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Gene Expression in Rice Inflorescence Development was Monitored
by Using Oligonucleotide Microarray
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Abstract: In this paper we chose 50 rice inflorescence genes from Internet,references. Rice oligonucleotide microarray
was prepared by printing the target rice inflorescence genes oligonucleotide. Expression patterns of 50 genes from
rice inflorescence in three different development phase were obtained by scanning using ScanArray3000 after array
hybridization. The scatter plots and scale maps of the images were acquired after the acquired gene expression pat-
terns were analyzed by ImaGened. 0 software. The scatter plots and scale maps show that there existed a significant
difference in the expression of these candidate genes in rice inflorescences with different development phase. Further
analysis of those candidate gene expression patterns will be helpful to understand the developmental mechanism of
rice inflorescence.
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Fig. 1 Expression patterns of 50 chosen genes in 3 kinds of rice inflorescence tissues
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Fig.2 Scatter plot and Scale maps of gene expression pattern in the tissue 1(A,B,C) and tissue 2(D,E,F)
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FDRMADSS5 (B1) ., AB003326 (B2), NAC4 (B3)
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(3)MADSI7(A11) \NAC7 (B5) . NAC8 (B6) ,
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Table 1 Outstanding differentially expressed genes

in the tissue 1 and 2

A5 5 W H A (bR 1/ % 2)

ratios of hybridization signal
(tissue 1 / 2)

B R AT s NS
gene signs or

accession numhers

OsMADSI 0.085943
MADSI3 0.147189
OsMADS3 0.118557
FDRMADSS 0.341011
FDRMADS6 0.149169
AB003322 0.321785
OsMADS6 9.397418
MADSI17 0.134601
MADSI5 0. 215419
FDRMADS5 0.233923
AB003326 0.310222
NAC4 0.178408
NACs 0.434951
NAC7 0.097029
NACS 0.208138
ZincFC60910 0.235315
Zinc-FE10707 0.135765
Zinc-FRI1479 0.040802
AUI82426 0.484137

x2 BREFREME1IEMBIPEZERREINER
Table 2 Outstanding differentially expressed genes
in the tissue 1 and 3
FEEAF S 8EM 5 PENAF 5 1 LAl BB 1/ 8L 3)
gene signs or ratios of hybridization signal
(tissue 1 / 3)

accession numbers

OsMADS6 3.0231
MADSI17 0.137767
NAC7 0.13677
NACS 0. 2544
Zinc-FC60910 0.2668
Zine-FE10707 0.2436
Zinc-FRI1479 0.03892
Zinc-FS12569 0.2706
Zinc-FS3574 0. 1558
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Table 3 Outstanding differentially expressed genes

in the tissue 2 and 3

A5 s M5

gene signs or

PENATZ 1Y LAl B RL 2/ 85 8L 3)
ratios of hybridization signal

accession number (tissue 2 / 3)

OsMADSI 6.9224
FDRMADSS 2.7571
FDRMADS6 3.5569
AB003322 2.3453
OsMADS6 0.32169
MADSI5 3.3782
AB003326 4.3834
NAC4 3.2681
NAC6 2. 3476
ZincFS12569 0.40339
Zinc-FS3574 0.4756
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