Supplemental Table 1. ArgR affected genes’

Ratio* E Phase Ratio* PE Phase

ORF Predicted Protein Gene Category AargR/ wild-type AargR/ wild-type
Ipg0064 hypothetical - Function Unknown 0.097 -1.502
Ipg0069 tRNA-Asn - tRNA -0.270 -1.578
Ipg0076 conserved hypothetical protein - Function Unknown 0.737 1.714
Ipg0112 hypothetical protein - Function Unknown -0.517 -1.541
Ipg0154 ORF - Function Unknown -0.169 -1.899
Ipg0173 transcriptional regulator, LysR - Transcription & Signal Transductio1 -0.082 -1.714
Ipg0174 pyoverdine biosynthesis protein, PvcA pvcA  Transport & Binding 0.557 -5.528
Ipg0175 pyoverdine biosynthesis protein, PvcB pveB  Transport & Binding 0.593 -4.021
Ipg0177 chloramphenicol resistance protein - Transport & Binding 1.200 -3.879
Ipg0179 O-methyltransferase - Function Unknown -1.290 -2.419
Ipg0209 ORF - Function Unknown 0.311 1.751
Ipg0218 phosphoribosylaminoimidazole carboxylase purE  Nucleotide Metabolism 0.319 -1.760
Ipg0227 Ceg7 ceg7  lem/Dot Translocated Substrates -0.076 -1.578
Ipg0239 4-aminobutyrate aminotransferase gabT  Amino Acid Metabolism 0.504 1.547
Ipg0286 oxidoreductase - Function Unknown 0.028 1.761
Ipg0438 ORF - Function Unknown 0.456 1.812
Ipg0443 IcmR icmR  Transport & Binding 0.298 1.830
Ipg0444 IcmQ icmQ  Transport & Binding 0.186 1.645
Ipg0452 IcmG (DotF) icmG  Transport & Binding 0.035 1.625
Ipg0460 phosphoribosylamineimidazolecarboxamide purH  Nucleotide Metabolism 0.316 1.580
Ipg0463 acetyl CoA carboxylase - Carbohydrate Metabolism -0.680 2.395
Ipg0482 endo-1,4 beta-glucanase - Protein Fate -0.025 2.344
Ipg0483 ankyrin repeat protein, LegA12 legA12 Icm/Dot Translocated Substrates -0.075 -1.914
Ipg0491 amino acid ABC transporter, periplasmic binding protein - Transport & Binding 7.591 5.103
Ipg0492 amino acid ABC transporter, permease yqiY  Transport & Binding 7.923 5.200
Ipg0493 amino acid ABC transporter, ATP binding component - Transport & Binding 7.291 4.744
Ipg0494  argininosuccinate synthase argG ~ Amino Acid Metabolism 7.144 3.883
Ipg0495 argininosuccinate lyase argH  Amino Acid Metabolism 5.494 3.907
Ipg0496  ornithine carbamoyltransferase argFF Amino Acid Metabolism 5.012 3.573
Ipg0497 adenosine deaminase - Nucleotide Metabolism -0.350 2.196
Ipg0516 conserved hypothetical protein - Function Unknown -0.392 -1.625
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-0.020
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0.940
-2.167
-1.589
1.765
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1.750
-1.839
2.100
2.899
-3.252
2.146
4.856
-2.327
-1.634
2.392

T affected genes defined as log, ratio +/- 1.5 (3-fold or greater) and pval<0.005
*log, ratio AargR (GAH280) / Wt (KS79)



