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Repression regulations of seed germination

ZHANG Yu, XU Xiao-Feng, MO Bei-Xin*
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Abstract: Seed germination is an important physiological process in plant life cycle. Multiple levels of repressions,
which include hormone effect, miRNA repression, mRNA compartmentaion, epigenetic regulation, are involved in
the control of this process. Regulation of gibberellin (a repression removing hormone) synthesis and deactivation is
mainly at transcriptional level; while degradation of repressor proteins is a central mechanism of abscisic acid (a
repression inducing hormone) signal transduction in seed dormancy and germination. miRNAs are involved in the
repression of their target genes at the mRNA level during seed germination. Compartmentation of mRNAs, which
represses the translation of germination-related genes under unfavorable conditions, is another level of post-
transcriptional repression. Epigenetic mechanism mediated by small RNA may also play important roles in the
regulation of coordinate gene expression during seed germination. Mechanic repression imposed by surrounding
tissues such as the endosperm and testa is as important as repression at molecular level for seed germination.
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