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The biosynthesis and regulation of floral volatile organic compounds

and pigments in Freesia hybrida
ZHANG Jia, LI Yueging , SHAN Xiaotong, WANG Li, GAO Xiang
(Key Laboratory of Molecular Epigenetics of MOE, School of Life Sciences, Northeast Normal University, Changchun 730024)

Abstract: Floral fragrance and flower color are important ornamental traits of flower crops, which are key factors that determine
flower quality and affect flower economic values. Therefore, cultivating new flower varieties with rich floral colors and pleasant
flowers has long been the main breeding goal of horticulturists. As a representative of bulb cut flower varieties, Freesia hybrida has
bright flowers and pleasant aroma. This paper reviews the metabolic pathways and transcriptional regulation networks of the floral
pigments and volatile organic compounds, and the potential applications of anthocyanin and terpenoids synthesis is also prospected.
Key words: flower color; flower scent; transcriptional regulation.
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Fig.1 Horticultural and wild species of fragrant snow orchids of different flower colors
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Fig.2 The main floral color and floral scent detected in the flower organs of Red River®
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Fig.3 Anthocyanin anabolic pathway of Red River®
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Fig.6 Anabolic pathway of terpenoids in the wild species of the Freesia genus (Quoted from Bao et al’®® with slight changes)
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