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Fruit Ripening
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Cloning of genes from extreme
osmotolerant wheat cv. Kobomugi
Untreated
iiout()lle q poliA+ total leaf 2 weeks
DNA RNA RNA culture
h _
400 mOsm
PEG \ /

PCR-Select cDNA

Subtraction 150-200 bp long
cloned fragments
o

~ 1000
Cloning into ﬁ independent e

pGemT vector clones .

Subtracted cDNA clones derived from shoots of
PEG treated Kobomugi plantlets

Gene - categories Clone | Description based on database similarity BLAST prob.

MZ7 | ABA-inducible; homolog of OsR40-gene family |1.10™%

}ncll(l::::)‘;lel ;ter[f:: MZ10 homqlog of low temperature and salt responsive | 1.10™"
protein LT16B, LT16A

MZ2 |homolog of lipid transfer protein 8.10"

MZ.38 | homolog of lipid transfer protein 710"

I1. Membrane associated | MZ 48 | homolog of lipid transfer protein 5.10°"

genes MZ 382 | homolog of lipid transfer protein 5107

MZ 18 |homolog of plasma membrane intrinsic protein | 1.10%
(aquaporin; water chanel protein)

MZ1 | homolog of plastid ribosomal 50S protein 7107

LLLb(E ST I MZ9 | homolog of thibosomal 60S protein L 15 410%

the translation MZ 15 | homolog of translation initiation factor 2 (IF2) 7.10"7

IV. Genes involvedin  |MZ20 |homolog of glutamil-tRNA reductase (GluTR) | 1.10™™°
the photosynthesis

MZ 68 | coding rice gi:5922612 and Arabidopsis 0,089
. 2i:5732035 putative proteins
X;ﬂgﬁ:m czlfhgtghi:c a1  MZ72 | coding unknown protein 110"
pro teirvlzn, P MZ79 | coding unknown protein (equal to MZ 79) 1107

MZ. 121 | coding Arabidopsis gi:15218763 hipothetical 2.10%
protein




GENETIC MAPPING AND MAP BASED CLONING OF A
NON-NODULATING TRAIT IN TETRAPLOID
M. SATIVA (MN1008)
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Genetic mapping of nn1
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Identification of
tagged
Arabidopsis mutants

Categories no. %
promoter 207 19.1
exon 209 19.3
intron 106 9.8
transcribed 33 3.1
all tageed. 555 51.3
unknown 526 48.7
analysed lines 1081 100.0

Database: http://www.szbk.u-szeged.hu/~arabidop/

Publications:

Mathur et al., (1998) Gene identification with sequenced T-DNA tags generated by transformation of
Arabidopsis cell suspensions. Plant J. 13:707-716.

Szabados et al., (2002) Distibution of 1000 sequenced T-DNA tags in the Arabidopsis genome.

Plant J. 32:1-10.




HO036 mutant is salt and sugar sensitive

300 mM glucose

Col.wt HO036

150 mM NacCl

Col.wt HO036
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