Molecular study of the cold-tolerance mechanism in the root
of rice (Oryza satival..)
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Tablel. Sequence analysisof newly identified differential-expressed cDNA clones.

CloneIDAccession  Sequence homology Induced CcDNA
No. () indicates homol ogy by length (bp)

Osicl  AU089660 AU174915, 475 bps (98%) ABA 319

Osic3  AU089654 Ricereversibly glycosylated LT 228
polypeptide protein (RGP2)

Osic4  AU089662 ZeaMays Dnal-related LT 422
proteinZMDJlgene

Osia6 AU089656 NADPH-dependent aldose ABA 268
reductase

Osgcl AU089671 AU056518,503bps(98%) LT 349

Osic5  AU089668 Zeamays solubleinorganic LT 264
pyrophosphatase

Osic6  AU089674 Rice Myb-like protein LT 430

Oga2 AU089669 AUQ075555, 716bps ABA 289

Osm3 AU089676 ICT mRNA Mela 349

(Ogml) AU089661

Ogm4 AU089665 AU172780, 445bps(98%) Mela 214

Ogm5 AU089675 AU164834, 322bps(95%) Mela 438

Accession numbers registered in DDBJ, EMBL and GenBank and mRNA sources of abscisic
acid (ABA) treated, methyl jasmonate (Mela) treated, or controls (CK) are indicated.
Homology is given as percent matched and length in base pairs (bp) of nucleotide matched.
Sequences showing a similarity score over 200 were considered homologous to the cDNA
clones were presented. NA: data are not available.
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Fig. 2. PCR-selected cDNA substraction
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Figure. 4. (TN1) , pH 3-10
non-linear IPG  15% SDS-PAGE (proteins expression
profile) (A)TN 1 30°C/25°C (B)TN 1 24
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