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8505c_DEL-22379 1uM. Gene enrichment analysis. Underexpressed genes

GO:BP
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extracellular matrix crganization
regulation of epithelial cell differentiation
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8505c_DEL-22379 1uM. Gene enrichment analysis.

GO:BP
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8505c_DEL-22379 10uM. Gene enrichment analysis. Underexpressed genes

GO:MF
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cytokine binding
growth factor recepter binding
small GTPase binding

GO:BP
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angiogenesis

cellular respanse te chemical stimulus
cell communication
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Term IO

GO000BEE95
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cell adhesion
MAPK cascade

positive regulation of inflammatory response

GO:CC
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GO0005886

stats

Pad

B.813x10%
8460104

stats

Prad;
8.532x10 7

11991074
3.815x10°°

Term D

GO0001525
GOO0TORET
GOU007154
GO:0006935
GOO007165
GO002
GO0030154
GO0007155
GOO000165
GO0050729

stats

Padj

9.283x10 %

1.097=10°
13422104
6.898=10
8.228x10
1441=10°3
16141003
4364%1073
1.718x102
2.390=102
48181072

stats

Padj

3.082x10%
4.252%10°2
50621072
1.139x10°°
11502102

. ~loginlpad;)

S0

Overexpressed genes

o ~logholpadi)

o ~lediolpag)

o ~legiolPag)

. ~lagiolpag)

16

196

138
143
298

617
3393
6E29
B33
Tel
GE1D
4350
14592
935
142

5681 119

8505¢c_DEL-22379 10uM. Gene enrichment analysis. Overexpressed genes
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8505c_U0126. Gene enrichment analysis. Underexpressed genes

GO:MF stats

Term name Term D Pagj
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cytokine binding GO0019955 2.793%10¢
GOBP
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response to growth factor GO0070848
angiogenesis GO0001525
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regulation of kinase activity GD043549
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8505c¢_U0126. Gene enrichment analysis. Overexpressed genes
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CAL62_DEL-22379 10uM. Gene enrichment analysis. Underexpressed genes
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CAL62_DEL-22379 10uM. Gene enrichment analysis. Overexpressed genes
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CAL62_U0126. Gene enrichment analysis. Underexpressed genes

GO:MF

Term name

DA helicase activity

ATPase activity

DMA replication origin binding
micratubule binding

DMA binding

darmaged DMA binding
cytoskeletal protein binding
kinase binding

GO:BP

Term name

cell gycle

chromosame segregation

arganelle fission

DA replication

cellular response te DNA darmage stimulus
DMNA repair

micratubule cytoskeleton crganization

GO:CC

Term name

chromosome
nucleus
cytoskelaton

organelle

Term |D

GC0003678
GOR016887
GCr0003688
GOo00E017
GO0003677
GCr003684
GO:0008052
GO:00195300

Term |D

GO0007049
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GO0006974
GOO006261
GC0000226
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CAL62_U0126. Gene enrichment analysis. Overexpressed genes

GO:MF
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caleium ich binding
extracellular matrix binding
platelet-derived growth factor binding

GO:BP
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extracellular matrix organizaticn
cell adhesion

cell junction arganization

cell differentiation
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cell migration

vasculature development
regulation of signal tran=duction
cytoskeleton crganization

GO:CC

Term name

axtracellular matrix
endaplasmic reticulum lumen
cell junction

stress fiber

Term |D

G0:0005509
GO0050840
GCr0048407

Term |D
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