Gene Fonctional group Location (kb) Mean 5/EIEC Mean E. coli p value

nap D Hypothetical, unclassified, unknown 2300.8 -0.02 -0.42 3.5E-05
h2249 Hypothetical, unclassified, unknown 2360.5 0.23 -0.03 4.6E-04
muol Energy metabolism 23939 -0.23 0.07 1.6E-04
o Hypothetical, unclassified, unknown 24001 -0.19 021 9.4E-04
yfaE Hypothetical, unclassified, unknown 2486.0 -0.01 0.14 1.6E-04
ddg Hypothetical, unclassified, unknown 2493.6 -0.25 -0.01 9.4E-04
bh2392 Hypothetical, unclassified, unknown 2509.5 -0.30 0.04 5.6E-05
yifG Amino acid biosynthesis and metabolism 25816 -0.06 -0.72 3.0E-04
b2529 Hypothetical, unclassified, unknown 26579 0.25 0.01 2.3E-04
VihL Hypothetical, unclassified, unknown 26977 0.23 -0.01 1.8E-04
gabT Central infermediary metabolism 2790.8 -0.22 -0.77 7.6E-04
asc Transport and binding proteins 2837 .5 0.31 -0.23 1.2E-04
Juco Carbon compound catabolism 29299 -0.44 -0.22 2.5E-04
ppdC Other known genes 2960.5 -0.12 -0.50 2.5E-04
yedE Hypothefical, unclassified, unknown 2960.8 0.15 -0.17 2.8E-05
galpP Transport and binding proteins 30863 -0.03 -0.36 9.0E-04
exbD Transport and binding proteins 3148.8 0.41 017 2.2E-04
sl Tranglati on, post-translational modification 3208.4 -1.11 -0.60 4.3E-04
dea D Transcription, RN A processing and degradation 3303.6 0.37 -0.50 2.0E-04
nip Carbon compound catabolism 3332.6 0.20 -0.33 6.4E-04
yrbB Hypothetical, unclassified, unknown 33346 -0.04 -0.40 1.0E-04
yhel Putative enzymes 33671 -0.34 -0.78 1.5E-05
yheJ Putative enzymes 3368.0 -0.06 -0.46 2.8E-04
smf 1 Hypothetical, unclassified, unknown 34304 -0.03 -0.30 1.9E-04
FpIR Translation, post-translati onal modification 34429 0.96 0.57 8.0E-05
rpmc Translation, post-translati onal modification 34462 0.38 0.09 2.9E-04
rpss Translation, post-translati onal modification 3447 9 0.28 0.03 7.9E-04
bicH Biosynthesis of cofactors, prosthetic groups and carriers 35417 -0.73 -1.03 9.5E-04
gnttr 2 Transport and binding proteins 35734 0.36 0.06 5.9E-04
v Transport and binding proteins 35911 0.20 -0.16 3.7E-04
vk Transport and binding proteins 35941 0.65 0.15 3.7E-04
i Transport and binding proteins 35962 0.43 0.07 8.3E-04
JFsX Cell processes (incl. adaptation, protection) 35987 -0.41 -0.67 9.4E-04
kD Transport and binding proteins 36146 0.26 -0.11 1.4E-04
mkE Tranzport and binding proteins 3615.4 0.38 0.04 2.9E-04
pitd Transport and binding proteins 3635.3 0.55 0.07 5.1E-04
yhiP Transport and binding proteins 3638.5 0.59 0.11 9.9E-04
yhRiCOP Hypothetical, unclassified, unknown 3690.2 -1.09 -1.56 1.0E-04
Hd D Energy metabolism 37775 -0.62 -1.23 7.4E-04
gmk Nucleotide biogynthesis and metabolism 3819.1 0.24 0.88 4.9E-04
uhpC Transport and binding proteins 3844.9 0.50 0.08 1.9E-04
uhp B Transport and binding proteins 38463 -0.47 -0.88 3.4E-05
givC Transport and binding proteins 3860.1 0.59 0.14 6.9E-04
i Cell structure 3966.6 -0.44 -0.82 2.2E-04
vigd Hypothefical, unclassified, unknown 4005 .6 -0.29 -0.63 7.3E-04
yigk Hypothetical, unclassified, unknown 4006.0 0.21 0.02 7.4E-04
yihZ Hypothefical, unclassified, unknown 40746 -0.10 -0.41 7.0E-06
yiiT Putative regulatory proteins 41109 -1.17 041 5.8E-05
thill Biosynthesis of cofactors, prosthetic groups and carriers 4191.8 -1.07 -1.42 3.3E-05
weT Hypothetical, unclassified, unknown 4402.0 0.47 0.09 1.6E-04
seaH Hypothetical, unclassified, unknown 4419.8 -0.12 -0.53 3.2E-04
sgall Hypothetical, unclassified, unknown 4420.4 -0.04 -0.30 1.3E-04
bh4250 Hypothetical, unclassified, unknown 4471.8 0.44 -0.11 9.0E-05
yidl Hypothetical, unclassified, unknown 4499.7 -1.26 -0.31 3.9E-04
serB Amino acid biosynthesis and metabolizsm 4622.5 0.35 -0.09 1.5E-04

Genes are listed according to their physical position from 0 to 100’ on the K12-MG1655 chromosome. Red and green colors indicate
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