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Abstract: MADS-box is an important transcription factor in plants, and its family members have a typical MIKC structure, highly
conserved N-terminal MADS, and less conserved I domains and C-terminals. MADS-box genes are widely expressed in the roots,
stems, leaves, flowers, buds and other trophic tissue parts of plants, and are involved in regulating the flowering time, flower
development, seed development and abiotic stress response. In recent years, researches have shown that the expression patterns of
different MADS-box genes are distinct, and their functions are also quite different. This review introduces the structure and
classification of soybean MADS-box gene family, and summarizes the research progress of related members of MADS-box genes in
ABCDE model, such as SVP, SOCI, FLC and other genes in the flower development. Finally, the research on soybean MADS-box is
prospected, which provides an essential information for further utilization of such transcription factor genes for soybean genetic
improvement and germplasm innovation in the future.
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Fig.1 Schematic diagram of MADS-box

2 KE MADS-box EEREHFRIHRE

R4 K MADS-box % K I AH e i, MIKCe Al R 8 S P FIHRIE R R B R RN
GmSOCls « GmSVPs . AGAMOUS-like 15 (GmAGLI15) . AGAMOUS-like 17 (GmAGLI7) .
GmFLCs VL S rg 7+ AL 28 BB A ABCDE A8 1) A-E 255 o 0820, AR R I+ Hh A8
A H R ABCDE A HE, KM AKEZSH5ESE KEWERFEFEET 5 MEXRES, +
Pl A GmAPIs. B 25 GmAP3s /Pls. C/D 28 GmAGs/STKs/SHPs E 25 GmSEPs <5 V. 5 jir 5t
RIE R R BCNIR AN B2 5885 K8 B EMHK.

2.1 XE MADS-box ZE ZKji% ABCDE {&#!
b 2 % MIKCe V. 5% e BF 9T 1 AN Wi N, Theissen7E2001 fE 32 HY T 35 & A6 28 B R & AL RS ML -

ABCDERLRIR2 (E]2), ZEMIEHA (AP1). B (AP3/PI). C/D (AG/STK/SHP) FIE (SEP) iX TiK3E A
LG 7 VR RS B R B M s AR AR = Fr o e BEES . O B2 R IRER IO 11123251, FHo,



A+ERBEE R RE, A+BIEREAKE, BrCERERE KT, CHERBMELKE, DrEREBRERK
Ho APIEIAFRAAZRIER, Z— M e e A 5 % G 150 AR SURIAE A B R IR R RO, PIRIAP3 )& TB
FKIEH . T RIEGCGmAPIIER R Y Atap3TALME ] AU S AL LA AT, 13RIk GmPEER b Atpi R
AR ) 2 A 4D B T RS AS 0 2T AG. SHPI. AGLI. SHP2HFISTKJE T-C/DHER, FESMHES., O
MRS HIR B, ERFEFSEPTHE—29 NSEPI. SEP2. SEP3FISEP4iXVUFhEM, CA1AFS 5
TR B 2R,

Petals Stamens

Floral

quartet Carpels

model Sepals . 5 i % D
TORBOD X SR B A @ 2
S RN 9 A R
S @ \ \\ Y/ / Ovules
& 7 N N 7/ £ = il
o B N\ T g,
DD

Petals Stamens Ovules

Sepals Carpels

ABCDE
model

Class A

C Class E

- 1st whorl 2nd whorl 3rd whorl 4th whorl

2 %% & ABCDE fg8%]
Fig. 2 ABCDE model of flower development
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