
[image: ]
[bookmark: _GoBack] 

image1.emf



immune activation − generic cluster (LI.M37.0)



cell cycle and transcription (LI.M4.0)



Ran mediated mitosis (LI.M15)



mitotic cell cycle in stimulated CD4 T cells (LI.M4.5)



mitotic cell division (LI.M6)



PLK1 signaling events (LI.M4.2)



C−MYC transcriptional network (LI.M4.12)



mitotic cell cycle (LI.M4.7)



cell cycle (I) (LI.M4.1)



cell division stimulated CD4+ T cells (LI.M46)



cell cycle (III) (LI.M103)



mitotic cell cycle − DNA replication (LI.M4.4)



E2F1 targets (Q3) (LI.M10.0)



E2F1 targets (Q4) (LI.M10.1)



mismatch repair (I) (LI.M22.0)



cell division in stimulated CD4 T cells (LI.M4.6)



mitotic cell cycle in stimulated CD4 T cells (LI.M4.9)



cell cycle (II) (LI.M4.10)



cell division − E2F transcription network (LI.M4.8)



E2F transcription factor network (LI.M8)



DNA repair (LI.M76)



transcription regulation in cell development (LI.M49)



Rho GTPase cycle (LI.M4.14)



extracellular matrix, collagen (LI.M210)



extracellular matrix (II) (LI.M2.1)



signal transduction, plasma membrane (LI.M82)



integrin cell surface interactions (I) (LI.M1.0)



extracellular matrix (I) (LI.M2.0)



extracellular matrix (III) (LI.M2.2)



respiratory electron transport chain (mitochondrion) (LI.M219)



enriched in B cells (I) (LI.M47.0)



proinflammatory cytokines and chemokines (LI.M29)



enriched in monocytes (II) (LI.M11.0)



chemokine cluster (I) (LI.M27.0)



activated dendritic cells (LI.M67)



enriched in activated dendritic cells (II) (LI.M165)



antiviral IFN signature (LI.M75)



type I interferon response (LI.M127)



innate antiviral response (LI.M150)



RIG−1 like receptor signaling (LI.M68)



viral sensing & immunity; IRF2 targets network (II) (LI.M111.1)



innate activation by cytosolic DNA sensing (LI.M13)



En
ge



rix
.0



4



En
ge



rix
.0



8



En
ge



rix
.2



4



En
ge



rix
.4



8



En
ge



rix
.7



2



En
ge



rix
.1



68



IF
A.



04



IF
A.



08



IF
A.



24



IF
A.



48



IF
A.



72



IF
A.



16
8



LP
S.



04



LP
S.



08



LP
S.



24



LP
S.



48



LP
S.



72



LP
S.



16
8



Pe
rtu



ss
is.



04



Pe
rtu



ss
is.



08



Pe
rtu



ss
is.



24



Pe
rtu



ss
is.



48



Pe
rtu



ss
is.



72



Pe
rtu



ss
is.



16
8



Po
ly



IC
.0



4



Po
ly



IC
.0



8



Po
ly



IC
.2



4



Po
ly



IC
.4



8



Po
ly



IC
.7



2



Po
ly



IC
.1



68



Tr
iF



lu
.0



4



Tr
iF



lu
.0



8



Tr
iF



lu
.2



4



Tr
iF



lu
.4



8



Tr
iF



lu
.7



2



Tr
iF



lu
.1



68



Tr
iF



lu
M



F5
9.



04



Tr
iF



lu
M



F5
9.



08



Tr
iF



lu
M



F5
9.



24



Tr
iF



lu
M



F5
9.



48



Tr
iF



lu
M



F5
9.



72



Tr
iF



lu
M



F5
9.



16
8



Effect size: P value:



0.5 0.99 0.01 0.001 10−4 10−5 10−6
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