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Chr4
Chr 2
Chr 13
Chr5
Chr 6
Chr 12
Chr3
Chr X
Chr 18
Chr 10
Chr 8
Chr7
Chr 15
Chr9
Chr 21
Chr 14
Chr1l
Chr 20
Chr11
ChryY
Chr 16
Chr 22
Chr 17

Chr 19
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Chr4

Chr 2

Chr 13

Chr5

Chr 6

Chr 12

Chr3

Chr X

Chr 18

Chr 10

Chr8

Chr7

Chr 15

Chr9

Chr 21

Chr 14

Chr1

Chr 20

Chr 11

ChrY

Chr 16

Chr 22

Chr 17

Chr 19
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GSZ score
_ Category Chr

J Chr12

BT
I RUW o
‘ ‘ D Chr2
0 | o
o s
‘ O Chré
u

J Chr3

— B Chr X
E G Chr 18
J Chr 10

— K Chr8

— A Chr7

— A Chr 15

— G Chr9

— K Chr21

— K Chr 14

— H Chr1l

— E Chr 20

— E Chri1l

@]

ChrY

L1l Il ‘H ' III)| H i I I ‘\‘\ i

m

Chr 16
E Chr22

E Chr17

L
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GSZ score

Category Chromatin states

5_Tx_Melanocytes
5_Tx_Fibroblasts
2_TssA_Fibroblasts
2_TssA_Neuronal_Progenitor
2_TssA_Melanocytes
5_Tx_Neuronal_Progenitor
14_ZNF_Neuronal_Progenitor
14_ZNF_Melanocytes
15_Quies_Neuronal_Progenitor
7_Enh_Melanocytes
15_Quies_Melanocytes
7_Enh_Fibroblasts
15_Quies_Fibroblasts
4_TxTrans_Neuronal_Progenitor
6_EnhG_Neuronal_Progenitor
14_ZNF_Fibroblasts
13_HetRpts_Neuronal_Progenitor
12_Het_Neuronal_Progenitor
13_HetRpts_Melanocytes
12_Het_Melanocytes
3_TssF_Melanocytes
6_EnhG_Melanocytes
3_TssF_Fibroblasts
7_Enh_Neuronal_Progenitor
3_TssF_Neuronal_Progenitor
6_EnhG_Fibroblasts
4_TxTrans_Melanocytes
4_TxTrans_Fibroblasts
11_K9K27me3_Neuronal_Progenitor
11_K9K27me3_Fibroblasts
13_HetRpts_Fibroblasts
12_Het_Fibroblasts
9_ReprPCWk_Neuronal_Progenitor
11_K9K27me3_Melanocytes
1_TssP_Melanocytes
8_EnhP_Neuronal_Progenitor
10_ReprPC_Neuronal_Progenitor
1_TssP_Neuronal_Progenitor
10_ReprPC_Fibroblasts
8_EnhP_Fibroblasts
8_EnhP_Melanocytes
1_TssP_Fibroblasts
9_ReprPCWk_Fibroblasts
10_ReprPC_Melanocytes
9_ReprPCWk_Melanocytes
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GSZ score
_ Category Chromatin states

‘ ‘ ‘ H K 5_Tx_Melanocytes

H K 5_Tx_Fibroblasts

H‘ ‘ E 2_TssA_Fibroblasts
E 2_TssA_Neuronal_Progenitor

‘ H H H { ‘ E 2_TssA_Melanocytes
WIH (VA ’I b 0 K 5_Tx_Neuronal_Progenitor

7_Enh_Melanocytes
15_Quies_Melanocytes
7_Enh_Fibroblasts
15_Quies_Fibroblasts
4_TxTrans_Neuronal_Progenitor

K 14_ZNF_Neuronal_Progenitor
A \
Ml M LA 1 | ‘\
—IHHH HH HHHIIH I\I\I\HIH HHIIH i II‘ ML |

14_ZNF_Melanocytes
Il
|

6_EnhG_Neuronal_Progenitor
14_ZNF_Fibroblasts
13_HetRpts_Neuronal_Progenitor
12_Het_Neuronal_Progenitor
13_HetRpts_Melanocytes
12_Het_Melanocytes
3_TssF_Melanocytes
6_EnhG_Melanocytes
3_TssF_Fibroblasts
7_Enh_Neuronal_Progenitor
3_TssF_Neuronal_Progenitor
6_EnhG_Fibroblasts
4_TxTrans_Melanocytes
4_TxTrans_Fibroblasts
11_K9K27me3_Neuronal_Progenitor
11_K9K27me3_Fibroblasts
13_HetRpts_Fibroblasts
12_Het_Fibroblasts
9_ReprPCWk_Neuronal_Progenitor
11_K9K27me3_Melanocytes
1_TssP_Melanocytes
8_EnhP_Neuronal_Progenitor

15_Quies_Neuronal_Progenitor
\ NI I‘ HMIHJMI IHHHH\ ‘\ i

10_ReprPC_Neuronal_Progenitor
1_TssP_Neuronal_Progenitor
10_ReprPC_Fibroblasts
8_EnhP_Fibroblasts
8_EnhP_Melanocytes
1_TssP_Fibroblasts
9_ReprPCWk_Fibroblasts
10_ReprPC_Melanocytes
9_ReprPCWk_Melanocytes

I I I IIIIIIZIITzZzIITITOomMmmmMmMMmMMmMMMITIOO?>» OOXXXXXZIX
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_ Category Chromatin states

AN &

RN
gl

K
E
E
E
IS
K

K

K
K
K
K
K
K
G
[
A
o
o
H
H
E
E
E
E
E
E
E
E
o
H
H
H
N
H
H
N
H
H
H
H
H
H
H
H
H

5_Tx_Melanocytes
5_Tx_Fibroblasts
2_TssA_Fibroblasts
2_TssA_Neuronal_Progenitor
2_TssA_Melanocytes
5_Tx_Neuronal_Progenitor
14_ZNF_Neuronal_Progenitor
14_ZNF_Melanocytes
15_Quies_Neuronal_Progenitor
7_Enh_Melanocytes
15_Quies_Melanocytes
7_Enh_Fibroblasts
15_Quies_Fibroblasts
4_TxTrans_Neuronal_Progenitor
6_EnhG_Neuronal_Progenitor
14_ZNF_Fibroblasts
13_HetRpts_Neuronal_Progenitor
12_Het_Neuronal_Progenitor
13_HetRpts_Melanocytes
12_Het_Melanocytes
3_TssF_Melanocytes
6_EnhG_Melanocytes
3_TssF_Fibroblasts
7_Enh_Neuronal_Progenitor
3_TssF_Neuronal_Progenitor
6_EnhG_Fibroblasts
4_TxTrans_Melanocytes
4_TxTrans_Fibroblasts
11_K9K27me3_Neuronal_Progenitor
11_K9K27me3_Fibroblasts
13_HetRpts_Fibroblasts
12_Het_Fibroblasts
9_ReprPCWk_Neuronal_Progenitor
11_K9K27me3_Melanocytes
1_TssP_Melanocytes
8_EnhP_Neuronal_Progenitor
10_ReprPC_Neuronal_Progenitor
1_TssP_Neuronal_Progenitor
10_ReprPC_Fibroblasts
8_EnhP_Fibroblasts
8_EnhP_Melanocytes
1_TssP_Fibroblasts
9_ReprPCWk_Fibroblasts
10_ReprPC_Melanocytes
9_ReprPCWk_Melanocytes

25
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GSZ score

Category Colon Cancer

E TssA_Colon

E Tx_Colon

K TxWk_Colon

K Quies3_Colon

K TssWk_Colon

K LaPointe_mucosa-position_kmeans_N_cecum colon_ascending colon_
| Pentrack_CRC_TCGA_corr_R_normal_DN
Pentrack_CRC_TCGA_group.over_C_normal_DN
LaPointe_mucosa—position_kmeans_H_cecum colon_ascending colon_
TssD1_Colon

LaPointe_mucosa-position_kmeans_E_transverse colon_UP_transvers
LaPointe_mucosa-position_kmeans_O_transverse colon_UP_
LaPointe_mucosa-position_kmeans_D_transverse colon_UP_
LaPointe_mucosa-position_kmeans_A_ascending colon_UP_
Quies1_Colon

Kosinski_lower-crypt-long-list

ZNF_Colon

Het_Colon

Kaneda_CIMP-groupl
Hewish_dMMR-secondary-mutations_Transcriptional_regulation
Marisa_CRC-cluster-c
TCGA_Mutated-in—CRC_mismatch-repair-genes
Hewish_dMMR-secondary-mutations_DNA-repair
LaPointe_mucosa—position_kmeans_C_cecum colon_ascending colon_
Marisa_CRC-cluster-a
LaPointe_mucosa—position_kmeans_L_transverse colon_cecum colon_
Pentrack_CRC_TCGA_group.over_B_msi-h_UP
Pentrack_CRC_TCGA_corr_J_msi—h_UP_mss_DN
TCGA-CRC_less—agressive—disease-markers

Marisa_CRC-cluster-g

Marisa_CRC-C6

Budinska_E_Mixed_UP
Pentrack_CRC_TCGA_group.over_A_normal_UP
Budinska_D_Mesenchymal_DOWN
Hewish_dMMR-secondary-mutations_Apoptosis
Hewish_dMMR-secondary-mutations_Cell-motility

Enhwk2_Colon

Pentrack_CRC_TCGA_corr_C_normal_UP
Kosinski_top—crypt-long-list

Juehling_ HNPCC-mutated-in-6-to—8
Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
TxEnhG2_Colon

TssF_Colon

TssD2_Colon

EnhA_Colon

TXEnhG1_Colon

LaPointe_mucosa—position_kmeans_J_cecum colon_ascending colon_
EnhWk1_Colon

Enh_Colon

LaPointe_mucosa—position_kmeans_F_cecum colon_transverse colon_
LaPointe_mucosa—-position_kmeans_K_transverse colon_UP_cecum c
Ang_CRC_Hypomethylated

Ang_CRC-CIMPH-vs-L_hypo
Lembcke_TCGA-expr_kmeans_L_CIMP.H_UP_Cluster4_DN
Lembcke_TCGA_meth_kmeans_B_Cluster4_DN
Lembcke_TCGA_meth_kmeans_J_CIMP.H_DN
Lembcke_TCGA-expr_kmeans_M_CIMP.H_DN

EnhP_Colon
Lembcke_TCGA-expr_kmeans_H_CIMP.H_UP_Cluster3_DN
ReprPCWk_Colon

TssP_Colon

ReprPC_Colon
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GSZ score

Category Colon Cancer

E TssA_Colon

E Tx_Colon

K TxWk_Colon

K Quies3_Colon

K TssWk_Colon

K LaPointe_mucosa-position_kmeans_N_cecum colon_ascending cc
| Pentrack_CRC_TCGA_corr_R_normal_DN
Pentrack_CRC_TCGA_group.over_C_normal_DN
LaPointe_mucosa—position_kmeans_H_cecum colon_ascending c
TssD1_Colon

LaPointe_mucosa—-position_kmeans_E_transverse colon_UP_trans
LaPointe_mucosa—position_kmeans_O_transverse colon_UP_
LaPointe_mucosa-position_kmeans_D_transverse colon_UP_
LaPointe_mucosa—position_kmeans_A_ascending colon_UP_
Quies1_Colon

Kosinski_lower-crypt-long-list

ZNF_Colon

Het_Colon

Kaneda_CIMP-groupl
Hewish_dMMR-secondary—-mutations_Transcriptional_regulation
Marisa_CRC-cluster-c
TCGA_Mutated-in—-CRC_mismatch-repair-genes
Hewish_dMMR-secondary-mutations_DNA-repair
LaPointe_mucosa—position_kmeans_C_cecum colon_ascending c
Marisa_CRC-cluster-a
LaPointe_mucosa—position_kmeans_L_transverse colon_cecum cc
Pentrack_CRC_TCGA_group.over_B_msi-h_UP
Pentrack_CRC_TCGA_corr_J_msi-h_UP_mss_DN
TCGA-CRC_less—agressive-disease—markers
Marisa_CRC-cluster-g

Marisa_CRC-C6

Budinska_E_Mixed_UP
Pentrack_CRC_TCGA_group.over_A_normal_UP
Budinska_D_Mesenchymal_DOWN
Hewish_dMMR-secondary—-mutations_Apoptosis
Hewish_dMMR-secondary—mutations_Cell-motility
EnhwWk2_Colon

Pentrack_CRC_TCGA_corr_C_normal_UP
Kosinski_top-crypt-long-list
Juehling_HNPCC-mutated-in-6-to-8
Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
TxXEnhG2_Colon

TssF_Colon

TssD2_Colon

EnhA_Colon

TXEnhG1_Colon

LaPointe_mucosa—position_kmeans_J_cecum colon_ascending co
EnhWk1_Colon

Enh_Colon

LaPointe_mucosa-position_kmeans_F_cecum colon_transverse cc
LaPointe_mucosa-position_kmeans_K_transverse colon_UP_cect
Ang_CRC_Hypomethylated

Ang_CRC-CIMPH-vs-L_hypo
Lembcke_TCGA-expr_kmeans_L_CIMP.H_UP_Cluster4_DN
Lembcke_TCGA_meth_kmeans_B_Cluster4_DN
Lembcke_TCGA_meth_kmeans_J_CIMP.H_DN
Lembcke_TCGA-expr_kmeans_M_CIMP.H_DN

EnhP_Colon
Lembcke_TCGA-expr_kmeans_H_CIMP.H_UP_Cluster3_DN
ReprPCWk_Colon

TssP_Colon

ReprPC_Colon
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GSZ score
_ Category Colon Cancer

| E TssA_Colon
[ E Tx_Colon

\‘\ . | \’\ H\ |
i _
\ K Quies3_Colon

\
\
K TxWk_Colon
\
\

K TssWk_Colon

{ K LaPointe_mucosa-position_kmeans_N_cecum colon_ascending cc
Hm H‘ ‘h I M | Pentrack_CRC_TCGA_corr_R_normal_DN

Pentrack_CRC_TCGA_group.over_C_normal_DN
LaPointe_mucosa—position_kmeans_H_cecum colon_ascending c
TssD1_Colon
LaPointe_mucosa—-position_kmeans_E_transverse colon_UP_trans
LaPointe_mucosa—position_kmeans_O_transverse colon_UP_
LaPointe_mucosa-position_kmeans_D_transverse colon_UP_
LaPointe_mucosa—position_kmeans_A_ascending colon_UP_
Quies1_Colon
Kosinski_lower-crypt-long-list
ZNF_Colon
Het_Colon
Kaneda_CIMP-groupl
Hewish_dMMR-secondary—-mutations_Transcriptional_regulation
Marisa_CRC-cluster-c
TCGA_Mutated-in—-CRC_mismatch-repair-genes
Hewish_dMMR-secondary-mutations_DNA-repair
LaPointe_mucosa—position_kmeans_C_cecum colon_ascending c
Marisa_CRC-cluster-a
LaPointe_mucosa—position_kmeans_L_transverse colon_cecum cc
Pentrack_CRC_TCGA_group.over_B_msi-h_UP
Pentrack_CRC_TCGA_corr_J_msi-h_UP_mss_DN
TCGA-CRC_less—agressive-disease—markers
Marisa_CRC-cluster-g
Marisa_CRC-C6
Budinska_E_Mixed_UP
Pentrack_CRC_TCGA_group.over_A_normal_UP
Budinska_D_Mesenchymal_DOWN
Hewish_dMMR-secondary—-mutations_Apoptosis
Hewish_dMMR-secondary—mutations_Cell-motility
EnhwWk2_Colon
Pentrack_CRC_TCGA_corr_C_normal_UP
Kosinski_top-crypt-long-list
Juehling_HNPCC-mutated-in-6-to-8
Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
TxXEnhG2_Colon
TssF_Colon
TssD2_Colon
EnhA_Colon
TXEnhG1_Colon
LaPointe_mucosa—position_kmeans_J_cecum colon_ascending co
EnhWk1_Colon
Enh_Colon
LaPointe_mucosa-position_kmeans_F_cecum colon_transverse cc
LaPointe_mucosa-position_kmeans_K_transverse colon_UP_cect
Ang_CRC_Hypomethylated
Ang_CRC-CIMPH-vs-L_hypo
Lembcke_TCGA-expr_kmeans_L_CIMP.H_UP_Cluster4_DN
Lembcke_TCGA_meth_kmeans_B_Cluster4_DN
Lembcke_TCGA_meth_kmeans_J_CIMP.H_DN
Lembcke_TCGA-expr_kmeans_M_CIMP.H_DN
EnhP_Colon
Lembcke_TCGA-expr_kmeans_H_CIMP.H_UP_Cluster3_DN
ReprPCWk_Colon
TssP_Colon
ReprPC_Colon
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GSZ score

Category Glio

p_Sturm_GBM_Epi3_no_zentr_6 fetus_UP
p_Sturm_GBM_Epi3_E1_fetus_UP_fetds_DN
m_GBM_Meth__overéxpréssion_E_G34_UP
LS
ehle

ER_GBM_Verhaak-PNwt & CL_up
Ibr Protélns _Up_in_STS

son ada'guve immunity—associated with LTS in HGA
SCH M_Verhaak—-PNwt & MES_u:
SCHER”“GBM_LTSmut proteomlcs—A P

|shal subnetwork signature of survival in GBM
Donson—chemokine/cytokine-receptors—associated with LTS in HGA
Sturm_GBM_Meth_overexpression_G_IDH_UP

VERHAAK CL subtype

Weller LGG_A_vs DOWN

Phillips ProITLM) v§ PN & M

Sturm_G e overe>_<|pressmn H_K27_UP

Barbus_GBM_S

GIEZELT GBM STS down_V!
WILLSCH‘I%R GBM VerhaaR PN (mut&wt) up (L)

OL OoP
WILLSCHER GBM LTSmut_proteomics—E_UP
WILLSCHER GB proteomlcs wtOnly_SpotH
AAK_PN subfype
Gorovets [GG_EPL s ass
Mukasa_UP_in_ Ollgodendroglloma with _lintact
Noushmehr "Pron_GCIMP gperme‘th DN
GIEZELT GBM_STS ug VS LT

EE tarm_GBM F_RTK Il_UP_adult_fetus_K27_DN

SCHER_GBM_ Verhaak-PNmut_up (M
Donson migration tethering and rolling-associated with LTS in HGA
WILLSCHER_GBM_proteomics_wtOnly_Differencelist
WILLSCHER_GBM roteomics_wtOnly~“Spo
WILLSCHER”GBM_STSwt Bro‘t‘eomlcs O_UP
Weller LGG “gradell-vs-III_|
WILLSCHER_GBM_proteomics_wtOnly_SpotB
WILLSCHER_GBM_ proteomics_wtOnly_SpotC
Colman_survival_robust
Colman_survival “associated
Donson=Misc immune function—associated with LTS in HGA
Donson-immune cell intra signaling—associated with LTS in HGA
Donson-cytotoxic effectors—associated with LTS in HGA
Donson-innate immunit assomated with LTS in HGA
WILLSCHER GBM_Verhaak-CL & MES_up

CHER‘GBM’Verhaak PN up
EE Sturm_GBM “Epi3_no zemr‘z adult_UP_G34_DN
S HER‘GBM’ erhaak C
MGMTmethyl_| up V nonme K

Donson 6hemok‘neslcyt0k|nes associated wnth TS |n HGA
Sturm_GBM_Meth_oveérexpression_| RTK | 'P _UP
Sturm_GBM_Meth_overexpression_F_IDH UP
Sturm_GBM_Meth overex ression_B_adulf_UP
Hopp_Sturm_GBM_Epi3_A_adult_fétds_UP_G34_DN
Mukasa_UPin_GBM
OL vs. MOG_O'L
VERHAAK
Phl||IpS MES up vs Prolif & PN

Weller LGG gradell vs=IIl_UP
WIRTFT Normal Brain
Hopp_Sturm_GBM_Epi3_E_G34_UP

Sturm_GBM”Meth overexpressmn D_G34_UP

maturé astrocytes

Hopp_Sturm_GBM_Epi3_C_IDH

Christensen 'ﬁypomet ylétea_ln_gradez_astrocytoma

Christensen_hypomethylated_in_grade3_oligoastrocytoma

Christensen_| hypomethylated in %radBZ oligodendraglioma

KIM prognos’tlc signature LTS vs.

KIM deleted &downre ulated in LTS

WILLSCHER M wt_proteomics-G_UP

Martinez_Glio_ h ometh

Christensen h‘ypomethylated in_secondary_glioblastoma

Chrlstensen‘hy(gome lated_in_primary_glioblastoma
LLSCI Sw t_proteomics—L_UP

OTT
Cgoo
=TT

IL|
ue

ow
80~

D

s5=
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\—')>UJ)>)>EUUJWXOZZDI'I'IO?(X‘—'Z)IO)U_OOEEXXX
<

O

OOOEU'_I'H>_L|||| —Irreo.

TIO0OO

WWEWWT

Shaw_down_in_1pI9

Shaw”responders down in_oligo_glioma
HOéJi)_Sturm GBM_Epi3_D_adulf_fetus_IDH_UP

L GIEZELT_GBM_WT_up " mut

Christensen hypermethylated in %radeS oligoastrocytoma
L Weller_LGG_1p19qDel-vs-infacf_]

L Weller”| LGG A vs_O_UP

OZgl_Pl
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GSZ score

Category Glio

Hopp_Sturm_GBM_Epi3_no_zentr_6_fetus_UP
Hopp_Sturm_GBM_Epi3_E1_fetus_UP_fetds_ DN
Sturm_GBM_Meth _overexpression_E_G34_UP

U

V\ﬁLLSCHER GBM_Verhaak-PNwt & CL_up
Stuehler_Profeins_up_in_STS

Down b~ " . .
Donson—-adaptive—immunity—associated with LTS in HGA
WILLSCHER_GBM_Verhaak-PNwt &_MES_I.LJJJ
WILLSCHER_GBM”LTSmut_proteomics-A_UP
Vishal_subnetwork signature of survival in GBM . .
Donson-chemokine/cytokine-receptors—associated with LTS in HC
Sturm_GBM_Meth_overexpression_G_IDH_UP

VERHAAK CL sub'fgpe

Weller_ LGG_A_vs_O DOWN

Phillips Prolifup vs PN & MES
Sturm_GBM_Meth_overexpression_H_K27_UP
Barbus_GBM STS vs. LTS

GIEZELT_GBM_STS down_VS LTS
WILLSCHER_GBM_Verhaak-PN (mut&wt)_up (L)

OL vs. OPC .
WILLSCHER_GBM_LTSmut_proteomics—E_UP
WILLSCHER “GBM ~proteomics_wtOnly_SpotH
VERHAAK_PN subfype

Gorovets LGG_EPL_subclass. . .
Mukasa_UP_in_Oligodendroglioma_with_lintact
Noushmehr "Pron_GCIMP gypermeth_DN
GIEZELT_GBM_STS ug_v LT

HOEE Starm _GBM _Epi3”_F RTK |I_UP_adult_fetus_K27_DN
WILLSCHER_ GBM_ Verhaak—PNmut_up (M) . .
Donson-migration téthering and rolling-associated with LTS in HG/
WILLSCHER_GBM_proteomics_wtOnly_Differencelist
WILLSCHER_GBM_proteomics_wtOnly”_SpotG
WILLSCHER”GBM_STSwt_proteomics=O_UP
Weller_LGG _gradell-vs-III_DOWN
WILLSCHER_GBM_proteomics_wtOnly_SpotB
WILLSCHER_GBM_ proteomics_wtOnly_SpotC
Colman_survival_robust

Colman_survival__associated . . .
Donson=Misc immune function-associated with LTS in HGA
Donson-immune cell intra signaling—associated with LTS in HGA
Donson-cytotoxic effectors—associated with LTS in HGA
Donson-innate immunity—associated with LTS in HGA
WILLSCHER_GBM Verhaak-CL & MES_u|
WILLSCHER_GBM_ Verhaak—PNwt_up

Hol;_)f Sturm_GBM “Epi3_no_zentr_2_adult_UP_G34_DN
WILLSCHER_GBM_Verhaak=CL_up [C

GIEZELT_GBM _MG'MTme_thyI_up_VS_nonm_eth{l .
Donson-chemokines/cytokines—associated with LTS in HGA
Sturm_GBM_Meth_ovérexpression_|_RTK | 'PDGFRA'_UP
Sturm_GBM_Meth_overexpression_f_IDH_UP
Sturm_GBM_Meth_overexpression_B_adulf_UP
Hopp_Sturm_GBM_Epi3_A_adult_fetus_UP_G34_DN
Mukasa_UP “in_GBM

OL vs. MOG= OL

VERHAAK Brain i

Phillips MES up vs Prolif & PN

Down_a

Weller” LGG_gradell-vs-Ill_UP

WIRTH_Normal Brain
Hopp_Sturm_GBM_Epi3_E_G34_UP

Sturm_GBM_Meth _overéxpression_D_G34_UP

maturé astrocytes

Hopp_Sturm_GBM_Epi3_C_IDH_UP
Christensen_hypomethylated_in_grade2_astrocytoma
Christensen_hypomethylated_in_grade3_oligoastrocytoma
Christensen_hypomethylated rad igodendroglioma

e2

KIM prognostic signature LTS_\_IS._%TS -
KIM deléted & downregulated in LTS
WILLSCHER_ GBM_LTSwt_proteomics-G_UP
Martinez_Glio_hypometh . .
Christensen_hypomethylated_in_secondary_glioblastoma
Chr|slensen"hy£ometh¥lated_ln_pnmary glioblastoma
WILLSCHER_GBM_STSwt_proteomics-L_UP

Shaw_down_in_1pI9q . . i
Shaw_responders_down_in_oligo_glioma

H?‘:pf Sturm_GBM_Epi3_D_adult_fetus_IDH_UP
GIEZELT_GBM_WT_up_VS_mut .
N Chnstensenfhypermethylatedflni%rade3 oligoastrocytoma
L Weller_LGG 1p19qDel-vs-intaci_ DOWN"

L Weller_LGG_A_vs_O_UP
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opp_Sturm GBM_Epi3_no_zentr_6 fetus_UP
Hopp_Sturm_GBM_Epi3_E1_fetus_! U'P fetds_ DN
Sturm_GBM_Meth _overexpression_E_G34_UP

U
V\PLLSCHER GBM_Verhaak-PNwt & CL_up
StuehI%r Profeins_up_in_STS

Donson—; adalgtlve immunity—associated with LTS in HGA
WILLSC GBM_Verhaak-PNwt & MES LLJJJ
WILLSCHER_GBM”LTSmut_proteomics-A_UP
Vishal_subnetwork signature of survival in GBM
Donson-chemokine/cytokine-receptors—associated with LTS in HC
Sturm GBM_Meth_overexpression_G_IDH_UP
VERHAAK CL sub'f&pe
Weller_LGG_A DO
Phillips Prolif up v§ PN & MES
Sturm_GBM_Meth overex ression_H_K27_UP
Barbus_GBM STS vs.
GIEZELT_GBM_STS d6wn
WILLSCHER_GBM VerhaaF PN (mut&wt) up (L)
OL vs. OPC —
WILLSCHER_GBM_LTSmut_proteomics—E_UP
WILLSCHER “GBM ~proteomics_wtOnly_SpotH
VERHAAK_PN subfype
Gorovets [GG_EPL_subclass
Mukasa_UP_in_Oligodendroglioma_with_lintact
Noushmehr"Pron CIMP gypermeth DN
GIEZELT_GBM_STS ug VS LT
HOEE Sturm GBM Epi3”F_RTK Il_UP_adult_fetus_K27_DN
SCHER_GBM_ Verhaak—-PNmut_up (M)
Donson-migration téthering and rolling—associated with LTS in HG/
WILLSCHER_GBM_proteomics_wtOnly_Differencelist
WILLSCHER_GBM_proteomics_wtOnly”_SpotG
WILLSCHER_GBM_STSwt_proteomics=O_UP
Weller_LGG “gradell-vs—III_DOWN
WILLSCHER_GBM_proteomics_wtOnly_SpotB
WILLSCHER_GBM_ proteomics_wtOnly_SpotC
Colman_survival_robust
Colman_survival__associated
Donson=Misc immune function-associated with LTS in HGA
Donson-immune cell intra signaling—associated with LTS in HGA
Donson-cytotoxic effectors—associated with LTS in HGA
Donson-innate immunity— assomated with LTS in HGA
WILLSCHER_GBM Verhaak-CL & ME!
WILLSCHER GBM_ Verhaak- PNw‘t up
I;_)E Sturm_GBM “Epi3_no_zentr_2_adult_UP_G34_DN
SCHER_GBM' erhaak CL_up(C)
GBM_MGMTmethyl_up_VS_| nonmeth{
Donson EhemoRlnes/cytoklnes -associated with LTS in HGA
Sturm_GBM_Meth_ovérexpression_|_RTK | 'PDGFRA'_UP
Sturm_GBM_Meth_overexpression_f_IDH_UP
Sturm GBM_Meth”overexpression_B_adulf_UP
;ia(p “Sturm_ GBM’ pi3_A_adult_fetus_UP_G34_DN
asa_UPin_GBM
OL vs. MOG=
VERHAAK Brai
Phillips MES up vs Prolif & PN
Down_a
Weller” LGG gradell—vs Nn_upP
WIRTH_Normal B
Hopp_Srturm GBM Ep|3 E_G34_UP
Sturm_GBM_Meth _overéxpression_D_G34_UP
maturé_ astrocytes
opp_Sturm_GBM_Epi3_C_IDH_UP
stensen_hypomethylated_in_grade2_astrocytoma
stensen_hypomethylated_in_grade3_oligoastrocytoma
Christensen_hypomethylated_in %radez oligodendroglioma
KIM prognos_ﬂc signature LTS vs.
KIM deleted & downregrulaled in LTS
WILLSCHER_ GBM_LTSwt_proteomics-G_UP
Martinez_Glio_hypometh
Christensen_hypomethylated_in_secondary_glioblastoma
Chrlstensen"hyé)ometh¥lated in_primary gllo lastoma
WILLSC Swt_proteomics-L_U
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Shaw_down_in_1pI9q
Shaw responders_down_in_oligo_glioma
Epf “Sturm_GBM_Epi3_D_adult_fetus_IDH_UP
GBM_WT_up_VS_mut —
N Chnstensen hypermethylated in %radefs’ oligoastrocytoma
L Weller_LGG 1p19qDel-vs—-intact_]
L Weller_LGG_A_vs_O_UP
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C HALLMARK_HEME_METABOLISM

HALLMARK_MYC_TARGETS_V1
HALLMARK_OXIDATIVE_PHOSPHORYLATION

HALLMARK_E2F_TARGETS

HALLMARK_G2M_CHECKPOINT

HALLMARK_UNFOLDED_PROTEIN_RESPONSE

HALLMARK_MYC_TARGETS_V2

HALLMARK_DNA_REPAIR

HALLMARK_WNT_BETA_CATENIN_SIGNALING

HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_MTORC1_SIGNALING

HALLMARK_PROTEIN_SECRETION

HALLMARK_ALLOGRAFT_REJECTION

HALLMARK_IL2_STAT5_SIGNALING

HALLMARK_UV_RESPONSE_DN
HALLMARK_TGF_BETA_SIGNALING

HALLMARK_ESTROGEN_RESPONSE_EARLY

HALLMARK_ESTROGEN_RESPONSE_LATE

HALLMARK_ANDROGEN_RESPONSE

HALLMARK_PEROXISOME
HALLMARK_HEDGEHOG_SIGNALING

HALLMARK_PANCREAS_BETA_CELLS
HALLMARK_ADIPOGENESIS

M HALLMARK_APICAL_SURFACE

K HALLMARK_MITOTIC_SPINDLE

N HALLMARK_SPERMATOGENESIS

K HALLMARK_NOTCH_SIGNALING

M HALLMARK_UV_RESPONSE_UP

L HALLMARK_KRAS_SIGNALING_DN

G HALLMARK_GLYCOLYSIS

O HALLMARK_P53_PATHWAY

N HALLMARK_ANGIOGENESIS

| HALLMARK_BILE_ACID_METABOLISM

K HALLMARK_PI3K_AKT_MTOR_SIGNALING

E HALLMARK_CHOLESTEROL_HOMEOSTASIS
HALLMARK_KRAS_SIGNALING_UP
HALLMARK_HYPOXIA
HALLMARK_APOPTOSIS
HALLMARK_XENOBIOTIC_METABOLISM

@ TEIZICZEZTIIIRNZIZUOMUCaGpo

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION

J

C

H

Cc

N

N HALLMARK_APICAL_JUNCTION
N HALLMARK_COAGULATION

N HALLMARK_MYOGENESIS
o

L

o

L

L

L

L

HALLMARK_REACTIVE_OXIGEN_SPECIES_PATHWAY

HALLMARK_COMPLEMENT
HALLMARK_TNFA_SIGNALING_VIA_NFKB
HALLMARK_INFLAMMATORY_RESPONSE
HALLMARK_IL6_JAK_STAT3_SIGNALING
HALLMARK_INTERFERON_GAMMA_RESPONSE
HALLMARK_INTERFERON_ALPHA_RESPONSE
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Category HM

C HALLMARK_HEME_METABOLISM
HALLMARK_MYC_TARGETS_V1
HALLMARK_OXIDATIVE_PHOSPHORYLATION
HALLMARK_E2F_TARGETS
HALLMARK_G2M_CHECKPOINT
HALLMARK_UNFOLDED_PROTEIN_RESPONSE
HALLMARK_MYC_TARGETS_V2
HALLMARK_DNA_REPAIR
HALLMARK_WNT_BETA_CATENIN_SIGNALING
HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_MTORC1_SIGNALING
HALLMARK_PROTEIN_SECRETION
HALLMARK_ALLOGRAFT_REJECTION
HALLMARK_IL2_STAT5_SIGNALING
HALLMARK_UV_RESPONSE_DN
HALLMARK_TGF_BETA_SIGNALING
HALLMARK_ESTROGEN_RESPONSE_EARLY
HALLMARK_ESTROGEN_RESPONSE_LATE

N HALLMARK_ANDROGEN_RESPONSE

H HALLMARK_PEROXISOME

M HALLMARK_HEDGEHOG_SIGNALING

| HALLMARK_PANCREAS_BETA_CELLS

G HALLMARK_ADIPOGENESIS

M HALLMARK_APICAL_SURFACE

K HALLMARK_MITOTIC_SPINDLE

N HALLMARK_SPERMATOGENESIS

K HALLMARK_NOTCH_SIGNALING

M HALLMARK_UV_RESPONSE_UP

L HALLMARK_KRAS_SIGNALING_DN

G HALLMARK_GLYCOLYSIS

O HALLMARK_P53_PATHWAY

N HALLMARK_ANGIOGENESIS

| HALLMARK_BILE_ACID_METABOLISM

K HALLMARK_PI3K_AKT_MTOR_SIGNALING

E HALLMARK_CHOLESTEROL_HOMEOSTASIS
J HALLMARK_KRAS_SIGNALING_UP
HALLMARK_HYPOXIA
HALLMARK_APOPTOSIS
HALLMARK_XENOBIOTIC_METABOLISM
HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
HALLMARK_APICAL_JUNCTION
HALLMARK_COAGULATION
HALLMARK_MYOGENESIS
HALLMARK_REACTIVE_OXIGEN_SPECIES_PATHWAY
HALLMARK_COMPLEMENT
HALLMARK_TNFA_SIGNALING_VIA_NFKB
HALLMARK_INFLAMMATORY_RESPONSE
HALLMARK_IL6_JAK_STAT3_SIGNALING
HALLMARK_INTERFERON_GAMMA_RESPONSE
HALLMARK_INTERFERON_ALPHA_RESPONSE
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Category HM

C HALLMARK_HEME_METABOLISM

J HALLMARK_MYC_TARGETS_V1

G HALLMARK_OXIDATIVE_PHOSPHORYLATION
J HALLMARK_E2F_TARGETS

J HALLMARK_G2M_CHECKPOINT
J HALLMARK_UNFOLDED_PROTEIN_RESPONSE
J HALLMARK_MYC_TARGETS_V2
E HALLMARK_DNA_REPAIR

J HALLMARK_WNT_BETA_CATENIN_SIGNALING
N HALLMARK_FATTY_ACID_METABOLISM

M HALLMARK_MTORC1_SIGNALING

K HALLMARK_PROTEIN_SECRETION

H HALLMARK_ALLOGRAFT_REJECTION

H HALLMARK_IL2_STAT5_SIGNALING

H HALLMARK_UV_RESPONSE_DN

M HALLMARK_TGF_BETA_SIGNALING

J HALLMARK_ESTROGEN_RESPONSE_EARLY

H HALLMARK_ESTROGEN_RESPONSE_LATE

N HALLMARK_ANDROGEN_RESPONSE

H HALLMARK_PEROXISOME

M HALLMARK_HEDGEHOG_SIGNALING

| HALLMARK_PANCREAS_BETA_CELLS

G HALLMARK_ADIPOGENESIS

M HALLMARK_APICAL_SURFACE

K HALLMARK_MITOTIC_SPINDLE

N HALLMARK_SPERMATOGENESIS

K HALLMARK_NOTCH_SIGNALING

M HALLMARK_UV_RESPONSE_UP

L HALLMARK_KRAS_SIGNALING_DN

G HALLMARK_GLYCOLYSIS

O HALLMARK_P53_PATHWAY

N HALLMARK_ANGIOGENESIS

| HALLMARK_BILE_ACID_METABOLISM

K HALLMARK_PI3K_AKT_MTOR_SIGNALING

E HALLMARK_CHOLESTEROL_HOMEOSTASIS

J HALLMARK_KRAS_SIGNALING_UP
HALLMARK_HYPOXIA

HALLMARK_APOPTOSIS
HALLMARK_XENOBIOTIC_METABOLISM
HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
HALLMARK_APICAL_JUNCTION
HALLMARK_COAGULATION
HALLMARK_MYOGENESIS
HALLMARK_REACTIVE_OXIGEN_SPECIES_PATHWAY
HALLMARK_COMPLEMENT
HALLMARK_TNFA_SIGNALING_VIA_NFKB
HALLMARK_INFLAMMATORY_RESPONSE
HALLMARK_IL6_JAK_STAT3_SIGNALING
HALLMARK_INTERFERON_GAMMA_RESPONSE
HALLMARK_INTERFERON_ALPHA_RESPONSE
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Category Lifestyle

Huan_blood-pressure_DBP-signature
Huan_blood-pressure_HTN-signature
Huan_blood-pressure_SBP-signature
Homuth_BMI-associated—genes_DN
DUMEAUX_Smoking literature genes up
DUMEAUX_Estrogen related in smokers literature ge
DUMEAUX_High bmi enriched genes
DUMEAUX_Exercising non smoker literature enriche
DUMEAUX_Fasting enriched genes
DUMEAUX_Smoking enriched genes
DUMEAUX_Hormon therapy in non smokers literatu
DUMEAUX_Estrogen related in non smokers literatur
DUMEAUX_Monocytes in smokers literature genes u
DUMEAUX_Women normal BMI literature genes up
Marjolein_ageing—genes_UP
Homuth_BMI-associated—genes_UP

DUMEAUX_Red blood cells in non smokers literature
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Category Lifestyle

Huan_blood—pressure_DBP-signature
Huan_blood—pressure_HTN-signature
Huan_blood-pressure_SBP-signature
Homuth_BMI-associated—genes_DN
DUMEAUX_Smoking literature genes up
DUMEAUX_Estrogen related in smokers literature
DUMEAUX_High bmi enriched genes
DUMEAUX_Exercising non smoker literature enri
DUMEAUX_Fasting enriched genes
DUMEAUX_Smoking enriched genes
DUMEAUX_Hormon therapy in non smokers liter
DUMEAUX_Estrogen related in non smokers liter
DUMEAUX_Monocytes in smokers literature gene
DUMEAUX_Women normal BMI literature genes
Marjolein_ageing—genes_UP
Homuth_BMI-associated—genes_UP

DUMEAUX_Red blood cells in non smokers litera
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M Huan_blood—-pressure_DBP-signature

| Marjolein_ageing—genes_DN

M Huan_blood—pressure_HTN-signature

’ ‘ O Homuth_BMI-associated—genes_DN

A DUMEAUX_Smoking literature genes up

A DUMEAUX_Estrogen related in smokers literature
C DUMEAUX_High bmi enriched genes
H DUMEAUX_Exercising non smoker literature enri
E DUMEAUX_Fasting enriched genes
D DUMEAUX_Smoking enriched genes
O DUMEAUX_Hormon therapy in non smokers liter

C DUMEAUX_Estrogen related in non smokers liter

-

DUMEAUX_Monocytes in smokers literature gene

C Homuth_BMlI-associated—genes_UP

H DUMEAUX_Women normal BMI literature genes
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GSZ score

Category miRNA Disease

LEE G (e

Parkinson disease

Pigmented adrenocortical disease, primary isolated
Duchenne muscular dystrophy
Miyoshi myopathy

Muscular dystrophy

Myopathy, nemaline, 3

Adenomas, multiple colorectal
Thrombocytopenic purpurea, autoimmune
Systemic lupus erythematosus, susceptibility
Multiple sclerosis, susceptibility to
Carcinoid tumors, intestinal

Down syndrome, risk of

Myocardial infarction, susceptibility to
Rhabdomyosarcoma

Systemic lupus erythematosus (SLE)
Hepatic adenoma

Gastroesphageal reflux

Esophageal cancer

Autism, susceptibility to
Cardiovascular

Supravalvar aortic stenosis
Nasopharyngeal carcinoma
Melanoma, cutaneous malignant, 2
Thyroid carcinoma, papillary

Becker muscular dystrophy
Polycythemia vera

Cardiomyopathy, idiopathic dilated
Bladder cancer

Medullary thyroid carcinoma
Medulloblastoma, desmoplastic
Schizophrenia, susceptibility to
Pituitary adenoma

Burkitt lymphoma

Renal cell carcinoma
Immunoglobulin A deficiency
Non-Hodgkin lymphoma, somatic
Dermatitis, atopic

Psoriasis, susceptibility to
Neuroblastoma

Alzheimer disease, susceptibility to
Medulloblastoma

Immunological

Gastrointestinal

Thyroid carcinoma, follicular
Hodgkin lymphoma

Gastric cancer

Ovarian cancer

Myelofibrosis, idiopathic

Multiple myeloma

Muscular

Stroke, susceptibility to
Cardiomyopathy, dilated
Hepatocellular carcinoma

Cervical cancer, somatic
Glioblastoma multiforme, somatic
Cancer

Leukemia

Colorectal cancer

Melanoma and neural system tumor syndrome
Breast cancer

Lung cancer

Prostate cancer

Squamous cell carcinoma, head and neck
Hematological

Pancreatic cancer
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F Parkinson disease

F Pigmented adrenocortical disease, primary isolated
F Duchenne muscular dystrophy
F Miyoshi myopathy

F Muscular dystrophy

F Myopathy, nemaline, 3

A Adenomas, multiple colorectal
A Thrombocytopenic purpurea, autoimmune
A Systemic lupus erythematosus, susceptibility
A Multiple sclerosis, susceptibility to
A Carcinoid tumors, intestinal

A Down syndrome, risk of

A Myocardial infarction, susceptibility to
A Rhabdomyosarcoma

A Systemic lupus erythematosus (SLE)
A Hepatic adenoma

A Gastroesphageal reflux

A Esophageal cancer

A Autism, susceptibility to

A Cardiovascular

A Supravalvar aortic stenosis

A Nasopharyngeal carcinoma

A Melanoma, cutaneous malignant, 2
A Thyroid carcinoma, papillary

A Becker muscular dystrophy

A Polycythemia vera

A Cardiomyopathy, idiopathic dilated
A Bladder cancer

A Medullary thyroid carcinoma

A Medulloblastoma, desmoplastic
A Schizophrenia, susceptibility to
A Pituitary adenoma

A Burkitt lymphoma

A Renal cell carcinoma

A Immunoglobulin A deficiency

E Non-Hodgkin lymphoma, somatic

A Dermatitis, atopic

A Psoriasis, susceptibility to

E Neuroblastoma

A Alzheimer disease, susceptibility to

E Medulloblastoma

E Immunological

E Gastrointestinal

C Thyroid carcinoma, follicular

C Hodgkin lymphoma

C Gastric cancer

C Ovarian cancer

F Myelofibrosis, idiopathic

F Multiple myeloma

F Muscular

F Stroke, susceptibility to

F Cardiomyopathy, dilated

F Hepatocellular carcinoma

F Cervical cancer, somatic

F Glioblastoma multiforme, somatic

F Cancer

F Leukemia

F Colorectal cancer

F Melanoma and neural system tumor syndrome
F Breast cancer

F Lung cancer

F Prostate cancer

F Squamous cell carcinoma, head and neck

F Hematological

F Pancreatic cancer
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F Parkinson disease

F Pigmented adrenocortical disease, primary isolated
F Duchenne muscular dystrophy
F Miyoshi myopathy

F Muscular dystrophy

F Myopathy, nemaline, 3

A Adenomas, multiple colorectal
A Thrombocytopenic purpurea, autoimmune
A Systemic lupus erythematosus, susceptibility
A Multiple sclerosis, susceptibility to
A Carcinoid tumors, intestinal

A Down syndrome, risk of

A Myocardial infarction, susceptibility to
A Rhabdomyosarcoma

A Systemic lupus erythematosus (SLE)
A Hepatic adenoma

A Gastroesphageal reflux

A Esophageal cancer

A Autism, susceptibility to

A Cardiovascular

A Supravalvar aortic stenosis

A Nasopharyngeal carcinoma

A Melanoma, cutaneous malignant, 2
A Thyroid carcinoma, papillary

A Becker muscular dystrophy

A Polycythemia vera

A Cardiomyopathy, idiopathic dilated
A Bladder cancer

A Medullary thyroid carcinoma

A Medulloblastoma, desmoplastic
A Schizophrenia, susceptibility to
A Pituitary adenoma

A Burkitt lymphoma

A Renal cell carcinoma

A Immunoglobulin A deficiency

E Non-Hodgkin lymphoma, somatic

A Dermatitis, atopic

A Psoriasis, susceptibility to

E Neuroblastoma

A Alzheimer disease, susceptibility to

E Medulloblastoma

E Immunological

E Gastrointestinal

C Thyroid carcinoma, follicular

C Hodgkin lymphoma

C Gastric cancer

C Ovarian cancer

F Myelofibrosis, idiopathic

F Multiple myeloma

F Muscular

F Stroke, susceptibility to

F Cardiomyopathy, dilated

F Hepatocellular carcinoma

F Cervical cancer, somatic

F Glioblastoma multiforme, somatic

F Cancer

F Leukemia

F Colorectal cancer

F Melanoma and neural system tumor syndrome
F Breast cancer

F Lung cancer

F Prostate cancer

F Squamous cell carcinoma, head and neck

F Hematological

F Pancreatic cancer
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‘L H E BENTINK_myc.1
K BENTINK_e2f3.2

K BENTINK_ras.6

*L M GUSTAFSON_PI3K_DN
‘ E BENTINK ras.1

‘ N BENTINK_e2f3.1
‘r ‘ N ‘ ‘ N GUSTAFSON_PI3K_UP

L BENTINK_src.10

| | “ L BENTINK ras.4
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GSZ score

Category Pathw Act

J BENTINK_src.2
E BENTINK_myc.1

K BENTINK_e2f3.2

K BENTINK_ras.6

M GUSTAFSON_PI3K_DN
E BENTINK ras.1

N BENTINK_e2f3.1

N GUSTAFSON_PI3K_UP
L BENTINK_src.10

L BENTINK ras.4
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Category Pathw Act

J BENTINK_src.2
E BENTINK_myc.1

K BENTINK_e2f3.2

K BENTINK_ras.6

M GUSTAFSON_PI3K_DN
E BENTINK ras.1

N BENTINK_e2f3.1

N GUSTAFSON_PI3K_UP
L BENTINK_src.10

L BENTINK ras.4



GSZ score

Category Reference Signatures

PROTEINATLAS_endometrium
PROTEINATLAS_gallbladder
PROTEINATLAS_cerebellum
PROTEINATLAS salivary gland
PROTEINATLAS_nasopharynx
PROTEINATLAS_seminal vesicle
PROTEINATLAS_kidney
PROTEINATLAS_adrenal gland
PROTEINATLAS_stomach
PROTEINATLAS_testis
PROTEINATLAS_appendix
PROTEINATLAS_skin
PROTEINATLAS_placenta
PROTEINATLAS_colon
PROTEINATLAS_lateral ventricle
PROTEINATLAS_lymph node
PROTEINATLAS_tonsil
Chaussabel_1,8_Metabolism Biosynthesis
Chaussabel_3,6_Mitochondrial ribosomal proteins
Chaussabel_2,9_Cytosceleton
Chaussabel_2,11_Replication
WIRTH_Immune system
Chaussabel_3,4_Protein phosphatases
Chaussabel_3,9_Kinases

J PROTEINATLAS_ lung

J PROTEINATLAS_bone marrow
L VAQUERIZAS_Lymph node_TF
L VAQUERIZAS Tonsil_TF

L WIRTH_Lymphocytes

H JONGENEEL_Peripheral Blood Lymphocytes
| VAQUERIZAS_ Thyroid_TF

B JONGENEEL_Trachea
JONGENEEL_Spleen
WIRTH_Thyroid gland
JONGENEEL_Bladder
WIRTH_Sec. lymphoid organs
JONGENEEL _Fetal Brain
JONGENEEL_Thymus
Chaussabel_2,7_Unknown function
JONGENEEL_Uterus
WIRTH_B-cells
JONGENEEL_Lung
WIRTH_Nervous System
VAQUERIZAS Heart_TF
WIRTH_Muscle
JONGENEEL_Colon
Chaussabel_3,7_Spliceosome
Chaussabel_3,8_Enzymes
Chaussabel_1,1_Plasma Cells
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| Chaussabel_2,4_Ribosomal proteins
A | | | Chaussabel_2,8_T-cells
JRMREC 0 O 00w [ NI | H Chaussabel 2,1_Cytotoxic cells
WY1 O 11l N FMIEET N Chaussabel”1,2”Piatelets
C WIRTH_Prim. lymphoid organs
C WIRTH_Bone marrow
C JONGENEEL_Bone Marrow
| IR IR © chaussabel_2,2_Neutrophils
L Chaussabel_2,10_Immune related cell surface molecules
000 | D L Chaussabel_1,5_Myeloid lineage
M VAQUERIZAS_Whole blood_TF
O Chaussabel_3,2_Inflammation |
‘ | } HIH”H\M\W‘ | M Chaussabel_3,3_Inflammation Il
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Il 1l O Chaussabel_2,6_Myeloid lineage
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GSZ score
— Category Reference Signatures

PROTEINATLAS_endometrium
PROTEINATLAS_gallbladder
PROTEINATLAS_cerebellum
PROTEINATLAS_salivary gland
PROTEINATLAS_nasopharynx
PROTEINATLAS_seminal vesicle
PROTEINATLAS_kidney
PROTEINATLAS_adrenal gland
PROTEINATLAS_stomach
PROTEINATLAS_testis
PROTEINATLAS_appendix
PROTEINATLAS_skin
PROTEINATLAS_placenta
PROTEINATLAS_colon
PROTEINATLAS_lateral ventricle
PROTEINATLAS_lymph node
PROTEINATLAS_tonsil
Chaussabel_1,8_Metabolism Biosynthesis
Chaussabel_3,6_Mitochondrial ribosomal proteins
Chaussabel_2,9_Cytosceleton
Chaussabel_2,11_Replication
WIRTH_Immune system
Chaussabel_3,4_Protein phosphatases
Chaussabel_3,9_Kinases

| PROTEINATLAS_spleen

J PROTEINATLAS_lung

J PROTEINATLAS_bone marrow

L VAQUERIZAS_Lymph node_TF

L VAQUERIZAS Tonsil_TF

L WIRTH_Lymphocytes

H JONGENEEL_Peripheral Blood Lymphocytes
| VAQUERIZAS_Thyroid_TF

B JONGENEEL_Trachea

L JONGENEEL_Spleen

N WIRTH_Thyroid gland

N JONGENEEL_Bladder

N WIRTH_Sec. lymphoid organs

C JONGENEEL_Fetal Brain

C JONGENEEL_Thymus

A Chaussabel_2,7_Unknown function
H JONGENEEL_Uterus

M WIRTH_B-cells

O JONGENEEL_Lung

N WIRTH_Nervous System

L VAQUERIZAS_Heart TF

B WIRTH_Muscle

B JONGENEEL_Colon

E Chaussabel_3,7_Spliceosome

K Chaussabel_3,8_Enzymes
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J Chaussabel_1,1_Plasma Cells
| Chaussabel_1,3_B-cells
| (10 w \ \HH\ | Chaussabel_1,7_MHC Ribosomal proteins
| Chaussabel_2,4_Ribosomal proteins
N | Chaussabel 2,8 T-cells
AR AT L M T | | [ | H Chaussabel_2,1_Cytotoxic cells
| | A 0 | N Chaussabel_1,2_Piatelets
C WIRTH_Prim. lymphoid organs
C WIRTH_Bone marrow
C JONGENEEL_Bone Marrow
0O O C Chaussabel_2,2_Neutrophils
L Chaussabel_2,10_Immune related cell surface molecules
| ll il L Chaussabel_1,5_Myeloid lineage
M VAQUERIZAS_Whole blood_TF
O Chaussabel_3,2_Inflammation |
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GSZ score
_ Category Reference Signatures

PROTEINATLAS_endometrium
PROTEINATLAS_gallbladder
PROTEINATLAS_cerebellum
PROTEINATLAS_salivary gland
PROTEINATLAS_nasopharynx
PROTEINATLAS_seminal vesicle
PROTEINATLAS_kidney
PROTEINATLAS_adrenal gland
PROTEINATLAS_stomach
PROTEINATLAS_testis
PROTEINATLAS_appendix
PROTEINATLAS_skin
PROTEINATLAS_placenta
PROTEINATLAS_colon
PROTEINATLAS_lateral ventricle
PROTEINATLAS_lymph node
PROTEINATLAS_tonsil
Chaussabel_1,8_Metabolism Biosynthesis
Chaussabel_3,6_Mitochondrial ribosomal proteins
Chaussabel_2,9_Cytosceleton
Chaussabel_2,11_Replication
WIRTH_Immune system
Chaussabel_3,4_Protein phosphatases
Chaussabel_3,9_Kinases
| PROTEINATLAS_spleen
J PROTEINATLAS_lung
J PROTEINATLAS_bone marrow
L VAQUERIZAS_Lymph node_TF
L VAQUERIZAS Tonsil_TF
L WIRTH_Lymphocytes
H JONGENEEL_Peripheral Blood Lymphocytes
| VAQUERIZAS_Thyroid_TF
B JONGENEEL_Trachea
L JONGENEEL_Spleen
N WIRTH_Thyroid gland
N JONGENEEL_Bladder
N WIRTH_Sec. lymphoid organs
C JONGENEEL_Fetal Brain
C JONGENEEL_Thymus
A Chaussabel_2,7_Unknown function
H JONGENEEL_Uterus
M WIRTH_B-cells
O JONGENEEL_Lung
N WIRTH_Nervous System
L VAQUERIZAS_Heart TF
B WIRTH_Muscle
B JONGENEEL_Colon
E Chaussabel_3,7_Spliceosome
K Chaussabel_3,8_Enzymes
J Chaussabel_1,1_Plasma Cells
| Chaussabel_1,3_B-cells
|H}\ Il \” H‘ b | Chaussabel_1,7_MHC Ribosomal proteins
| | | Chaussabel_2,4_Ribosomal proteins
| “ [ 0 | | Chaussabel 2,8 T-cells
/ T JLm LA 1 Il J{1 1 (O | H Chaussabel_2,1_Cytotoxic cells
I (T MO AT T [ N Chaussabel_1,2_Platelets
C WIRTH_Prim. lymphoid organs
C WIRTH_Bone marrow
C JONGENEEL_Bone Marrow
Mt MR MR 000 00 C Chaussabel_2,2_Neutrophils
L Chaussabel_2,10_Immune related cell surface molecules
(11 m 0 | | L Chaussabel_1,5_Myeloid lineage
M VAQUERIZAS_Whole blood_TF
O Chaussabel_3,2_Inflammation |
WH | Hl “ ‘ | \HH‘ n | M Chaussabel_3,3_Inflammation Il
| I K i | | O Chaussabel_2,6_Myeloid lineage
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GSZ score

Category TF

ICGC_Nficsc81335_targets
ICGC_Atf2_targets
ICGC_Bclaf101388_targets
ICGC_Crebl_targets
ICGC_Pmlsc71910_targets
ICGC_Stat5_targets
ICGC_Foxm1_targets
ICGC_Tcf12_targets
ICGC_Pou2_targets
ICGC_Pol2_targets
ICGC_Sp1_targets
ICGC_Mta3_targets
ICGC_Nfatcl_targets
ICGC_Zeb1_targets
ICGC_Tcf3_targets
ICGC_Egrl_targets
ICGC_Pax5_targets
ICGC_EIfl1_targets
ICGC_Runx3_targets
ICGC_Pol24_targets
ICGC_RxraPcrl_targets
ICGC_Cebpbsc150_targets
ICGC_Irf4_targets
ICGC_NrsfPcrl_targets

| MYC_Protein synthesis degradation UP
H MYC_RNA processing binding UP
| MYC_Targets UP

| MYC_Metabolism UP

G MYC_TF and cofactors

N MYC_Targets DOWN

A MYC_DNA repair UP
MYC_Tumor supressor genes UP
MYC_Cell cycle UP
ICGC_Atf3_targets

MYC_Cell growth and proliferation UP
ICGC_Etsl_targets
ICGC_Tafl_targets
HEBENSTREIT_high expression TF
ICGC_Six5_targets
ICGC_GabpPcr2_targets
ICGC_Myc_targets

KIM_MYC targets
HEBENSTREIT_low expression TF
ICGC_Pbx3_targets
ICGC_Mef2_targets
ICGC_P300_targets
ICGC_SrfPcr2_targets
ICGC_Usf1_targets

MYC_ECM cell adhesion DOWN
MYC_DNA replication UP
MYC_Chromatin_modification UP
MYC_TFs

MYC_Apoptosis UP

MYC_Cell cycle DOWN
NOWICK_TF

MYC_Signal transduction UP
ICGC_NrsfPcr2_targets
ICGC_Bcl3_targets
ICGC_Rad21_targets
ICGC_BatfPcrl_targets
ICGC_Bcl11_targets
ICGC_Pul_targets
ICGC_Ebfsc137065_targets
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GSZ score

Category TF

ICGC_Nficsc81335_targets
ICGC_Atf2_targets
ICGC_Bclaf101388_targets
ICGC_Crebl_targets
ICGC_Pmlsc71910_targets
ICGC_Stat5_targets
ICGC_Foxm1_targets
ICGC_Tcf12_targets
ICGC_Pou2_targets
ICGC_Pol2_targets
ICGC_Sp1_targets
ICGC_Mta3_targets
ICGC_Nfatcl_targets
ICGC_Zebl_targets
ICGC_Tcf3_targets
ICGC_Egrl_targets
ICGC_Pax5_targets
ICGC_EIfl_targets
ICGC_Runx3_targets
ICGC_Pol24_targets
ICGC_RxraPcrl_targets
ICGC_Cebpbsc150_targets
ICGC_Irf4_targets
ICGC_NrsfPcrl_targets

| MYC_Protein synthesis degradation UP
H MYC_RNA processing binding UP

AZIARXAXAMMMMMMMMMMMMMmmmmmm

MYC_TF and cofactors
MYC_Targets DOWN

MYC_DNA repair UP
MYC_Tumor supressor genes UP
MYC_Cell cycle UP
ICGC_Atf3_targets

MYC_Cell growth and proliferation UP
ICGC_Etsl_targets
ICGC_Tafl_targets
HEBENSTREIT_high expression TF
ICGC_Six5_targets
ICGC_GabpPcr2_targets
ICGC_Myc_targets

KIM_MYC targets
HEBENSTREIT_low expression TF
ICGC_Pbx3_targets
ICGC_Mef2_targets
ICGC_P300_targets
ICGC_SrfPcr2_targets
ICGC_Usf1_targets

MYC_ECM cell adhesion DOWN
MYC_DNA replication UP
MYC_Chromatin_modification UP
MYC_TFs

MYC_Apoptosis UP

MYC_Cell cycle DOWN
NOWICK_TF

MYC_Signal transduction UP
ICGC_NrsfPcr2_targets
ICGC_Bcl3_targets
ICGC_Rad21_targets
ICGC_BatfPcrl_targets
ICGC_Bcl11_targets
ICGC_Pul_targets
ICGC_Ebfsc137065_targets
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GSZ score
T . 1 Category TF

ICGC_Nficsc81335_targets
ICGC_Atf2_targets
ICGC_Bclaf101388_targets
ICGC_Crebl_targets
ICGC_Pmlsc71910_targets
ICGC_Stat5_targets
ICGC_Foxm1_targets
ICGC_Tcf12_targets
ICGC_Pou2_targets
ICGC_Pol2_targets
ICGC_Sp1_targets
ICGC_Mta3_targets
ICGC_Nfatcl_targets
ICGC_Zebl_targets
ICGC_Tcf3_targets
ICGC_Egrl_targets
ICGC_Pax5_targets
ICGC_EIfl_targets
ICGC_Runx3_targets
BNl T ICGC_Pol24_targets
ICGC_RxraPcrl_targets
i il |II|! I H\IH ’H \“ | ICGC_Cebphsc150_targets
ICGC_Irf4_targets
| | ICGC_NrsfPcrl_targets
| | MYC_Protein synthesis degradation UP
H MYC_RNA processing binding UP
Il MR 0 N OO | MYC_Targets UP

AZIARXAXAMMMMMMMMMMMMMmmmmmm

MYC_TF and cofactors
MYC_Targets DOWN

MYC_DNA repair UP
MYC_Tumor supressor genes UP

MYC_Cell cycle UP
ICGC_Atf3_targets

MYC_Cell growth and proliferation UP
ICGC_Etsl_targets
ICGC_Tafl_targets
HEBENSTREIT_high expression TF
ICGC_Six5_targets
ICGC_GabpPcr2_targets
ICGC_Myc_targets

KIM_MYC targets
HEBENSTREIT_low expression TF
ICGC_Pbx3_targets
ICGC_Mef2_targets
ICGC_P300_targets
ICGC_SrfPcr2_targets
ICGC_Usf1_targets
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MYC_ECM cell adhesion DOWN
MYC_DNA replication UP
MYC_Chromatin_modification UP
MYC_TFs

MYC_Apoptosis UP

MYC_Cell cycle DOWN
NOWICK_TF

MYC_Signal transduction UP
ICGC_NrsfPcr2_targets
ICGC_Bcl3_targets
ICGC_Rad21_targets
ICGC_BatfPcrl_targets
ICGC_Bcl11_targets
ICGC_Pul_targets
ICGC_Ebfsc137065_targets
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