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Research Advance of the Genes Related to the Color of Grape Berry Skin
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Abstract The skin color is not only one of the important indexes affecting the quality of grape and wine, but also one of the most obvious
changes in fruit ripening process. The synthesis of flavonoids, especially anthocyanin, which is vital to the color of grape berry, is controlled
by structural genes and regulatory genes. This paper started with the biosynthesis pathway of anthocyanin, elaborating the types and features of
structure genes, families and regulation characteristics of regulatory genes, specially introduced the MYB gene family regulating structural gene

in order to provide theoretical basis for the grape color synthetic mechanism.
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Fig.1 Biosynthetic pathway of flavonoid
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Table 1 Structure genes of anthocyanin biosynthesis pathway in grape
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Table 2 MYB-related genes and regulated genes in grape
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Table 5 Evaluation on smoking quality of tobacco leaves under different harvesting modes
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