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3 DEMETER (DNA glycosylase domain protein)
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! Post-translational modification
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7 Monoallelic gene expression

8 MEDEA Polycomb Gene

'Long noncodinP RNA
2 Transposable element
3 Biallelically

4 LTR Retrotransposons
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Genomic imprinting in plants, a review

Farzifard-Kambelash V. and Karimzadeh Gh.
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Abstract

Genomic imprinting is the parent-of-origin-specific expression of an allele of a gene, a
type of epigenetic phenomenon. Epigenetic mechanisms including regulatory factors of
chromatin structure, modifying factors of histones and histone varieties, DNA
methylation, and small and long RNAs that regulate the pattern of gene expression in
parents lead to genomic imprinting. The specificity of a cell mainly depends on its pattern
of gene expression. In diploid organisms, somatic cells have two copies of genes, each of
them inherited from one of the parents, and the allele could be expressed from both
parents, whereas in genomic imprinting, only one allele is expressed and other allele
remains silent. Generally, single allele expression of one gene considered as defect,
because induced mutations can not complemented by homologous in the same nucleus.
Here, by reviewing the types of genomic imprinting, their control epigenetic mechanisms
in plants, and the evolution of this phenomenon in plants is discussed.
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