2 ﬁ#ﬁ ﬁ‘ﬁ :’f 2016,45(4): 315 ~320.

Swbtropical Plawt Scéence

SR AGAMOUS [F]¥5 2 Bl 458 & T 88 43 #r

FRE L2, el

(L. ERFE BV XRA G D W, =r BE 650223; 2. ERFERRE, dbat 100049)

#§ ZE:. AGAMOUSAG) AR A4 S FHMIEAF N ERLAR, CAE20 WA REY KARKRLR, 1
A MADS-box R#69— 5, AG ABEZMEH & ENKTH, AGARAARRARNAMMWAKK T Peyhibe 2
+5EW . AL AG Bl AR ESATUANRESH T 5, SEEREHF& O FIEToMIT, &
R &R, AG Rl R A B £ R 69 24404 P LA 3 69 5 7| Bl R & AR T4 . i — 4 38 id K 32 ) 75 Medicago
truncatula 49 AG Bl R AR & XX KN, LEAZ LA LIRIEN.

F*32iE: AGAMOUS; &#; ALY 75

Doi: 10.3969/j.issn.1009-7791.2016.04.003
RESES: Q9432 CRRFRINAD: A N EHE: 1009-7791(2016)04-0315-06

Structure and Function Analysis of AGAMOUS Homologous Genes in Fabaceae
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Abstract: AGAMOUS (AG) is an important gene which controls the flower development in higher
plants. Since it was found in 1990s, dozens of homologous genes were identified in more than 20
kinds of plants. As a member of MADS-box family, it has a highly conservative structure and
function. Now its functions in the growth and development of plants are very clear. In this study,
structures and functions of AG and its homologous genes in some model plants in Fabaceae were
analysed. The results proved that structures and functions of AG and its homologous genes were
higher conserved. Deeply research about gene expression in Medicago truncatula showed that
expression of AG related with its functions. This study can not only use for deeply research of AG,
but also provide an important experimental data for flower strains breeding.
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Table 2 Detailed information of AG and its homologous genes
iEk kS %'y KA Pt ik i CDS & {3 PR AR
LT AT4G18960 AGAMOUS(AG) 4 10383917-10388272 759 252  phytozome_10 2.59223110
Arabidopsis AT3G58780 AGAMOUS-LIKE 1(AGL1), 3 21739150-21741766 822 273  phytozome_10 2.59223110
thalliana SHATTERPROOF 1(SHP1)
AT2G42830 AGAMOUS-LIKE 5(AGL5), 2 17820602-17823806 747 248  phytozome_10 2.59223110
SHATTERPROOF 2(SHP2)
[ Ca_00445 1 3643879-3651187 738 245 phytozome_10 2.59223110
Cicer arietinum Ca_08639 6 9594967-9600418 741 246  phytozome_10_2.59319177
K Glyma.05G163200 Glyma05G29595 5 35435742-35444074 732 243  phytozome_10_2.59319177
Glycine max ~ Glyma.08G120600 Glyma08G12730 8 9301551-9308870 732 243  phytozome 10 2.59319177
Glyma.13G223300 Glymal3G29510 13 33610531-33620180 732 243  phytozome_10_2.59223110
Glyma.15G088600 Glymal5G09500 15  6826179-6835890 732 243  phytozome_10_2.59223110
Glyma.02G287700 Glyma02G45730 2 46797959-46805018 741 246  phytozome_10 2.59223110
Glyma.08G310100 Glyma08G42300 8 42948545-42957616 744 247  phytozome_10_2.59223110
Glyma.18G105800 Glymal8G12590 18 11773697-11782733 741 246  phytozome_10 2.59223110
T ik R Lotus Ljdg3v2628690 6 24265195-24272227 744 247  phytozome 10 2.59319177
corniculatus  Lj3g3v1981270 4 36523180-36528338 630 209 phytozome_10_2.59223110
PRI Medtr2g017865 MtAGa 2 5545792-5553523 783 260 phytozome_10 2.59223110
Medicago Medtr8g087860  MtAGDb 8 36350163-36354700 735 244  phytozome_10_2.59223110
truncatula Medtr3g452380 3 19142782-19134712 735 244  phytozome_10 2.59223110
Medtr3g005530 3 250434-244289 672 223  phytozome_10 2.59223110
3%+ Phaseolus Phvul.002G243200 2 40988219-40993833 729 242  phytozome_10 2.59319177
vulgaris Phvul.006G169600 6 738 245 phytozome 10 2.59223110
K C.cajan_31945 Scaffold 316809-325078 723 240 phytozome_10 2.59223110
Cajanus cajan 127675
C.cajan_05842 2 14248178-14252726 738 245  phytozome 10 2.59223110
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Fig. 1 Amino acids alignments of AG and its homologous genes
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2 AG RIREESEE
Fig. 2  Structures of AG and its homologous genes
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Fig. 3 Synteny block of AG and its homologous genes
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Fig. 4 Neighbor-joining tree of AG and
its homologous genes
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