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Abstract: The condition of /DM1 gene in soybean was investigated , and the promoter sequences, methylation sites and tran-
scription factor binding sites of 5’ regulatory region were analyzed by bioinformatics methods. The results indicated that IDM1
gene contained two copies of Glymal2g35760 and Glymal3g34641 in soybean and alternative splicing occurred during gene ex-
pression. Glymal2g35760 may had one promoter sequence,one CpG isoland with 133 bp length between 495-627 nucleotides.
There were five potential transcription factor binding sites combined two transcription factors of SBF-1 and athb-1. Gly-
mal2g35760 may contain eight promoter sequences but no CpG isoland. There were six potential transcription factor binding
sites combined three transcription factors of P,SBF-1 and MYB. Ph. These results can provide very valuable information for ex-
perimental research of IDM1 gene in soybean.
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Table 1 Obtaining and location of IDM1 genes in soybean
FER R R (ivA=+ [F] S{H EfH
Locus Length of gene/bp Location Homology/ % S value E value
Glymal2g35760 9970 Gml12.38891267-38901236 40.8 758.8 0
Glymal3g34641 10259 Gml3:36172177-36182435 40.6 747.7 0

[FIEE, IDM1 7E 3R 3K v Al BRAA e e R 1k 5 422 ( 1A
1), Glymal2g35760 = i 2 4~ % & ¥ Gly-
mal2¢35760.2 F1 Glymal2¢35760. 3 ( F %) , P FEk
RS — IR T, Glymal3g34641 1 2E i

Transcript—level Expression

Glim312g35760.2

2 NEESET Glymal3g34641. 1 F11 Glymal3g34641. 2
(FEZ) B NE | JC vk WL 3 0] 5 1) 8 45 1 5 42
(S

e wnunSREREREEme ik suNNEREE & b g 4 4
Glymal2g35760.3
H“‘_ T eee———— R T T R S

Glima13ﬁ34641 .1

Glymal3g34641.2

T R — |

1 Glymal2g35760 #0 Glymal3g34641 & FEETETREE
Fig.1 Alternative splicing diagram of Glymal2g35760 and Glymal3g34641
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Table 2 The predicting promoters of IDM1 gene in soybean

FE P AL Fayy Ll HE ST 5
Locus Start/bp End/bp Score Promoter sequence
Glymal2¢35760 111 161 0.88 TTCGATGCTTGTTAAAGTGGGTGGAGGTGTTGTTGCCGCCATGTAGGCCT
Glymal3g34641 374 424 0.93 GTCTTTGATCTATAAATGTAGGAAAGATTTTCTTCAAATCTATTAGCTAA
447 497 0.95 TGCATCCCACTAAATAAATAGGCCTAAATTTACTAAGGTCATGTGATTTT
630 680 1.00 GGTCCAGACTTTTTAAATCCCCACACTCCTGTACCTTGCCACCAACATGA
935 985 0.94 TTTTATAATTTATATATCACGTAGGATTACTTCAGGCAAAAATTCCATTG
1266 1316 0.98 ATATATATATATATATAAAATCTAAAACCACGACCACATGTGAAAAATTC
1907 1957 0.85 GAATACTAAATATAAATATCGATCATACCAAATATTTGCATGTGAGAGAT
2047 2097 0.87 ATTTTCCATATATAGAAACTCGATCTCAATTAGAGAGCGTAGGTGCTGCT
2103 2153 1.00 GAAAGGGGTTTAAAAAATGAGGCACAAATGGACAAGGCCTAGTGGTAAGG
8
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Fig.2 The predicting methylation diagram of Glymal2g35760 in soybean
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Table 3 The predicting transcription factor binding sites by Match soft in IDM1 promoter from soybean

MRTHR e T2 R (AL B/ X ki Core Matrix izl
Transcript name TF name Position/bp + /- strand match match Sequence
Glymal2g35760 Tk s R 745 43817 No sites found for this sequence
Glymal3g34641 AGL3 2048 + 1.000 0.997 ttttCCATAtatagaaac

HE— Rl TRSEARCH (Ver 1.3) 7ER K HT A0, 55 4 1086 5 1 T SBE-1 Al athb-1; Gly-
W IDMI1 558 F 45 4 B 5, UG (K > 85. 0, 45 mal3g34641 nTABAATE 6 kI T-45 4 (i, 25
S, Glymal 235760 TTREFEAE S AL 45 UB6IA 74 P SBP-1 I MYB. Ph([%3) .
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1301 ATTGTGGTTA TATATCACAA TTACAATATA GATCCTAGGC TATAATALAG entry

1501 ATATAAMATA ATTTTATATA TCTATTTAAT ATTAAATTAT TATATATAAT entry

81t ;————mmm

1601 ATCGATAGTT TACGATTTTC AAAGCAATAA ATGTAGAAAT AATTACATTA entry

&1t
1701 ATACACCATT CAATAATTAT CATAAAACTC ATGCAATTGA AAATACGTTG entry

Ecore
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score
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gl o <A HREF=http://www. cbre. jp/htbin/bget_tfmatrix?M00089>MO0089</4> Athb-1 87.2
B
301 ACTTCATCAA TTGCCTCATC TATTACTAAG AGGCTACTAT GCAGCAAATA entry score
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A :The possible transcription factor binding sites and corresponding transcription factor in Glymal2g35760 ; B : The possible transcription

factor binding sites and corresponding transcription factor in Glymal3g34641.
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Fig. 3 The predicting transcription factor binding sites by TFSEARCH soft in IDM1 promoter from soybean
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