TABLE S2 Genes differentially regulated in arc4 mutant strain versus WT strain, grown in duck

serum
Gene/locus : . Fola .
name Function or description of product change_ln p-value g-value
expression
grxA glutaredoxin 1 -16.3 4.60E-06 0.004279
flgB cell-proximal porlt:ilognBof basal-body rod -14.6 0.001120 0.056753
FlgD flagellar hook formation protein FlgD -10.0 0.001539 0.064927
FlgE flagellar biosynthesis, hook protein FIgE -7.0 0.001448 0.063975
motA flagellar motor protein MotA -6.4 1.40E-05 0.007796
ydgR putative tripeptide transporter permease -6.4 0.001257 0.058511
FeoB ferrous iron transport protein B -6.0 2.07E-05 0.009627
fliM Flagellar motor switch protein -5.2 0.002583 0.077688
fhuC iron-hydroxamate transporter subunit -5.1 0.003364 0.087784
fliD flagellar capping protein -4.7 0.000139 0.025915
amtB putative ammonium transporter -4.6 0.001037  0.054607
fliH flagellar assembly protein -4.6 0.000892 0.050819
FlgK flagellar hook-associated protein -4.5 6.26E-05 0.017471
fliK flagellar hook-length control protein -4.4 0.003865 0.094289
fliA flagellar biosynthesis sigma factor FliA -4.2 0.001138 0.056753
gInQ glutamine ABC transporter ATP-binding -4.2 0.002283  0.074080
component
motB flagellar motor protein -4.1 0.000682 0.045341
fliC flagellin -4.0 0.000221 0.030852
yidE putative amino gcid/am!ne transport -4.0 0.003041 0.084496
protein,cryptic
ginP glutamine transport protein GInP -3.9 0.001508 0.064759
CheA chemotaxis protein CheA -3.9 5.80E-05 0.017471
cheW positive regulato_r (_)f CheA protein -3.7 0.000211  0.030852
activity
flgH flagellar basal body L-ring protein -3.5 0.003964  0.094430
precursor
cheY chemotaxis protein CheY -3.5 0.001637 0.065296
adiy putative regulatory protein AdiY -3.3 0.003795 0.093765
cheR chemotaxis regulator, protein-glutamate -3.3 0.000890  0.050819
methyltransferase
ahpC alkyl hydroper‘szfgﬁi[eductase, C22 -3.3 0.001125 0.056753
tar methyl-accepting chemotaxis protein 1l -3.3 0.003669 0.092843
oppD oligopeptide transport ATP-binding -3.2 0.000808  0.050819
protein OppD
fliG flagellar motor switch protein G -3.2 0.001927 0.069285
oppB oligopeptide transport permease protein -3.2 0.000180 0.030852
CitE citrate lyase beta chain -3.2 0.000557  0.041502
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