NeuroB

NeuroB_MYC+

ras UP — pmid: 16273092 NA

ras DN — pmid: 16273092 NA

myc UP — pmid: 16273092 NA

myc DN - pmid: 16273092 NA

5p NA

59 NA

GS



NeuroB

NeuroB_MYC+

G0:0000041 transition metal ion transport
G0:0000075 cell cycle checkpoint

G0:0000122 negative regulation of transcription frorn
G0:0000151 ubiquitin ligase complex

G0:0000165 MAPKKK cascade

G0:0000187 activation of MAPK activity
G0:0000226 microtubule cytoskeleton organization &
G0:0000228 nuclear chromosome

G0:0000375 RNA splicing, via transesterification rea
GO:0000377 RNA splicing, via transesterification rea

GS



NeuroB_MYC+

CMYC.1 down
CMYC.1 up
E2F3.1 down
E2F3.1 up

HRAS.1 down
HRAS.1 up

SRC.1 down
SRC.1 up

BRAF.1 up
BRAF.1 down
ES.M.1 UP

ES.M.1 DOWN
FH.1 UP

FH.1 DOWN
HGF.2 UP

HGF.2 DOWN
HYPEROXIA.1 UP
HYPEROXIA.1 DOWN
HYPEROXIA.2 UP
HYPEROXIA.2 DOWN
HYPOXIA.1 UP.big
HYPOXIA.1 UP.small
HYPOXIA.1 DOWN
MET.3 up

TFA.1 change
NFKB1.2 down
NFKB1.2 up

TNF.2 down

TNF.2 up

TNF.1 up

TNF.1 down
NFKB1.1 up
NFKB1.1 down
VEGF.1 up
VEGF.1 down
WND.1 UP

WND.1 DOWN
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CMYC.1 down
CMYC.1 up

E2F3.1 down
E2F3.1 up

HRAS.1 down
HRAS.1 up

SRC.1 down
SRC.1 up

BRAF.1 up

BRAF.1 down
ES.M.1 UP

ES.M.1 DOWN
FH.1 UP

FH.1 DOWN
HGF.2 UP

HGF.2 DOWN
HYPEROXIA.1 UP
HYPEROXIA.1 DOWN
HYPEROXIA.2 UP
HYPEROXIA.2 DOWN
HYPOXIA.1 UP.big
HYPOXIA.1 UP.small
HYPOXIA.1 DOWN
MET.3 up

TFA.1 change
NFKB1.2 down
NFKB1.2 up

TNF.2 down

TNF.2 up

TNF.1 up

TNF.1 down
NFKB1.1 up
NFKB1.1 down
VEGF.1 up
VEGF.1 down
WND.1 UP

WND.1 DOWN

GS



CMYC.1 down
CMYC.1 up

E2F3.1 down
E2F3.1 up

HRAS.1 down
HRAS.1 up

SRC.1 down
SRC.1 up

BRAF.1 up

BRAF.1 down
ES.M.1 UP

ES.M.1 DOWN
FH.1 UP

FH.1 DOWN
HGF.2 UP

HGF.2 DOWN
HYPEROXIA.1 UP
HYPEROXIA.1 DOWN
HYPEROXIA.2 UP
HYPEROXIA.2 DOWN
HYPOXIA.1 UP.big
HYPOXIA.1 UP.small
HYPOXIA.1 DOWN
MET.3 up

TFA.1 change
NFKB1.2 down
NFKB1.2 up

TNF.2 down

TNF.2 up

TNF.1 up

TNF.1 down
NFKB1.1 up
NFKB1.1 down
VEGF.1 up
VEGF.1 down
WND.1 UP

WND.1 DOWN

GS



P2B

TFA.1 change

FH.1 UP

ES.M.1 UP

TNF.1 down

CMYC.1 up

FH.1 DOWN

TNF.2 up

WND.1 UP

HGF.2 UP

NFKB1.1 down

GS




G0:0005819 spindle

G0:0000775 chromosome, centromeric region
G0:0007059 chromosome segregation

G0:0007346 regulation of mitotic cell cycle

G0:0000776 kinetochore

G0:0000793 condensed chromosome

G0:0010564 regulation of cell cycle process
G0:0000226 microtubule cytoskeleton organization and biogenesis
G0:0000075 cell cycle checkpoint

G0:0051329 interphase of mitotic cell cycle

G0:0007018 microtubule—based movement

G0:0019898 extrinsic to membrane

G0:0005923 tight junction

G0:0048729 tissue morphogenesis

G0:0005911 intercellular junction

G0:0005319 lipid transporter activity

G0:0016540 protein autoprocessing

G0:0016327 apicolateral plasma membrane
G0:0007409 axonogenesis

G0:0048666 neuron development

GO0:0046777 protein amino acid autophosphorylation
G0:0043296 apical junction complex

G0:0031175 neurite development

G0:0048667 neuron morphogenesis during differentiation
G0:0048812 neurite morphogenesis

G0:0000904 cellular morphogenesis during differentiation
G0:0007411 axon guidance

G0:0004553 hydrolase activity, hydrolyzing O—glycosyl compound:
G0:0016798 hydrolase activity, acting on glycosyl bonds
G0:0045177 apical part of cell
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