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Function and regulation mechanism of plant MYB transcription factors
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Abstract: MYB transcription factors, as one of the largest gene families in plants, play important role in multiple
biological processes. Many efforts have been devoted to the characterization and functional analysis of plant MYB
transcription factors. This review summarizes recent progress of plant MYB transcription factors on evolution,

biological functions and expression regulation, which lays a solid foundation for the further studies of unknown

MYB transcription factors.
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Hii ORI EZA MYB # 5 [K 12 5 Rk
AW N S e R, KF4 MYB
Bk 125 ABA MG, WK S 156 4~ MYB #
SR AT 43 ML ABA i 55 5 T R ha N
2B MYB B R0 ABA [R5 0] LAY = Ff
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PMgEa Y, FEREE T, S5 RER B R AR
Wi 254 B 14 A R2R3-MYB 2 [ #1 6 > R3-MYB
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MYB & 35 1 52 W R Ak 77 N Y, i fie
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WIMHFE NIMYB2, KHEFA PIMY B4 32 G 18 ik 33 )
FLC it e P A T S e SRS I T gk Ak, MYB
WA C R AL R e (e 1 L 5 JLA LX) DNA 254
[RIAE ST, WG TF CCAL 2K 463K 11 kil 2 Wi
fhJa, TR 5454 DNA ST . K28
MYB % [ (1) R2 T 5 1 45 ik A7 76— 5T 257 1)
Cys 7%#k, MYB & [145 4 DNA 5152 %] Cys k&
S SRR N (R s 7, dn AtMYBI1, AtMYBI12,
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EATTII AN Cys 5%k e 7E S8 A 45 A1 R TE 1 S-S B,
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frEBREE U Sah, oAl S 7 nT LA L
MYB SN REIER, 0l B I+ AGL15(AGAMOUS-
Likel5) AJ LA 5 K2y 29 A~ MYB JE R 45 &, W%
ik ",

4 RE

MYB § 55 A7~ 3. 25 A 315 il 5 7 45 4 A ) i
FAT e IAHORNE, Tl 7 M FL R A 45 A R e A R
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