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Individual seed epigenetics profiling for rice to detect unauthorized GM trait

Nakamura, Kosuke
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Rice callus developed from one grain was cultured under various stress conditions
during cellular differentiation. Then, DNA methylation patters in rice endogenous Actinl promoter (Actlp)
were analyzed in wild-type rice and genetically modified (GM) rice that has transgenic Actlp. The DNA
methylation pattern of Actlp in the GM rice was found methylated as compared to that in the wild-type
rice under low regeneration condition. Also, DNA methylation patterns of Cauliflower Mosaic Virus (CaMV)
35S RNA promoter (P35S) in transgenic construct inserted into GM crop genomes and crop-infected CaMV
genomes were analyzed. Multivariable statistical analysis of DNA methylation patterns indicated that the
GM crops were grouped different from the crop-infected CaMV. Detection of the DNA methylation patterns in
P35S ggu!d differentiate the presence of the GM crops for food ingredients and/or the CaMV in food
commodities.
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