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Regulation Genes in Plant Anthocyanin Synthesis Pathway
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Abstract : Anthocyanin, which existed widely in higher plants, is a water soluble plant pigment, and closely related to crop
quality traits. Its biosynthetic pathway and the mechanism of related regulation proteins interaction was found in recent years with
the further study of the mutants of Arabidopsis. The research of anthocyanins in flowers, fruits and seeds is always the hot spot.
Recently there are many research reported, its deepening research can provide scientific basis for health care, and help us to use
in many fields. Here we give reviews on the study status of plant anthocyanin biosynthetic genes, including plant anthocyanin
biosynthetic pathway, the regulation of transcription factors in biosynthetic pathway, and the regulatory genes which have been

separated and cloned.
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Fig.1 Biosynthetic pathway of anthocyanin, glutathione and proanthocyanidins.
PAL; phenylalanine ammonialyase , 7% PN 42 R fif 2 i ; C4H ; cinnamate 4-hydroxylase , [ FEfR4-3#2 1L ; CHI: chalcone isomerase , £ /R i
SHAgT; CHS: chalcone synthase, 25 /R il & i ; 4CL: 4-coumarate CoA ligase, 4-32 55 PUREBEARHTE A 21 ; DFR: dihydroflavonol re-
ductase , & 7% fid 4 -8 JE i ; F3H . flavanone 3-hydroxylase, # bi i 3-#2{L i ; F3°H: flavonoid 3'-hydroxylase, 2 # i 3'-#2 1k iff ;
FLS: flavonol synthase, ¥ EE G fF; GST: glutathione S-transferase , 2t H ik S-# 2 i ; LAR: leucoanthocyanidin reductase , Jo {8,167
FKIRJERF; ANR . anthocyanidin reductase , {675 Z 18 J5i i ; LDOX ; leucoanthocyanidin dioxygenase , JG {0161 2 MU 4 ; UFGT ; uridine
diphosphate glucose-flavonoidglucosyltransferase , JK " flf B2 75 28 i — S 8 75 ) BERL 56 35 1 ; OMT: O-methyltransferase, O-H L4475
fiff; RT: rhamnosyl transferase , RAEHILHE RS M . P IR AME R R BN 1) s TROK U HE SR /R TR 75 A4, et T IR 5 LA R AE T
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Isolated and identified MYB-bHLH-WD40 protein complex.
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Table 2 Isolated and identified anthocyanin regulatory genes.
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