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A. Supporting Figures
Fig. S1. Changes of metabolic activity following the addition of H2O2 in mid-log phase D. vulgaris culture. The concentration of lactate, acetate and sulfate are shown. Left panel: control; right panel: with H2O2 treatment. Circle: wild-type; triangle: ΔperR mutant; square: Δfur mutant. The data shown are the averages of three biological replicates.

Fig. S2. Profile of differentially expressed genes in COG functional categories in D. vulgaris following the addition of to 1 mM H2O2. ■: increase of gene expression; □: decrease of gene expression. 

Fig. S3. Clustering analysis of expression profiles of selected genes. A. Genes involved in DNA replication, recombination and repair. B. Genes involved in signal transduction mechanisms. C. SRB signature genes. The heat-maps were graphed using Cluster 3.0 and Treeview (Eisen et al., 1998). Red and green indicate genes that are induced and repressed, respectively.
Fig. S4. Alignment of D. vulagris and B. subtilis PerR proteins. Only different amino acids are shown. The arrows show the conserved amino acids which form the high-affinity Zn2+-binding site (C96, C99, C136 and C139) and candidate ligands for the regulatory ion, Fe2+ or Mn2+(H37, D85, H91, H93 and D104).

B. Supporting Tables
Table S1. The temporal gene expression pattern of selected genes in gene co-expression network
Table S2. Top twenty up- or down-regulated genes at 120 min after 1 mM H2O2 treatment
Table S3. Up-regulated H2O2 responsive genes independent of PerR or Fur (1 mM 120 min vs 0 mM 120 min)
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Fig. S1. Changes of metabolic activity following the addition of H2O2 in mid-log phase D. vulgaris culture. The concentration of lactate, acetate and sulfate are shown. Left panel: control; right panel: with H2O2 treatment. Circle: wild-type; triangle: ΔperR mutant; square: Δfur mutant. The data shown are the averages of three biological replicates.
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Fig. S2. Profile of differentially expressed genes in COG functional categories in D. vulgaris following the addition of to 1 mM H2O2. ■: increase of gene expression; □: decrease of gene expression. 
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Fig. S3. Clustering analysis of expression profiles of selected genes. A. Genes involved in DNA replication, recombination and repair. B. Genes involved in signal transduction mechanisms. C. SRB signature genes. The heat-maps were graphed using Cluster 3.0 and Treeview (Eisen et al., 1998). Red and green indicate genes that are induced and repressed, respectively.
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Fig. S4. Alignment of D. vulagris and B. subtilis PerR proteins. Only different amino acids are shown. The arrows show the conserved amino acids which form the high-affinity Zn2+-binding site (C96, C99, C136 and C139) and candidate ligands for the regulatory ion, Fe2+ or Mn2+(H37, D85, H91, H93 and D104).


[image: image5.emf]Table S1 The temporal gene expression pattern of selected genes in gene co-expression network

Selected genes in Module 1

DVU no. Name

No. of 

connections

Annotated function

30 min 60 min 120 min 240 min 480 min

DVU0106 glnP 13 glutamine ABC transporter, permease protein (glnP)

-1.6(-3.1)-2.4(-4.4)

-2.2(-3.8) -0.3(-0.5) -0.1(-0.2)

DVU0280wbaZ-2  13 glycosyl transferase, group 1 family protein

-1.3(-2.4)-2.5(-4.2)

-3.7(-6.1) -0.8(-1.2) -0.2(-0.4)

DVU1655 aspC 8 aminotransferase, classes I and II

-1.2(-2.4)-1.4(-2.7)

-1.8(-2.9)

0.1(0.2)

-0.2(-0.4)

DVU1144 10 transcriptional regulator, Cro/CI family

-1.0(-1.7)-2.0(-3.7)

-2.1(-3.4)

0.2(0.4) 0.6(1.2)

DVU0299 12 anaerobic ribonucleoside-triphosphate reductase, putative -0.8(-1.5)

-1.6(-2.8)

-2.3(-4.2)-1.1(-1.8) -0.3(-0.6)

DVU0551 livF 12

high-affinity branched-chain amino acid ABC transporter ATP-binding protein

NA

-1.8(-3.1)

-2.5(-4.0)

0.5(0.8) 0.1(0.2)

DVU0776 atpG  11 ATP synthase, F1 gamma subunit -0.6(-1.1)

-1.1(-2.0)

-2.3(-3.7) -0.5(-0.5) -0.1(-0.1)

DVU0777 atpA  11 ATP synthase, F1 alpha subunit -0.4(-0.7)

-1.6(-2.9)

-2.3(-3.8) -0.4(-0.4) -0.3(-0.5)

DVU1286 dsrP 9 Integral membrane protein -0.6(-1.2)

-1.7(-3.2)

-2.3(-4.1) -0.6(-0.7)

0.1(0.2)

DVU1287 dsrO  3 Periplasmic (Tat), binds 2[4Fe-4S] -0.4(-0.8)-0.7(-1.4)

-1.3(-2.2) -0.2(-0.2)

0.0(0.0)

DVU1288 dsrJ  9 Periplasmic (Sec) triheme cytochrome c -0.2(-0.4)

-1.0(-1.8)

-1.7(-2.9) -0.4(-0.5) -0.0(-0.1)

DVU1289 dsrK  4 Cytoplasmic, binds 2 [4Fe-4S] -0.2(-0.4)-0.8(-1.5)

-1.3(-2.0) -0.2(-0.2) -0.0(-0.1)

DVU1290 dsrM  1 Inner membrane protein binds 2 heme b 0.1(0.2)

-1.2(-2.3)

-2.2(-3.6)

0.1(0.1) 0.1(0.2)

DVU1204 fabF  10 3-oxoacyl-(acyl-carrier-protein) synthase II -0.5(-0.9)

-1.1(-1.9)

-1.6(-2.6) -0.1(-0.2)

0.2(0.5)

DVU2225 7 acetyl-CoA carboxylase, carboxyl transferase, alpha/beta subunit-0.7(-1.2)

-1.4(-2.5)

-2.7(-3.7) -0.6(-0.6)

0.1(0.2)

DVU2226 accC  7 acetyl-CoA carboxylase, biotin carboxylase, putative -0.5(-1.0)

-1.2(-2.2)

-1.3(-2.4) -0.3(-0.4) -0.4(-0.8)

DVU1309 rpsC  9 ribosomal protein S3 -0.3(-0.6)

-1.0(-2.0)

-1.1(-2.1) -0.0(-0.0)

0.0(0.1)

DVU2924 rplK  6 ribosomal protein L11 -0.5(-0.9)-1.2(-0.0)

-1.8(-3.4) -0.1(-0.2)

0.1(0.2)

DVU1310 rplP 9 ribosomal protein L16 (rplP) -0.5(-0.9)

-1.0(-1.9)

-1.6(-2.9) -0.3(-0.4)

0.0(-0.1)

DVU1311 rpmC 8 ribosomal protein L29 (rpmC) -0.4(-0.7)-0.9(-1.6)

-1.3(-2.2) -0.2(-0.3)

0.2(0.3)

DVU0758 11 hypothetical protein

1.4(2.0) 1.4(2.6) 2.5(4.2)

1.4(1.1)

-0.3(-0.5)

DVU0665 NA  12 nitrogen fixation protein nifU

1.6(2.9) 2.1(3.6) 2.4(4.6)

0.7(1.3) 0.5(1.0)

DVU1457 trxB  8 thioredoxin reductase, putative

1.2(2.1) 1.8(3.4) 2.2(4.2)

1.1(1.0) 0.0(0.1)

DVU1601 NA  8 ATP-dependent Clp protease adaptor protein ClpS

1.4(2.5) 1.9(3.6) 2.8(5.1)

1.5(1.4) 0.5(1.0)

DVU1875 NA  7 dafA protein

2.1(3.1) 2.7(4.7) 3.3(6.2)

1.6(1.2)

-0.0(-0.0)

DVU1876 dnaJ  7 dnaJ protein, putative

1.9(3.6) 2.7(5.0) 3.0(5.1)

1.4(1.3) 0.2(0.3)

DVU1984 msrA  7 peptide methionine sulfoxide reductase MsrA

1.2(2.2) 2.0(3.6) 3.0(6.0)1.4(1.5)

0.2(0.3)

DVU0576 msrB 5 peptide methionine sulfoxide reductase MsrB

3.0(5.0) 3.2(5.6) 3.0(5.5)2.1(1.7)

0.3 (0.5)

DVU2282 NA  6 hypothetical protein

2.3(4.5) 3.2(5.6) 3.9(7.6)2.2(1.7)

0.2(0.4)

DVU2310 NA  6 metallo-beta-lactamase family protein

2.3(3.8) 2.7(4.7) 3.3(5.7)1.9(1.6)

0.4(0.8)

DVU0758 NA  11 hypothetical protein

1.4(2.0) 1.4(2.5) 2.5(4.1)

1.4(1.0)

-0.3(-0.5)

DVU1193 radC  5 DNA repair protein RadC

1.0(1.8) 1.4(2.6) 2.4(4.4)

1.3(1.3)

-0.0(-0.0)

DVU3136 NA  6 nitroreductase family protein

2.2(4.1) 3.8(7.0) 5.0(9.2)1.3(1.6)

0.6(1.1)

Module 2

DVU2494 NA peptidase, M48 family

2.4(3.6) 2.0(3.6) 2.2(4.2)2.3(1.9)

0.5(1.0)

DVU1468 htrA peptidase/PDZ domain protein

1.4(2.4) 1.5(2.9) 1.8(3.3)1.2(1.3)

-0.0(-0.0)

DVU2571 feoB ferrous iron transport protein B

1.1(1.8) 1.2(2.3) 1.7(3.1)1.9(1.5)

0.5(0.9)

DVU0241 NA MTH1175-like domain family protein

1.2(2.1) 1.6(3.0) 1.9(3.7)1.0(1.7)

-0.0(-0.0)

DVU0242 NA SEC-C motif domain protein 0.9(1.7)

1.1(2.0) 1.8(3.5)

0.7(1.1)

-0.1(-0.2)

Module 3

DVU3030 ackA acetate kinase -0.8(-1.4)

-0.7(-1.5)

-2.2(-4.2) -1.1(-1.4) -0.6(-1.2)

DVU3032 NA conserved hypothetical protein -0.1(-0.2)-0.4(-0.8)

-2.1 (-3.6) -0.8(-1.1) -0.4(-0.7)

DVU3033 NA iron-sulfur cluster-binding protein -0.2(-0.3)-0.4(-0.8)

-1.5(-2.7) -0.9(-1.2) -0.3(-0.6)

DVU3093 rdl rubredoxin-like protein 0.5(0.9) 0.9(1.7)

1.7(3.0)

0.8(1.0) 0.3(0.5)

Module 4

DVU2794 NA NADH:quinone oxidoreductase subunit RnfG 0.2(0.4)

-0.2(-0.4)

-1.6(-2.7) -0.7(-1.1) -0.9(-1.7)

DVU0264 tmcB  Transmembrane complex, ferredoxin, 2 [4Fe-4S] 0.1(0.1) -0.2(-0.4)

-1.0(-1.9) -0.5(-0.9) -0.7(-1.3)

DVU0263 tmcA  Transmembrane complex, tetraheme cytochrome c3 0.0(0.1)

0.0(0.0)

-0.9(-1.6) -0.2(-0.4) -0.6(-1.2)

DVU0260 mtrA  response regulator -0.1(-0.1)

-0.5(-0.9)

-1.3(-2.4) -0.6(-1.1) -0.7(-1.4)

DVU0035 NA hypothetical protein 0.2(0.4) 0.6(1.1)

2.0(3.9)

0.5(0.7) 0.6(1.1)

Module 5

DVU2077 NA conserved hypothetical protein -0.2(-0.3)

-1.0(-1.9)

-1.8(-3.0) -0.6(-0.9) -0.7 (-1.4)

DVU2078cheR-2  chemotaxis protein methyltransferase -0.4(-0.8)

-1.1(-2.1)

-1.5(-2.7) -0.6(-0.9) -0.8(-1.5)

DVU2288 NA  hydrogenase, CooL subunit, putative -0.3(-0.6)-0.5(-1.0)

-1.3(-2.4) -0.5(-0.7) -0.7(-1.5)

DVU2289 b2488  hydrogenase, CooX subunit, putative -0.4(-0.7)-0.7(-1.4)

-1.3(-2.2) -0.5(-0.8) -0.8(-1.5)

DVU0657 NA  heat shock protein, Hsp20 family -0.1(-0.1)-0.8(-1.4)

-1.3(-2.2) -0.6(-1.0) -0.7(-1.4)

DVU2330 NA MRP family protein -0.4(-0.8)-0.9(-1.7)

-1.7(-3.0) -0.3(-0.4) -0.4(-0.9)

DVU3174 ubiE  ubiquinone/menaquinone biosynthesis methlytransferase UbiE -0.2(-0.4)

-1.2(-2.2)

-2.1(-3.3) -0.0(-0.0) -0.4(-0.7)

DVU2070 NA  TPR domain protein -0.3(-0.5)-0.6(-1.1)

-1.3(-2.2) -0.5(-0.6) -0.6(-1.2)

Log

2

R (treatment/control) ratios of transcriptional response are shown.  Values in parentheses are Z scores.

Bold indicates more than two folds of gene expression changes(|Log

2

R|≥1, |Z|≥1.5). 
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DVU no.NameAnnotated function  30 min  60 min  120 min 240 min  480 min

DVU0526 NA drug resistance transporter, putative 0.9 (0.7) 2.5 (2.2) 5.0 (3.5) 1.0 (0.6) -0.3 (-0.4)

DVU3136 NA nitroreductase family protein 2.2 (4.1) 3.8 (6.9) 5.0 (9.2) 1.3 (1.6) 0.6 (1.1)

DVU1151 NA hypothetical protein 3.2 (2.1) 2.5 (2.2) 4.6 (3.5) 1.2 (1.0) 1.0 (1.6)

DVU0298 NA hypothetical protein 2.9 (4.8) 2.8 (5.2) 4.4 (7.9) 3.2 (2.2) 0.0 (0.0)

DVU0419 nspCcarboxynorspermidine decarboxylase 3.1 (6.1) 3.6 (7.1) 4.3 (8.5) 2.3 (2.3) 0.9 (1.7)

DVU2096 NA hypothetical protein -0.1 (-0.2) 1.4 (2.0) 4.1 (2.8) 0.1 (0.1) -1.5 (-0.9)

DVU0572 NA hypothetical protein 1.8 (3.5) 2.7 (5.3) 4.1 (7.5) 1.3 (1.9) 0.7 (1.5)

DVU2977 NA hypothetical protein 2.6 (4.7) 3.6 (6.6) 3.9 (7.3) 2.5 (1.9) 0.4 (0.8)

DVU2282 NA hypothetical protein 2.3 (4.5) 3.2 (5.6) 3.9 (7.6) 2.2 (1.7) 0.2 (0.4)

DVU0590 NA hypothetical protein 3.1 (5.6) 3.6 (4.3) 3.6 (6.2) 3.0 (1.8) -0.1 (-0.1)

DVU2893 flgG flagellar basal-body rod protein, putative 2.1 (3.9) 2.5 (4.8) 3.5 (6.2) 1.6 (1.8) 1.4 (2.6)

DVU0728 NA hypothetical protein 0.1 (0.1) 0.5 (0.4) 3.5 (5.3) 1.1 (0.5) -0.7 (-0.4)

DVU1496 NA hypothetical protein 0.8 (1.1) 2.7 (2.1) 3.5 (3.0) 0.3 (0.2) 1.5 (1.4)

DVU3346 NA hypothetical protein 2.3 (2.4) 2.7 (4.7) 3.5 (5.8) 2.8 (1.8) 0.5 (0.8)

DVU2639 NA conserved hypothetical protein 1.5 (2.6) 1.6 (3.1) 3.5 (6.6) 2.2 (2.3) 1.0 (1.9)

DVU0727 NA conserved hypothetical protein 0.6 (1.1) 1.6 (2.8) 3.5 (5.0) 1.1 (1.3) 0.0 (0.1)

DVU1644 NA permease, putative 0.9 (1.7) 1.3 (2.3) 3.5 (4.7) 0.9 (0.9) -0.0 (-0.0)

DVU2321 NA hypothetical protein 0.0 (0.0) 1.0 (1.8) 3.4 (5.4) 1.4 (1.1) -0.3 (-0.2)

DVU2442 NA heat shock protein, Hsp20 family 2.9 (3.4) 3.0 (4.3) 3.4 (5.4) 1.3 (1.9) 0.9 (1.8)

DVU0359 NA HesB-like domain 1.6 (2.5) 1.4 (2.1) 3.4 (6.2) 0.6 (0.6) -1.0 (-1.3)

Top twenty down-reegulated genes at 120 min after 1 mM H

2

O

2

 treatment.

DVU no.NameAnnotated function  30 min 60 min 120 min  240 min 480 min

DVU0123 NA membrane protein, putative -1.2 (-1.1) -0.6 (-0.5) -5.2 (-4.4)-5.6 (-3.3)-6.0 (-3.3)

DVU1548 NA outer membrane transport protein, OmpP1/FadL/TodX -0.1 (-0.2) -3.3 (-6.1)-4.3 (-8.0)-0.3 (-0.2) 0.5 (0.8)

DVU2803 NA membrane protein, putative NA -1.4 (-2.4)-3.8 (-4.4)-0.8 (-0.6) -1.3 (-1.8)

DVU3023 atoC sigma-54 dependent DNA-binding response regulator -1.0 (-1.8)-4.3 (-6.1)-3.8 (-6.7)-0.5 (-0.3) -0.9 (-1.2)

DVU0280

wbaZ-2

glycosyl transferase, group 1 family protein -1.3 (-2.4)-2.5 (-4.2)-3.7 (-6.1)-0.8 (-1.2) -0.2 (-0.4)

DVU3161 NA ABC transporter, ATP-binding protein -1.6 (-2.7) -2.8 (-0.1) -3.6 (-6.1)-1.1 (-0.8) -0.1 (-0.1)

DVU1260 NA outer membrane protein P1, putative -0.4 (-0.8) -2.6 (-4.6)-3.4 (-3.4)-0.2 (-0.2) 0.2 (0.3)

DVU2957 NA hypothetical protein -2.8 (-4.7)-4.7 (-8.4)-3.3 (-4.0) 1.0 (1.2) -0.3 (-0.5)

DVU2633 NA transcriptional regulator, putative -2.9 (-2.7)-4.1 (-5.2)-3.2 (-4.2) 0.5 (0.6) -0.1 (-0.1)

DVU0252 NA hypothetical protein -1.5 (-0.0) -3.8 (-3.7)-3.1 (-3.7)-0.2 (-0.4) -0.2 (-0.0)

DVU2942 purB adenylosuccinate lyase -0.5 (-0.9) NA -3.0 (-3.6) NA -0.2 (-0.4)

DVU1935 phnEphosphonate ABC transporter, permease protein -1.5 (-2.5)-4.5 (-7.2)-3.0 (-4.1)-0.3 (-0.1) 0.1 (0.2)

DVU1626 NA hypothetical protein -1.2 (-2.4)-1.8 (-3.2)-3.0 (-4.3)-0.8 (-0.7) 0.1 (0.2)

DVU3375 ftsE cell division ATP-binding protein FtsE, putative -1.2 (-2.3) -2.6 (-0.1) -2.9 (-2.9)-0.3 (-0.3) -0.2 (-0.0)

DVU1650 NA conserved hypothetical protein -0.8 (-1.1) -1.6 (-2.8)-2.9 (-4.6)-0.7 (-0.4) -0.2 (-0.4)

DVU1464 NA heptosyltransferase family protein -1.2 (-2.2)-2.7 (-4.6)-2.9 (-4.5) 0.0 (0.1) -1.0 (-0.0)

DVU2558 bioB biotin synthase -1.0 (-1.5) -0.7 (-1.0) -2.9 (-4.8)-0.6 (-0.0) -1.7 (-2.7)

DVU0670 NA exopolysaccharide production protein, putative -0.3 (-0.5) -2.2 (-2.8)-2.8 (-4.8) 0.2 (0.1) -0.6 (-0.7)

DVU0165 oppF oligopeptide/dipeptide ABC transporter, ATP-binding  -0.7 (-1.3) -1.9 (-3.4)-2.8 (-3.5)-0.1 (-0.1) 0.2 (0.4)

DVU3261 frdC fumarate reductase, cytochrome b subunit -0.3 (-0.5) -2.6 (-3.4)-2.8 (-3.4) 0.0 (0.0) -0.6 (-1.0)

Log

2

R (treatment/control) ratios of transcriptional response are shown.  Values in parentheses are Z scores.

Bold indicates more than two folds of gene expression changes (|Log

2

R|

≥

1, |Z| 

≥

1.5). 
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responsive genes independent of PerR or Fur  (1 mM 120 min vs 0 mM 120 min)

DVU no. Gene name Annotated function             Expression ratio in strains

WT ΔperR Δfur

Cell motility

DVU2078 cheB-2  protein-glutamate methylesterase CheB 2.2(3.8) 2.3(3.6) 2.7(2.7)

DVU2893 flgG  flagellar basal-body rod protein, putative 1.9(2.6) 3.2(5.8) 2.5(2.8)

Energy production and conversion

DVU3136  NA nitroreductase family protein 3.2(4.2) 4.7(7.1) 2.3(1.8)

DVU0665  NA nitrogen fixation protein nifU 2.2(4.3) 3.7(7.2) 2.6(2.5)

Amino acid transport and metabolism

DVU0419 nspC  carboxynorspermidine decarboxylase 3.1(4.6) 4.5(7.9) 3.1(2.2)

DVU0421  NA agmatinase, putative 1.7(2.2) 2.4(3.8) 2.7(2.1)

Posttranslational modification, protein turnover, chaperons

DVU1457 trxB  thioredoxin reductase, putative 1.9(3.3) 2.5(4.7) 1.7(1.7)

DVU0576 msrB  peptide methionine sulfoxide reductase MsrB 2.9(4.8) 3.7(6.3) 2.7(2.1)

DVU0811 dnaK  dnaK protein 1.7(3.1) 2.6(5.1) 3.1(2.8)

DVU1337 lon  ATP-dependent protease La 1.7(2.7) 2.3(4.4) 2.6(2.0)

DVU1468 htrA  peptidase/PDZ domain protein 2.2(3.5) 1.6(3.0) 1.6(2.3)

DVU1976 groEL  chaperonin, 60 kDa 2.1(3.3) 2.5(4.4) 2.8(2.6)

DVU1977 groES  chaperonin, 10 kDa 2.5(4.5) 3.4(6.4) 3.2(3.2)

DVU2441 hspC  heat shock protein, Hsp20 family 4.7(7.0) 5.4(7.4) 4.0(3.4)

DVU2442  NA heat shock protein, Hsp20 family 4.9(7.8) 5.4(9.0) 4.9(3.8)

DVU2494  NA peptidase, M48 family 2.6(4.8) 3.6(5.4) 2.4(2.2)

DVU2643 htpG  heat shock protein HtpG 2.8(4.2) 2.9(5.0) 3.0(3.0)

Signal transduction mechanisms

DVU2079  NA sensory box histidine kinase 2.5(4.8) 3.3(6.4) 3.2(3.2)

General function prediction only

DVU0819 isf-1  FMN reductase, NADPH-dependent 3.1(4.7) 2.9(5.1) 2.4(1.7)

DVU2470 b0786  membrane protein, putaive 1.7(3.0) 2.0(3.6) 2.2(2.2)

DVU2978  NA hydrolase, haloacid dehalogenase-like family 2.5(4.4) 3.7(6.7) 2.7(2.2)

DVU1430  NA peptidase, M16 family 2.3(3.5) 2.6(3.3) 2.2(2.0)

DVU1212 fsxA  fxsA protein 1.9(3.6) 3.4(3.9) 2.6(2.1)

DVU3135 mdaB  flavodoxin-like fold domain protein 3.4(4.6) 4.3(7.5) 2.7(1.7)

Function unknown

DVU1875  NA dafA protein 2.2(3.9) 2.9(5.2) 1.9(2.4)

DVU0241  NA MTH1175-like domain family protein 2.2(4.0) 2.4(4.6) 2.7(2.5)

DVU0242  NA SEC-C motif domain protein 1.6(2.4) 2.0(3.9) 2.3(2.7)

DVU2974  NA hypothetical protein 2.0(2.6) 2.0(3.1) 1.9(1.6)

DVU2975  NA hydrolase, putative 2.5(4.6) 3.3(6.0) 2.5(2.5)

DVU2977  NA hypothetical protein 2.2(3.3) 2.6(4.7) 2.7(2.4)

DVU3346  NA hypothetical protein 2.3(3.1) 3.2(3.1) 2.0(1.9)

DVU0420  NA hypothetical protein 2.2(4.2) 3.6(5.2) 2.6(2.1)

DVU0572  NA hypothetical protein 1.8(2.7) 3.0(5.6) 1.6(1.8)

Log

2

R (treatment/control) are shown. Values in parentheses are Z scores.
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		VIMSS		Gene Id		Links		Name		Desc		1 mM H2O2 30 min

												VS

												0, sterile water 30 min

		206589		DVU1151		I | A | O		NA		hypothetical protein		logR=3.20

												z=2.05

		209534		DVU0590		I | A | O		NA		hypothetical protein		logR=3.10

												z=5.57

		209355		DVU0419		I | A | O		nspC		carboxynorspermidine decarboxylase		logR=3.09

												z=6.10

		209519		DVU0576		I | A | O		msrB		peptide methionine sulfoxide reductase MsrB		logR=2.96

												z=5.03

		209232		DVU0298		I | A | O		NA		hypothetical protein		logR=2.92

												z=4.81

		207935		DVU2442		I | A | O		NA		heat shock protein, Hsp20 family		logR=2.86

												z=3.40

		208840		DVU3314		I | A | O		NA		peptidase, U32 family		logR=2.78

												z=1.61

		208491		DVU2978		I | A | O		NA		hydrolase, haloacid dehalogenase-like family		logR=2.63

												z=4.05

		208490		DVU2977		I | A | O		NA		hypothetical protein		logR=2.61

												z=4.65

		208488		DVU2975		I | A | O		NA		hydrolase, putative		logR=2.57

												z=4.38

		209356		DVU0420		I | A | O		NA		hypothetical protein		logR=2.47

												z=4.32

		207991		DVU2494		I | A | O		NA		peptidase, M48 family		logR=2.44

												z=3.63

		207812		DVU2325		I | A | O		merP		mercuric transport protein periplasmic component		logR=2.43

												z=3.86

		207678		DVU2194		I | A | O		NA		hypothetical protein		logR=2.36

												z=2.18

		207768		DVU2282		I | A | O		NA		hypothetical protein		logR=2.33

												z=4.49

		207797		DVU2310		I | A | O		NA		metallo-beta-lactamase family protein		logR=2.32

												z=3.84

		208913		DVU3385		I | A | O		NA		hypothetical protein		logR=2.31

												z=4.11

		208873		DVU3346		I | A | O		NA		hypothetical protein		logR=2.31

												z=2.37

		408320		DVU1482		I | A | O		NA		hypothetical protein		logR=2.29

												z=3.07

		206651		DVU1212		I | A | O		fsxA		fxsA protein		logR=2.21

												z=3.90

		VIMSS		Gene Id		Links		Name		Desc		1 mM H2O2 60 min

												VS

												0, sterile water 60 min

		208871		DVU3345		I | A | O		NA		hypothetical protein		logR=4.31

												z=3.27

		208655		DVU3136		I | A | O		NA		nitroreductase family protein		logR=3.80

												z=6.91

		208490		DVU2977		I | A | O		NA		hypothetical protein		logR=3.64

												z=6.63

		209355		DVU0419		I | A | O		nspC		carboxynorspermidine decarboxylase		logR=3.64

												z=7.11

		209534		DVU0590		I | A | O		NA		hypothetical protein		logR=3.55

												z=4.28

		207634		DVU2155		I | A | O		NA		hypothetical protein		logR=3.51

												z=5.68

		207470		DVU1998		I | A | O		NA		hypothetical protein		logR=3.24

												z=3.45

		207768		DVU2282		I | A | O		NA		hypothetical protein		logR=3.21

												z=5.64

		209519		DVU0576		I | A | O		msrB		peptide methionine sulfoxide reductase MsrB		logR=3.19

												z=5.63

		207519		DVU2046		I | A | O		NA		hypothetical protein		logR=3.19

												z=3.00

		208913		DVU3385		I | A | O		NA		hypothetical protein		logR=3.11

												z=5.40

		207150		DVU1691		I | A | O		NA		hypothetical protein		logR=3.10

												z=3.14

		208488		DVU2975		I | A | O		NA		hydrolase, putative		logR=3.06

												z=5.25

		206199		DVU0772		I | A | O		NA		hypothetical protein		logR=3.01

												z=5.30

		207935		DVU2442		I | A | O		NA		heat shock protein, Hsp20 family		logR=2.98

												z=4.29

		207212		DVU1749		I | A | O		NA		hypothetical protein		logR=2.93

												z=2.68

		209356		DVU0420		I | A | O		NA		hypothetical protein		logR=2.93

												z=5.55

		208069		DVU2572		I | A | O		feoA		ferrous iron transport protein A		logR=2.83

												z=5.33

		209232		DVU0298		I | A | O		NA		hypothetical protein		logR=2.82

												z=5.22

		207513		DVU2040		I | A | O		NA		hypothetical protein		logR=2.80

												z=2.40

		208071		DVU2574		I | A | O		feoA		ferrous iron transporter component feoA		logR=2.79

												z=5.08

		VIMSS		Gene Id		Links		Name		Desc		1 mM H2O2 120 min

												VS

												0, sterile water 120 min

		209465		DVU0526		I | A | O		NA		drug resistance transporter, putative		logR=4.99

												z=3.54

		208655		DVU3136		I | A | O		NA		nitroreductase family protein		logR=4.98

												z=9.21

		206589		DVU1151		I | A | O		NA		hypothetical protein		logR=4.63

												z=3.52

		209232		DVU0298		I | A | O		NA		hypothetical protein		logR=4.35

												z=7.85

		209355		DVU0419		I | A | O		nspC		carboxynorspermidine decarboxylase		logR=4.26

												z=8.47

		207571		DVU2096		I | A | O		NA		hypothetical protein		logR=4.14

												z=2.75

		209514		DVU0572		I | A | O		NA		hypothetical protein		logR=4.14

												z=7.52

		208490		DVU2977		I | A | O		NA		hypothetical protein		logR=3.89

												z=7.32

		207768		DVU2282		I | A | O		NA		hypothetical protein		logR=3.88

												z=7.60

		209534		DVU0590		I | A | O		NA		hypothetical protein		logR=3.58

												z=6.18

		208402		DVU2893		I | A | O		flgG		flagellar basal-body rod protein, putative		logR=3.53

												z=6.15

		206154		DVU0728		I | A | O		NA		hypothetical protein		logR=3.51

												z=5.25

		408327		DVU1496		I | A | O		NA		hypothetical protein		logR=3.50

												z=3.01

		208873		DVU3346		I | A | O		NA		hypothetical protein		logR=3.49

												z=5.81

		208138		DVU2639		I | A | O		NA		conserved hypothetical protein		logR=3.48

												z=6.56

		206153		DVU0727		I | A | O		NA		conserved hypothetical protein		logR=3.48

												z=5.00

		207100		DVU1644		I | A | O		NA		permease, putative		logR=3.45

												z=4.65

		207808		DVU2321		I | A | O		NA		hypothetical protein		logR=3.43

												z=5.35

		207935		DVU2442		I | A | O		NA		heat shock protein, Hsp20 family		logR=3.41

												z=5.37

		209293		DVU0359		I | A | O		NA		HesB-like domain		logR=3.40

												z=6.17

		VIMSS		Gene Id		Links		Name		Desc		1 mM H2O2 240 min

												VS

												0, sterile water 240 min

		208913		DVU3385		I | A | O		NA		hypothetical protein		logR=4.21

												z=4.65

		209232		DVU0298		I | A | O		NA		hypothetical protein		logR=3.21

												z=2.24

		209534		DVU0590		I | A | O		NA		hypothetical protein		logR=2.96

												z=1.75

		207134		DVU1675		I | A | O		NA		hypothetical protein		logR=2.85

												z=3.50

		208873		DVU3346		I | A | O		NA		hypothetical protein		logR=2.77

												z=1.75

		207812		DVU2325		I | A | O		merP		mercuric transport protein periplasmic component		logR=2.71

												z=1.90

		209032		DVU0103		I | A | O		fepC		cation ABC transporter, ATP-binding protein, putative		logR=2.69

												z=2.07

		208501		DVU2988		I | A | O		pspA		phage shock protein A		logR=2.66

												z=3.45

		208490		DVU2977		I | A | O		NA		hypothetical protein		logR=2.45

												z=1.91

		209355		DVU0419		I | A | O		nspC		carboxynorspermidine decarboxylase		logR=2.29

												z=2.33

		207991		DVU2494		I | A | O		NA		peptidase, M48 family		logR=2.29

												z=1.92

		207768		DVU2282		I | A | O		NA		hypothetical protein		logR=2.22

												z=1.73

		208138		DVU2639		I | A | O		NA		conserved hypothetical protein		logR=2.21

												z=2.26

		208499		DVU2986		I | A | O		pspC		phage shock protein C		logR=2.19

												z=2.95

		208500		DVU2987		I | A | O		NA		hypothetical protein		logR=2.16

												z=2.48

		209519		DVU0576		I | A | O		msrB		peptide methionine sulfoxide reductase MsrB		logR=2.14

												z=1.72

		208374		DVU2865		I | A | O		NA		lipoprotein, putative		logR=2.14

												z=2.85

		207515		DVU2042		I | A | O		NA		Fic family protein		logR=2.02

												z=2.07

		208488		DVU2975		I | A | O		NA		hydrolase, putative		logR=2.02

												z=1.53

		207508		DVU2035		I | A | O		NA		plasmid stabilization system family protein		logR=1.94

												z=1.62

		VIMSS		Gene Id		Links		Name		Desc		1 mM H2O2 480 min

												VS

												0, sterile water 480 min

		206150		DVU0724		I | A | O		NA		sodium/alanine symporter family protein		logR=2.57

												z=2.79

		208189		DVU2688		I | A | O		NA		bacteriophage transposase A protein		logR=2.54

												z=2.80

		207926		DVU2434		I | A | O		NA		hypothetical protein		logR=2.42

												z=3.44

		206573		DVU1137		I | A | O		NA		hypothetical protein		logR=2.37

												z=2.91

		208501		DVU2988		I | A | O		pspA		phage shock protein A		logR=2.31

												z=3.95

		207482		DVU2009		I | A | O		NA		conserved domain protein		logR=2.26

												z=2.84

		206576		DVU1140		I | A | O		NA		bacteriophage transposase A protein, putative		logR=2.22

												z=2.13

		207468		DVU1996		I | A | O		NA		quaternary ammonium compound-resistance protein QacC, putative		logR=2.21

												z=2.08

		206962		DVU1515		I | A | O		dcm		type II DNA modification methyltransferase, putative		logR=2.17

												z=2.70

		208228		DVU2724		I | A | O		NA		phage baseplate assembly protein V, putative		logR=2.15

												z=1.69

		207489		DVU2016		I | A | O		NA		GGDEF domain protein		logR=2.14

												z=2.21

		207005		DVU1557		I | A | O		NA		hypothetical protein		logR=2.13

												z=2.96

		206572		DVU1136		I | A | O		NA		host-nuclease inhibitor protein Gam, putative		logR=2.09

												z=3.34

		206974		DVU1525		I | A | O		NA		conserved domain protein		logR=1.97

												z=2.32

		208605		DVU3089		I | A | O		NA		hypothetical protein		logR=1.97

												z=2.33

		207209		DVU1747		I | A | O		NA		ATPase, histidine kinase-, DNA gyrase B-, and HSP90-like domain protein		logR=1.95

												z=2.84

		207194		ORF01811		I | A | O		NA		hypothetical protein		logR=1.92

												z=2.64

		206560		DVU1125		I | A | O		NA		conserved domain protein		logR=1.87

												z=2.09

		208205		DVU2704		I | A | O		NA		conserved hypothetical protein		logR=1.87

												z=2.22

		206948		DVU1502		I | A | O		NA		portal protein, HK97 family		logR=1.87

												z=2.17

		VIMSS		Gene Id		Links		Name		Desc		1 mM H2O2 30 min

												VS

												0, sterile water 30 min

		207882		ORF02953		I | A | O		NA		hypothetical protein		logR=-3.13

												z=-3.75

		207572		DVU2097		I | A | O		NA		transcriptional regulator, putative		logR=-3.03

												z=-2.61

		208132		DVU2633		I | A | O		NA		transcriptional regulator, putative		logR=-2.93

												z=-2.65

		209411		DVU0475		I | A | O		NA		membrane protein, putative, truncation		logR=-2.82

												z=-2.85

		208814		DVU3288		I | A | O		NA		hypothetical protein		logR=-2.79

												z=-4.06

		207435		DVU1965		I | A | O		NA		hypothetical protein		logR=-2.79

												z=-2.22

		208470		DVU2957		I | A | O		NA		hypothetical protein		logR=-2.77

												z=-4.73

		206604		DVU1166		I | A | O		NA		hypothetical protein		logR=-2.29

												z=-1.77

		209409		DVU0473		I | A | O		NA		hypothetical protein		logR=-2.18

												z=-2.19

		208633		DVU3115		I | A | O		NA		hypothetical protein		logR=-2.14

												z=-1.54

		206607		ORF00874		I | A | O		NA		hypothetical protein		logR=-2.05

												z=-3.27

		207225		DVU1760		I | A | O		NA		transcriptional regulator, TetR family		logR=-1.94

												z=-1.70

		209096		DVU0163		I | A | O		NA		lipoprotein, putative		logR=-1.92

												z=-3.41

		207479		DVU2006		I | A | O		NA		hypothetical protein		logR=-1.85

												z=-2.32

		208466		DVU2955		I | A | O		NA		hypothetical protein		logR=-1.82

												z=-2.29

		207388		DVU1919		I | A | O		NA		hydrogenase expression/formation protein, putative		logR=-1.69

												z=-1.56

		206927		DVU1479		I | A | O		NA		conserved hypothetical protein		logR=-1.66

												z=-1.55

		208461		ORF03860		I | A | O		NA		probable sensor/response regulator hybrid, putative		logR=-1.62

												z=-2.96

		209408		DVU0472		I | A | O		NA		hypothetical protein		logR=-1.61

												z=-3.10

		208429		DVU2919		I | A | O		NA		hypothetical protein		logR=-1.60

												z=-2.00

		VIMSS		Gene Id		Links		Name		Desc		1 mM H2O2 60 min

												VS

												0, sterile water 60 min

		208470		DVU2957		I | A | O		NA		hypothetical protein		logR=-4.74

												z=-8.42

		208348		DVU2839		I | A | O		NA		conserved hypothetical protein		logR=-4.67

												z=-3.24

		207504		DVU2031		I | A | O		NA		hypothetical protein		logR=-4.59

												z=-7.51

		207405		DVU1935		I | A | O		phnE		phosphonate ABC transporter, permease protein		logR=-4.52

												z=-7.19

		209202		DVU0268		I | A | O		NA		hypothetical protein		logR=-4.51

												z=-7.20

		208537		DVU3023		I | A | O		atoC		sigma-54 dependent DNA-binding response regulator		logR=-4.26

												z=-6.07

		206733		DVU1292		I | A | O		NA		hypothetical protein		logR=-4.14

												z=-7.36

		208132		DVU2633		I | A | O		NA		transcriptional regulator, putative		logR=-4.13

												z=-5.22

		209185		DVU0252		I | A | O		NA		hypothetical protein		logR=-3.79

												z=-3.74

		206996		DVU1548		I | A | O		NA		outer membrane transport protein, OmpP1/FadL/TodX family		logR=-3.32

												z=-6.08

		206850		DVU1408		I | A | O		NA		hypothetical protein		logR=-3.28

												z=-2.65

		207689		DVU2205		I | A | O		mtr		tryptophan-specific transport protein		logR=-3.05

												z=-3.25

		206604		DVU1166		I | A | O		NA		hypothetical protein		logR=-3.04

												z=-4.50

		208345		DVU2836		I | A | O		NA		hypothetical protein		logR=-2.99

												z=-3.88

		209394		DVU0458		I | A | O		NA		hypothetical protein		logR=-2.93

												z=-4.01

		207130		DVU1671		I | A | O		msbA		ABC transporter, ATP-binding protein/permease protein		logR=-2.90

												z=-4.61

		208065		DVU2568		I | A | O		cpsA		peptidase, M20/M25/M40 family		logR=-2.87

												z=-2.93

		208467		DVU2956		I | A | O		flrA		sigma-54 dependent transcriptional regulator		logR=-2.86

												z=-4.11

		208315		DVU2807		I | A | O		NA		biopolymer transport protein, ExbD/TolR family		logR=-2.83

												z=-4.01

		207479		DVU2006		I | A | O		NA		hypothetical protein		logR=-2.83

												z=-3.51

		VIMSS		Gene Id		Links		Name		Desc		1 mM H2O2 120 min

												VS

												0, sterile water 120 min

		209053		DVU0123		I | A | O		NA		membrane protein, putative		logR=-5.20

												z=-4.37

		206996		DVU1548		I | A | O		NA		outer membrane transport protein, OmpP1/FadL/TodX family		logR=-4.30

												z=-8.00

		208311		DVU2803		I | A | O		NA		membrane protein, putative		logR=-3.81

												z=-4.42

		208537		DVU3023		I | A | O		atoC		sigma-54 dependent DNA-binding response regulator		logR=-3.75

												z=-6.72

		209214		DVU0280		I | A | O		wbaZ-2		glycosyl transferase, group 1 family protein		logR=-3.70

												z=-6.05

		208681		DVU3161		I | A | O		NA		ABC transporter, ATP-binding protein		logR=-3.64

												z=-6.14

		206699		DVU1260		I | A | O		NA		outer membrane protein P1, putative		logR=-3.37

												z=-3.43

		208470		DVU2957		I | A | O		NA		hypothetical protein		logR=-3.29

												z=-4.03

		208132		DVU2633		I | A | O		NA		transcriptional regulator, putative		logR=-3.17

												z=-4.18

		209185		DVU0252		I | A | O		NA		hypothetical protein		logR=-3.12

												z=-3.74

		208452		DVU2942		I | A | O		purB		adenylosuccinate lyase		logR=-3.04

												z=-3.59

		207405		DVU1935		I | A | O		phnE		phosphonate ABC transporter, permease protein		logR=-3.01

												z=-4.11

		207077		DVU1626		I | A | O		NA		hypothetical protein		logR=-2.99

												z=-4.32

		208903		DVU3375		I | A | O		ftsE		cell division ATP-binding protein FtsE, putative		logR=-2.94

												z=-2.87

		207109		DVU1650		I | A | O		NA		conserved hypothetical protein		logR=-2.92

												z=-4.57

		206909		DVU1464		I | A | O		NA		heptosyltransferase family protein		logR=-2.86

												z=-4.45

		208055		DVU2558		I | A | O		bioB		biotin synthase		logR=-2.85

												z=-4.81

		206093		DVU0670		I | A | O		NA		exopolysaccharide production protein, putative		logR=-2.82

												z=-4.80

		209098		DVU0165		I | A | O		oppF		oligopeptide/dipeptide ABC transporter, ATP-binding protein		logR=-2.77

												z=-3.48

		208785		DVU3261		I | A | O		frdC		fumarate reductase, cytochrome b subunit		logR=-2.76

												z=-3.36

		VIMSS		Gene Id		Links		Name		Desc		1 mM H2O2 240 min

												VS

												0, sterile water 240 min

		209053		DVU0123		I | A | O		NA		membrane protein, putative		logR=-5.63

												z=-3.30

		209550		DVU0606		I | A | O		NA		transcriptional regulator, ArsR family/methyltransferase, UbiE/COQ5 family		logR=-4.06

												z=-2.75

		209038		DVU0108		I | A | O		NA		hypothetical protein		logR=-2.78

												z=-1.90

		206429		DVU0997		I | A | O		metF		5,10-methylenetetrahydrofolate reductase		logR=-2.75

												z=-2.26

		206070		DVU0650		I | A | O		NA		chelatase, putative		logR=-2.74

												z=-4.73

		208898		DVU3371		I | A | O		metE		5-methyltetrahydropteroyltriglutamate-homocysteine S-methyltransferase		logR=-2.47

												z=-2.11

		208315		DVU2807		I | A | O		NA		biopolymer transport protein, ExbD/TolR family		logR=-2.46

												z=-1.73

		207941		DVU2448		I | A | O		panC		pantoate--beta-alanine ligase		logR=-2.40

												z=-3.66

		207942		DVU2449		I | A | O		metK		S-adenosylmethionine synthetase		logR=-2.34

												z=-3.27

		209018		DVU0089		I | A | O		NA		conserved hypothetical protein		logR=-2.17

												z=-1.66

		209551		DVU0607		I | A | O		ahcY		adenosylhomocysteinase		logR=-2.05

												z=-2.68

		208040		DVU2543		I | A | O		b0873		hybrid cluster protein		logR=-1.93

												z=-2.48

		206067		DVU0648		I | A | O		fepC		iron compound ABC transporter, ATP-binding protein		logR=-1.83

												z=-1.54

		209051		DVU0121		I | A | O		NA		conserved hypothetical protein		logR=-1.55

												z=-2.39

		207835		DVU2347		I | A | O		argD		acetylornithine aminotransferase		logR=-1.51

												z=-2.00

		208543		DVU3029		I | A | O		pta		phosphate acetyltransferase		logR=-1.47

												z=-1.80

		208541		DVU3027		I | A | O		glcD		glycolate oxidase, subunit GlcD		logR=-1.29

												z=-1.85

		208845		DVU3319		I | A | O		putA		proline dehydrogenase/delta-1-pyrroline-5-carboxylate dehydrogenase		logR=-1.24

												z=-1.51

		208456		DVU2946		I | A | O		NA		hypothetical protein		logR=-1.24

												z=-1.53

		209629		DVUA0091		I | A | O		katA		catalase		logR=-1.10

												z=-1.60

		VIMSS		Gene Id		Links		Name		Desc		1 mM H2O2 480 min

												VS

												0, sterile water 480 min

		209053		DVU0123		I | A | O		NA		membrane protein, putative		logR=-6.01

												z=-3.28

		208898		DVU3371		I | A | O		metE		5-methyltetrahydropteroyltriglutamate-homocysteine S-methyltransferase		logR=-4.75

												z=-7.41

		209550		DVU0606		I | A | O		NA		transcriptional regulator, ArsR family/methyltransferase, UbiE/COQ5 family		logR=-4.55

												z=-7.10

		209402		DVU0466		I | A | O		trpG		anthranilate synthase, glutamine amidotransferase component		logR=-4.14

												z=-3.60

		209476		DVU0537		I | A | O		NA		hypothetical protein		logR=-3.66

												z=-3.60

		208315		DVU2807		I | A | O		NA		biopolymer transport protein, ExbD/TolR family		logR=-3.65

												z=-3.83

		207942		DVU2449		I | A | O		metK		S-adenosylmethionine synthetase		logR=-3.35

												z=-6.22

		208267		DVU2761		I | A | O		NA		hypothetical protein		logR=-3.30

												z=-3.11

		208380		DVU2871		I | A | O		NA		minor capsid protein C		logR=-3.09

												z=-1.88

		209294		DVU0360		I | A | O		ilvB-1		acetolactate synthase, large subunit, biosynthetic type		logR=-3.00

												z=-2.98

		207750		DVU2265		I | A | O		NA		hypothetical protein		logR=-2.96

												z=-3.46

		207561		DVU2087		I | A | O		NA		hypothetical protein		logR=-2.87

												z=-2.75

		206070		DVU0650		I | A | O		NA		chelatase, putative		logR=-2.85

												z=-5.55

		207973		DVU2478		I | A | O		pstC-2		phosphate ABC transporter, permease protein, putative		logR=-2.84

												z=-2.36

		207538		DVU2065		I | A | O		NA		hypothetical protein		logR=-2.75

												z=-2.62

		207573		DVU2098		I | A | O		cooS		carbon monoxide dehydrogenase		logR=-2.60

												z=-2.97

		208459		DVU2949		I | A | O		NA		membrane protein, putative		logR=-2.58

												z=-1.71

		209401		DVU0465		I | A | O		trpE		anthranilate synthase, component I		logR=-2.56

												z=-2.16

		209051		DVU0121		I | A | O		NA		conserved hypothetical protein		logR=-2.53

												z=-4.65

		207869		DVU2381		I | A | O		NA		conserved hypothetical protein		logR=-2.49

												z=-2.34
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		1 mM H2O2, 120 min, top 20 up-regulated genes

		VIMSS		Gene ID		Name		Description		1mM, 30 min		1mM, 60 min		1mM, 120 min		1mM, 240 min		1mM, 480 min

		209465		DVU0526		NA		drug resistance transporter, putative		0.92 (0.68)		2.51 (2.21)		4.99 (3.54)		1.02 (0.56)		-0.29 (-0.44)

										z=0.68		z=2.21		z=3.54		z=0.56		z=-0.44

		208655		DVU3136		NA		nitroreductase family protein		2.17 (4.12)		3.80 (6.91)		4.98 (9.21)		1.28 (1.55)		0.60 (1.13)

										z=4.12		z=6.91		z=9.21		z=1.55		z=1.13

		206589		DVU1151		NA		hypothetical protein		3.20 (2.05)		2.53 (2.19)		4.63 (3.52)		1.21 (0.97)		1.02 (1.60)

										z=2.05		z=2.19		z=3.52		z=0.97		z=1.60

		209232		DVU0298		NA		hypothetical protein		2.92 (4.81)		2.82 (5.22)		4.35 (7.85)		3.21 (2.24)		0.01 (0.02)

										z=4.81		z=5.22		z=7.85		z=2.24		z=0.02

		209355		DVU0419		nspC		carboxynorspermidine decarboxylase		3.09 (6.10)		3.64 (7.11)		4.26 (8.47)		2.29 (2.33)		0.89 (1.73)

										z=6.10		z=7.11		z=8.47		z=2.33		z=1.73

		207571		DVU2096		NA		hypothetical protein		-0.13 (-0.23)		1.35 (1.97)		4.14 (2.75)		0.08 (0.05)		-1.45 (-0.92)

										z=-0.23		z=1.97		z=2.75		z=0.05		z=-0.92

		209514		DVU0572		NA		hypothetical protein		1.83 (3.47)		2.74 (5.30)		4.14 (7.52)		1.32 (1.89)		0.74 (1.46)

										z=3.47		z=5.30		z=7.52		z=1.89		z=1.46

		208490		DVU2977		NA		hypothetical protein		2.61 (4.65)		3.64 (6.63)		3.89 (7.32)		2.45 (1.91)		0.42 (0.83)

										z=4.65		z=6.63		z=7.32		z=1.91		z=0.83

		207768		DVU2282		NA		hypothetical protein		2.33 (4.49)		3.21 (5.64)		3.88 (7.60)		2.22 (1.73)		0.22 (0.41)

										z=4.49		z=5.64		z=7.60		z=1.73		z=0.41

		209534		DVU0590		NA		hypothetical protein		3.10 (5.57)		3.55 (4.28)		3.58 (6.18)		2.96 (1.75)		-0.07 (-0.11)

										z=5.57		z=4.28		z=6.18		z=1.75		z=-0.11

		208402		DVU2893		flgG		flagellar basal-body rod protein, putative		2.08 (3.90)		2.52 (4.81)		3.53 (6.15)		1.62 (1.79)		1.37 (2.57)

										z=3.90		z=4.81		z=6.15		z=1.79		z=2.57

		206154		DVU0728		NA		hypothetical protein		0.06 (0.06)		0.53 (0.42)		3.51 (5.25)		1.12 (0.52)		-0.68 (-0.43)

										z=0.06		z=0.42		z=5.25		z=0.52		z=-0.43

		408327		DVU1496		NA		hypothetical protein		0.78 (1.07)		2.69 (2.13)		3.50 (3.01)		0.29 (0.21)		1.47 (1.40)

										z=1.07		z=2.13		z=3.01		z=0.21		z=1.40

		208873		DVU3346		NA		hypothetical protein		2.31 (2.37)		2.68 (4.71)		3.49 (5.81)		2.77 (1.75)		0.53 (0.75)

										z=2.37		z=4.71		z=5.81		z=1.75		z=0.75

		208138		DVU2639		NA		conserved hypothetical protein		1.50 (2.62)		1.63 (3.06)		3.48 (6.56)		2.21 (2.26)		1.00 (1.88)

										z=2.62		z=3.06		z=6.56		z=2.26		z=1.88

		206153		DVU0727		NA		conserved hypothetical protein		0.55 (1.08)		1.62 (2.78)		3.48 (5.00)		1.05 (1.25)		0.03 (0.05)

										z=1.08		z=2.78		z=5.00		z=1.25		z=0.05

		207100		DVU1644		NA		permease, putative		0.91 (1.67)		1.32 (2.25)		3.45 (4.65)		0.90 (0.91)		-0.02 (-0.03)

										z=1.67		z=2.25		z=4.65		z=0.91		z=-0.03

		207808		DVU2321		NA		hypothetical protein		0.01 (0.02)		1.02 (1.84)		3.43 (5.35)		1.41 (1.08)		-0.29 (-0.21)

										z=0.02		z=1.84		z=5.35		z=1.08		z=-0.21

		207935		DVU2442		NA		heat shock protein, Hsp20 family		2.86 (3.40)		2.98 (4.29)		3.41 (5.37)		1.32 (1.93)		0.94 (1.81)

										z=3.40		z=4.29		z=5.37		z=1.93		z=1.81

		209293		DVU0359		NA		HesB-like domain		1.63 (2.52)		1.37 (2.11)		3.40 (6.17)		0.64 (0.56)		-0.97 (-1.26)

										z=2.52		z=2.11		z=6.17		z=0.56		z=-1.26

		1 mM H2O2, 120 min, top 20 down-regulated genes

		VIMSS		Gene ID		Name		Description		1mM, 30 min		1mM, 60 min		1mM, 120 min		1mM, 240 min		1mM, 480 min

		209053		DVU0123		NA		membrane protein, putative		-1.20 (-1.08)		-0.59 (-0.46)		-5.20 (-4.37)		-5.63 )-3.30)		-6.01 (-3.28)

										z=-1.08		z=-0.46		z=-4.37		z=-3.30		z=-3.28

		206996		DVU1548		NA		outer membrane transport protein, OmpP1/FadL/TodX family		-0.08 (-0.15)		-3.32 (-6.08)		-4.30 (-8.00)		-0.29 (-0.19)		0.46 (0.83)

										z=-0.15		z=-6.08		z=-8.00		z=-0.19		z=0.83

		208311		DVU2803		NA		membrane protein, putative		NA		-1.37 (-2.44)		-3.81 (-4.42)		-0.79 (-0.61)		-1.25 (-1.84)

										z=NA		z=-2.44		z=-4.42		z=-0.61		z=-1.84

		208537		DVU3023		atoC		sigma-54 dependent DNA-binding response regulator		-0.96 (-1.80)		-4.26 (-6.07)		-3.75 (-6.72)		-0.52 (-0.33)		-0.93 (-1.24)

										z=-1.80		z=-6.07		z=-6.72		z=-0.33		z=-1.24

		209214		DVU0280		wbaZ-2		glycosyl transferase, group 1 family protein		-1.28 (-2.36)		-2.47 (-4.20)		-3.70 (-6.05)		-0.75 (-1.24)		-0.22 (-0.42)

										z=-2.36		z=-4.20		z=-6.05		z=-1.24		z=-0.42

		208681		DVU3161		NA		ABC transporter, ATP-binding protein		-1.57 (-2.66)		-2.76 (-0.06)		-3.64 (-6.14)		-1.08 (-0.78)		-0.05 (-0.10)

										z=-2.66		z=-0.06		z=-6.14		z=-0.78		z=-0.10

		206699		DVU1260		NA		outer membrane protein P1, putative		-0.41 (-0.79)		-2.63 (-4.55)		-3.37 (-3.43)		-0.24 (-0.21)		0.17 (0.29)

										z=-0.79		z=-4.55		z=-3.43		z=-0.21		z=0.29

		208470		DVU2957		NA		hypothetical protein		-2.77 (-4.73)		-4.74 (-8.42)		-3.29 (-4.03)		1.03 (1.23)		-0.27 (-0.45)

										z=-4.73		z=-8.42		z=-4.03		z=1.23		z=-0.45

		208132		DVU2633		NA		transcriptional regulator, putative		-2.93 (-2.65)		-4.13 (-5.22)		-3.17 (-4.18)		0.50 (0.56)		-0.07 (-0.12)

										z=-2.65		z=-5.22		z=-4.18		z=0.56		z=-0.12

		209185		DVU0252		NA		hypothetical protein		-1.47 (-0.03)		-3.79 (-3.74)		-3.12 (-3.74)		-0.22 (-0.40)		-0.17 (-0.00)

										z=-0.03		z=-3.74		z=-3.74		z=-0.40		z=-0.00

		208452		DVU2942		purB		adenylosuccinate lyase		-0.45 (-0.85)		NA		-3.04 (-3.59)		NA		-0.18 (-0.35)

										z=-0.85		z=NA		z=-3.59		z=NA		z=-0.35

		207405		DVU1935		phnE		phosphonate ABC transporter, permease protein		-1.50 (-2.45)		-4.52 (-7.19)		-3.01 (-4.11)		-0.31 (-0.14)		0.11 (0.15)

										z=-2.45		z=-7.19		z=-4.11		z=-0.14		z=0.15

		207077		DVU1626		NA		hypothetical protein		-1.24 (-2.35)		-1.82 (-3.16)		-2.99 (-4.32)		-0.81 (-0.68)		0.09 (0.16)

										z=-2.35		z=-3.16		z=-4.32		z=-0.68		z=0.16

		208903		DVU3375		ftsE		cell division ATP-binding protein FtsE, putative		-1.24 (-2.27)		-2.63 (-0.05)		-2.94 (-2.87)		-0.34 (-0.31)		-0.23 (-0.00)

										z=-2.27		z=-0.05		z=-2.87		z=-0.31		z=-0.00

		207109		DVU1650		NA		conserved hypothetical protein		-0.78 (-1.12)		-1.62 (-2.79)		-2.92 (-4.57)		-0.66 (-0.42)		-0.19 (-0.35)

										z=-1.12		z=-2.79		z=-4.57		z=-0.42		z=-0.35

		206909		DVU1464		NA		heptosyltransferase family protein		-1.20 (-2.20)		-2.70 (-4.64)		-2.86 (-4.45)		0.04 (0.05)		-0.98 (-0.02)

										z=-2.20		z=-4.64		z=-4.45		z=0.05		z=-0.02

		208055		DVU2558		bioB		biotin synthase		-0.99 (-1.47)		-0.74 (-0.99)		-2.85 (-4.81)		-0.55 (-0.01)		-1.74 (-2.74)

										z=-1.47		z=-0.99		z=-4.81		z=-0.01		z=-2.74

		206093		DVU0670		NA		exopolysaccharide production protein, putative		-0.29 (-0.53)		-2.20 (-2.78)		-2.82 (-4.80)		0.22 (0.11)		-0.57 (-0.71)

										z=-0.53		z=-2.78		z=-4.80		z=0.11		z=-0.71

		209098		DVU0165		oppF		oligopeptide/dipeptide ABC transporter, ATP-binding protein		-0.66 (-1.31)		-1.85 (-3.36)		-2.77 (-3.48)		-0.05 (-0.05)		0.24 (0.44)

										z=-1.31		z=-3.36		z=-3.48		z=-0.05		z=0.44

						frdC		fumarate reductase, cytochrome b subunit		-0.27 (-0.53)		-2.57 (-3.38)		-2.76 (-3.36)		0.03 (0.02)		-0.64 (-0.98)

		208785		DVU3261						z=-0.53		z=-3.38		z=-3.36		z=0.02		z=-0.98

		1 mM H2O2, 60 min, top 20 down-regulated genes

		VIMSS		Gene ID		Name		Description		1mM, 30 min		1mM, 60 min		1mM, 120 min		1mM, 240 min		1mM, 480 min

		208470		DVU2957		NA		hypothetical protein		logR=-2.77		logR=-4.74		logR=-3.29		logR=1.03		logR=-0.27

										z=-4.73		z=-8.42		z=-4.03		z=1.23		z=-0.45

		208348		DVU2839		NA		conserved hypothetical protein		logR=-1.12		logR=-4.67		logR=-2.66		logR=0.22		logR=0.29

										z=-1.98		z=-3.24		z=-3.12		z=0.42		z=0.56

		207504		DVU2031		NA		hypothetical protein		logR=-1.16		logR=-4.59		logR=-2.69		logR=0.14		logR=-0.25

										z=-0.02		z=-7.51		z=-3.73		z=0.24		z=-0.31

		207405		DVU1935		phnE		phosphonate ABC transporter, permease protein		logR=-1.50		logR=-4.52		logR=-3.01		logR=-0.31		logR=0.11

										z=-2.45		z=-7.19		z=-4.11		z=-0.14		z=0.15

		209202		DVU0268		NA		hypothetical protein		logR=-1.39		logR=-4.51		logR=-2.76		logR=0.16		logR=-0.19

										z=-2.52		z=-7.20		z=-3.09		z=0.16		z=-0.27

		208537		DVU3023		atoC		sigma-54 dependent DNA-binding response regulator		logR=-0.96		logR=-4.26		logR=-3.75		logR=-0.52		logR=-0.93

										z=-1.80		z=-6.07		z=-6.72		z=-0.33		z=-1.24

		206733		DVU1292		NA		hypothetical protein		logR=-0.85		logR=-4.14		logR=-2.44		logR=-0.36		logR=0.23

										z=-1.53		z=-7.36		z=-3.43		z=-0.27		z=0.00

		208132		DVU2633		NA		transcriptional regulator, putative		logR=-2.93		logR=-4.13		logR=-3.17		logR=0.50		logR=-0.07

										z=-2.65		z=-5.22		z=-4.18		z=0.56		z=-0.12

		209185		DVU0252		NA		hypothetical protein		logR=-1.47		logR=-3.79		logR=-3.12		logR=-0.22		logR=-0.17

										z=-0.03		z=-3.74		z=-3.74		z=-0.40		z=-0.00

		206996		DVU1548		NA		outer membrane transport protein, OmpP1/FadL/TodX family		logR=-0.08		logR=-3.32		logR=-4.30		logR=-0.29		logR=0.46

										z=-0.15		z=-6.08		z=-8.00		z=-0.19		z=0.83

		206850		DVU1408		NA		hypothetical protein		logR=-0.96		logR=-3.28		logR=-2.20		logR=-0.15		logR=-0.22

										z=-1.89		z=-2.65		z=-2.06		z=-0.20		z=-0.00

		207689		DVU2205		mtr		tryptophan-specific transport protein		logR=-0.83		logR=-3.05		logR=-2.89		logR=1.32		logR=0.03

										z=-1.19		z=-3.25		z=-0.06		z=0.69		z=0.05

		206604		DVU1166		NA		hypothetical protein		logR=-2.29		logR=-3.04		logR=-2.10		logR=-0.62		logR=0.90

										z=-1.77		z=-4.50		z=-3.55		z=-0.51		z=0.85

		208345		DVU2836		NA		hypothetical protein		logR=-1.08		logR=-2.99		logR=-2.13		logR=-0.01		logR=0.29

										z=-1.95		z=-3.88		z=-3.82		z=-0.01		z=0.01

		209394		DVU0458		NA		hypothetical protein		logR=		logR=-2.93		logR=-2.20		logR=1.31		logR=-0.08

										z=NA		z=-4.01		z=-2.85		z=0.91		z=-0.10

		207130		DVU1671		msbA		ABC transporter, ATP-binding protein/permease protein		logR=-1.36		logR=-2.90		logR=-2.02		logR=-0.31		logR=-1.05

										z=-1.44		z=-4.61		z=-2.64		z=-0.17		z=-0.73

		208065		DVU2568		cpsA		peptidase, M20/M25/M40 family		logR=-1.26		logR=-2.87		logR=-2.02		logR=-0.29		logR=-1.47

										z=-1.65		z=-2.93		z=-1.93		z=-0.16		z=-1.83

		208467		DVU2956		flrA		sigma-54 dependent transcriptional regulator		logR=-2.89		logR=-2.86		logR=-2.17		logR=-0.42		logR=0.63

										z=-0.06		z=-4.11		z=-1.96		z=-0.44		z=1.06

		208315		DVU2807		NA		biopolymer transport protein, ExbD/TolR family		logR=-0.92		logR=-2.83		logR=-2.88		logR=-2.46		logR=-3.65

										z=-1.61		z=-4.01		z=-0.06		z=-1.73		z=-3.83

		207479		DVU2006		NA		hypothetical protein		logR=-1.85		logR=-2.83		logR=-1.44		logR=1.07		logR=1.52

										z=-2.32		z=-3.51		z=-1.54		z=1.02		z=2.83
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		Table S2 Top twenty up-regulated genes at 120 min after 1 mM H2O2 treatment

		DVU no.		Name		Annotated function		30 min		60 min		120 min		240 min		480 min

		DVU0526		NA		drug resistance transporter, putative		0.9 (0.7)		2.5 (2.2)		5.0 (3.5)		1.0 (0.6)		-0.3 (-0.4)

		DVU3136		NA		nitroreductase family protein		2.2 (4.1)		3.8 (6.9)		5.0 (9.2)		1.3 (1.6)		0.6 (1.1)

		DVU1151		NA		hypothetical protein		3.2 (2.1)		2.5 (2.2)		4.6 (3.5)		1.2 (1.0)		1.0 (1.6)

		DVU0298		NA		hypothetical protein		2.9 (4.8)		2.8 (5.2)		4.4 (7.9)		3.2 (2.2)		0.0 (0.0)

		DVU0419		nspC		carboxynorspermidine decarboxylase		3.1 (6.1)		3.6 (7.1)		4.3 (8.5)		2.3 (2.3)		0.9 (1.7)

		DVU2096		NA		hypothetical protein		-0.1 (-0.2)		1.4 (2.0)		4.1 (2.8)		0.1 (0.1)		-1.5 (-0.9)

		DVU0572		NA		hypothetical protein		1.8 (3.5)		2.7 (5.3)		4.1 (7.5)		1.3 (1.9)		0.7 (1.5)

		DVU2977		NA		hypothetical protein		2.6 (4.7)		3.6 (6.6)		3.9 (7.3)		2.5 (1.9)		0.4 (0.8)

		DVU2282		NA		hypothetical protein		2.3 (4.5)		3.2 (5.6)		3.9 (7.6)		2.2 (1.7)		0.2 (0.4)

		DVU0590		NA		hypothetical protein		3.1 (5.6)		3.6 (4.3)		3.6 (6.2)		3.0 (1.8)		-0.1 (-0.1)

		DVU2893		flgG		flagellar basal-body rod protein, putative		2.1 (3.9)		2.5 (4.8)		3.5 (6.2)		1.6 (1.8)		1.4 (2.6)

		DVU0728		NA		hypothetical protein		0.1 (0.1)		0.5 (0.4)		3.5 (5.3)		1.1 (0.5)		-0.7 (-0.4)

		DVU1496		NA		hypothetical protein		0.8 (1.1)		2.7 (2.1)		3.5 (3.0)		0.3 (0.2)		1.5 (1.4)

		DVU3346		NA		hypothetical protein		2.3 (2.4)		2.7 (4.7)		3.5 (5.8)		2.8 (1.8)		0.5 (0.8)

		DVU2639		NA		conserved hypothetical protein		1.5 (2.6)		1.6 (3.1)		3.5 (6.6)		2.2 (2.3)		1.0 (1.9)

		DVU0727		NA		conserved hypothetical protein		0.6 (1.1)		1.6 (2.8)		3.5 (5.0)		1.1 (1.3)		0.0 (0.1)

		DVU1644		NA		permease, putative		0.9 (1.7)		1.3 (2.3)		3.5 (4.7)		0.9 (0.9)		-0.0 (-0.0)

		DVU2321		NA		hypothetical protein		0.0 (0.0)		1.0 (1.8)		3.4 (5.4)		1.4 (1.1)		-0.3 (-0.2)

		DVU2442		NA		heat shock protein, Hsp20 family		2.9 (3.4)		3.0 (4.3)		3.4 (5.4)		1.3 (1.9)		0.9 (1.8)

		DVU0359		NA		HesB-like domain		1.6 (2.5)		1.4 (2.1)		3.4 (6.2)		0.6 (0.6)		-1.0 (-1.3)

		Top twenty down-reegulated genes at 120 min after 1 mM H2O2 treatment.

		DVU no.		Name		Annotated function		30 min		60 min		120 min		240 min		480 min

		DVU0123		NA		membrane protein, putative		-1.2 (-1.1)		-0.6 (-0.5)		-5.2 (-4.4)		-5.6 (-3.3)		-6.0 (-3.3)

		DVU1548		NA		outer membrane transport protein, OmpP1/FadL/TodX family		-0.1 (-0.2)		-3.3 (-6.1)		-4.3 (-8.0)		-0.3 (-0.2)		0.5 (0.8)

		DVU2803		NA		membrane protein, putative		NA		-1.4 (-2.4)		-3.8 (-4.4)		-0.8 (-0.6)		-1.3 (-1.8)

		DVU3023		atoC		sigma-54 dependent DNA-binding response regulator		-1.0 (-1.8)		-4.3 (-6.1)		-3.8 (-6.7)		-0.5 (-0.3)		-0.9 (-1.2)

		DVU0280		wbaZ-2		glycosyl transferase, group 1 family protein		-1.3 (-2.4)		-2.5 (-4.2)		-3.7 (-6.1)		-0.8 (-1.2)		-0.2 (-0.4)

		DVU3161		NA		ABC transporter, ATP-binding protein		-1.6 (-2.7)		-2.8 (-0.1)		-3.6 (-6.1)		-1.1 (-0.8)		-0.1 (-0.1)

		DVU1260		NA		outer membrane protein P1, putative		-0.4 (-0.8)		-2.6 (-4.6)		-3.4 (-3.4)		-0.2 (-0.2)		0.2 (0.3)

		DVU2957		NA		hypothetical protein		-2.8 (-4.7)		-4.7 (-8.4)		-3.3 (-4.0)		1.0 (1.2)		-0.3 (-0.5)

		DVU2633		NA		transcriptional regulator, putative		-2.9 (-2.7)		-4.1 (-5.2)		-3.2 (-4.2)		0.5 (0.6)		-0.1 (-0.1)

		DVU0252		NA		hypothetical protein		-1.5 (-0.0)		-3.8 (-3.7)		-3.1 (-3.7)		-0.2 (-0.4)		-0.2 (-0.0)

		DVU2942		purB		adenylosuccinate lyase		-0.5 (-0.9)		NA		-3.0 (-3.6)		NA		-0.2 (-0.4)

		DVU1935		phnE		phosphonate ABC transporter, permease protein		-1.5 (-2.5)		-4.5 (-7.2)		-3.0 (-4.1)		-0.3 (-0.1)		0.1 (0.2)

		DVU1626		NA		hypothetical protein		-1.2 (-2.4)		-1.8 (-3.2)		-3.0 (-4.3)		-0.8 (-0.7)		0.1 (0.2)

		DVU3375		ftsE		cell division ATP-binding protein FtsE, putative		-1.2 (-2.3)		-2.6 (-0.1)		-2.9 (-2.9)		-0.3 (-0.3)		-0.2 (-0.0)

		DVU1650		NA		conserved hypothetical protein		-0.8 (-1.1)		-1.6 (-2.8)		-2.9 (-4.6)		-0.7 (-0.4)		-0.2 (-0.4)

		DVU1464		NA		heptosyltransferase family protein		-1.2 (-2.2)		-2.7 (-4.6)		-2.9 (-4.5)		0.0 (0.1)		-1.0 (-0.0)

		DVU2558		bioB		biotin synthase		-1.0 (-1.5)		-0.7 (-1.0)		-2.9 (-4.8)		-0.6 (-0.0)		-1.7 (-2.7)

		DVU0670		NA		exopolysaccharide production protein, putative		-0.3 (-0.5)		-2.2 (-2.8)		-2.8 (-4.8)		0.2 (0.1)		-0.6 (-0.7)

		DVU0165		oppF		oligopeptide/dipeptide ABC transporter, ATP-binding protein		-0.7 (-1.3)		-1.9 (-3.4)		-2.8 (-3.5)		-0.1 (-0.1)		0.2 (0.4)

		DVU3261		frdC		fumarate reductase, cytochrome b subunit		-0.3 (-0.5)		-2.6 (-3.4)		-2.8 (-3.4)		0.0 (0.0)		-0.6 (-1.0)

		Log2R (treatment/control) ratios of transcriptional response are shown.  Values in parentheses are Z scores.

		Bold indicates more than two folds of gene expression changes (|Log2R|≥1, |Z| ≥1.5).
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		                     TABLE S2. The temporal gene expression pattern of selected genes in gene co-expression network

		Selected genes in Module 1

		DVU no.		Name		Annotated function		30 min		60 min		120 min		240 min		480 min

		DVU0776		atpG 		ATP synthase, F1 gamma subunit		-0.6(-1.1)		-1.1(-2.0)		-2.3(-3.7)		-0.5(-0.5)		-0.1(-0.1)

		DVU0777		atpA 		ATP synthase, F1 alpha subunit		-0.4(-0.7)		-1.6(-2.9)		-2.3(-3.8)		-0.4(-0.4)		-0.3(-0.5)

		DVU1286		dsrP		Integral membrane protein		-0.6(-1.2)		-1.7(-3.2)		-2.3(-4.1)		-0.6(-0.7)		0.1(0.2)

		DVU1287		dsrO 		Periplasmic (Tat), binds 2[4Fe-4S]		-0.4(-0.8)		-0.7(-1.4)		-1.3(-2.2)		-0.2(-0.2)		0.0(0.0)

		DVU1288		dsrJ 		Periplasmic (Sec) triheme cytochrome c		-0.2(-0.4)		-1.0(-1.8)		-1.7(-2.9)		-0.4(-0.5)		-0.0(-0.1)

		DVU1289		dsrK 		Cytoplasmic, binds 2 [4Fe-4S]		-0.2(-0.4)		-0.8(-1.5)		-1.3(-2.0)		-0.2(-0.2)		-0.0(-0.1)

		DVU1290		dsrM 		Inner membrane protein binds 2 heme b		0.1(0.2)		-1.2(-2.3)		-2.2(-3.6)		0.1(0.1)		0.1(0.2)

		DVU1204		fabF 		3-oxoacyl-(acyl-carrier-protein) synthase II		-0.5(-0.9)		-1.1(-1.9)		-1.6(-2.6)		-0.1(-0.2)		0.2(0.5)

		DVU2225				acetyl-CoA carboxylase, carboxyl transferase, alpha/beta subunit		-0.7(-1.2)		-1.4(-2.5)		-2.7(-3.7)		-0.6(-0.6)		0.1(0.2)

		DVU2226		accC 		acetyl-CoA carboxylase, biotin carboxylase, putative		-0.5(-1.0)		-1.2(-2.2)		-1.3(-2.4)		-0.3(-0.4)		-0.4(-0.8)

		DVU0665		NA 		nitrogen fixation protein nifU		1.6(2.9)		2.1(3.6)		2.4(4.6)		0.7(1.3)		0.5(1.0)

		DVU1457		trxB 		thioredoxin reductase, putative		1.2(2.1)		1.8(3.4)		2.2(4.2)		1.1(1.0)		0.0(0.1)

		DVU1601		NA 		ATP-dependent Clp protease adaptor protein ClpS		1.4(2.5)		1.9(3.6)		2.8(5.1)		1.5(1.4)		0.5(1.0)

		DVU1875		NA 		dafA protein		2.1(3.1)		2.7(4.7)		3.3(6.2)		1.6(1.2)		-0.0(-0.0)

		DVU1876		dnaJ 		dnaJ protein, putative		1.9(3.6)		2.7(5.0)		3.0(5.1)		1.4(1.3)		0.2(0.3)

		DVU1984		msrA 		peptide methionine sulfoxide reductase MsrA		1.2(2.2)		2.0(3.6)		3.0(6.0)		1.4(1.5)		0.2(0.3)

		DVU0576		msrB		peptide methionine sulfoxide reductase MsrB		3.0(5.0)		3.2(5.6)		3.0(5.5)		2.1(1.7)		0.3 (0.5)

		DVU2282		NA 		hypothetical protein		2.3(4.5)		3.2(5.6)		3.9(7.6)		2.2(1.7)		0.2(0.4)

		DVU2310		NA 		metallo-beta-lactamase family protein		2.3(3.8)		2.7(4.7)		3.3(5.7)		1.9(1.6)		0.4(0.8)

		DVU0758		NA 		hypothetical protein		1.4(2.0)		1.4(2.5)		2.5(4.1)		1.4(1.0)		-0.3(-0.5)

		DVU1193		radC 		DNA repair protein RadC		1.0(1.8)		1.4(2.6)		2.4(4.4)		1.3(1.3)		-0.0(-0.0)

		DVU3136		NA 		nitroreductase family protein		2.2(4.1)		3.8(7.0)		5.0(9.2)		1.3(1.6)		0.6(1.1)

		DVU0280		wbaZ-2 		glycosyl transferase, group 1 family protein		-1.3(-2.4)		-2.5(-4.2)		-3.7(-6.1)		-0.8(-1.2)		-0.2(-0.4)

		DVU1309		rpsC 		ribosomal protein S3		-0.3(-0.6)		-1.0(-2.0)		-1.1(-2.1)		-0.0(-0.0)		0.0(0.1)

		DVU2924		rplK 		ribosomal protein L11		-0.5(-0.9)		-1.2(-0.0)		-1.8(-3.4)		-0.1(-0.2)		0.1(0.2)

		DVU0106		glnP		glutamine ABC transporter, permease protein (glnP)		-1.6(-3.1)		-2.4(-4.4)		-2.2(-3.8)		-0.3(-0.5)		-0.1(-0.2)

		DVU0299				anaerobic ribonucleoside-triphosphate reductase, putative		-0.8(-1.5)		-1.6(-2.8)		-2.3(-4.2)		-1.1(-1.8)		-0.3(-0.6)

		DVU0551		livF		high-affinity branched-chain amino acid ABC transporter ATP-binding protein		NA		-1.8(-3.1)		-2.5(-4.0)		0.5(0.8)		0.1(0.2)

		DVU0758				hypothetical protein		1.4(2.0)		1.4(2.6)		2.5(4.2)		1.4(1.1)		-0.3(-0.5)

		DVU1144				transcriptional regulator, Cro/CI family		-1.0(-1.7)		-2.0(-3.7)		-2.1(-3.4)		0.2(0.4)		0.6(1.2)

		DVU1310		rplP		ribosomal protein L16 (rplP)		-0.5(-0.9)		-1.0(-1.9)		-1.6(-2.9)		-0.3(-0.4)		0.0(-0.1)

		DVU1311		rpmC		ribosomal protein L29 (rpmC)		-0.4(-0.7)		-0.9(-1.6)		-1.3(-2.2)		-0.2(-0.3)		0.2(0.3)

		DVU1655		aspC		aminotransferase, classes I and II		-1.2(-2.4)		-1.4(-2.7)		-1.8(-2.9)		0.1(0.2)		-0.2(-0.4)

		Module 2

		DVU2494		NA		peptidase, M48 family		2.4(3.6)		2.0(3.6)		2.2(4.2)		2.3(1.9)		0.5(1.0)

		DVU1468		htrA		peptidase/PDZ domain protein		1.4(2.4)		1.5(2.9)		1.8(3.3)		1.2(1.3)		-0.0(-0.0)

		DVU2571		feoB		ferrous iron transport protein B		1.1(1.8)		1.2(2.3)		1.7(3.1)		1.9(1.5)		0.5(0.9)

		DVU0241		NA		MTH1175-like domain family protein		1.2(2.1)		1.6(3.0)		1.9(3.7)		1.0(1.7)		-0.0(-0.0)

		DVU0242		NA		SEC-C motif domain protein		0.9(1.7)		1.1(2.0)		1.8(3.5)		0.7(1.1)		-0.1(-0.2)

		Module 3

		DVU3030		ackA		acetate kinase		-0.8(-1.4)		-0.7(-1.5)		-2.2(-4.2)		-1.1(-1.4)		-0.6(-1.2)

		DVU3032		NA		conserved hypothetical protein		-0.1(-0.2)		-0.4(-0.8)		-2.1 (-3.6)		-0.8(-1.1)		-0.4(-0.7)

		DVU3033		NA		iron-sulfur cluster-binding protein		-0.2(-0.3)		-0.4(-0.8)		-1.5(-2.7)		-0.9(-1.2)		-0.3(-0.6)

		DVU3093		rdl		rubredoxin-like protein		0.5(0.9)		0.9(1.7)		1.7(3.0)		0.8(1.0)		0.3(0.5)

		Module 4

		DVU2794		NA		NADH:quinone oxidoreductase subunit RnfG		0.2(0.4)		-0.2(-0.4)		-1.6(-2.7)		-0.7(-1.1)		-0.9(-1.7)

		DVU0264		tmcB 		Transmembrane complex, ferredoxin, 2 [4Fe-4S]		0.1(0.1)		-0.2(-0.4)		-1.0(-1.9)		-0.5(-0.9)		-0.7(-1.3)

		DVU0263		tmcA 		Transmembrane complex, tetraheme cytochrome c3		0.0(0.1)		0.0(0.0)		-0.9(-1.6)		-0.2(-0.4)		-0.6(-1.2)

		DVU0260		mtrA 		response regulator		-0.1(-0.1)		-0.5(-0.9)		-1.3(-2.4)		-0.6(-1.1)		-0.7(-1.4)

		DVU0035		NA		hypothetical protein		0.2(0.4)		0.6(1.1)		2.0(3.9)		0.5(0.7)		0.6(1.1)

		Module 5

		DVU2077		NA		conserved hypothetical protein		-0.2(-0.3)		-1.0(-1.9)		-1.8(-3.0)		-0.6(-0.9)		-0.7 (-1.4)

		DVU2078		cheR-2 		chemotaxis protein methyltransferase		-0.4(-0.8)		-1.1(-2.1)		-1.5(-2.7)		-0.6(-0.9)		-0.8(-1.5)

		DVU2288		NA 		hydrogenase, CooL subunit, putative		-0.3(-0.6)		-0.5(-1.0)		-1.3(-2.4)		-0.5(-0.7)		-0.7(-1.5)

		DVU2289		b2488 		hydrogenase, CooX subunit, putative		-0.4(-0.7)		-0.7(-1.4)		-1.3(-2.2)		-0.5(-0.8)		-0.8(-1.5)

		DVU0657		NA 		heat shock protein, Hsp20 family		-0.1(-0.1)		-0.8(-1.4)		-1.3(-2.2)		-0.6(-1.0)		-0.7(-1.4)

		DVU2330		NA		MRP family protein		-0.4(-0.8)		-0.9(-1.7)		-1.7(-3.0)		-0.3(-0.4)		-0.4(-0.9)

		DVU3174		ubiE 		ubiquinone/menaquinone biosynthesis methlytransferase UbiE		-0.2(-0.4)		-1.2(-2.2)		-2.1(-3.3)		-0.0(-0.0)		-0.4(-0.7)

		DVU2070		NA 		TPR domain protein		-0.3(-0.5)		-0.6(-1.1)		-1.3(-2.2)		-0.5(-0.6)		-0.6(-1.2)

		Log2R (treatment/control) ratios of transcriptional response are shown.  Values in parentheses are Z scores.

		Bold indicates more than two folds of gene expression changes with the Z score cutoff as 1.5.
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		Table S1 The temporal gene expression pattern of selected genes in gene co-expression network

		Selected genes in Module 1

		DVU no.		Name		No. of connections		Annotated function		30 min		60 min		120 min		240 min		480 min

		DVU0106		glnP		13		glutamine ABC transporter, permease protein (glnP)		-1.6(-3.1)		-2.4(-4.4)		-2.2(-3.8)		-0.3(-0.5)		-0.1(-0.2)

		DVU0280		wbaZ-2 		13		glycosyl transferase, group 1 family protein		-1.3(-2.4)		-2.5(-4.2)		-3.7(-6.1)		-0.8(-1.2)		-0.2(-0.4)

		DVU1655		aspC		8		aminotransferase, classes I and II		-1.2(-2.4)		-1.4(-2.7)		-1.8(-2.9)		0.1(0.2)		-0.2(-0.4)

		DVU1144				10		transcriptional regulator, Cro/CI family		-1.0(-1.7)		-2.0(-3.7)		-2.1(-3.4)		0.2(0.4)		0.6(1.2)

		DVU0299				12		anaerobic ribonucleoside-triphosphate reductase, putative		-0.8(-1.5)		-1.6(-2.8)		-2.3(-4.2)		-1.1(-1.8)		-0.3(-0.6)

		DVU0551		livF		12		high-affinity branched-chain amino acid ABC transporter ATP-binding protein		NA		-1.8(-3.1)		-2.5(-4.0)		0.5(0.8)		0.1(0.2)

		DVU0776		atpG 		11		ATP synthase, F1 gamma subunit		-0.6(-1.1)		-1.1(-2.0)		-2.3(-3.7)		-0.5(-0.5)		-0.1(-0.1)

		DVU0777		atpA 		11		ATP synthase, F1 alpha subunit		-0.4(-0.7)		-1.6(-2.9)		-2.3(-3.8)		-0.4(-0.4)		-0.3(-0.5)

		DVU1286		dsrP		9		Integral membrane protein		-0.6(-1.2)		-1.7(-3.2)		-2.3(-4.1)		-0.6(-0.7)		0.1(0.2)

		DVU1287		dsrO 		3		Periplasmic (Tat), binds 2[4Fe-4S]		-0.4(-0.8)		-0.7(-1.4)		-1.3(-2.2)		-0.2(-0.2)		0.0(0.0)

		DVU1288		dsrJ 		9		Periplasmic (Sec) triheme cytochrome c		-0.2(-0.4)		-1.0(-1.8)		-1.7(-2.9)		-0.4(-0.5)		-0.0(-0.1)

		DVU1289		dsrK 		4		Cytoplasmic, binds 2 [4Fe-4S]		-0.2(-0.4)		-0.8(-1.5)		-1.3(-2.0)		-0.2(-0.2)		-0.0(-0.1)

		DVU1290		dsrM 		1		Inner membrane protein binds 2 heme b		0.1(0.2)		-1.2(-2.3)		-2.2(-3.6)		0.1(0.1)		0.1(0.2)

		DVU1204		fabF 		10		3-oxoacyl-(acyl-carrier-protein) synthase II		-0.5(-0.9)		-1.1(-1.9)		-1.6(-2.6)		-0.1(-0.2)		0.2(0.5)

		DVU2225				7		acetyl-CoA carboxylase, carboxyl transferase, alpha/beta subunit		-0.7(-1.2)		-1.4(-2.5)		-2.7(-3.7)		-0.6(-0.6)		0.1(0.2)

		DVU2226		accC 		7		acetyl-CoA carboxylase, biotin carboxylase, putative		-0.5(-1.0)		-1.2(-2.2)		-1.3(-2.4)		-0.3(-0.4)		-0.4(-0.8)

		DVU1309		rpsC 		9		ribosomal protein S3		-0.3(-0.6)		-1.0(-2.0)		-1.1(-2.1)		-0.0(-0.0)		0.0(0.1)

		DVU2924		rplK 		6		ribosomal protein L11		-0.5(-0.9)		-1.2(-0.0)		-1.8(-3.4)		-0.1(-0.2)		0.1(0.2)

		DVU1310		rplP		9		ribosomal protein L16 (rplP)		-0.5(-0.9)		-1.0(-1.9)		-1.6(-2.9)		-0.3(-0.4)		0.0(-0.1)

		DVU1311		rpmC		8		ribosomal protein L29 (rpmC)		-0.4(-0.7)		-0.9(-1.6)		-1.3(-2.2)		-0.2(-0.3)		0.2(0.3)

		DVU0758				11		hypothetical protein		1.4(2.0)		1.4(2.6)		2.5(4.2)		1.4(1.1)		-0.3(-0.5)

		DVU0665		NA 		12		nitrogen fixation protein nifU		1.6(2.9)		2.1(3.6)		2.4(4.6)		0.7(1.3)		0.5(1.0)

		DVU1457		trxB 		8		thioredoxin reductase, putative		1.2(2.1)		1.8(3.4)		2.2(4.2)		1.1(1.0)		0.0(0.1)

		DVU1601		NA 		8		ATP-dependent Clp protease adaptor protein ClpS		1.4(2.5)		1.9(3.6)		2.8(5.1)		1.5(1.4)		0.5(1.0)

		DVU1875		NA 		7		dafA protein		2.1(3.1)		2.7(4.7)		3.3(6.2)		1.6(1.2)		-0.0(-0.0)

		DVU1876		dnaJ 		7		dnaJ protein, putative		1.9(3.6)		2.7(5.0)		3.0(5.1)		1.4(1.3)		0.2(0.3)

		DVU1984		msrA 		7		peptide methionine sulfoxide reductase MsrA		1.2(2.2)		2.0(3.6)		3.0(6.0)		1.4(1.5)		0.2(0.3)

		DVU0576		msrB		5		peptide methionine sulfoxide reductase MsrB		3.0(5.0)		3.2(5.6)		3.0(5.5)		2.1(1.7)		0.3 (0.5)

		DVU2282		NA 		6		hypothetical protein		2.3(4.5)		3.2(5.6)		3.9(7.6)		2.2(1.7)		0.2(0.4)

		DVU2310		NA 		6		metallo-beta-lactamase family protein		2.3(3.8)		2.7(4.7)		3.3(5.7)		1.9(1.6)		0.4(0.8)

		DVU0758		NA 		11		hypothetical protein		1.4(2.0)		1.4(2.5)		2.5(4.1)		1.4(1.0)		-0.3(-0.5)

		DVU1193		radC 		5		DNA repair protein RadC		1.0(1.8)		1.4(2.6)		2.4(4.4)		1.3(1.3)		-0.0(-0.0)

		DVU3136		NA 		6		nitroreductase family protein		2.2(4.1)		3.8(7.0)		5.0(9.2)		1.3(1.6)		0.6(1.1)

		Module 2

		DVU2494		NA				peptidase, M48 family		2.4(3.6)		2.0(3.6)		2.2(4.2)		2.3(1.9)		0.5(1.0)

		DVU1468		htrA				peptidase/PDZ domain protein		1.4(2.4)		1.5(2.9)		1.8(3.3)		1.2(1.3)		-0.0(-0.0)

		DVU2571		feoB				ferrous iron transport protein B		1.1(1.8)		1.2(2.3)		1.7(3.1)		1.9(1.5)		0.5(0.9)

		DVU0241		NA				MTH1175-like domain family protein		1.2(2.1)		1.6(3.0)		1.9(3.7)		1.0(1.7)		-0.0(-0.0)

		DVU0242		NA				SEC-C motif domain protein		0.9(1.7)		1.1(2.0)		1.8(3.5)		0.7(1.1)		-0.1(-0.2)

		Module 3

		DVU3030		ackA				acetate kinase		-0.8(-1.4)		-0.7(-1.5)		-2.2(-4.2)		-1.1(-1.4)		-0.6(-1.2)

		DVU3032		NA				conserved hypothetical protein		-0.1(-0.2)		-0.4(-0.8)		-2.1 (-3.6)		-0.8(-1.1)		-0.4(-0.7)

		DVU3033		NA				iron-sulfur cluster-binding protein		-0.2(-0.3)		-0.4(-0.8)		-1.5(-2.7)		-0.9(-1.2)		-0.3(-0.6)

		DVU3093		rdl				rubredoxin-like protein		0.5(0.9)		0.9(1.7)		1.7(3.0)		0.8(1.0)		0.3(0.5)

		Module 4

		DVU2794		NA				NADH:quinone oxidoreductase subunit RnfG		0.2(0.4)		-0.2(-0.4)		-1.6(-2.7)		-0.7(-1.1)		-0.9(-1.7)

		DVU0264		tmcB 				Transmembrane complex, ferredoxin, 2 [4Fe-4S]		0.1(0.1)		-0.2(-0.4)		-1.0(-1.9)		-0.5(-0.9)		-0.7(-1.3)

		DVU0263		tmcA 				Transmembrane complex, tetraheme cytochrome c3		0.0(0.1)		0.0(0.0)		-0.9(-1.6)		-0.2(-0.4)		-0.6(-1.2)

		DVU0260		mtrA 				response regulator		-0.1(-0.1)		-0.5(-0.9)		-1.3(-2.4)		-0.6(-1.1)		-0.7(-1.4)

		DVU0035		NA				hypothetical protein		0.2(0.4)		0.6(1.1)		2.0(3.9)		0.5(0.7)		0.6(1.1)

		Module 5

		DVU2077		NA				conserved hypothetical protein		-0.2(-0.3)		-1.0(-1.9)		-1.8(-3.0)		-0.6(-0.9)		-0.7 (-1.4)

		DVU2078		cheR-2 				chemotaxis protein methyltransferase		-0.4(-0.8)		-1.1(-2.1)		-1.5(-2.7)		-0.6(-0.9)		-0.8(-1.5)

		DVU2288		NA 				hydrogenase, CooL subunit, putative		-0.3(-0.6)		-0.5(-1.0)		-1.3(-2.4)		-0.5(-0.7)		-0.7(-1.5)

		DVU2289		b2488 				hydrogenase, CooX subunit, putative		-0.4(-0.7)		-0.7(-1.4)		-1.3(-2.2)		-0.5(-0.8)		-0.8(-1.5)

		DVU0657		NA 				heat shock protein, Hsp20 family		-0.1(-0.1)		-0.8(-1.4)		-1.3(-2.2)		-0.6(-1.0)		-0.7(-1.4)

		DVU2330		NA				MRP family protein		-0.4(-0.8)		-0.9(-1.7)		-1.7(-3.0)		-0.3(-0.4)		-0.4(-0.9)

		DVU3174		ubiE 				ubiquinone/menaquinone biosynthesis methlytransferase UbiE		-0.2(-0.4)		-1.2(-2.2)		-2.1(-3.3)		-0.0(-0.0)		-0.4(-0.7)

		DVU2070		NA 				TPR domain protein		-0.3(-0.5)		-0.6(-1.1)		-1.3(-2.2)		-0.5(-0.6)		-0.6(-1.2)

		Log2R (treatment/control) ratios of transcriptional response are shown.  Values in parentheses are Z scores.

		Bold indicates more than two folds of gene expression changes(|Log2R|≥1, |Z|≥1.5). 
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		logR=-0.61		logR=-1.66		logR=-2.33		logR=-0.61		logR=0.10

		z=-1.18		z=-3.21		z=-4.07		z=-0.71		z=0.18





		-0.6(-1.2)		-1.7(-3.2)		-2.3(-4.1)		-0.6(-0.7)		0.1(0.2)
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		Table S3  Up-regulated H2O2 responsive genes independent of PerR or Fur  (1 mM 120 min vs 0 mM 120 min)

		DVU no.		Gene name		Annotated function		            Expression ratio in strains

								WT		ΔperR		Δfur

		Cell motility

		DVU2078		cheB-2 		protein-glutamate methylesterase CheB		2.2(3.8)		2.3(3.6)		2.7(2.7)

		DVU2893		flgG 		flagellar basal-body rod protein, putative		1.9(2.6)		3.2(5.8)		2.5(2.8)



		Energy production and conversion

		DVU3136 		NA		nitroreductase family protein		3.2(4.2)		4.7(7.1)		2.3(1.8)

		DVU0665 		NA		nitrogen fixation protein nifU		2.2(4.3)		3.7(7.2)		2.6(2.5)



		Amino acid transport and metabolism

		DVU0419		nspC 		carboxynorspermidine decarboxylase		3.1(4.6)		4.5(7.9)		3.1(2.2)

		DVU0421 		NA		agmatinase, putative		1.7(2.2)		2.4(3.8)		2.7(2.1)



		Posttranslational modification, protein turnover, chaperons

		DVU1457		trxB 		thioredoxin reductase, putative		1.9(3.3)		2.5(4.7)		1.7(1.7)

		DVU0576		msrB 		peptide methionine sulfoxide reductase MsrB		2.9(4.8)		3.7(6.3)		2.7(2.1)

		DVU0811		dnaK 		dnaK protein		1.7(3.1)		2.6(5.1)		3.1(2.8)

		DVU1337		lon 		ATP-dependent protease La		1.7(2.7)		2.3(4.4)		2.6(2.0)

		DVU1468		htrA 		peptidase/PDZ domain protein		2.2(3.5)		1.6(3.0)		1.6(2.3)

		DVU1976		groEL 		chaperonin, 60 kDa		2.1(3.3)		2.5(4.4)		2.8(2.6)

		DVU1977		groES 		chaperonin, 10 kDa		2.5(4.5)		3.4(6.4)		3.2(3.2)

		DVU2441		hspC 		heat shock protein, Hsp20 family		4.7(7.0)		5.4(7.4)		4.0(3.4)

		DVU2442 		NA		heat shock protein, Hsp20 family		4.9(7.8)		5.4(9.0)		4.9(3.8)

		DVU2494 		NA		peptidase, M48 family		2.6(4.8)		3.6(5.4)		2.4(2.2)

		DVU2643		htpG 		heat shock protein HtpG		2.8(4.2)		2.9(5.0)		3.0(3.0)



		Signal transduction mechanisms

		DVU2079 		NA		sensory box histidine kinase		2.5(4.8)		3.3(6.4)		3.2(3.2)



		General function prediction only

		DVU0819		isf-1 		FMN reductase, NADPH-dependent		3.1(4.7)		2.9(5.1)		2.4(1.7)

		DVU2470		b0786 		membrane protein, putaive		1.7(3.0)		2.0(3.6)		2.2(2.2)

		DVU2978 		NA		hydrolase, haloacid dehalogenase-like family		2.5(4.4)		3.7(6.7)		2.7(2.2)

		DVU1430 		NA		peptidase, M16 family		2.3(3.5)		2.6(3.3)		2.2(2.0)

		DVU1212		fsxA 		fxsA protein		1.9(3.6)		3.4(3.9)		2.6(2.1)

		DVU3135		mdaB 		flavodoxin-like fold domain protein		3.4(4.6)		4.3(7.5)		2.7(1.7)



		Function unknown

		DVU1875 		NA		dafA protein		2.2(3.9)		2.9(5.2)		1.9(2.4)

		DVU0241 		NA		MTH1175-like domain family protein		2.2(4.0)		2.4(4.6)		2.7(2.5)

		DVU0242 		NA		SEC-C motif domain protein		1.6(2.4)		2.0(3.9)		2.3(2.7)

		DVU2974 		NA		hypothetical protein		2.0(2.6)		2.0(3.1)		1.9(1.6)

		DVU2975 		NA		hydrolase, putative		2.5(4.6)		3.3(6.0)		2.5(2.5)

		DVU2977 		NA		hypothetical protein		2.2(3.3)		2.6(4.7)		2.7(2.4)

		DVU3346 		NA		hypothetical protein		2.3(3.1)		3.2(3.1)		2.0(1.9)

		DVU0420 		NA		hypothetical protein		2.2(4.2)		3.6(5.2)		2.6(2.1)

		DVU0572 		NA		hypothetical protein		1.8(2.7)		3.0(5.6)		1.6(1.8)

		Log2R (treatment/control) are shown. Values in parentheses are Z scores.
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