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KE Glyma04G227700 EMIE B FEF K S Glyma08G11030 EAEF K
FOoR L a A, TFAE HEE

(1. RSBy R A RbA 2 b B & AR 830052 ; 2. Frdl Al KA A2 B, Brdit S8 A5t 830052)

W E.IEEER-O-H ILFEFEHE ( caffeic acid-O-methyltransferase, COMT) J&—FEIL RN R L G W85 L R FHyH
JEAvEE, AT I AR ST R, R SR T 28 8 F-box 3£ K Glyma08GI1030 4% % 4 11 7l it 5 COMT & H
Glyma04G227700 & B AR, i T H 2087 K 5. COMT 2 Glyma04G227700 W IIRE N —FH W EAE LR, RTFFT il
Glyma04 6227700 FEH 34X AT AW B 22 0T, 38 0 SERS 2 0 A i 53k 43 7 L AE K AN R 4l 40 1) b
W, IR FHBERE A R G RAE TR A HAERE N . 455 BIR : Glyma04G227700 3R 4K 1 095 bp, 4if 366 N IR, 5
WK T (RZC17879. 1 Glycine soja) R4 KR . Glyma04G227700 15K SRR 25 i 7t ih oA ik, HAERURIZE
R R AT RR AR AR EE R AR Glyma08G11030 5 Glyma04G227700 2 FIANFEAE HAE
SR K U ME BR-O-FP JE 45 B i ( COMT) ; Glyma04G227700; 3 [/ 53 s 4= Wy 5 . % 4% 01 I8 B W 244,
Glyma08G11030

Bioinformatics Analysis of Soybean Glyma04G227700 and Studies of Interaction
with Glyma08G11030

LUO Fei', LIU Can', YU Yue-hua®, NI Zhi-yong'

(1. College of Life Sciences, Xinjiang Agricultural University, Urumqi 830052, China; 2. College of Agriculture, Xinjiang Agricultural University,
Urumgi 830052, China)

Abstract: Caffeic acid-O-methyltransferase (COMT) is a kind of enzyme that catalyzes oxygen atom on hydroxyl group of
phenylpropanoid compounds. Previous studies had shown that F-box gene Glyma08G11030 encoding protein of soybean
drought stress resistance gene may interact with COMT protein Glyma04G227700. In order to predict and analyze the function
of soybean COMT gene Glyma04G227700 and the interaction between them. In this study, we cloned Glyma04G227700 gene
and analyzed it by bioinformatics method. And then we analyzed the expression of Glyma04G227700 gene in different soybean
tissues by real-time fluorescence quantitative detection method, and verified the protein interaction by yeast two-hybrid
system. The results showed that the total length of Glyma04G227700 gene was 1 095 bp, encoding 366 amino acids, and it
was closely related to the wild soybean (RZC17879. 1 Glycine Soja). Glyma04G227700 was expressed in the root, stem, leaf
and cotyledon of soybean, and the expression level was higher in root and stem, and the lowest in cotyledon. There was no
interaction between Glyma0O8G11030 and Glyma04G227700 in yeast double hybrid results.

Keywords: soybean; caffeic acid-O-methyltransferase ( COMT) ; Glyma04G227700; gene cloning; bioinformatics analysis;
yeast two-hybrid; Glyma08G11030
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( tetgecagetegagct TTAAACCTTTTTGAGAAATTCCAT)
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1 : M. DI2000 maker;a. H B9 F Bed 351 ~ 2. Glyma046G227700 4 6% X 9 3% 77 ¥y, b. K PCR & I

Glyma04G227700-pMD18-T;1 .3 .57 ~10. BATE# %,

Note:M. DI2000 maker; a. Target fragment amplification; 1-2. Amplification products of Glyma04G227700

coding region;b. Detection of Glyma04G227700-pMD18-T by bacterial fluid PCR;1,3,5 and 7-10. Positive strain.
1 Glyma04G227700 EE 3=
Fig.1 Cloning of Glyma04G227700 gene
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Fig.2 Multiple sequence alignment of Glyma04G227700 protein with other plant proteins
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Fig.3 Phylogenetic analysis of Glyma04G227700 protein and high homology proteins of other plants
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Fig.4 Analysis of Glyma04G227700 protein domain

2.2 KEARREEBAE Glyma04G227700 Rik =
ST

PG T PCR Rl 45 R R WY, K K #3520 d

J& HEHZEN Glyma04G227700 F:H Fik B m, it

W2, Fith Rk ERM(ES),

1.51
o] T
B 2
K S -
' 2 i o
B3 0.5 2
[ !
e~ ._'
04 5 T T
5 >
> S
S S
« Qeﬁ\e
k&

5 KERBEAH Glyma04G227700 EEREZEHH
Fig.5 Analysis on relative expression of Glyma04G227700

gene in different soybean tissues
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6 BERWHEER
Fig.6 Results of yeast two-hybrid
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