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Epigenetics of plant vernalization regulated by non-coding RNAs

ZHANG Shao-Feng, LI Xiao-Rong, SUN Chuan-Bao, HE Yu-Ke

State Key Laboratory of Plant Molecular Genetics, Shanghai Institute of Plant Physiology & Ecology, Shanghai Institutes for Biological
Sciences, Chinese Academy of Sciences, Shanghai 200032, China

Abstract: Many higher plants must experience a period of winter cold to accomplish the transition from vegetative to
reproductive growth. This biological process is called vernalization. Some crops such as wheat (Triticum aestivum L.) and
oilseed rape (Brassica napus L.) produce seeds as edible organs, and therefore special measures of rotation and cultivation
are necessary for plants to go through an early vernalization for flower differentiation and development, whereas the other
crops such as Chinese cabbage (B rapa ssp. pekinenesis) and cabbage (Brassica napus L.) produce leafy heads as edible
organs, and additional practice should be taken to avoid vernalization for a prolonged and fully vegetative growth. Before
vernalization, flowering is repressed by the action of a gene called Flowering Locus C (FLC). This paper reviewed the func-
tion of non-coding RNAs and some proteins including VRN1, VRN2, and VIN3 in epigenetic regulation of FLC during

vernalization.
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