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Gene Fonctional group Location (kb) Mean S/EIEC Mean £. coli p_value
yabF Putative enzymes 47.2 -0.25 -0.51 6.6E-06
ke fC Transport and binding proteins 47.8 0.25 -0.21 5.2E-05
araB Carbon compound catabolism 68.3 -0.22 026 3.4E-04
yacG Hypothetical, unclassified, unknown 1116 0.11 -0.29 8.3E-04
Arp B Transcription, RN A processing and degradation 162.1 -0.43 -0.97 1.8E-04
JhruC Transport and binding proteins 169.8 0.20 -0.19 6.2E-04
mhp B Carbon compound catabolism 369.5 -0.41 012 1.5E-04
bhO350 Hypothetical, unclassified, unknown 3987 0.06 -0.27 3.0E-04
yail Hypothetical, unclassified, unknown 4049 0.12 -0.26 4.9E-04
HpG Cell processes (incl. adaptation, protection) 4943 -0.25 0.70 4.5E-04
vhed Hypothetical, unclassified, unknown 5559 0.51 0.17 1.5E-04
entd Biosynthesis of cofactors, prosthetic groups and carriers 608.7 0.33 -0.13 3.7E-04
entF Biosynthesis of cofactors, prosthetic groups and carriers 6134 -1.60 -2.06 7.7E-05
JepG Transport and binding proteins 6194 0.08 -0.32 3.7E-05
entr Biosynthesis of cofactors, prosthetic groups and carriers 6253 -0.61 -1.05 1.5E-04
ybdg Hypothefical, unclassified, unknown 628.5 0.19 -0.11 2.9E-04
vhe H Hypothefical, unclassified, unknown 6573 0.64 0.28 4.6E-04
vhed Hypothetical, unclassified, unknown 667.5 0.23 -0.11 2.3E-05
vhe B Hypothetical, unclassified, unknown 667.9 0.47 0.11 1.7E-04
hold DNA replication, recombination, modification and repair 669.8 0.58 0.01 4.6E-04
nagk Transport and binding proteins 7032 0.23 -0.47 5.7E-04
gins Translati on, post-translational modification 705.3 -0.04 -0.54 3.5E-04
PotE Transport and binding proteins 716.2 0.86 036 4.1E-04
moeA Biosynthesis of cofactors, prosthetic groups and carriers 864 .4 0.09 -0.43 1.9E-04
yhinf Hypothetical, unclassified, unknown 8893 -0.33 -0.60 8.5E-05
yeal Hypothetical, unclassified, unknown 9541 0.66 -0.04 1.3E-04
ycaR Hypothetical, unclassified, unknown 2699 0.72 0.29 8.2E-05
vechM Hypothetical, unclassified, unknown 1051.5 0.05 -0.38 1.7E-04
tor” Energy metabolism 10573 -0.34 -0.60 2.5E-04
torD Energy metabolizsm 1061.0 -0.20 -0.72 4.9E-04
yeely Hypothefical, unclassified, unknown 1061.8 0.49 0.06 4.3E-05
yed Hypothefical, unclassified, unknown 1073.5 0.45 021 5.9E-05
yeilP Hypothefical, unclassified, unknown 11643 1.31 2.09 2.6E-04
yelaA Hypothetical, unclassified, unknown 13957 0.05 0.63 1.9E-04
ura B Carbon compound catabolism 1607 .3 -0.61 -0.10 2.1E-04
bhiss7 Energy metabolism 1656.1 -1.27 -0.18 5.3E-04
mic Carbon compound catabolism 1665.4 -0.40 0.00 8.3E-04
yinfdd Hypothetical, unclassified, unknown 1667 .7 -1.21 -0.79 5.8E-04
ydhD Hypothetical, unclassified, unknown 1731.8 0.15 037 6.0E-05
sod B Cell processes (incl. adaptation, protection) 1733 .4 0.62 147 4.5E-04
bhiass Hypothetical, unclassified, unknown 1767.1 -0.23 -0.08 8.2E-04
ydid Hypothetical, unclassified, unknown 1785.5 -0.03 0.35 4.2E-04
bi708 Hypothetical, unclassified, unknown 1787.8 -0.11 0.05 7.8E-04
bHi725 Hypothetical, unclassified, unknown 1805.8 0.14 0.64 4.1E-04
gapA Energy metabolism 1860.8 0.87 1.80 4.7E-04
vead Hypothetical, unclassified, unknown 1869.9 -1.37 -0.44 6.0E-05
yeb Ul Structural proteins 19182 2.71 126 7.2E-04
big44 Hypothefical, unclassified, unknown 19241 -0.10 0.13 4.1E-04
yeb K Hypothefical, unclassified, unknown 1934.7 -0.02 0.23 9.0E-04
arad 2 Transport and binding proteins 1980.6 0.99 0.37 4.7E-04
yecA Hypothefical, unclassified, unknown 1989.0 -0.14 0.20 7.5E-04
hisG Amino acid biosynthesis and metabolizm 2088.2 0.55 018 4.5E-04
yehL Hypothetical, unclassified, unknown 2202.6 0.20 -0.02 8.9E-04
Jrud Carbon compound catabolism 22577 -0.49 0.14 1.3E-04
Fruk Energy metabolizsm 22594 -0.25 0.06 8.2E-04

fruB Transport and binding proteins 2260.4 0.12 -0.31 4.9E-04



