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Fig.1 ODD analysis
Every two lanes were amplified by the same pair of primers, the odd lanes
were samples of control, the even lanes were samples of test.

Upregulating expressed ¢DNAs were denoted with arrows.
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Fig.2 Reverse Northern blot
{a) Hybridization with ¢cDNA probes prepared from rice fungal blast resistant line non-inoculated with M. grisea; (h) Hybridization with ¢cDNA

probes prepared from rice fungal blast resistant line inoculated with M. grisea. Differential expressed cDNA clones were denoted with arrows.
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Table 1 Homology analysis
Clone Length Accession Homology E-value
/bp number

pGR 34 105 AF522003 New cDNA

pGR 36 64 AF522005 New ¢cDNA

pGR 38 427 AF522007 New cDNA

pGR 39 600 AF522008 New ¢cDNA

pGR 4 202 AF522009 tobaceo nucleclin with unknown funetion ( BAC02896) 9e-39
pGR S 120 AF522018 Oryza sativa unknown function protein ( BAA96146) 5e-21
pGR 21 178 AF521990 Oryza sativa unknown function protein ( BABR0591) e-171
pGR 25 200 AF521993 Oryza sativa unknown function ¢cDNA ( CB620666 ) 4e-44
pGR 40 400 AF522010 Oryza sativa unknown fimction ¢cDNA (AUT74699) 0.0
pGR 52 382 CAB54290 Arabidapsis thaliana unknown function protein ( AAM62542) 5e-23
pGR2 202 AF521988 M. grisea induced Oryza sativg cDNA clone (BI312594) 2e-96
pGR7 222 AF522021 M. grisea induced Oryza sativa <DNA clone ( BISG7772) e-100
pGR 29 430 AF521997 M. grisea induced Oryza sativg cDNA clone (BIZ13106) le4l
pGR 30 275 AF521999 M. grisea induced Oryza sativa <DNA clone ( BM419565) e-110
pGR 35 396 AF522004 M. grisea induced Oryza sativa cDNA clone ( BM422092) Se-81
pGR 47 202 AF522016 M. grisea induced Oryza sativa <DNA clone ( BIRS(G7502) 3e-65
pGR 60 255 CAB854295 M. grisea induced Oryza sativg cDNA clone (BIZ12486) Se-46
pGR 72 393 CA854303 M. grisea induced Oryza sativa <DNA clone ( BM419804 ) 0.0
pGR 13 583 AF521982 Drought stress Oryza sativa cDNA clone (BI306283) 0.0
pGR 1 183 AF521978 Arabidapsis thaliana MATE efflux protein family ( NP_ 194204 ) e-113
pGR3 114 AF521998 Zea may ferredoxin/ NADP oxido-reductase ( CAD30025) e-160
pGR 6 253 AF522020 Oryza sativa Dna J-like protein ( CAC39071) 4e-19
pGR 11 447 AF521980 Oryza sativa ATPase | subunit protein { AAM12485) 8e-42
pGR 20 213 AF521989 Arabidapsis thaliana putative vacuolar ATP synthase ( AAC73260) le-52
pGR 23 203 AF521992 Oryza sativa putative ATP (GTP) -binding protein ( AALS8201) e-156
pGR 26 340 AF521994 Oryza sativa putative glycine dehydrogenase ( BAB39424 ) e-124
pGR 32 269 AF522001 Arabidopsis thaliana probable methionine aminopeptidase ( Q9SLNS) e-149
pGR 53 168 AF521979 Arabidopsis thaliana ethylene-responsive protein (NP_ 566406) 3e-18
pGR 63 244 CAB854298 Oryza sativa putative peptide transport protein ( AAG21906) 0.0
pGR 65 225 CAB54299 Triticum aestivum vacuolar targeting receptor bp-80 protein (AF161719) Te-34
pGR 67 391 CA854300 Arabidopsis thalian chalcone-flavonone isomerase ( BAB09970) 4e-22
pGR 69 417 CA854301 Oryza sativa ubiquitin conjugating enzyme ( BAB93371) 6e-17
pGR 14 173 AF521983 Triticum aestivum histene H1 (AF107023) 3e-20
pGR 54 314 CA854202 Arabidapsis thaliana histone H3. 3 (NP_ 195713) 4e-37
pGR 43 415 AF522013 Oryza sativa Chloroplast 50 S ribosomal protein 122 (NP_ 039425 6e-70
pGR 61 318 CAB854296 Oryza sativa putative 60 3 ribosomal protein L5 (P49625) le-12
pGR 56 422 CAB854293 Oryza sativa WD-repeat protein RBAPT (BAB30413) 9e-10
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AR T — e,
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EHIEE, BEERAEE BEME48~72h
IIER| SR, FEAE pGR 40 NFE W I
BT HILZ 3 RNA 5+ FH# 7S, {EM GAPDH
AT R RE . RNA B2 FH R I B A 54,

BT 8 _FEFH) cDNA wET. pGR 54, TE
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24 h RIEBHIEE, FAFEIEMNET2h, W
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i 35 B B 5.
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Time(h) 24 48 72 ck 5

pGR13
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A

1M pGR 67 {EZMAEREAR TG S h, W
B RIREIERRE, EPHRERETEF, &
TREEEME 24 W RIEEA LR RIE, Fik, 1%
u B () FRIK I A1 58 SR AR S AT R AP T 2 T IEAR
REPKE.
ck 5 M2

24 48 72 24 48 72

GR40 pGRS4

12 24 48 72

ck 5

GAPDH

Fig.3 Northern blot

a: rice cultivar Yuexiangghan moderately resistant to M. grisea; b: Bianyiyuexiangzhan susceptible line which susceptible to

M. grisea; ¢: Bianyiyuexiangzhan resistant line which highly resistant to M. grisea.
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FRAEHRE, FXRES THESRIUEREN
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Re e (AT — s S RE R Z U B e
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b JE B B B B9 RNA £ 80T ODD 447 UL B e 5K
RNA B 7R 3%, #0A 7] fgift — P42 m il 0 =,
AT 2 BIFHME TRz

PR A, AR TEAT SR (B
B EA 7 F B AR R P KT B = A KRR R
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X A o fE ) FRIA KT, AMAF THE wkEH
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Application of Ordered Differential Display to Isolate
Rice ¢cDNAs Induced by Magnaporthe grisea”

LUO Wen-Yong">", LI Xiao-Fang™, HU Jun', LIU Wen-Hua'’, XIAQ Xin®, LIU Liang-Shi’ ™
(Y The Key Laboratory of Gene Engineering of Ministry of Education, Zhongshan University, Guangzhou 510275, China:
2 The Key Laboratory of Rice Genetic Improvement of Ministry of Agriculture and Guangdong Key Laboratory of New Technolsgy in Rice Breeding,
Rice Research Institute, Guangdong Academy of Agriculiural Seiences, Guangzhou 510640, China) **

Abstract  Ordered differential display (ODD > was used to clone differentially expressed genes in rice induced by
Magnaporthe grisea. Of 37 ¢cDNA clones initially identified by reverse Northern blot, 5 clones were chosen as
probes for further Northern test. The result showed that all of these 5 clones were expressed both in highly,
moderately resistant and susceptible rice lines in a pathogen inducible manner. According to the homology analysis.,
these clones were suggested to be invelved in plant defense response by: (1) inhibiting growth of fungus and even
causing its death; (2 excluding toxic eompounds delivered by fungus; (3 priming signal transduction; (4) and/
or regulating metabolic activities in agreement with plant defense.

Key words ODD, Oryza sativa, Magnaporthe grisea» cDNA gene
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