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Regulation mechanism of anthocyanin biosynthesis and application of
omics techniques in ornamental plants
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Abstract: Flower color is an important phenotypic characteristic of ornamental plants, which is of great significance
in enhancing their commercial value. Anthocyanins are the main substances for the petal pigmentation of ornamental plants,
and the anthocyanin biosynthesis is mainly regulated by the internal structural genes and transcription factors of plants, in
addition to the influence of environment. In recent years, with the development of research technology, the widespread ap-
plication of transcriptomics, metabolomics, and proteomics has provided new methods and means for the study of anthocya-
nin synthesis mechanism. Based on the research results of anthocyanin biosynthesis regulation in ornamental plants at home
and abroad, we reviewed the structure of anthocyanins, biosynthetic pathways, key structural genes, transcription factors
and the application of omics, and elaborated the regulatory mechanism of genes related to anthocyanin biosynthesis. The aim
is to provide theoretical reference for the molecular improvement of flower color and the breeding of novel varieties of orna-

mental plants.
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Fig.1 Structure diagram of anthocyanins
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Fig.2 Anthocyanin biosynthesis pathway
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