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Fig. 1. RNA dot blot screen of arrayed subtractive clones with forward-
subtracted c¢cDNA probes (A & B) and reverse-subtracted cDNA
probes(A’ & B’). Membrane A and A’ arrayed same clones from # 406
to # 540 , and membrane B and B’ arrayed # 541 to # 675.
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Fig 2. Confirmation of primary screened subtractive clones by individual
northern blot.
Clon #663: putative integral membrane protein
Clon #695: putative endo-1,4,-beta-glucanase
Clon #161: putative Na'-D-glucose cotransport regulator gene
Clon #646: putative pseudo-response regulator 5
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Table 1. Differentially expressed wild rice{O. grandigiumis) ¢cDNA clones induced
upon wounding and fungal elicitor

clon # best homology to clon # best homology to
8 AREl-tke protein (A. thalana) 78 carbonate dehydratase (A thaliana)
3 Pol polyprotemn (A. thaliana) 86 unknown
31 A thahana BAC T12C245 92 | Bowman-Birk proteinase inhibitors (O sativa)
37 rubisco activase 94 metallothionem-like protein (O. sativa)
39 Actin (Nicotiana tabacum) 9% nbose 5-phosphate isomerase (A. thaliana)
44 | ABA and salt stress-responsive nce cDNA | 99 photosystem 1 protein
48 transcription factor E2F (Xenopus laevis) 605 phosphoesterase (Pyrococcus hortkoshir)
49 ABC transporter (A thahana) 611 gal-pol polyprotemn (O sativa)
%5 transposase (O sative) 646 pseudo-response regulatior 5 (A. thahana)
71 wmtegral membrane protemn (A thahana) 660 3-phosphoshikimate 1-vinyltransferase
74 unknown 663 mtegral membrane protein (A thahana)
76 hypothetical transmembrane protein 656 forkhead homolog 4 (Drosophula)
ui phosphonbulckinase (Tnticum aestivum) 6% endo-1,4-beta—glucanse (P. hortkoshu)




