Additional file 1. Transcriptional profiling: genes exhibiting more than 1.5-fold increase/decrease in transcript abundance in ABR17
transgenic A. thaliana seedlings.
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AGIL“ Operon annotations ratio SE p value

At5g20230  plastocyanin-like domain containing protein 1.55 0.14  1.57E-03
At4g36060  BASIC HELIX-LOOP-HELIX (BHLH)family protein 1.49 0.19  4.33E-03
At5g44420  plant defensin protein, putative (PDF1.2a) 1.40 0.38 1.48E-02
At5g42040  hypothetical protein 1.38 0.41  2.04E-02
At4g22450  hypothetical protein 1.37 0.17  3.96E-03
At5g44430  plant defensin protein, putative (PDF1.2¢) 1.35 0.40  2.03E-02
At3g45970  expansin protein family (EXPL1) 1.32 0.16  1.08E-03
At5g01920  protein kinase family 1.24 0.22  4.47E-03
At2g26010  plant defensin protein, putative (PDF1.3) 1.17 0.35 1.97E-02
At5gl0040  expressed protein 1.04 031  2.79E-02
Atlg75830  plant defensin protein, putative (PDF1.1) 1.04 0.30  1.72E-02
At2g26020  plant defensin protein, putative (PDF1.2b) 0.96 0.26  1.47E-02
Atlg07135  glycine-rich protein 0.95 0.19  7.89E-03
Atlg01560  mitogen-activated protein kinase (MAPK), putative (MPK11) 0.94 0.10  1.08E-02
At3g43850  hypothetical protein 0.94 0.13  5.71E-03
At2g26560  patatin, putative 0.90 0.12  6.39E-04
At5g39890  expressed protein 0.88 0.18  1.59E-02
Atlgl0070  tat-binding protein -related 0.88 0.06  8.70E-04
At2g22860  (AtPSK) phytosulfokine precursor 2 0.85 0.06  8.02E-04
At5g52760  heavy-metal-associated domain-containing protein 0.85 0.20  1.31E-02
At2g27080  expressed protein 0.82 0.16  1.31E-02
Atlgl9530  expressed protein 0.82 0.19  1.29E-02
At3g55980  expressed protein 0.82 0.19  2.41E-02
At2g47880  glutaredoxin protein family 0.82 0.22  3.43E-02
At3g62680  proline-rich protein family 0.82 0.11  4.77E-03
At4gl4365  expressed protein 0.82 0.11 1.57E-03
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At5g23060  expressed protein -0.63  0.06 1.75E-04
At4gl6370  isp4 like protein -0.64  0.07  2.52E-03
Atlg23740  oxidoreductase, zinc-binding dehydrogenase family -0.65 0.07  2.74E-04
At4g36030  armadillo repeat containing protein -0.65 0.15  2.19E-02
At4g37980  mannitol dehydrogenase (ELI3-1), putative -0.65 0.16  2.66E-02
At2g05100  light-harvesting chlorophyll a/b binding protein -0.66 0.11  2.23E-03
Atlg44000  expressed protein -0.68  0.12  4.24E-03
At2g31380  salt tolerance-like protein -0.68  0.08  8.32E-04
Atlg01060  myb family transcription factor -0.70  0.04  6.04E-05
At5g48490  protease inhibitor/seed storage/lipid transfer protein (LTP) family -0.71  0.18 1.14E-02
Atlg73870  CONSTANS B-box zinc finger family protein -0.71  0.20  3.75E-02
At3g47420  glycerol-3-phosphate transporter (glycerol 3-phosphate permease), putative -0.72  0.11  2.56E-03
At4g26850  expressed protein -0.72  0.08  2.54E-04
At5g55570  hypothetical protein -0.72  0.13  5.63E-03
At5g67370  expressed protein -0.73  0.09  3.82E-03
At5g05250  expressed protein -0.75  0.08  2.30E-03
At5g05270  chalcone-flavanone isomerase family -0.75 0.06  1.16E-03
At3g02380  Zinc finger protein CONSTANS-LIKE 2 (COL2) -0.75  0.06  2.31E-04
At5g53450  protein kinase family -0.76 ~ 0.11  2.12E-03
At3g27690  light harvesting chlorophyll A/B binding protein, putative -0.77  0.19  9.36E-03
At5g02120  one helix protein (OHP) -090  0.09 1.66E-04
At5g48850  male sterility MS5 family -099  0.17  9.96E-03
Atlg56430  nicotianamine synthase, putative -1.13  0.08  8.78E-04
At3g56980  bHLH protein family -1.36  0.13 1.91E-03

All expression ratios are significant (¢=0.05) and are in a log2 scale where fold change is ABR17/WT.
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