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Development of DNA methylation-resistant promoter for long-term stable
expression in horticultural plants
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This study attempted to elucidate the mechanism of the 35S promoter
sequence-specific DNA methylation with the aim of developing a DNA methylation-resistant promoter
that stabilises foreign gene expression in non-model plants.

Transgenic gentian and tobacco plant lines with single copies of various modified 35S promoter
sequences were generated and analyzed for DNA methylation. The results confirmed the importance of
214 bases within the 35S enhancer region. Furthermore, induction of DNA methylation by loss of
transcriptional activity was confirmed in tobacco, where the unmodified 35S promoter did not induce
DNA methylation. These findings suggest a common mechanism of DNA methylation induction between the
two species and provide an important stepping stone for the development of the DNA
methylation-resistant promoter.
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