FabT iModulon
Significantly overlapped TRN: FabT > LacD.1_M14
Biological function: Fatty acid biosynthesis
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CovR-1 iModulon
Significantly overlapped TRN:

CovR_1_ME_M1 > Mga_low_Glucose_M1 > CovR_CcpA_M1 >Rgg_exponetional_M49 > CodY_M49
Biological function: Phathogenesis and the peptide transport
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Phage_1-1 iModulon

Significantly overlapped TRN: Phage_1 > SPy1285

Biological function: Prophages
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Unc_1 iModulon
Significantly overlapped TRN: ---
Biological function: Carbon use
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GInR iModulon
Significantly overlapped TRN: GInR
Biological function: Amino acid use
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CcpA-1 iModulon

Significantly overlapped TRN: CcpA_core_M1 > CovR_2_LE_MA1
Biological function: Amino acid use
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Rgg iModulon
Significantly overlapped TRN: Rgg_exponetional_M49 > CcpA_core_M1 > CovR_CcpA_M1
Biological function: Multi-purpose metabolism
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Phage_2-1 iModulon
Significantly overlapped TRN: Phage_2
Biological function: Prophages
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PyrR iModulon
Significantly overlapped TRN: PyrR > MtsR_M49 > Rgg_exponetional_M49 > CovR_1_S_M1
Biological function: Nucleotide use

pyrF .
0.30 A naiP \ pyrP pyrR ® Function unknown
» pyrE— “pyrB ® Inorganic ion transport and metabolism
0.25 carA’ Nucleotide transport and metabolism
“carB ©® Translation, ribosomal structure and biogenesis
0.20 VA .
COG Categolies
= 0.15 1
2
2
o 0.10 1
C
[}
O]
© 0.05 1
0.00 4
-0.05 1
-0.10 A
0.00 0.25 0.50 0.75 1.00 1.25 1.50 1.75 2.00
Gene Start 1e6
26 4 256 10 1 PyrR
0 7 4 R iModulon
T q
PyrR _PyR MtsR_M49 iMoZIqun Rgg_exponetional_M49
iModulon
Statistical basis for naming this iModulon
70 7 4 pyR
iModulon
CovR_1_S_M1
TRN iModulon
CDM THY
,{@c} (,Qv
9
o3 o2 ® Y WT_vs_mutant  WT_vs_AdahA WT_vs_AfabT WT_vs_AmalR2
9 K\
. QL
Project > ME_vs LE &’ &7 35° 40°
J ¢ VS ) N o Q¥ P
\a O O,%«q, N & 3 \Q“q'
/9797 & & X & \) & 0 &
Strain wT wiowT S LS s S KRN «° &
10 A -
2 -
2 g
o Ke)
< ®
c o
o -
= 0
H ° .
= ] " )
= 2 ° [ Mid-exponential (ME)
o g [ Late-exponential (LE)
& 10 1 & e [ Stationary (S)
2
L
=



MalR iModulon
Significantly overlapped TRN: MalR_M1 > MalR > CcpA > FruR
Biological function: Carbon use
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Unc_2 iModulon
Significantly overlapped TRN: -

Biological function: ---
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Unc_3 iModulon
Significantly overlapped TRN: ---
Biological function: Translation
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VicR iModulon

Significantly overlapped TRN: VicR
Biological function: Carbon use
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Phage_1-2 iModulon
Significantly overlapped TRN: Phage_1 > SPy1285
Biological function: Prophages
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Unc_4 iModulon
Significantly overlapped TRN: ---
Biological function: Multi-purpose metabolism
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15 Gene Weight

NanR iModulon
Significantly overlapped TRN:

NanR > CcpA > CcpA_core_M1> CovR_CcpA_M1 >CovR_1_S_M1 > Rgg_exponetional_M49

Biological function: Carbon use
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16 Gene Weight

NrdR iModulon activity

NrdR iModulon

Significantly overlapped TRN: NrdR
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Unc_5 iModulon activi

17 Gene Weight
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PurR iModulon
Significantly overlapped TRN: PurR
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Unc_6 iModulon
Significantly overlapped TRN: ---
Biological function: General stress
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Unc_7 iModulon activi

Unc_7 iModulon

Significantly overlapped TRN: ---

Biological function: Translation
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CcpA-2 iModulon
Significantly overlapped TRN: CcpA_core_M1 > CovR_CcpA_M1 > LacD.1_M14
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Phage_2-2 iModulon activity

Phage_2-2 iModulon
Significantly overlapped TRN: Phage_2
Biological function: Prophages
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SLS iModulon

Significantly overlapped TRN:
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> CovR_2_LE_M1 > CcpA > Mga_low_Glucose_M1 > CovR_2_S_M1 > Rgg_postexponential_M49
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Unc_8 iModulon
Significantly overlapped TRN: ---
Biological function: Translation
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Unc_9 iModulon activi
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Significantly overlapped TRN:
Biological function:

mez_1 @® Amino acid transport and metabolism
0.201 maeN Carbohydrate transport and metabolism
. ® Cell wall/membrane/envelope biogenesis
0.15 1 ® Energy production and conversion
’opuAB ® fcpA ® Function unknown

0.10 ® Transcription

0.05 - COG Categolies

0.00
-0.05
-0.10
_0‘ 1 5 - v

licT
-0.20 - T T T r T T T T
0.00 0.25 0.50 0.75 1.00 1.25 1.50 1.75 2.00
Gene Start 1e6
CDM THY
X
& CF’Qv
Q(j/ ] /V WT_vs_mutant WT_vs_AdahA WT_vs_AfabT WT_vs_AmalR2
S ©7 « ©
@ ME_vs_LE {7 &7 ¥ %\V%b? 35° 40
\e /63@3;1:'951/ Na & & o & \Q:L
0 & © a
WT WT WT vc,OQ L L e NCEIIRN SR ¥ S <

Carbon (-)

Dextrin

Glucose

Maltose

I Mid-exponential (ME)
[ Late-exponential (LE)
[ stationary (S)




Mga iModulon activity

Mga iModulon
Significantly overlapped TRN: Mga_high_Glucose_M1
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Unc_10 iModulon
Significantly overlapped TRN:
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CovR-2 iModulon
Significantly overlapped TRN: CovR_1_ME_M1 > CovR_CcpA_M1 > CovR_1_S_M1 > Rgg_exponetional_M49
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MalR2 iModulon
Significantly overlapped TRN: MalR2
Biological function: Carbon use
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Phage_3-1 iModulon activity

Phage_3-1 iModulon

Significantly overlapped TRN: Phage_3 > CovR_CcpA_M1
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Phage_2-3 iModulon
Significantly overlapped TRN: Phage_2 > Phage_3
Biological function: Prophages
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Unc_11 iModulon activi

Unc_11 iModulon
Significantly overlapped TRN: ---
Biological function: Translation
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Galactose iModulon activity

Galactose iModulon
Significantly overlapped TRN: ---
Biological function: Carbon use
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Transport-1 iModulon
Significantly overlapped TRN: ---
Biological function: Multi-purpose metabolism
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YwzG iModulon activity

YwzG iModulon
Significantly overlapped TRN: YwzG
Biological function: Transport

Carbohydrate transport and metabolism
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HrcA iModulon
Significantly overlapped TRN: HrcA > CtsR > Nra_transition_M49
Biological function: Translation

clpL ® Function unknown
dnakK @ ® Posttranslational modification, protein turnover, chaperones
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Phage_3-2 iModulon
Significantly overlapped TRN: Phage_3 > Phage_1
Biological function: Prophages

0.20 - .ps115 ® Function unknown
® Nucleotide transport and metabolism
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SpeB iModulon
Significantly overlapped TRN: ---
Biological function: Toxin production

@® Cell wall/membrane/envelope biogenesis
061 speB. ® Function unknown
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Transport-2 iModulon
Significantly overlapped TRN:
Biological function: Multi-purpose metabolism

® Amino acid transport and metabolism
Carbohydrate transport and metabolism

® Coenzyme transport and metabolism

® Function unknown
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Unc_12 iModulon
Significantly overlapped TRN: ---
Biological function: General stress
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SLO iModulon
Significantly overlapped TRN: ---
Biological function: Toxin production

slo Carbohydrate transport and metabolism
: ® Cell wall/membrane/envelope biogenesis
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