Table S3. Groups of functionally related genes up-regulated in roots of the oas-al mutant when compared with wild type
Genes with a fold change (log2[ratio between oas-al roots and wild type roots]) higher than 2 and P value < 0.05 are
shown in the table grouped by functional categories. Raw data can be found in the Supplemental material. The three genes

more highly expressed in the mutant are highlighted.

Functional category Annotation Fold change P value
(Locus identifier)
Stress
AT3G54420 Class IV chitinase (CHIV) 3.47 0.001
AT5G45070 Disease resistance protein (TIR class), putative 3.37 0.000
AT3G14200 DNAJ heat shock N-terminal domain-containing protein 2.69 0.007
AT5G49910 Heat shock protein 70 / HSP70 (HSC70-7) 2.09 0.005
AT2G17060 Disease resistance protein (TIR-NBS-LRR class), putative 2.07 0.003
AT3G13650 Disease resistance response protein-related/ similar to pathogenesis-related protein 2.04 0.027
Oxidative stress-related
AT2G36690 Oxidoreductase, 20G-Fe(l1) oxygenase family protein 4.30 0.000
AT1G19250 Flavin-containing monooxygenase family protein / FMO family protein 3.33 0.001
AT5G45340 Cytochrome P450 family protein 2.84 0.002
AT4G36430 Peroxidase, identical to cDNA class Il peroxidase ATP31 2.49 0.005
AT1G78340 Gutathione S-transferase, putative 2.42 0.015
AT4G37400 Cytochrome P450 family protein, similar to cytochrome P450 monooxygenase CYP91A2 2.29 0.000
Hormone signaling and metabolism
AT3G24500 Putative ethylene-responsive transcriptional coactivator MBF1 4.19 0.013
AT5G62920 Two-component responsive regulator / response regulator 6 (ARRG6) 2.56 0.018
AT4G34000 ABA-responsive element-binding protein / (ABRE) / (ABF3) 2.19 0.040
AT5G51310 Gibberellin 20-oxidase-related 2.06 0.025
Development
AT3G30720 Expressed protein, highly expressed in senescent leaves and mature pollen 4.04 0.000
AT5G47060 Senescence-associated protein-related, similar to SAG102 2.31 0.034
RNA

AT1G10480 Zinc finger (C2H2 type) family protein 3.02 0.002
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