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H1 PanCan_TGF-B_geneset_nanostring
I Y PanCan_Notch_geneset_nanostring

1 H1 LIU_PROSTATE_CANCER_DN
I I I I I G1 PanCan_TXmisReg_geneset_nanostring

N PanCan_Driver_Gene_geneset_nanostring
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GSZ score

Category Cancer

KUIPER_MM poor survival
BEN-PORATH_UP

KUIPER_MM good survival
GENTLES_modul3
RHODES_CANCER_META_SIGNATURE
SHAUGHNESSY_MM high risk
PanCan_DNARepair_geneset_nanostring
PanCan_CC+Apop_geneset_nanostring
GENTLES_modul2

GENTLES_modulé

GENTLES_modull

GENTLES_moduls

GENTLES_modul7

J1 GENTLES_modul10

E LIU_COMMON_CANCER_GENES

O LIU_BREAST_CANCER

G1 PanCan_ChromMod_geneset_nanostring
B GENTLES_modul4

C ZHANG_MM up

H PanCan_HK_geneset_nanostring

Y SPANG_LPS-index2

L SPANG_BCL6-index2

A GENTLES_modul14

A GENTLES_modul8

L GENTLES_modul12

D1 WANG_ER_UP

R1 GENTLES_modul18

D1 LIU_PROSTATE_CANCER_UP

z<mmommmmmmmm

|| E1 LIU_LIVER_CANCER

P GENTLES_modul13

S GENTLES_modulll

R1 PanCan_HH_geneset_nanostring

E1 WANG_ER_DN

S1 BEN-PORATH_DN

H GENTLES_modull6

H1 ZHANG_MGUS up

H1 GENTLES_modull7

H1 PanCan_TGF-B_geneset_nanostring

Y PanCan_Notch_geneset_nanostring

H1 LIU_PROSTATE_CANCER_DN

G1 PanCan_TXmisReg_geneset_nanostring
N PanCan_Driver_Gene_geneset_nanostring
G SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_DN
H1 Lembcke_Colonic Inflammation

N PanCan_JAK-ST_geneset_nanostring

H1 PanCan_PI3K_geneset_nanostring

F1 PanCan_Wnt_geneset_nanostring

F1 PanCan_MAPK_geneset_nanostring

H1 PanCan_RAS_geneset_nanostring

E RHODES_UNDIFFERENTIATED_CANCER
E SOTIRIOU_BREAST_CANCER_GRADE_1 _VS_3_UP
E WOLFER_overlap genes

E Lembcke_Normal vs Adenoma
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GSZ score

Category CC

|ntrace|lular
p e|n complex

|toc10n rial inner membrane
mltoc hondrion

ﬁlg ic ste 2 spliceosome
c

klase complex)
ap ication foi
nconi anatTmua nuclear complex

clear Shimad

uA4d hlstone acetyltransferase complex

|toc?1ogdr|ial smaII ribosomal subunit
ochon rial m.

tochondnal |nt?rmembrane space

1 |ntegrator conr}??

rote ome accessory com
ﬁrecteg RNAp lym n%selcomplex

Vi r”.mleg P
small-su unt;inrocess
eukar otlc tran tlon lnl atlon factor|3)?omple><

g uitin € Cl ge
a2/G n5/A a3 tr nscrg)% n activator complex
NA polymerase Il transcription factor complex

e et tr: nserase omplex
emlnl of coifed bod

1. cllrlﬁlry bagal body

r}trauhary transport particle B
ericentriolar material

ps{e o'fdou le—strand break
R‘eronsoma m
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1 ciliary transition zone
e

enp

r
cqnﬁaonent of membrane

cytoplasm
c ntact zone

osts n, densi
Im}gcnoﬂ?ﬁca outer %embrane
Golu| as oc?ate)g]vgsmle

lys

I te endo ome

endoglatsmlc reticulum chaperone complex
exoCys

COPIl vesicle coat

ce
de nt
[ I

[

%utogp g{c vacuo

ER |transport vesicle membrane
melan?

endo| asmlc retlculum membrane
endo Iasmlc reticu

mponent of membrane

H rexosome

extrialce ar region

me
cal adhesmn
a membr ne
mICI'(f
uromuscu
ternal side 0 g ?sm? membrane
?p a?mlc reticulum lumen
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ﬂ cymskeleton
'elet altp %mule lumen

asemen rane )
Ttelnaceous extracellular matrix

ggﬁgoﬁlamhromosome
nuclgr romosome
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PRRRRREE

|crotubu|e
e och ohe
con ensed chromosome, kinetochore
nromosome centromeric region
chromosome
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GSZ score

Category CC

E intracellular

E pro ein complex

Hc asm

C mltocwondnal inner membrane

C mltocwondr on

J catalytic step 2 spliceosome

E nuclear pore

D1 exosome f(RNase complex)

E replication fo

E Fanconi anaemla nuclear complex

Z npBAF col

E nu Iear chromal

l\Nllll Il111|stone acetyltransferase complex
D1 mltochondrlal small ribosomal subunit
C mitochondrial matrix

H_mitochondrial intermembrane space
S1 integrator complex

J prote some complex

T1 Broteasome accessory complex

J1 DNA-directed RNA palymerase | complex
A V|ral nucleocaps

CESSOM

eukaqﬁotlc transFI’auon mmatlon factor 3 complex
ubiquitin ligase complex

Ada2/Gcn5/Ada3 transcription actlvator complex

RNA polymerase I transcrg)tlon factor complex

histone methyltransferase

Gemlm of coiled bodies

C|I|ary bagal body
|n|traC|I|ary transport particle B
ciliary tip

pericentriolar material
site of douFIe tstrand break

1 N-| BGPD complex
1 ci |ary transition zone

er
SIC & orr¥ponent of membrane

ndrit cyt pI
II celcontact zone

rite
postsynaptlc density

mitochondrial outer membrane
|mmuno|og|cal synapse

Golgi-associated vesicle

lysosome

late endosom:

endoplatsmm retlculum chaperone complex

2l
COPI vesicle coat
autophaglc vacuole

G0|?I Eé) ratus
ER fo Golgi transport vesicle membrane
melanosome
endoplasmic reticulum membrane
endoplasmic reticulum
integral component of membrane
extracellular exosome
extracellular region
nucleosome
focal adhesion
lasma membrane
lood microparticle.
neuromuscular junction
external side of plasma membrane
endoplasmic reticulum lumen
cell'surface

WITIOIO IOOZOI
PRRRR

o)
LOOXC
(D

lumen
n cyloskeleton

C

B elet alpha granule lumen
asement membrane

protelnaceous extracellular matrix

leus

nucleoplasm

condensed chromosome

nuclear chromosome

spindle pal

spindle mlcrotubule

kinetochore

condensed chromosome kinetochore

Chromosome centromeric region

chromosome’
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7
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GSZ score

Category CC

E intracellular

E pro ein complex

Hc asm

C mltocwondnal inner membrane

C mltocwondr on

J catalytic step 2 spliceosome

E nuclear pore

D1 exosome f(RNase complex)

E replication fo

E Fanconi anaemla nuclear complex

Z npBAF col

E nu Iear chromal

l\Nllll Il111|stone acetyltransferase complex
D1 mltochondrlal small ribosomal subunit
C mitochondrial matrix

H_mitochondrial intermembrane space
S1 integrator complex

J prote some complex

T1 Broteasome accessory complex

J1 DNA-directed RNA palymerase | complex
A V|ral nucleocaps

CESSOM
4 eukaqﬁotlc transFI’auon mmatlon factor 3 complex
B C ubiquitin ligase complex

F Ada2/Gcn5/Ada3 transcription actlvator complex
R RNA polymerase Il transcrg)tlon factor complex
M histone methyltransferase

D Gemlm of coiled bodies
D S
B1
| ¢
|
|
E
E

C|I|ary bagal body

|n|traC|I|ary transport particle B
Ci
pencerﬁrlolar material
1" site of double—strand break
R‘eromsomal matrix

uRD GPI
1 TCTN-BYD complex
1 ciliary transition zone
cell penpherr%/
e Ir nsic co ponent of membrane

ndrit cyt pI
Il—ce | contact zone

rite
postsynaptlc density
mitochondrial outer membrane
|mmuno|og|cal synapse
M Golgi-associated vesicle
lysosome

late endosom:

endoplasm|c retlculum chaperone complex
1 exoast
1 COPI vesicle coat

autophaglc vacuole

G0|?I Eé) ratus
ER fo Golgi transport vesicle membrane
melanosome
endoplasmic reticulum membrane
endoplasmic reticulum
integral component of membrane
extracellular exosome
extracellular region
nucleosome
focal adhesion
lasma membrane
lood microparticle.
neuromuscular junction
external side of plasma membrane
endoplasmic reticulum lumen
cell'surface

WITIOIO IOOZOI
PRRRR

gi lumen
N cytoskeleton

isc

Bla elet alpha granule lumen
asement membrane )

proteinaceous extracellular matrix

nucleus

nucleoplasm

condensed chromosome

nuclear chromosome

spindle pal

spindle mlcrotubule

kinetochore

condensed chromosome kinetochore

Chromosome centromeric region

chromosome’
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J1 Chr12
R |
— I I J Chr 14

I S1 Chr11
I U Chr 16
I I R Chr 19
H Chr 17
I D1 Chr8
| 1 | | ¢ cnris
E Chr 15
I I E Chr4

I H Chr9
I I I R1 Chr 22
I P Chr 10
I J Chr2
I N1 Chr7
I N1 Chr 21
I V Chr 20
C1 Chr CHR_HSCHR6_MHC_QBL_CTG1
I R Chr X

E Chr13

I I ITl Chr5
11 s

I Jl Chr1l
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GSZ score
T e Category Chr

J1 Chr12

I Z Chré

I I J Chr14
I I S1 Chri1
I I I U chri6
| 17 1 [ coms
I I I H Chr17
I I I D1 Chrg
| | 1 s
E Chri5
1T1HE c cs
| | - oms
I I I R1 Chr22
I P Chr 10
I I J Chr2
I N1 Chr7
I N1 Chr21
I V Chr 20
C1 Chr CHR_HSCHR6_MHC_QBL_CTG1
I R ChrX

E Chr13

— 1IN [ T chrs

11 1 [ [ [ ML Chr3

I J1 Chr1
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GSZ score

. cetegoon

J1 Chr12
Z Chr6é
J Chr 14
S1 Chr11
I U Chr 16
I R Chr19
I H Chr17
D1 Chr8
I C Chr18
E Chr15
E Chr4
H Chr9
R1 Chr22
P Chr10
J Chr2
N1 Chr7
N1 Chr 21
V Chr 20
C1l Chr CHR_HSCHR6_MHC_QBL_CTG1
R Chr X
E Chr13
T1 Chr5
H1 Chr3

J1 Chr1
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mﬁmmmﬂ mﬁﬁmﬁm GSZ score

Category Colon Cancer

[ | I [ ] II E Boland_CRC-MMR-system
E TCGA_Mutated-in—CRC_mismatch-repair-genes
| | E Hewish_dMMR-secondary-mutations_DNA-repair
H 1 H Hewish_dMMR-secondary-mutations_Damage_signaling
I

I I 1 I T Juehling-MSl-enriched-in—-6

E KIM_MSI-in-EC
S1 Marisa_CRC-cluster-e

R Juehling_HNPCC-mutated-in—6-to—8
H1 Tsswk_Colon
Q1 Quies3_Colon
E Pentrack_CRC_TCGA_corr_R_normal_DN
E Pentrack_CRC_TCGA_group.over_C_normal_DN
11 Tx_Colon
11 TXWk_Colon
H TssA_Colon

1 H TssF_Colon
H TssD2_Colon

1 H TXEnhG2_Colon

H Enh_Colon
N1 EnhWk1_Colon
N1 TxEnhG1_Colon
H EnhA_Colon
K EnhWk2_Colon
H1 Quies1_Colon
[ | P1 Lembcke_TCGA-expr_kmeans_H_CIMP.H_UP_Cluster3_DN
F1 EnhP_Colon
F1 TssP_Colon
F1 ReprPCWk_Colon
F1 ReprPC_Colon
H1 Pentrack_CRC_TCGA_corr_U_msi-h_UP

M1 Budinska_D_Mesenchymal_UP

H1 Pentrack_CRC_TCGA_group.over_B_msi-h_UP

H1 Pentrack_ CRC_TCGA_corr_J_msi-h_UP_mss_DN

H1 Marisa_CRC-cluster-b

H1 Marisa_CRC-cluster-a

K Lembcke_TCGA-expr_kmeans_N_CIMP.H_DN

H1 Pentrack_CRC_TCGA_corr_C_normal_UP

R ZNF_Colon

S HetRpts_Colon

R Het_Colon

K Budinska_C_CIMP-H-like_UP

H1 Hewish_dMMR-secondary-mutations_Cell-motility

H Hewish_dMMR-secondary—mutations_Transcriptional_regulation
J Pentrack_CRC_TCGA_corr_N_msi-h_DN

P1 Marisa_CRC-C2

J KIM_MSI-in-CRC

T KIM_CRC-MSI-regulated_DN

Q1 Juehling-MSlI-enriched-in-8-to-9

T Hewish_dMMR-secondary-mutations_Signal_transduction
N Juehling_HNPCC-mutated-in-5

N TCGA_Mutated-in—-CRC_hypermutated

N Vilar_hypermutated-in—CRC

01 Pentrack_CRC_TCGA_corr_H_mss_UP_msi-h_DN

H1 Vilar_non-hypermutated—in—-CRC

H1 TCGA_Mutated-in—CRC_non-hypermutated

H1 Budinska_A_Surface crypt-like_DOWN

F1 Hewish_dMMR-secondary-mutations_Immune_surveillance
S Pentrack_CRC_TCGA_corr_S_normal_DN

H1 Ang_CRC-CIMPH-vs-L_hyper

U Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
G Lembcke_TCGA-expr_kmeans_M_CIMP.H_DN
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GSZ score

Category Colon Cancer

E Boland_CRC-MMR-system

E TCGA_Mutated-in—~CRC_mismatch-repair-genes

E Hewish_dMMR-secondary-mutations_DNA-repair

H Hewish_dMMR-secondary—mutations_Damage_signaling
T Juehling—-MSl-enriched-in-6

E KIM_MSI-in-EC

S1 Marisa_CRC-cluster-e

R Juehling_HNPCC-mutated—in—6-to—8

H1 TssWk_Colon

Q1 Quies3_Colon

E Pentrack_CRC_TCGA_corr_R_normal_DN

E Pentrack_CRC_TCGA_group.over_C_normal_DN

11 Tx_Colon

11 TxWk_Colon

H TssA_Colon

H TssF_Colon

H TssD2_Colon

H TxEnhG2_Colon

H Enh_Colon

N1 EnhWk1_Colon

N1 TxEnhG1_Colon

H EnhA_Colon

K EnhWk2_Colon

H1 Quiesl_Colon

P1 Lembcke_TCGA-expr_kmeans_H_CIMP.H_UP_Cluster3_DN
F1 EnhP_Colon

F1 TssP_Colon

F1 ReprPCWk_Colon

F1 ReprPC_Colon

H1 Pentrack_CRC_TCGA_corr_U_msi-h_UP

M1 Budinska_D_Mesenchymal_UP

H1 Pentrack_CRC_TCGA_group.over_B_msi-h_UP

H1 Pentrack_CRC_TCGA_corr_J_msi-h_UP_mss_DN
H1 Marisa_CRC-cluster-b

H1 Marisa_CRC-cluster-a

K Lembcke_TCGA-expr_kmeans_N_CIMP.H_DN

H1 Pentrack_CRC_TCGA_corr_C_normal_UP

R ZNF_Colon

S HetRpts_Colon

R Het_Colon

K Budinska_C_CIMP-H-like_UP

H1 Hewish_dMMR-secondary-mutations_Cell-motility
H Hewish_dMMR-secondary-mutations_Transcriptional_regulation
J Pentrack_CRC_TCGA_corr_N_msi-h_DN

P1 Marisa_CRC-C2

J KIM_MSI-in-CRC

T KIM_CRC-MSI-regulated_DN

Q1 Juehling—-MSI-enriched-in—-8-to-9

T Hewish_dMMR-secondary—-mutations_Signal_transduction
N Juehling_HNPCC-mutated-in-5

N TCGA_Mutated-in-CRC_hypermutated

N Vilar_hypermutated-in-CRC

01 Pentrack_CRC_TCGA_corr_H_mss_UP_msi—-h_DN
H1 Vilar_non-hypermutated-in—-CRC

H1 TCGA_Mutated-in-CRC_non-hypermutated

H1 Budinska_A_Surface crypt-like_ DOWN

F1 Hewish_dMMR-secondary—-mutations_Immune_surveillance
S Pentrack_CRC_TCGA_corr_S_normal_DN

H1 Ang_CRC-CIMPH-vs-L_hyper

U Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
G Lembcke_TCGA-expr_kmeans_M_CIMP.H_DN
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GSZ score

Category Colon Cancer

E Boland_CRC-MMR-system

E TCGA_Mutated-in—~CRC_mismatch-repair-genes

E Hewish_dMMR-secondary-mutations_DNA-repair

H Hewish_dMMR-secondary—mutations_Damage_signaling
T Juehling—-MSl-enriched-in-6

E KIM_MSI-in-EC

S1 Marisa_CRC-cluster-e

R Juehling_HNPCC-mutated—in—6-to—8

H1 TssWk_Colon

Q1 Quies3_Colon

E Pentrack_CRC_TCGA_corr_R_normal_DN

E Pentrack_CRC_TCGA_group.over_C_normal_DN

11 Tx_Colon

11 TxWk_Colon

H TssA_Colon

H TssF_Colon

H TssD2_Colon

H TxEnhG2_Colon

H Enh_Colon

N1 EnhWk1_Colon

N1 TxEnhG1_Colon

H EnhA_Colon

K EnhWk2_Colon

H1 Quiesl_Colon

P1 Lembcke_TCGA-expr_kmeans_H_CIMP.H_UP_Cluster3_DN
F1 EnhP_Colon

F1 TssP_Colon

F1 ReprPCWk_Colon

F1 ReprPC_Colon

H1 Pentrack_CRC_TCGA_corr_U_msi-h_UP

M1 Budinska_D_Mesenchymal_UP

H1 Pentrack_CRC_TCGA_group.over_B_msi-h_UP

H1 Pentrack_CRC_TCGA_corr_J_msi-h_UP_mss_DN
H1 Marisa_CRC-cluster-b

H1 Marisa_CRC-cluster-a

K Lembcke_TCGA-expr_kmeans_N_CIMP.H_DN

H1 Pentrack_CRC_TCGA_corr_C_normal_UP

R ZNF_Colon

S HetRpts_Colon

R Het_Colon

K Budinska_C_CIMP-H-like_UP

H1 Hewish_dMMR-secondary-mutations_Cell-motility
H Hewish_dMMR-secondary-mutations_Transcriptional_regulation
J Pentrack_CRC_TCGA_corr_N_msi-h_DN

P1 Marisa_CRC-C2

J KIM_MSI-in-CRC

T KIM_CRC-MSI-regulated_DN

Q1 Juehling—-MSI-enriched-in—-8-to-9

T Hewish_dMMR-secondary—-mutations_Signal_transduction
N Juehling_HNPCC-mutated-in-5

N TCGA_Mutated-in-CRC_hypermutated

N Vilar_hypermutated-in-CRC

01 Pentrack_CRC_TCGA_corr_H_mss_UP_msi—-h_DN
H1 Vilar_non-hypermutated-in—-CRC

H1 TCGA_Mutated-in-CRC_non-hypermutated

H1 Budinska_A_Surface crypt-like_ DOWN

F1 Hewish_dMMR-secondary—-mutations_Immune_surveillance
S Pentrack_CRC_TCGA_corr_S_normal_DN

H1 Ang_CRC-CIMPH-vs-L_hyper

U Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
G Lembcke_TCGA-expr_kmeans_M_CIMP.H_DN
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GSZ score

Category Disease

E GUDJ_psoriasis up

L1 BCHETNIA_EBM-DM up

L1 BCHETNIA_EBM up

H1 GUDJ psoriasis down




GSZ score

Category Disease

I I E GUDJ_psoriasis up
L1 BCHETNIA_EBM-DM u

L1 BCHETNIA_EBM up

b\l\ Illll

“‘ ‘l“ H1 GUDJ psoriasis down
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GSZ score

Category Disease

‘ ‘ | IE GUDJ_psoriasis up
L1 BCHETNIA_EBM-DM u

L1 BCHETNIA_EBM up

I * | H1 GUDJ psoriasis down
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GSZ score

Category Glio

C Stuehler_Proteins_up_in_STS

J WILLSCHER_GBM_LTSmut_proteomics-E_UP

E cultured astroglia vs. in vivo astrocytes

G Mukasa_UP_in_GBM

G Donson-immune cell intra signaling—associated with LTS in HGA
Z Sturm_GBM_Meth_overexpression_C_G34_UP

U KIM amplified & overexpressed in LTS

E Sturm_GBM_Meth_overexpression_E_G34_UP

Al WILLSCHER_GBM_proteomics_wtOnly_SpotH

A Sturm_GBM_Meth_overexpression_H_K27_UP

K WILLSCHER_GBM_proteomics_wtOnly_SpotJ

J WILLSCHER_GBM_Verhaak-PNwt & CL_up

H Up

J WILLSCHER_GBM_proteomics_wtOnly_SpotG

F WILLSCHER_GBM_proteomics_wtOnly_Differencelist
J WILLSCHER_GBM_STSwt_proteomics—O_UP

O WILLSCHER_GBM_Verhaak-CL_up ( E)

H1 WILLSCHER_GBM_proteomics_wtOnly_SpotB

H1 Colman_survival_associated

H1 GIEZELT_GBM_WT_up_VS_mut

H1 WILLSCHER_GBM_Verhaak-CL & MES_up

S VERHAAK_MES subtype

L1 WILLSCHER_GBM_LTSmut_proteomics-A_UP

T1 GIEZELT_GBM_MGMTmethyl_down_VS_nonmethyl
Q1 WILLSCHER_GBM_Verhaak-PNwt & MES_up

E Weller LGG_A_vs_O_DOWN

C OLvs. OPC

S1 VERHAAK_Brain

Q1 Christensen_hypomethylated_in_grade2_oligodendroglioma
G1 Christensen_hypomethylated_in_primary_glioblastoma
H1 Down_b

C1 shaw_responders_down_in_oligo_glioma

V Noushmehr_Pron_GCIMP_hypermeth_DN

L WILLSCHER_ GBM_LTSwt_proteomics—-C_UP

L GIEZELT_GBM_WT_down_VS_mut

Q1 Christensen_hypomethylated_in_grade2_oligoastrocytoma
A laffaire_hypometh_LGG_vs_control

Al Down_a

F1 Donson-chemokine/cytokine-receptors—associated with LTS in HGA
M1 Donson-Misc immune function—associated with LTS in HGA
R1 WILLSCHER_GBM_Verhaak-PNmut_down (G)

L Barbus_GBM_STS_vs._LTS

V Vishal_subnetwork signature of survival in GBM

H1 Mukasa_UP_in_Oligodendroglioma_with_1lintact

H1 WILLSCHER_GBM_proteomics_wtOnly_SpotC

Al Sturm_GBM_Meth_overexpression_D_G34_UP

B1 Christensen_hypermethylated_in_grade2_astrocytoma
B1 Christensen_hypermethylated_in_grade3_astrocytoma
H1 Christensen_hypermethylated_in_grade2_oligodendroglioma
S1 WILLSCHER_GBM_Verhaak-PNwt_up

S VERHAAK_CL subtype

H1 Sturm_GBM_Meth_overexpression_G_IDH_UP

G GIEZELT_GBM_STS_up_VS_LTS

W GIEZELT_GBM_STSwt_down_VS_LTSwt

U VERHAAK_PN subtype

A shaw_responders_up_in_oligo_glioma

B1 WILLSCHER_GBM_Verhaak-PN (mut&wt)_up (L)

P Weller_LGG_A_vs_O_UP

B Weller_LGG_1p19qDel-vs-intact DOWN

E Weller_LGG_gradell-vs-IlI_DOWN

E developing astrocytes

E WILLSCHER_GBM_Verhaak-CL_up ( C)
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GSZ score
T e Category Glio

[ ] C Stuehler_Proteins_up_in_STS
J WILLSCHER_GBM_LTSmut_proteomics—E_UP
| I E cultured astroglia vs. in vivo astrocytes
G Mukasa_UP_in_GBM
G Donson-immune cell intra signaling—associated with LTS in HGA
| | [ ] Z Sturm_GBM_Meth_overexpression_C_G34_UP
[ ] 1 U KIM amplified & overexpressed in LTS
| | II [ ] E Sturm_GBM_Meth_overexpression_E_G34_UP
[ ] Al WILLSCHER_GBM_proteomics_wtOnly_SpotH
I A Sturm_GBM_Meth_overexpression_H_K27_UP
K WILLSCHER_GBM_proteomics_wtOnly_SpotJ
1 1 J WILLSCHER_GBM_Verhaak-PNwt & CL_up

| I | lI | HU
[ ] || J WILLSCHER_GBM_proteomics_wtOnly_SpotG
. F WILLSCHER_GBM_proteomics_wtOnly_Differencelist
J WILLSCHER_GBM_STSwt_proteomics—O_UP
1 1 1 1 O WILLSCHER_GBM_Verhaak-CL_up ( E)
I H1 WILLSCHER_GBM_proteomics_wtOnly_SpotB
H1 Colman_survival_associated
H1 GIEZELT_GBM_WT_up_VS_mut
H1 WILLSCHER_GBM_Verhaak-CL & MES_up
S VERHAAK_MES subtype
[ ] L1 WILLSCHER_GBM_LTSmut_proteomics-A_UP
I | ] T1 GIEZELT_GBM_MGMTmethyl_down_VS_nonmethyl

Q1 WILLSCHER_GBM_Verhaak-PNwt & MES_up
E Weller_LGG_A_vs_O_DOWN
[ ] I C OLvs. OPC
S1 VERHAAK_Brain
[ ] | | I Q1 christensen_hypomethylated_in_grade2_oligodendroglioma
G1 Christensen_hypomethylated_in_primary_glioblastoma
H1 Down_b
C1 shaw_responders_down_in_oligo_glioma
V Noushmehr_Pron_GCIMP_hypermeth_DN
| | [ | [ ] L WILLSCHER_ GBM_LTSwt_proteomics—-C_UP
[ | L GIEZELT_GBM_WT_down_VS_mut
] | Q1 Christensen_hypomethylated_in_grade2_oligoastrocytoma
A laffaire_hypometh_LGG_vs_control
[ ] [ ] Al Down_a
F1 Donson-chemokine/cytokine-receptors—associated with LTS in H
M1 Donson-Misc immune function—associated with LTS in HGA
R1 WILLSCHER_GBM_Verhaak—PNmut_down (G)
L Barbus_GBM_STS_vs._LTS
| | Il V Vishal_subnetwork signature of survival in GBM
[ ] H1 Mukasa_UP_in_Oligodendroglioma_with_1lintact
1 H1 WILLSCHER_GBM_proteomics_wtOnly_SpotC
Al Sturm_GBM_Meth_overexpression_D_G34_UP
B1 Christensen_hypermethylated_in_grade2_astrocytoma
B1 Christensen_hypermethylated_in_grade3_astrocytoma
H1 Christensen_hypermethylated_in_grade2_oligodendroglioma
[ | 11 S1 WILLSCHER_GBM_Verhaak-PNwt_up
S VERHAAK_CL subtype
H1 Sturm_GBM_Meth_overexpression_G_IDH_UP
G GIEZELT_GBM_STS_up_VS_LTS
[ | W GIEZELT_GBM_STSwt_down_VS_LTSwt
U VERHAAK_PN subtype
A shaw_responders_up_in_oligo_glioma
B1 WILLSCHER_GBM_Verhaak—-PN (mut&wt)_up (L)
P Weller_ LGG_A_vs_O_UP
B Weller_LGG_1p19qDel-vs—-intact_ DOWN

|
E Weller_LGG_gradell-vs—IlI_DOWN
[ ] E developing astrocytes
[ | E WILLSCHER_GBM_Verhaak-CL_up ( C)
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GSZ score

Category Glio

BB § C Stuehler_Proteins_up_in_STS

J WILLSCHER_GBM_LTSmut_proteomics—E_UP

E cultured astroglia vs. in vivo astrocytes

G Mukasa_UP_in_GBM

G Donson-immune cell intra signaling—associated with LTS in HGA
Z Sturm_GBM_Meth_overexpression_C_G34_UP

U KIM amplified & overexpressed in LTS

E Sturm_GBM_Meth_overexpression_E_G34_UP

Al WILLSCHER_GBM_proteomics_wtOnly_SpotH

A Sturm_GBM_Meth_overexpression_H_K27_UP

K WILLSCHER_GBM_proteomics_wtOnly_SpotJ

J WILLSCHER_GBM_Verhaak-PNwt & CL_up

H Up

J WILLSCHER_GBM_proteomics_wtOnly_SpotG

F WILLSCHER_GBM_proteomics_wtOnly_Differencelist

J WILLSCHER_GBM_STSwt_proteomics—O_UP

O WILLSCHER_GBM_Verhaak-CL_up ( E)

H1 WILLSCHER_GBM_proteomics_wtOnly_SpotB

H1 Colman_survival_associated

H1 GIEZELT_GBM_WT_up_VS_mut

H1 WILLSCHER_GBM_Verhaak-CL & MES_up

S VERHAAK_MES subtype

L1 WILLSCHER_GBM_LTSmut_proteomics-A_UP

T1 GIEZELT_GBM_MGMTmethyl_down_VS_nonmethyl

Q1 WILLSCHER_GBM_Verhaak-PNwt & MES_up

E Weller_LGG_A_vs_O_DOWN

C OLvs.OPC

S1 VERHAAK_Brain

Q1 Christensen_hypomethylated_in_grade2_oligodendroglioma
G1 Christensen_hypomethylated_in_primary_glioblastoma
H1 Down_b

C1 shaw_responders_down_in_oligo_glioma

V Noushmehr_Pron_GCIMP_hypermeth_DN

L WILLSCHER_ GBM_LTSwt_proteomics—-C_UP

L GIEZELT_GBM_WT_down_VS_mut

Q1 Christensen_hypomethylated_in_grade2_oligoastrocytoma
A laffaire_hypometh_LGG_vs_control

Al Down_a

F1 Donson-chemokine/cytokine-receptors—associated with LTS in H
M1 Donson-Misc immune function—associated with LTS in HGA
R1 WILLSCHER_GBM_Verhaak—PNmut_down (G)

L Barbus_GBM_STS_vs._LTS

V Vishal_subnetwork signature of survival in GBM

H1 Mukasa_UP_in_Oligodendroglioma_with_1lintact

H1 WILLSCHER_GBM_proteomics_wtOnly_SpotC

Al Sturm_GBM_Meth_overexpression_D_G34_UP

B1 Christensen_hypermethylated_in_grade2_astrocytoma

B1 Christensen_hypermethylated_in_grade3_astrocytoma

H1 Christensen_hypermethylated_in_grade2_oligodendroglioma
S1 WILLSCHER_GBM_Verhaak-PNwt_up

S VERHAAK_CL subtype

H1 Sturm_GBM_Meth_overexpression_G_IDH_UP

G GIEZELT_GBM_STS_up_VS_LTS

W GIEZELT_GBM_STSwt_down_VS_LTSwt

U VERHAAK_PN subtype

A shaw_responders_up_in_oligo_glioma

B1 WILLSCHER_GBM_Verhaak—-PN (mut&wt)_up (L)

P Weller_ LGG_A_vs_O_UP

B Weller_LGG_1p19qDel-vs—-intact_ DOWN

E Weller_LGG_gradell-vs—IlI_DOWN
[ ] E developing astrocytes
E WILLSCHER_GBM_Verhaak-CL_up ( C)
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GSZ score

Category GSEA C2

REGGRLY DIFFERENTIATED.

i

e

ESOTHELIOMA_UP
LQNGATION
 PATHWAY_UP

INRUESY ue

| &mESPONSE 24HR
ﬁTION CLUSTER
gggﬁfﬁ#éﬁ%m o
SBgNSE
HORYE

D_RESPIRATORY_ELECTRON_TRAN:
E EMIA_UP

KNP LusTER 1
~ e84R-BY serum

ABOLISM
E’ﬁ%%ﬁm?mw
S A

YRUVATE_DEHYDROGENASE_P
ESL;EU R_RESPONSE_2HR

;%Yﬁ?ﬁ? RERMARRY parvway

ED_WELL_VS_POORLY_UP
£RIQSYNTHESIS

Ng %HPE UpP

ﬂﬁlOACYLATION

N—}NALING
NLESHAND THROMBIN

m LPS_DN

Y

—-16

gt

—VS MESENCHYMAL_DN

E ?Q%?BEEEEQENHATEE

eTN_UP

lg;%f -F %"&«%‘N
— MODULE

RREF-R0510n8_Hsc_up

UCTAL_INVASIVE_UP

16



GSZ score

Category GSEA C2

%mﬁR F%;?og .‘ Jﬁ‘gﬁég&[ﬂ DIFFERENTIA

‘j _MESOTHELIOMA_UP

%%7*

o —A i‘ D_ELQNGATION
‘ It,A l(ij _PATHWAY_UP
o C ’é e W%Mér@N "
L':. oe j&' a3\ ’%‘T&NRESPONSE - 24HR
e | g ﬁTION CLUSTER
{ o ﬁjﬁ%ﬁé i,

%?.'f Ie{c Q $.._ 1%&%%?;9%%

v
;V QOTHA|
SRORMGRAE

D_RESPIRATORY_ELECTRON_T!

EMIA_UP
g‘% RSN LusTe
84188V serum

ACTOS! ?‘ ABOLISM

Nﬁgggfgggg OGESF o
YRUVATE_DEHYDROGENAS

E %S El IR_RESPONSE_2HR

e AY R
NYEA /E fKPIr8Ry_patHway

ED _WELL_VS_POORLY_UP
églgSYNTHESIS

A
AA-.j
A AA‘~i‘
KEGG_AMNOA .A-A NO
.A‘.-—A

{ Iiﬂﬁ\lOACYLATION
(t

' o
’%‘\&NALING
{ NSN{AND THROMBIN

F’ NT
Eﬁfg p\lAt GLPS DN

;"}/ _ MESENCHYMAL
c I
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GSZ score

Category GSEA C2

%mﬁR F%;?og .‘ Jﬁ‘gﬁég&[ﬂ DIFFERENTIA

‘j _MESOTHELIOMA_UP

%?

o —A i‘ D_ELQNGATION
‘ It,A l(ij —PATHWAY _UP
o %gga @?%W%@UP
L':. % j&' a3\ ’%‘T&NRESPONSE 24HR
e | g ﬁTION CLUSTER
{ o ﬁjﬁ%ﬁé i,

'%?.'f Ie{c Q $.._ 1%&%%?;9%%

PHORYLATON®

D_RESPIRATORY_ELECTRON_T!

EMIA_UP
g‘% RSN LusTe
84188V serum

ACTOS! ?‘ ABOLISM

q%?%%gﬁﬁﬁhm
YRUVATE_DEHYDROGENAS

E %S El IR_RESPONSE_2HR

e AY R
NYEA /E fKPIr8Ry_patHway

ED _WELL_VS_POORLY_UP
églgSYNTHESIS

A
AA-.j
A AA‘~i‘
KEGG_AMNOA .A-A NO
.A‘.-—A

{ Iiﬂﬁ\lOACYLATION
¢

' o
’%‘\&NALING
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F’ NT
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GSZ score

Category HM

HALLMARK_MYC_TARGETS_V1
HALLMARK_MYC_TARGETS_V2
HALLMARK_OXIDATIVE_PHOSPHORYLATION
HALLMARK_MTORC1_SIGNALING
HALLMARK_UNFOLDED_PROTEIN_RESPONSE
HALLMARK_UV_RESPONSE_UP
HALLMARK_ESTROGEN_RESPONSE_LATE
HALLMARK_CHOLESTEROL_HOMEOSTASIS
HALLMARK_ADIPOGENESIS
HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_DNA_REPAIR
HALLMARK_SPERMATOGENESIS
HALLMARK_GLYCOLYSIS
HALLMARK_XENOBIOTIC_METABOLISM

N1 HALLMARK_HEME_METABOLISM

H HALLMARK_PEROXISOME

G HALLMARK_BILE_ACID_METABOLISM

Q HALLMARK_PI3K_AKT_MTOR_SIGNALING

J HALLMARK_INTERFERON_GAMMA_RESPONSE
T1 HALLMARK_INTERFERON_ALPHA_RESPONSE
M1 HALLMARK_PROTEIN_SECRETION

H1 HALLMARK_APOPTOSIS

H1 HALLMARK_P53_PATHWAY

oommOO“«“mMm®w@mNXOMM

B HALLMARK_REACTIVE_OXIGEN_SPECIES_PATHWAY

H1 HALLMARK_HYPOXIA

H1 HALLMARK_COAGULATION

H1 HALLMARK_ANGIOGENESIS

H1 HALLMARK_APICAL_JUNCTION

U HALLMARK_COMPLEMENT

J HALLMARK_IL2_STAT5_SIGNALING

H1 HALLMARK_ANDROGEN_RESPONSE

S HALLMARK_WNT_BETA_CATENIN_SIGNALING
Y HALLMARK_NOTCH_SIGNALING

K HALLMARK_ESTROGEN_RESPONSE_EARLY
H1 HALLMARK_MYOGENESIS

H1 HALLMARK_TGF_BETA_SIGNALING

F1 HALLMARK_ALLOGRAFT_REJECTION

U HALLMARK_IL6_JAK_STAT3_SIGNALING

K1 HALLMARK_PANCREAS_BETA_CELLS

T HALLMARK_KRAS_SIGNALING_DN

U HALLMARK_INFLAMMATORY_RESPONSE

X HALLMARK_APICAL_SURFACE

E1 HALLMARK_HEDGEHOG_SIGNALING

T HALLMARK_KRAS_SIGNALING_UP

H1 HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION

H1 HALLMARK_TNFA_SIGNALING_VIA_NFKB
H1 HALLMARK_UV_RESPONSE_DN

E HALLMARK_MITOTIC_SPINDLE

E HALLMARK_G2M_CHECKPOINT

E HALLMARK_E2F_TARGETS
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ST A TE T T

HALLMARK_OXIDATIVE_PHOSPHORYLATION
i PL'm
1 1 B
N | | r I ]
HALLMARK_XENOBIOTIC_METABOLISM
| | | H1 HALLMARK_HYPOXIA
| | H1 HALLMARK_TGF_BETA_SIGNALING

_ Category HM
HALLMARK_MTORC1_SIGNALING
HALLMARK_UNFOLDED_PROTEIN_RESPONSE
HALLMARK_UV_RESPONSE_UP
HALLMARK_ESTROGEN_RESPONSE_LATE
HALLMARK_CHOLESTEROL_HOMEOSTASIS
HALLMARK_ADIPOGENESIS
HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_DNA_REPAIR
| | | N1 HALLMARK_HEME_METABOLISM
| H HALLMARK_PEROXISOME
G HALLMARK_BILE_ACID_METABOLISM
| | Q HALLMARK_PI3K_AKT_MTOR_SIGNALING
| il J HALLMARK_INTERFERON_GAMMA_RESPONSE
| T1 HALLMARK_INTERFERON_ALPHA_RESPONSE
| | | | M1 HALLMARK_PROTEIN_SECRETION
| | I H1 HALLMARK_APOPTOSIS
| | 11 H1 HALLMARK_COAGULATION
| | | H1 HALLMARK_ANGIOGENESIS
| H1 HALLMARK_APICAL_JUNCTION
| U HALLMARK_COMPLEMENT
J HALLMARK_IL2_STAT5_SIGNALING
| H1 HALLMARK_ANDROGEN_RESPONSE
| S HALLMARK_WNT_BETA_CATENIN_SIGNALING
| Y HALLMARK_NOTCH_SIGNALING
F1 HALLMARK_ALLOGRAFT_REJECTION
U HALLMARK_IL6_JAK_STAT3_SIGNALING
K1 HALLMARK_PANCREAS_BETA_CELLS
T HALLMARK_KRAS_SIGNALING_DN
U HALLMARK_INFLAMMATORY_RESPONSE
X HALLMARK_APICAL_SURFACE
E1 HALLMARK_HEDGEHOG_SIGNALING
| T HALLMARK_KRAS_SIGNALING_UP

Bl | HALLMARK_MYC_TARGETS_V1
I L | II
I | il : r
! '|
|
n
HALLMARK_SPERMATOGENESIS
H1 HALLMARK_P53_PATHWAY
II | I | | K HALLMARK_ESTROGEN_RESPONSE_EARLY
|
| i1
| | H1 HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION

|

HALLMARK_MYC_TARGETS_V2
I
I I HALLMARK_GLYCOLYSIS
I II B HALLMARK_REACTIVE_OXIGEN_SPECIES_PATHWAY
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Category HM

HALLMARK_MYC_TARGETS_V1
HALLMARK_MYC_TARGETS_V2
HALLMARK_OXIDATIVE_PHOSPHORYLATION
HALLMARK_MTORC1_SIGNALING
HALLMARK_UNFOLDED_PROTEIN_RESPONSE
HALLMARK_UV_RESPONSE_UP
HALLMARK_ESTROGEN_RESPONSE_LATE
HALLMARK_CHOLESTEROL_HOMEOSTASIS
HALLMARK_ADIPOGENESIS
HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_DNA_REPAIR
HALLMARK_SPERMATOGENESIS
HALLMARK_GLYCOLYSIS
HALLMARK_XENOBIOTIC_METABOLISM
| N1 HALLMARK_HEME_METABOLISM

H HALLMARK_PEROXISOME

G HALLMARK_BILE_ACID_METABOLISM
| Q HALLMARK_PI3K_AKT_MTOR_SIGNALING

J HALLMARK_INTERFERON_GAMMA_RESPONSE

T1 HALLMARK_INTERFERON_ALPHA_RESPONSE
| M1 HALLMARK_PROTEIN_SECRETION

H1 HALLMARK_APOPTOSIS

H1 HALLMARK_P53_PATHWAY
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B HALLMARK_REACTIVE_OXIGEN_SPECIES_PATHWAY

| H1 HALLMARK_HYPOXIA

H1 HALLMARK_COAGULATION
H1 HALLMARK_ANGIOGENESIS
H1 HALLMARK_APICAL_JUNCTION
U HALLMARK_COMPLEMENT
J HALLMARK_IL2_STAT5_SIGNALING
H1 HALLMARK_ANDROGEN_RESPONSE
S HALLMARK_WNT_BETA_CATENIN_SIGNALING
Y HALLMARK_NOTCH_SIGNALING
K HALLMARK_ESTROGEN_RESPONSE_EARLY
H1 HALLMARK_MYOGENESIS
H1 HALLMARK_TGF_BETA_SIGNALING
F1 HALLMARK_ALLOGRAFT_REJECTION
U HALLMARK_IL6_JAK_STAT3_SIGNALING
K1 HALLMARK_PANCREAS_BETA_CELLS
T HALLMARK_KRAS_SIGNALING_DN
U HALLMARK_INFLAMMATORY_RESPONSE
X HALLMARK_APICAL_SURFACE
E1 HALLMARK_HEDGEHOG_SIGNALING

| T HALLMARK_KRAS_SIGNALING_UP

I H1 HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION

H1 HALLMARK_TNFA_SIGNALING_VIA_NFKB
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Category Lifestyle

H1 DUMEAUX_Estrogen related in smokers liter

D1 DUMEAUX_Red blood cells in non smokers li

P DUMEAUX_Fasting enriched genes

H1 DUMEAUX_High bmi enriched genes

V DUMEAUX_Smoking literature genes up

S1 DUMEAUX_Monocytes in smokers literature ¢

Y DUMEAUX_Exercising non smoker literature el

G DUMEAUX_Women normal BMI literature gen:

R DUMEAUX_Smoking enriched genes

B1 DUMEAUX_Hormon therapy in non smokers

Al DUMEAUX_Estrogen related in non smokers
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Category Lifestyle

H1 DUMEAUX_Estrogen related in smokers li
D1 DUMEAUX_Red blood cells in non smokel
P DUMEAUX_Fasting enriched genes

H1 DUMEAUX_High bmi enriched genes

V DUMEAUX_Smoking literature genes up
S1 DUMEAUX_Monocytes in smokers literatu
Y DUMEAUX_Exercising non smoker literatur
G DUMEAUX_Women normal BMI literature ¢
R DUMEAUX_Smoking enriched genes

B1 DUMEAUX_Hormon therapy in non smok

Al DUMEAUX_Estrogen related in non smoke
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GSZ score

Category Lifestyle

H1 DUMEAUX_Estrogen related in smokers li
D1 DUMEAUX_Red blood cells in non smokel
P DUMEAUX_Fasting enriched genes

H1 DUMEAUX_High bmi enriched genes

V DUMEAUX_Smoking literature genes up
S1 DUMEAUX_Monocytes in smokers literatu
Y DUMEAUX_Exercising non smoker literatur
G DUMEAUX_Women normal BMI literature ¢
R DUMEAUX_Smoking enriched genes

B1 DUMEAUX_Hormon therapy in non smok

Al DUMEAUX_Estrogen related in non smoke
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GSZ score

Category Lymphoma

HOPP_Txn_transition
HOPP_Txn_elongation
HOPP_Active_promoter
HOPP_Weak_promoter
CARO_OxPhos_in_DLBCL_UP
CARO_OxPhos_vs_BCR_UP
DAVE_BL-vs-DLBCL
DAVE_c-myc BL UP
ROSOLOWSKI_blue total
SPANG_BCR UP
TARTE_Plasmablast signature
ROSOLOWSKI_red total
ROSOLOWSKI_red UP
Aukema_BCL2 DN_BCL6 UP
N1 DAVE_Immune response 2
L DAVE_NFkB BL DN

G TARTE_B-cell signature

J MASCQUE_GCB UP

H1 ROSOLOWSKI_green UP
H1 ROSOLOWSKI_green total
E HOPP_Strong_enhancer

E MASCQUE_mBL UP

B BENTINK_mBL UP

P YAMANE_AICDA_targets_recruited
H DAVE_BL Inter

J1 SPANG_CDA40 6hrs DN

J1 SPANG_BAFF 9hrs DN

G1 SPANG_LPS 6hrs DN

B1 WRIGHT_custom ABC-DLBCL UP
M ZHANG_DLBCL mutated

Y DAVE_MHCCII BL DN

S1 SPANG_IL21 DN

J1 BENTINK_mBL DOWN

K MASCQUE_mBL DOWN

U Subero_MCL_hyper_meth
S1 Subero_MCL_hypo_meth
L1 DAVE_BL_DN

L1 WRIGHT_GCB UP

V MASCQUE_ABC UP

R1 Shaknovich_ABC_hyper_meth
U DAVE_BL UP

L Subero_MM_hypo_meth

E1 DAVE_Immune response 1
F1 ROSOLOWSKI_blue DOWN
X Aukema_BCL2 UP_BCL6 DN
B Subero_T-PLL_hypo_meth
B Subero_B-ALL_hypo_meth
H1 Subero_MM_hyper_meth

U Subero_T-ALL_hyper_meth
H1 Subero_mBL_hyper_meth
H1 Subero_FL_hyper_meth

L SPANG_BCR DN

H1 HOPP_Weak_enhancer

H1 HOPP_Weak_txn

H1 SPANG_IL21UP

H1 SPANG_BAFF 9hrs UP

H1 SPANG_LPS 6hrs UP

H1 SPANG_CDA40 6hrs UP

H TARTE_Plasma cell signature
H1 TARTE_Mature plasma cell signature
E1 Subero_T-ALL_hypo_meth
H1 LENZ_Stromal signature 2
H1 LENZ_Stromal signature 1
N HOPP_Repetitive

H1 HOPP_Heterochrom

H1 HOPP_Poised_promoter
H1 HOPP_Repressed
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Category Lymphoma

HOPP_Txn_transition
HOPP_Txn_elongation
HOPP_Active_promoter
HOPP_Weak_promoter
CARO_OxPhos_in_DLBCL_UP
CARO_OxPhos_vs_BCR_UP
DAVE_BL-vs-DLBCL
DAVE_c-myc BL UP
ROSOLOWSKI_blue total
SPANG_BCR UP
TARTE_Plasmablast signature
ROSOLOWSKI_red total
ROSOLOWSKI_red UP
Aukema_BCL2 DN_BCL6 UP

NFkB BL DN

I 1
| (| | i N1 DAVE_Immune response 2
|

[ | J MASCQUE_GCB UP

|
I I I H1 ROSOLOWSKI_green UP
| | ] H1 ROSOLOWSKI_green total
[ ] F [ | | E HOPP_Strong_enhancer
[N | I| [ | E MASCQUE_mBL UP
| B | B | | | | [ | B BENTINK_mBL UP
[ ] |. I| I P YAMANE_AICDA _targets_recruited
H DAVE_BL Inter
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[ | |. | | G1 SPANG_LPS 6hrs DN
I| B1 WRIGHT_custom ABC-DLBCL UP
[ ] 1 M ZHANG_DLBCL mutated
Y DAVE_MHCCII BL DN
[ N | S1 SPANG_IL21 DN
I [ | J1 BENTINK_mBL DOWN
[ | I. [ | K MASCQUE_mBL DOWN
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| |
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| | | | [ | | | J1 SPANG_BAFF 9hrs DN
| N | |
|

| | | I | S1 Subero_MCL_hypo_meth
| LI | | | 11 L1 DAVE_BL_DN
| L1 WRIGHT_GCB UP

V MASCQUE_ABC UP

R1 Shaknovich_ABC_hyper_meth
| U DAVE_BL UP
L Subero_MM_hypo_meth
[ | | [ | [ | E1 DAVE_Immune response 1
| [ | F1 ROSOLOWSKI_blue DOWN
1 X Aukema_BCL2 UP_BCL6 DN
| B Subero_T-PLL_hypo_meth
| | B Subero_B-ALL_hypo_meth
| | H1 Subero_MM_hyper_meth

I [ ] U Subero_T-ALL_hyper_meth

H1 Subero_mBL_hyper_meth

H1 Subero_FL_hyper_meth

H1 SPANG_IL21 UP

H1 SPANG_LPS 6hrs UP

| III | L SPANG_BCR DN
I H1 HOPP_Weak_enhancer

H1 HOPP_Weak_txn
u I H1 SPANG_BAFF 9hrs UP
|l . §  H1 SPANG_CD40 6hrs UP

1 1 I H TARTE_Plasma cell signature
H1 TARTE_Mature plasma cell signature
E1 Subero_T-ALL_hypo_meth

H1 LENZ_Stromal signature 2

N HOPP_Repetitive
H1 HOPP_Heterochrom
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Category Lymphoma

HOPP_Txn_transition
HOPP_Txn_elongation
HOPP_Active_promoter
HOPP_Weak_promoter
CARO_OxPhos_in_DLBCL_UP
CARO_OxPhos_vs_BCR_UP
DAVE_BL-vs-DLBCL

DAVE_c-myc BL UP
ROSOLOWSKI_blue total
SPANG_BCR UP
TARTE_Plasmablast signature
ROSOLOWSKI_red total
ROSOLOWSKI_red UP
Aukema_BCL2 DN_BCL6 UP
N1 DAVE_Immune response 2
L DAVE_NFkB BL DN
G TARTE_B-cell signature
J MASCQUE_GCB UP
H1 ROSOLOWSKI_green UP
H1 ROSOLOWSKI_green total
E HOPP_Strong_enhancer
E MASCQUE_mBL UP
B BENTINK_mBL UP
P YAMANE_AICDA_targets_recruited
H DAVE_BL Inter
J1 SPANG_CD40 6hrs DN
J1 SPANG_BAFF 9hrs DN
G1 SPANG_LPS 6hrs DN
B1 WRIGHT_custom ABC-DLBCL UP
M ZHANG_DLBCL mutated
Y DAVE_MHCCII BL DN
S1 SPANG_IL21 DN
J1 BENTINK_mBL DOWN
K MASCQUE_mBL DOWN
U Subero_MCL_hyper_meth
S1 Subero_MCL_hypo_meth
L1 DAVE_BL_DN
L1 WRIGHT_GCB UP
V MASCQUE_ABC UP
R1 Shaknovich_ABC_hyper_meth
[ | U DAVE_BL UP.
L Subero_MM_hypo_meth
| I | [ | I E1 DAVE_lmmune response 1
| | [ | F1 ROSOLOWSKI_blue DOWN
[ | X Aukema_BCL2 UP_BCL6 DN

b
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| | H1 Subero_MM_hyper_meth
I | I 1 [ | [ | L SPANG_BCR DN
H1 SPANG_LPS 6hrs UP
E1 Subero_T-ALL_hypo_meth
(N | H1 LENZ_Stromal signature 2
H1 LENZ_Stromal signature 1
I | | [ ] I N HOPP_Repetitive
~ || H1 HOPP_Heterochrom
[ ] I I H1 HOPP_Poised_promoter
H1 HOPP_Repressed

1 B Subero_T-PLL_hypo_meth
| | | | ] U Subero_T-ALL_hyper_meth
I H1 Subero_mBL_hyper_meth
| | . Il I H1 HOPP_Weak_enhancer
| H1 HOPP_Weak_txn
| H1 SPANG_IL21 UP
| | | H1 SPANG_CD40 6hrs UP
[ | [ ] I H TARTE_Plasma cell signature
|
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| | B Subero_B-ALL_hypo_meth
H1 Subero_FL_hyper_meth
[ B | [ ] H1 SPANG_BAFF 9hrs UP
H1 TARTE_Mature plasma cell signature
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Category miRNA target
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sa-miR—-656
hsa-miR-548d-3p
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hsa-miR-493
hsa-miR-1248
hsa-miR-513a-5p
1 hsa-miR-1269
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Category miRNA target

1 hsa-miR-379

hsa-miR-526b

(Y
oI
o0
39
33
D=2,
P
101
BB
0%
s

hsa-miR-28-5p
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11 hsa-miR-296-5p

D1 hsa-miR-1234
| B hsa-miR-1225-5p

11 hsa-miR-508-5p
I B B W hsa-miR-940

| hsa-miR-326

1 hsa-miR-367
hsa-miR-576-3p
sa-miR-429
hsa-miR-944
sa-miR-548k
hsa-miR-18b
hsa-miR-20a
hsa-miR-519d
hsa-miR-17
hsa-miR-342-5p
miR-9*
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GSZ score

Category miRNA target

| | F M1 hsa-miR-379
H hsa-miR-526b.
i 1 R1 hsa-miR-548i
h ]
I IR-154
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hsa-miR-875-5p
hsa-miR-99b
hsa-miR-367
hsa-miR-576-3p
sa-miR-429

hsa-miR-944
sa-miR-548k
hsa-miR-18b
hsa-miR-20a
hsa-miR-519d
hsa-miR-17
hsa-miR-342-5p
mIR-9*
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GSZ score

Category Pathw Act

E GUSTAFSON_PI3K_UP

Q1 BENTINK_src.2

E BENTINK_ras.6

E BENTINK ras.1

E BENTINK_e2f3.2

L BENTINK ras.4

J BENTINK_e2f3.1

J1 BENTINK_src.10

U GUSTAFSON_PI3K_DN

‘ ‘ T1 BENTINK_myc.1
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GSZ score

Category Pathw Act

E GUSTAFSON_PI3K_UP

Q1 BENTINK_src.2

E BENTINK_ras.6

E BENTINK ras.1

E BENTINK_e2f3.2

L BENTINK ras.4

J BENTINK_e2f3.1

‘ J1 BENTINK_src.10

I| U GUSTAFSON_PI3K_DN
‘ “ “ ‘ ‘ T1 BENTINK_myc.1
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GSZ score

Category Pathw Act

E GUSTAFSON_PI3K_UP
Q1 BENTINK_src.2

E BENTINK_ras.6

E BENTINK ras.1

E BENTINK e2f3.2

L BENTINK ras.4

J BENTINK_e2f3.1

J1 BENTINK_src.10

U GUSTAFSON_PI3K_DN

T1 BENTINK_myc.1



Mﬁmmm GSZ score

Category TF

E ICGC_Pmisc71910_targets
D ICGC_Mta3_targets
E ICGC_Foxm1l_targets
D ICGC_Bclaf101388_targets
E ICGC_Atf2_targets
D ICGC_Nfatcl_targets
E ICGC_Spl_targets
D ICGC_Pol2_targets
D ICGC_Tcfl12_targets
C ICGC_Zebl_targets
E ICGC_Tafl_targets
D ICGC_Stat5_targets
E ICGC_Crebl_targets
C ICGC_EIlf1_targets
H ICGC_Runx3_targets
E ICGC_Pou2_targets
E ICGC_Nficsc81335_targets
C ICGC_Egrl_targets
C ICGC_Tcf3_targets
T1 ICGC SrfV0416101_targets

[ ] F ICGC_Atf3_targets

1 F ICGC_Myc_targets
| | E ICGC_Etsl_targets

1 J1 ICGC_Six5_targets
ICGC_GabpPcr2_targets
MYC_Cell growth and proliferation UP
MYC_Cell cycle UP

MYC_DNA replication UP
MYC_DNA repair UP
MYC_Metabolism UP
HEBENSTREIT_high expression TF
MYC_RNA processing binding UP
MYC_Protein synthesis degradation UP
MYC_Targets UP
KIM_MYC targets
ICGC_Cebpbsc150_targets
ICGC_RxraPcrl_targets
1 T1 ICGC_NrsfPcri_targets
F ICGC_Irf4_targets
1 Q1 ICGC_SrfPcr2_targets
D ICGC_Pbx3_targets
| M1 ICGC_Usf1_targets
Il B MYC_ECM cell adhesion DOWN

MYC_Chromatin_modification UP
MYC Tumor supressor genes UP
MYC Apopt05|s UP
MYC_Signal transduction UP
MYC_TFs
MYC_Cell cycle DOWN

momm>»mcmmzZmmo

[}
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|I T1 NOWICK_TF
H M N MYC_TF and cofactors
C1 MYC_Targets DOWN
] 1 B © B ' L1 HEBENSTREIT_low expression TF
S ICGC_Pul_targets
C ICGC_Ebfsc137065_targets
H ICGC_Bcl3_targets

S ICGC_Rad21_targets
D ICGC_Mef2_targets
Q ICGC_P300_targets
E1 ICGC_NrsfPcr2_targets
K ICGC_BatfPcrl_targets
K ICGC_Bcl11_targets
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GSZ score

Category TF

ICGC_Pmlsc71910_targets
ICGC_Mta3_targets
ICGC_Foxm1_targets
ICGC_Bclaf101388_targets
ICGC_Atf2_targets
ICGC_Nfatcl_targets
ICGC_Sp1_targets
ICGC_Pol2_targets
ICGC_Tcf12_targets
ICGC_Zebl_targets
ICGC_Tafl_targets
ICGC_Stat5_targets
ICGC_Crebl_targets
ICGC_EIfl1_targets
ICGC_Runx3_targets
ICGC_Pou2_targets
ICGC_Nficsc81335_targets
ICGC_Egrl_targets
ICGC_Tcf3_targets

T1 ICGC_SrfV0416101_targets

F ICGC_Atf3_targets

F ICGC_Myc_targets

E ICGC_Etsl_targets

J1 ICGC_Six5_targets
ICGC_GabpPcr2_targets
MYC_Cell growth and proliferation UP
MYC_Cell cycle UP

MYC_DNA replication UP
MYC_DNA repair UP
MYC_Metabolism UP
HEBENSTREIT_high expression TF
MYC_RNA processing binding UP
MYC_Protein synthesis degradation UP
MYC_Targets UP

KIM_MYC targets
ICGC_Cebpbsc150_targets
ICGC_RxraPcrl_targets

T1 ICGC_NrsfPcrl_targets

F ICGC_Irf4_targets

Q1 ICGC_SrfPcr2_targets

D ICGC_Pbx3_targets

M1 ICGC_Usfl_targets

MYC_ECM cell adhesion DOWN
MYC_Chromatin_modification UP
MYC_Tumor supressor genes UP
MYC_Apoptosis UP

MYC_Signal transduction UP
MYC_TFs

MYC_Cell cycle DOWN

T1 NOWICK_TF

N MYC_TF and cofactors

C1 MYC_Targets DOWN

L1 HEBENSTREIT_low expression TF
S ICGC_Pul_targets

C ICGC_Ebfsc137065_targets

H ICGC_Bcl3_targets

S ICGC_Rad21_targets

D ICGC_Mef2_targets

Q ICGC_P300_targets

E1 ICGC_NrsfPcr2_targets

K ICGC_BatfPcrl_targets

K ICGC_Bcl11_targets
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GSZ score

Category TF

ICGC_Pmlsc71910_targets
ICGC_Mta3_targets
ICGC_Foxm1_targets
ICGC_Bclaf101388_targets
ICGC_Atf2_targets
ICGC_Nfatcl_targets
ICGC_Sp1_targets
ICGC_Pol2_targets
ICGC_Tcf12_targets
ICGC_Zebl_targets
ICGC_Tafl_targets
ICGC_Stat5_targets
ICGC_Crebl_targets
ICGC_EIfl1_targets
ICGC_Runx3_targets
ICGC_Pou2_targets
ICGC_Nficsc81335_targets
ICGC_Egrl_targets
ICGC_Tcf3_targets

T1 ICGC_SrfV0416101_targets

F ICGC_Atf3_targets

F ICGC_Myc_targets

E ICGC_Etsl_targets

J1 ICGC_Six5_targets
ICGC_GabpPcr2_targets
MYC_Cell growth and proliferation UP
MYC_Cell cycle UP

MYC_DNA replication UP
MYC_DNA repair UP
MYC_Metabolism UP
HEBENSTREIT_high expression TF
MYC_RNA processing binding UP
MYC_Protein synthesis degradation UP
MYC_Targets UP

KIM_MYC targets
ICGC_Cebpbsc150_targets
ICGC_RxraPcrl_targets

T1 ICGC_NrsfPcrl_targets

F ICGC_Irf4_targets

Q1 ICGC_SrfPcr2_targets

D ICGC_Pbx3_targets

M1 ICGC_Usfl_targets

MYC_ECM cell adhesion DOWN
MYC_Chromatin_modification UP
MYC_Tumor supressor genes UP
MYC_Apoptosis UP

MYC_Signal transduction UP
MYC_TFs

MYC_Cell cycle DOWN

[ ] I T1 NOWICK_TF

N MYC_TF and cofactors
1 |I || C1 MYC_Targets DOWN

L1 HEBENSTREIT_low expression TF
I S ICGC_Pul_targets
C ICGC_Ebfsc137065_targets
H ICGC_Bcl3_targets
S ICGC_Rad21_targets
D ICGC_Mef2_targets
Q ICGC_P300_targets
1 E1 ICGC_NrsfPcr2_targets
I K ICGC_BatfPcrl_targets
K ICGC_Bcl11_targets
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Category TF Tissue
| I G VAQUERIZAS_Lymph node
G VAQUERIZAS_Tonsil
IF G VAQUERIZAS_Thymus
Z VAQUERIZAS_Whole blood
B1 VAQUERIZAS_Smooth muscle
B1 VAQUERIZAS_Uterus
B1 VAQUERIZAS_Prostate
B1 VAQUERIZAS_Fetal lung
B1 VAQUERIZAS_Lung
R1 VAQUERIZAS_Salivary gland
I; ]| 1l II r V VAQUERIZAS_Appendix
| | C VAQUERIZAS_Adrenal gland
G1 VAQUERIZAS_Adrenal cortex
Ir I I H1 VAQUERIZAS_Trachea
h M1 VAQUERIZAS_Tongue
B I G1 VAQUERIZAS_Ovary
M1 VAQUERIZAS_Skeletal.muscle.psoas
B1 VAQUERIZAS_Testis
I I O VAQUERIZAS_Bone marrow
E VAQUERIZAS_Fetal liver
L D VAQUERIZAS_Liver
II I B1 VAQUERIZAS_Kidney
C1 VAQUERIZAS_Pituitary
I L S VAQUERIZAS_Heart
F VAQUERIZAS_Pancreas
Il I B1 VAQUERIZAS_Thyroid

I B VAQUERIZAS_General
B1 VAQUERIZAS_Spinal cord
} I | R1 VAQUERIZAS_Whole brain

E1 VAQUERIZAS_Skin
R1 VAQUERIZAS_Fetal brain

B1 VAQUERIZAS_Fetal thyroid
H1 VAQUERIZAS_Placenta
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GSZ score

Category TF Tissue

G VAQUERIZAS_Lymph node

G VAQUERIZAS_Tonsil

G VAQUERIZAS_Thymus

Z VAQUERIZAS_Whole blood

B1 VAQUERIZAS_Smooth muscle
B1 VAQUERIZAS Uterus

Bl VAQUERIZAS_Prostate

B1 VAQUERIZAS_Fetal lung

B1 VAQUERIZAS Lung

R1 VAQUERIZAS_Salivary gland
V VAQUERIZAS_Appendix

C VAQUERIZAS_Adrenal gland
G1 VAQUERIZAS_Adrenal cortex
H1 VAQUERIZAS_Trachea

M1 VAQUERIZAS_Tongue

G1 VAQUERIZAS_Ovary

M1 VAQUERIZAS_Skeletal.muscle.psoas
B1 VAQUERIZAS_ Testis

O VAQUERIZAS_Bone marrow

E VAQUERIZAS_Fetal liver

D VAQUERIZAS_Liver

Bl VAQUERIZAS_Kidney

C1 VAQUERIZAS_Pituitary

S VAQUERIZAS_Heart

F VAQUERIZAS_Pancreas

B1 VAQUERIZAS_Thyroid
B VAQUERIZAS_General
B1 VAQUERIZAS_Spinal cord

R1 VAQUERIZAS_Whole brain

I I E1 VAQUERIZAS_Skin

i II
i I
II 1 R1 VAQUERIZAS_Fetal brain
I

B1 VAQUERIZAS_Fetal thyroid
I I H1 VAQUERIZAS_Placenta
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GSZ score

Category TF Tissue

G VAQUERIZAS_Lymph node

G VAQUERIZAS_Tonsil

G VAQUERIZAS_Thymus

Z VAQUERIZAS_Whole blood
B1 VAQUERIZAS_Smooth muscle
B1 VAQUERIZAS Uterus

Bl VAQUERIZAS_Prostate

B1 VAQUERIZAS_Fetal lung

B1 VAQUERIZAS Lung

R1 VAQUERIZAS_Salivary gland
V VAQUERIZAS_Appendix

C VAQUERIZAS_Adrenal gland
G1 VAQUERIZAS_Adrenal cortex
H1 VAQUERIZAS_Trachea

M1 VAQUERIZAS_Tongue

G1 VAQUERIZAS_Ovary

M1 VAQUERIZAS_Skeletal.muscle.psoas
B1 VAQUERIZAS_ Testis

O VAQUERIZAS_Bone marrow
E VAQUERIZAS_Fetal liver

D VAQUERIZAS_Liver

Bl VAQUERIZAS_Kidney

C1 VAQUERIZAS_Pituitary

S VAQUERIZAS_Heart

F VAQUERIZAS_Pancreas

B1 VAQUERIZAS_Thyroid

B VAQUERIZAS_General

B1 VAQUERIZAS_Spinal cord
R1 VAQUERIZAS_Whole brain
E1 VAQUERIZAS_Skin

R1 VAQUERIZAS_Fetal brain

B1 VAQUERIZAS_Fetal thyroid
H1 VAQUERIZAS_Placenta



Category Tissue

I I C1 WIRTH_B-cells
I O PALMER_Granulocytes signature up
I D1 WIRTH_Cerebellum

mwm GSZ score
i/ | laanis |

D1 WIRTH_Lymphocytes
F1 PALMER_Lymphocytes signature up
I F1 WIRTH_Thyroid gland

E WIRTH_Thymus
Q WIRTH_Prim. lymphoid organs

G WIRTH_Telencephalon

L1 WIRTH_Hippocampus
I T WIRTH_Muscle
I E1 WIRTH_Testis

I F1 WIRTH_Placenta

I I I Q WIRTH_Pancreas

M1 WIRTH_Tonsil

G1 WIRTH_Bone marrow

G WIRTH_Homeostasis

I I E1 WIRTH_Liver
P WIRTH_Mucosa

L WIRTH_Cortex cerebri
H1 WIRTH_Sec. lymphoid organs
Q WIRTH_Immune system

C1 WIRTH_Globus pallidus

L1 PALMER_CD8+ T-Cell signature up
E1 WIRTH_Thalamus

N PALMER_B-Cell signature up

Z PALMER_T-Cell signature up

L1 WIRTH_Nervous System
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Category Tissue

C1 WIRTH_B-cells
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D1 WIRTH_Cerebellum
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N PALMER_B-Cell signature up
I I Z PALMER_T-Cell signature up
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Category Tissue
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Category Toxic

G LU BPDE 1f

R LU BPDE 0.
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GSZ score

Category Toxic
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Density

p—values (GSZ)
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