagggagcecttgtcct
Probe HEX-caatccaacacaaacgcacgegta-BHQ1
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° zSSIIb 9740 10340 9600 9900 9895  277.98 2.81
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