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MT-1 (At5g37990)

« 1. Expression profile- roots (R), leaves (L), Se —treated
with Naci, 4°C, H O stress

2. Available knock-out mutants—Y/homozygous/intron
e 3. Over-expression — Y

* 4. Promoter-GUS -Y

*a Fputative signal peptide

. mlsaﬂghasaiaiaspvvsivgirﬁltygemkhvgvvequ

Predotar prediction - Microsoft Internet Explore —l=(x]
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A prediction service for identifying putative mitochondrial and
plastid targeting sequences

Sequence Mitochondrial score Plastid score Prediction
0.525 0.059 mitochondrial




MT-2 (At5g37970)

1. Expression profile — roots (R), leaves (L), Se
—treated with 4°C, H,O stress

2. Knock-out mutants-NO
3. Over-expression - YES
4. Promoter-GUS - YES

@ *putative signal peptide
Misafwghasaiaiaspvvsivgfqgdrttirrptygemkfvdvverpr — no predicted cleveage signal

edotar prediction - Microsoft Internet Explo -l=]x]
it View Favorites Tools Help

tomize Links  £]Free Hotmail € |Windows £ |Windows Media /\Free AOL & Unlimited Internst 1) RealOne Player

A prediction service for identifying putative mitochondrial and
plastid targeting sequences

Sequence Mitochondrial score Plastid score Prediction
0.962 0.028 mitochondrial




1. Expression profile- R, Leaves, Se, Senaci, Sesc, Water

MT-3 (At5g38780

treated leaves

2. Available knock-out mutants-Y-homozygous/exon

3. Over-expression - Y
4. Promoter-GUS — Y

R

*Microarray: detected in senescent leaves /SA, JA mutants/



MT-4 (At5g38100)

1. Expression profile-St, L, F, R, Se, Se-naci, Se-4c

2. Available knock-out mutants-7-one putative, S UTR
3. Over-expression - Y

4. Promoter-GUS - Y



MT-9 (At5g68040)

1. Expression profile - R

2. Available knock-out mutants-Y/homozygous/exon
3. Over-expression - Y

4. Promoter-GUS - Y



MT-12 (At5g56300)

1. Expression profile-developing seeds, F, R, L,
Se, Se-Naci, Se-ac

2. Available knock-out mutants -Y/heterozygous
3. Over-expression - Y

4. Promoter-GUS - Y



MT-13 (At5g26420)

1. Expression profile-exclusively in developing seeds
2. Available knock-out mutants-? two putative mutants
3. Over-expression - Y

4. Promoter-GUS -Y
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MT-No Knock-out |Over-expr |Promoter- |Protein

mutants ess10n GUS exprerssion
vector

MT-1 YES (intron) VY vY v/pH 9/ Topo

MT-2 N/A VY vY v/pHis 9/ Topo

Mr-‘—3 YES (exon) “Y “Y V’leS 9/ TOpO
+BUTRSalk_148019)

MT-4 75 Utk salk_oo7is | 0 Progress  ¢fY v/pHis 9/ Topo

MT-9 YES (exon) In progress ¢fY In progress
+5" UTR Salk_103692

MT-12 hetero(exon) | Inprogress ¢fY v/pHis 9/ Topo
+3 additional Salk)

MT-13 ? In progress ¢f'Y v/pHis 9/ Topo
Intron Salk_047730
TIntron Salk O88960




