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Bioinformatics Analysis of Vegetable Soybean Sucrose Transporter
ZHANG Yu-mei, HU Run-fang, LIN Guo-qiang

( Crop Sciences Institute, Fujian Academy of Agricultural Sciences, Fuzhou 350013, China)

Abstract: In order to reveal the construction features of vegetable soybean sucrose transporter in the molecular level and pro-
vide a theoretical basis for increasing the activity of its expression. Soybean SUT gene whose sequence is 1 634 bp in length
was cloned by RT-PCR and the sequence in coding region of SUT is 1 566 bp,a polypeptide was encoded by 521 amino acid
residues. Bioinformatics analysis showed that the theory value of pl and Mw was 9. 33 and 55. 19 kD, respectively. SUT was a
hydrophobic protein. The secondary structure of SUT various amino acid residues were predicted by SOMPA , which was as fol-
lows alpha helix accounting for 45. 11% , extended strand for 14. 20% , random coil for 36. 47% and B-turn for 4. 22%. Ac-
cording to the amino acid sequence and structural analysis it showed that SUT protein contained one conserved domain ( MFS
_2 domain) and twelve transmembrane regions. This protein was no signal peptide analysised by SignalP. Phylogenetic tree a-
nalysis showed that the GmSUT had the closest genetic relationship with Vignaradiata var. radiata and the homology was
93.28% . The alignment between this protein and 9 SUC proteins of Arabidopsis thaliana showed that GmSUT was closely re-
lated to AtSUC2 and belonged to the SUTI subfamily.

Keywords: Vegetable soybean ; SUT ; Bioinformatics analysis; GmSUT
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Fig. 2 Tertiary structure of GmSUT protein
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Fig. 3 Phylogenetic analysis of GmSUT in Glycine max with SUTs of other 16 plants
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Fig. 4 Homology analysis of GmSUT in Glycine max

R4 RG I AL nDE IR T R O AT
EHE R A 4y SUTT SUT2 #1 SUT4 = A
W, HiHh ASUCL . AtSUC2 . AtSUCS |, AtSUC6 , At-
SUC7 . AtSUC8 Fi1 AtSUCY J& T SUTI1 il %, AtSUC3
BT SUT2 W ji%, AiSUCA J& T SUT4 ik . kT
GmSUT FHUFGIT AtSUC [ R FE K F /b (& 5) Al
L% E M5 ASUCL , AtSUC2 , AtSUC5 , AtSUC6 | At-
SUCT ,AtSUC8 Fil AtSUCY )35 ko R 383, R i

HHJET SUTL W,
AISCU7
AEtSCUS
AISCU6

L AtSCU9
AtSCU1
AtSCUS
AtSCU2
GmSUT
AtSCU4
AtSCU3
0.1

5 KE GmSUT f#FE7F AtSUC I RFZ LB S
Fig. 5 Phylogenetic relationships among Glycine max
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