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Regulation of cholesterol biosynthesis by SREBP (SREBF)
30 @5%FDR, 17 up 13 dn 54 detected
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Metabolism
442 @5%FDR, 234 up 208 dn 1696 detected
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e Growth Factor (IGF) transport and uptake by Insulin—like Growth Factor Binding
41 @5%FDR, 20 up 21 dn 99 detected
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Post-translational protein phosphorylation
38 @5%FDR, 17 up 21 dn 91 detected




Color Key

Metabolism of lipids

Count

150 300

0

-2 -1 0 1 2
Row Z-Score

ETNK2
PLA2G12A

GGPS1
SLC25A20
CypP8B1
SLC25A17
DGAT2

TNFRSF21
ARNT
ACAA2
SRD5A2
PLA2G10
CSNK2B
TSPOAP1
ARSF

FABP6
CYP11B1
PRKACG

SRR6467479
SRR6467480
SRR6467481
SRR6467485
SRR6467486
SRR6467487



—log10 pval

70

60

50

40

30

20

10

Metabolism of lipids

181 @5%FDR, 89 up 92 dn 592 detected
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Platelet degranulation
43 @5%FDR, 20 up 23 dn 103 detected
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Hemostasis
133 @5%FDR, 56 up 77 dn 409 detected
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Response to elevated platelet cytosolic Ca2+
43 @5%FDR, 20 up 23 dn 106 detected
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Collagen degradation
11 @5%FDR, 7 up 4 dn 20 detected
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Apoptotic execution phase
15 @5%FDR, 7 up 8 dn 39 detected
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Plasma lipoprotein remodeling
12 @5%FDR, 7 up 5 dn 29 detected
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Metabolism of steroids

50 @5%FDR, 26 up 24 dn 130 detected
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Platelet activation, signaling and aggregation
67 @5%FDR, 26 up 41 dn 189 detected




Count

20 40

0

-2

Color Key

-1 0 1 2
Row Z-Score

o =

lipid—linked oligosaccharide, LLO) and transfel

SRR6467479

SRR6467480

|

SRR6467481

SRR6467485

SRR6467486

SRR6467487

NEU3
SRD5A3
MPDU1
SLC35A1
ALG10
DHDDS
CMAS
NEU4
MVD
FPGT
ALG14
NANP
DPM1
GNPNAT1
ST3GALS
PMM2
PMM1
CTSA
UAP1
GLB1
DOLK
ST6GAL2
ST6GALNAC2
DOLPP1
SLC35C1
DPAGT1
PGM3
ALG2
NUS1
ST3GAL4
GFPT1
RENBP
SLC17A5
ST8SIA4
ST8SIAS
ST6GALNAC1
ST6GALNACS
ST8SIA3



\N—glycan precursor (dolichol lipid-linked oligosaccharide, LLO) and transferto ar
25 @5%FDR, 5 up 20 dn 64 detected
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1 in megakaryocyte differentiation and platelet
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\ X1 regulates genes involved in megakaryocyte differentiation and platelet functia
17 @5%FDR, 6 up 11 dn 34 detected
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Synthesis of substrates in N—glycan biosythesis
20 @5%FDR, 5 up 15 dn 49 detected




Count

8 12

4

-2

Color Key

-1 0 1 2
Row Z-Score

|
Hr'ﬂ—‘:ﬁ'?ﬁﬁﬁlr'jr'fﬁ

sellular Domain Regulates Transcription

SRR6467479

SRR6467480

SRR6467481

SRR6467485

SRR6467486

SRR6467487

MAML3

HEY2

KAT2A

FLT4

HES1

ACTA2

NOTCH4

RBPJ

NOTCH2

MAML2

SMAD3

EP300

SNw1

NOTCH1

CREBBP

KAT2B

HEY1

MAMLD1

HES5

MAML1



—log10 pval

70

60

50

40

30

20

10

NOTCH4 Intracellular Domain Regulates Transcription
7 @5%FDR, 4 up 3 dn 15 detected
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RHO GTPases Activate Formins
38 @5%FDR, 25 up 13 dn 116 detected




