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The Structure and Function of SBP Transcription Factors
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ABSTRACT: The SBP transcription factors are known to be unique in plants. The members of this family have a common

feature in structure: all the members contain one or two highly conserved DNA binding domains (namely SBP domain), which

consists of about 76 amino acids. The SBP transcription factors exist extensively in plants, and they involve in growth, development,

for instance: floral organogenesis, and so on. In this review, we mainly introduce the progress in the study of the structure and

function of the SBP transcription factors.
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Picture.] The tertiary structure of SPL8-DBD
(The transcription factor of GOSSYPIUM BARBADENSE)
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RS, HP 1.2.5.6 4> Cys If His ik & 5—4> Zn™
B M 347 8 MRESH—4 Zn" §54 , Dna) $PREM
T IXH—A Cys8 R EF il GCM KA —4 Cys6His2 %
F XM AIHEHREXEERR -1 - BRXART
H—

1.2 R hgEHai

BHRARL BIRRTF BRI HITH, M FREK
HSERLES , R I F BN B TR ENLR
SRS T EABEA . HTHREE, £3435 SBP &
AR FFIAY T A, SBP-DBD X i C M (HISH —/M4F - 4%
EXVEEA-MEELE T, W R A T A T
SBP-DBD — A5 HMKEMNXER, MALT—RIIIFES
GTAC 8 F (motif), 57 L SBP F IS4 F KM F A B IE i
5 A5 DNA 454 R BTEM E M LF S BT AKX,

2 DNA &4 45|

Kazuhiko Yamasaki % 2006 4EH{ M%&) .EDTA %%
B RIMAfiE i Arabidopsis SPL12 ] DNA 446 W58, W
SPLI2-rSBP i F C #ish& X 4> Cysod MM S &0
KREET —A Zo" AEWE —A Zn” BEH R R =98
MEENE, B AET|F C- 5 loop FFIERHI# A DNA K, i#
T DNA 41,

SBP-DBD Ej$5k 51l DNA £5-4 , BT A x4~ H
BE KA BT 3% TNCGTACAA N R {EfalsgE[6], &
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B R T WM. BRI EE MIR156 i it Rk M5 2
KR TEBHET, T DNA $4& KM E X e m
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