D—-Cluster

landscape




D—-Cluster

annotation

100

80 —

60 —

40 —

g

40

80 100

A [l LU_EZH2_TARGETS_DN
LaPointe_mucosa—position_kmeans_C_cecum colon_asce
RODRIGUES_THYROID_CARCINOMA_POORLY_DIFFER

B Il neuromuscular synaptic transmission
REACTOME_RORA_ACTIVATES_CIRCADIAN_EXPRESS|
regulation of protein stability

C I Chaussabel_2,3_Erythrocytes
HALLMARK_HEME_METABOLISM
Homuth_BMI-associated—genes_UP

D [ 4_TxTrans_Fibroblasts
6_EnhG_Melanocytes
Mid_Frontal_Lobe_ZNF

E TssF_Colon
4 _TxTrans_Fibroblasts
TssA_Colon

F Chaussabel_1,7_MHC Ribosomal proteins
Pentrack_CRC_TCGA_corr_R_normal_DN
Pentrack_CRC_TCGA_group.over_C_normal_DN

G Tx_Colon
TssA_Colon
4 _TxTrans_Fibroblasts

H [ Chaussabel_2,1_Cytotoxic cells
Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_I
DEURIG_T_CELL_PROLYMPHOCYTIC_LEUKEMIA_DN

| Chaussabel_2,8 T-cells
Chaussabel_1,7_MHC Ribosomal proteins
Chaussabel_2,4 Ribosomal proteins

J PUJANA_BRCA1_PCC_NETWORK
PUJANA_CHEK2_PCC_NETWORK
HOPP_Txn_transition

K HOPP_Active_promoter
Overlap_fetal_midbrain_ReprPC
HOPP_Txn_elongation

L [ Chaussabel_3,1_Interferon-inducible
HALLMARK_INTERFERON_GAMMA_RESPONSE
HECKER_IFNB1_TARGETS

M [l Tx_Colon
TssA_Colon
HOPP_Txn_elongation

N [l Chaussabel_1,2_Platelets
RAGHAVACHARI_PLATELET_SPECIFIC_GENES
WIERENGA_STAT5A_TARGETS_DN

O [l TssA_Colon
Tx_Colon
TssWk_Colon




— I & m m O O W >»

O zZz £ rr X «

LU EZH2_TARGETS_DN
LaPointe_mucosa—position_kmeans_C_cecum colon_ascending colon_trans
RODRIGUES_THYROID_CARCINOMA_POORLY_DIFFERENTIATED_DN

neuromuscular synaptic transmission
REACTOME_RORA_ACTIVATES_CIRCADIAN_EXPRESSION
regulation of protein Stability

Chaussabel_2,3 Erythrocytes
HALLMARK HEME_METABOLISM
Homuth_BMT-associated—genes_UP

4 TxTrans_Fibroblasts
EnhG_Melanocytes
Mld Frontal_Lobe_ZNF

TssF_Colon

4 TxTrans_Fibroblasts

TssA_Colon

Chaussabel_1,7_MHC Ribosomal proteins
Pentrack_CRC TCGA corr_R_normal_DN
Pentrack_CRC_TCGA_group.over_C_normal_DN
Tx_Colon

TssSA_Colon

4 TxTrans_Fibroblasts

Chaussabel_2,1 Cytotoxic cells
Lembcke TCGA=expr_kmeans_E_CIMP.H_UP_Cluster4 DN
DEURIG_T_CELL_PROLYMPHOCYTIC_LEUKEMIA DN~

Chaussabel_. 2. 4~Ribosomal proteins

PUJANA BRCA1 PCC_NETWORK
PUJANA_CHEK2_PCC_NETWORK
HOPP_Txn_transition

HOPP_Active_promoter
Overlap_fetal_midbrain_ReprPC
HOPP_Txn_elongation™

Chaussabel 3,1 Interferon—inducible
HALLMARK_ INTERFERON GAMMA_RESPONSE
HECKER_IFNB1_TARGETS

Chaussabel_2,8 T-cells
Chaussabel”1,7_MHC Ribosomal proteins

TssA Colon .
HOPP_Txn_elongation

Chaussabel 1,2 Platelets
RAGHAVACHART PLATELET SPECIFIC GENES
WIERENGA_STAT5A_TARGETS_D

TssA_Colon
Tx_Colon
TssWk_Colon

<Aemeta>

-1.2
1.2



D—-Cluster

Spot Summary: A Spot Genelist Geneset Overrepresentation

# metagenes = 14 Rank max e r Description Rank p-value #in/all Geneset
# genes = 332 ID min e Symbol
]_ ILMN_169318 2.29 -2.04 043 PI3 peptidase inhibitor 3 [Source:HGNC Symbol;Acc:HGNC:8947 l 6e-49 55/ 360 GSE# LU_EZH2_TARGETS_DN
2 le-07 25/740 Colon LaPointe_mucosa—position_kmeans_C_cecum colon_ascending colon_tra
<r> metagenes =0.95 2 ILMN_170487 1.95 -1.49 053 PGLYRPpeptidoglycan recognition protein 1 [Source:HGNC Symbol;A 3 9e-07 23/708 GSE# RODRIGUES_THYROID_CARCINOMA_POORLY_DIFFERENTIATED_DN
<r>genes = 0.76 4 le-05 5/29 Refer Chaussabeliz,LUnknown ‘fu‘nctmn
3 ILMN_323194 1.5 -1.58 0.95 5 4e-05 4120 MF  endodeoxyribonuclease activity
beta: r2=236.47 / log p= —Inf 6 5e-05 1/14 Canct LIU_COMMON_CANCER_GENES
4  ILMN_167769 149  -1.31 0.96 7 le-04 25/1083  Colon ZNF_Colon
. 8 le-04 3/10 BP  mitotic recombination
# samples with spot = 886 ( 26.2 %
p p ( ) 5 ILMN_323717 148 -161 096  FAM175Mamily with sequence similarity 175 member A [Source:HGNC 9 le-04 79/5383 TF  ICGC_Spl_targets
A*:207 (60.2 %) 10 1e-04 5/50 BP  response to ionizing radiation
AC*:236 (72 %) 6  ILMN_323740 146  -1.46 0.97 11 2e-04 115/8771 Chror 5_Tx_Melanocytes
’ 12 3e-04 3/13 BP  cellular response to hepatocyte growth factor stimulus
* - 0, - N N P
ACF*:203(86.4%) 7  ILMN_318148 144  -146 093  LOCL0279aighBAG famiy-like 1 [Source:HGNC SymbolAccHGNC:37 13 3e-04 3/14 MF  four-way junction DNA binding
14 4e-04 11/319  GSE/ WANG_RESPONSE_TO_GSK3_INHIBITOR_SB216763_UP
= 1.9 % 8  ILMN_176737 143 -1.02 045 NAP  NLR family apoptosis inhibitory protein [Source:HGNC Symbi 19 5e-04 37/2073  Colon LaPointe_mucosa—position_kmeans_G_cecum colon_ascending colon_UF
C 15 ( 9 O) 16 6e-04 4/38 BP  response to activity
9 ILMN_327479 1.42 -1.12  0.95 ACTG1PHEtin gamma 1 pseudogene 17 [Source:HGNC Symbol;Acc:+ 17 6e-04 1717681 Brain OverlapﬁfetalimfdbrafniEnhP
*:1(0.2% 18 8e-04 82/5936 Brain Overlap_fetal_midbrain_HetRpts
J . ( . 0) 10 WLMN 172134 141 15 0.97 19 8e-04 71150 Refer. Chaussabel_2,6_Myeloid lineage
N*:2 (0.5 %) - ’ ’ ’ 20 9e-04 5/73 GSE# GINESTIER_BREAST_CANCER_ZNF217_AMPLIFIED_UP
) ! ; 21 9e-04 3/19 GSE# BONOME_OVARIAN_CANCER_POOR_SURVIVAL_DN
ILMN_218811 -1. . ADP ribosylation factor like GTPase 16 [St :HGNC Symb = - - - -
11 | 2188 1.41 1.53  0.94 ARL16 ribosylation factor like ase 16 [Source: yml 22 -0 936970 Chror 5. Tx_Neuronal_Progenitor
ILMN 228601 tion channel ed2 (s HGNC SymboliA 23 1e-03 12/416  GSE/ FULCHER_INFLAMMATORY_RESPONSE_LECTIN_VS_LPS_DN
12 . 1.4 -15 094  CATSPERation channel sperm associated 2 [Source: ymbol;A 24 1e-03 109/8568 Golon TxWk_Colon
. 25 2e-03 27/1467 Chr Chr19
Overview Map SpOt 13 wMNs7241 14 122 092 26 2e-03 15/630  Chror 14_ZNF_Fibroblasts
27 2e-03 3/25 BP  sprouting angiogenesis
100 100 14 ILMN_329421 139  -129 097 28 26-03 146 /12208 Chror 2. TssA_Melanocytes
90 90 29 2e-03 3/26 BP  meiotic nuclear division
80 80 — 15 ILMN_212358 138 -132 097 30 2e-03 3/26 BP  reciprocal meiotic recombination
31 2e-03 80/5984 TF ICGC_Mta3_targets
70 70 16 ILMN 205455 133 -141 096  DTWD2 DTW domain containing 2 [Source:HGNC SymbolAccHGNC 35 30-03 5/0n ME  double-stranded DNA binding
60 60 — 33 3e-03 12/ 464 Lymp/ WIRTH_lymphoma937_spot |
50 50 - 17 1LMN 320841 138 -12 095 34 3e-03 42/2704 TF  ICGC_Pbx3_targets
0 0 35 3e-03 132/10999 Colon TssWk_Colon
4 4 18 ILMN_212251 1.37 -1.45 0.93 CCBE1 collagen and calcium binding EGF domains 1 [Source:HGNC 36 3e-03 67/4881 TF ICGC_Atf2_targets
30 1 30 37 3e-03 5/100 GSE/ AMBROSINI_FLAVOPIRIDOL_TREATMENT_TP53
20 20 4 19 ILMN_215029 1.37 -1.43  0.93 FKBP14 FK506 binding protein 14 [Source:HGNC Symbol;Acc:HGNC 38 3e-03 31/1846 Chror 14_ZNF_Melanocytes
3e-03 2/9 GSE/ OSAWA_TNF_TARGETS
10 10
20 ILMN_207354 1.35 -1.37 0.96 SERF2 small EDRK-rich factor 2 [Source:HGNC Symbol;Acc:HGNC 40 4e-03 4162 BP  nucleic acid phosphodiester bond hydrolysis
1 1
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AQITT .
Rglk & p-value #in/all
1 03 2/111
2 0.4 1/58
3 0.8 1/142
4 NA 0/0
5 NA 0/0
6 NA 0/0
7 NA 0/0
8 NA 0/0
9 NA 0/0
10 NA 0/0
11 NA 0/0
12 NA 0/0
13 NA 0/0
14 NA 0/0
15 NA 0/0
ancer .
gan p-value #in/all
1 5e-05 1/14
2 4e-02 10/527
3 le-01 2/54
4 le-01 1/12
5 1le-01 1/13
6 1le-01 1/15
7 2e-01 2/73
8 2e-01 2/82
9 3e-01 1/36
10 3e-01 1/38
11 3e-01 71554
12 4e-01 0/12
13 4e-01 1/46
14 4e-01 0/15
4e-01 0/14
mafl tes .
ganﬂo aﬁ QIEI?LE@ e #in/all
1 2e-04 115/8771
2 9e-04 93/6970
3 2e-03 15/ 630
4 2e-03 146 /12298
5 3e-03 31/1846
6 9e-03 97/ 7854
7 1e-02 574237
8 le-02 14812983
9 2e-02 132/11455
10 3e-02 140 /12393
11 8e-02 108 /9635
12 9e-02 130/11836
13 9e-02 139/12741
14 le-01 33/2682
2e-01 65/5956
S’%EA quvalue #in/all
1 6e-49 55/ 360
2 9e-07 23/708
3 5e-05 /14
4 4e-04 11/319
5 9e-04 5/73
6 9e-04 3/19
7 1e-03 12/416
8 3e-03 5/100
9 3e-03 2/9
10 4e-03 9/304
11 4e-03 11/425
12 4e-03 71200
13 4e-03 10/ 368
14 5e-03 57107
15 5e-03 6/155
L homa
RXFEP p-value #in/all
1 0.003 12/ 464
2 0.006 92/7275
3 0.007 1331
4 0.016 8/318
5 0.016 10/ 450
6 0.022 10/ 472
7 0.025 47109
8 0.027 7 /5356
9 0.032 97/8226
10 0.054 87/7448
11 0.063 9/493
12 0.072 5/220
13 0.084 6/300
14 0.086 5/232
0.090 6/306
IRNA PI se
H‘ PHRS€  sinval
1 0/7
2 1 0/123
3 1 0/68
4 1 0/63
5 1 0/3
6 1 0/116
7 1 0/95
8 1 0/2
9 1 0/124
10 1 0/48
11 1 0/7
12 1 0/20
13 1 0/65
14 1 0/3
15 1 0/127
reterence Si nature
RaL —va? 9 #in/all
1 le-05 5/29
2 8e—04 71150
3 le-02 71240
4 2e-02 2/24
5 5e-02 1/5
6 6e-02 8/412
7 1e-01 1/10
8 le-01 1/13
9 le-01 2/66
10 le-01 5/275
11 2e-01 4/221
12 2e-01 1/21
13 2e-01 2/84
14 2e-01 1/24
15 2e-01 4248

Geneset

HORVATH_aging_genes meth DOWN
TESCHENDORFF_age_hypermethylated
HORVATH_aging_genes meth UP

Geneset

LIU_COMMON_CANCER_GENES

Lembcke_Normal vs Adenoma

KUIPER_"MM poor survival

LIU_BREAST_CANCER

LIU_LIVER_CANCER

WANG_ER_UP

SHAUGHNESSY_MM high risk
PanCan_JAK-ST_geneset_nanostring
PanCan_HK_geneset_nanostring

KUIPER_MM good survival

Lembcke_Colonic Inflammation
SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
PanCan_DNARepair_geneset_nanostring-
SOTIRIOU_BREAST_CANCER_GRADE_1 VS_3 DN
RHODES_UNDIFFERENTIATED_CANCER ™

Geneset
5_Tx_Melanocytes
5_Tx_Neuronal_Progenitor
14_7ZNF_Fibroblasts

2_TssA Melanocytes
14_ZNF_Melanocytes
5_Tx_Fibroblasts

17 F_Neuronal_Progenitor
2_TssA_Neuronal _Progenitor
2_TssA_Fibroblasts
15_Quies_Neuronal_Progenitor
3_TssF_Fibroblasts
3_TssF_Melanocytes
7_Enh_Melanocytes
12_Het_Neuronal_Progenitor
3_TssF_Neuronal_Progenitor

Geneset

LU_EZH2_TARGETS_DN
RODRIGUES_THYROID_CARCINOMA_POORLY_DIFFERENTIATED_DN
LIU_COMMON_CANCER_GENES
WANG_RESPONSE_TO_GSK3_INHIBITOR_SB216763_UP
GINESTIER_BREAST_CANCER_ZNF217_AMPLIFIED_UP
BONOME_OVARIAN_CANCER_POOR_SURVIVAL_DN"
FULCHER_INFLAMMATORY_RESPONSE_LECTIN_VS_LPS_DN
AMBROSINI_FLAVOPIRIDOL_ TREATMENT_TP53

OSAWA _TNF_TARGETS
NIKOLSKY_BREAST_CANCER_17Q21_Q25_ AMPLICON
ZHOU_INFLAMMATORY_RESPONSE_LIVE_U!
KAUFFMANN_DNA_REPAIR_GENES
OSMAN_BLADDER_CANCER_UP

BHATI_G2M_ARREST _BY 2METHOXYESTRADIOL_UP
GARCIA_TARGETS_OF_FLI1_AND_DAX1_DN

Geneset

WIRTH_lymphoma937_spot |

HOPP_Txn_elongation

WIRTH_lymphoma937_spot H

Hopp_June14_MMML937 tumors+controls_group.overexpression_H_GC-B-
Hopp_June14_MMML937 tumors+controls_group.overexpression_|_MM_GC-
Hopp_June14_MMML937 tumors+controls_group.overexpression_J_GC-B-c
ROSOLOWSKI_blue total

HOPP_Txn_transition

HOPP_Active_promoter

HOPP_Strong_enhancer

WIRTH_lymphoma937_spot J

Hopp_June14_MMML937 tumors+controls_group.overexpression_B_cell line,
Hopp_June14_MMML937 tumors+controls_group.overexpression_E_GC-B-i
WIRTH_lymphoma937_spot B

WIRTH_lymphoma937_spot E

Geneset

Thyroid carcinoma, papillary
Pancreatic cancer

Glioblastoma multiforme, somatic
Gastrointestinal

Pituitary adenoma

Cancer

Colorectal cancer

Adenomas, multiple colorectal
Prostate cancer

Alzheimer disease, susceptibility to
Schizophrenia, suscepublllty to
Parkinson disease
Hepatocellular carcinoma

Down syndrome, risk of

Melanoma and neural system tumor syndrome

Geneset

Chaussabel_2,7_Unknown function
Chaussabel_2,6_Myeloid lineage
Chaussabel_3,3Inflammation 1|

Chaussabel 1,6’ Slgnalmg molecules
VAQUERIZAS_Appendix_T

WIRTH_Immune system

JONGENEEL_Colon

JONGENEEL_Thyroid

VAQUERIZAS_Whole blood_TF

Chaussabel_3,7. Spllceosome
Chaussabel_3,8_Enzymes
JONGENEEL_Monocytes
Chaussabel_2,10_Immune related cell surface molecules
JONGENEEL_Prostate
Chaussabel_3,6_Mitochondrial ribosomal proteins

Rénk

p-value
1 le-04
2 le-04
3 3e-04
4 6e-04
5 2e-03
6 2e-03
7 2e-03
8 4e-03
9 4e-03
10 4e-03
11 5e-03
12 5e-03
13 6e-03
14 le-02
15 le-02
g(r"ik p-value
1 0.004
2 0.019
3 0.019
4 0.051
5 0.053
6 0.063
7 0.081
8 0.088
9 0.090
10 0.090
11 0.096
12 0.098
13 0.105
14 0.105

0.105
Q%Lon Canget
1 le-07
2 le-04
3 5e-04
4 1e-03
5 3e-03
6 4e-03
7 4e-03
8 5e-03
9 7e-03
10 8e-03
11 8e-03
12 2e-02
13 2e-02
14 6e-02
15 9e-02
E'aML p-value
1 0.03
2 0.16
3 0.28
4 0.28
5 0.29
6 0.29
7 0.30
8 0.33
9 0.33
10 0.34
11 0.34
12 0.45
13 0.49
14 0.50
15 0.52
Me'(anorp%alue
1
2 1.0
3 1.0
4 1.0
5 1.0
6 1.0
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA
MIKNA target
Ral p—ng
1 0.005
2 0.035
3 0.053
4 0.059
5 0.067
6 0.081
7 0.082
8 0.087
9 0.090
10 0.100
11 0.105
12 0.123
13 0.132
14 0.132
15 0.133
Igrh?merg—%alue
1 0.1
2 0.2
3 NA
4 NA
5 NA
6 NA
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA
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#in/all
25/740
25/1083
37/2073
109 / 8568
132 /10999
117/ 9555
22/1168
116/9530
110/9054
241404
2/14
104/ 8678
7716138
13/799
3/103
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Geneset

mitotic recombination

response to ionizing radiation

cellular response to hepatocyte growth factor stimulus
response to activity

sprouting angiogenesis

meiotic nuclear division

reciprocal meiotic recombination

nucleic acid phosphodiester bond hydrolysis

tumor necrosis factor-mediated signaling pathway
positive regulation of T cell chemotaxis

regulation of transcription, DNA-templated

positive regulation of long—term synaptic potentiation
axoneme assembly

female gamete generation

mitochondrion morphogenesis

Geneset

MKS complex
autophagosome membrane
autophagosome
condensed nuclear chromosome
cortical actin cytoskeleton
chromatin

stress fiber
endomembrane system
endocytic vesicle

SNARE complex

cytosolic ribosome

late endosome

lateral element

P granule

uropod

Geneset

LaPointe_mucosa-position_kmeans_C_cecum colon_ascending colon_trans
ZNF_Colon

LaPointe_mucosa-position_kmeans_G_cecum colon_ascending colon_UP_ti
TxWk_Colon

TssWk_Colon

TssA_Colon

LaPointe_mucosa—position_kmeans_O_transverse colon_UP.
LaPointe_mucosa-position_kmeans_F_cecum colon_transverse colon_UP_
Tx_Colon

LaPolme _mucosa—position_kmeans_D_transverse colon_UP_
Hewish_dMMR-secondary—mutations_DNA-repair

Quies3_Colon

TssD2_Colon

LaPointe_mucosa-position_kmeans_B_ascending colon_transverse colon_U
Marisa_CRC-cluster—d

Geneset

HALLMARK_KRAS_SIGNALING _| UF'
HALLMARK_UV_RESPONSE
HALLMARK_BILE_ACID, METABOLISM
HALLMARK_ANGIOGENESIS
HALLMARK_TNFA_SIGNALING_VIA_NFKB
HALLMARK_HEME_METABOLISM
HALLMARK_INFLAMMATORY_RESPONSE
HALLMARK_SPERMATOGENESIS
HALLMARK_WNT_BETA_CATENIN_SIGNALING
HALLMARK_APICAL_SURFACE
HALLMARK_REACTIVE_OXIGEN_SPECIES_PATHWAY
HALLMARK_APOPTOSIS
HALLMARK_ALLOGRAFT_REJECTION
HALLMARK_CHOLESTEROL_HOMEOSTASIS
HALLMARK_INTERFERON_GAMMA_RESPONSE

Geneset
Hugo_melanoma-all-MET_DN
Hugo_melanoma-all-MET_UP
Hugo_melanoma-BRAFmut-MET_UP
Hugo_melanoma-BRAFmut-MET_DN
Hugo_melanoma-all-LEF1_UP
Hugo_melanoma-BRAFmut-LEF1_UP

Geneset

-638
hsa—miR—508—3p
hsa-miR-659

Geneset
Alternative lengthening of telomeres
Nabetani_alt len telomeres_genes_ko

RIAN

p-value

1 6e-04
2 8e-04
3 1e-02
4 3e-02
5 3e-02
6 6e-02
7 6e-02
8 6e-02
9 6e-02
10 9e-02
11 9e-02
12 le-01
13 2e-01
14 2e-01
15 2e-01
9:91 p-value
1 0.002
2 0.005
3 0.008
4 0.045
5 0.184
6 0.248
7 0.455
8 0.494
9 0.501
10 0.567
11 0.692
12 0.694
13 0.744
14 0.750
15 0.791
Ealrl% p-value
1 0.01
2 0.05
3 0.07
4 0.10
5 0.11
6 0.11
7 0.12
8 0.15
9 0.15
10 0.16
11 0.16
12 0.16
13 0.17
14 0.19
15 0.21
LIT Style

ek Y p-valu
1 0.06
2 1.00
3 1.00
4 1.00
5 1.00
6 1.00
7 1.00
8 1.00
9 1.00
10 1.00
11 1.00
12 1.00
13 1.00
14 1.00
15 1.00
%Ek p-value
1 4e-05
2 3e-04
3 3e-03
4 6e-03
5 2e-02
6 2e-02
7 3e-02
8 3e-02
9 3e-02
10 3e-02
11 4e-02
12 4e-02
13 5e-02
14 5e-02
15 5e-02
Ef?htpw ﬁg\/alue
1 0.1
2 1.0
3 1.0
4 1.0
5 1.0
6 1.0
7 1.0
8 1.0
9 1.0
10 1.0
11 NA
12 NA
13 NA
14 NA
15 NA
Ez—é:nk p-value
1 le-04
2 2e-03
3 3e-03
4 3e-03
5 5e-03
6 5e-03
7 5e-03
8 6e-03
9 6e-03
10 7e-03
11 9e-03
12 9e-03
13 1e-02
14 1e-02
15 1e-02

#in/all
17/681
82 /5936
116 /9815

105/ 9504
11/796
6/386
8/578

#infall
27/1467
16 / 769
21/1170
20/1318
14/ 1060
10/ 768
6/536
10/954
10/ 959
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#in/all

79 /5383
80 /5984
4212704
67 /4881
88 /6868
7215410
73/5518
66 /4890
7215442
72 /5466
59 /4362
83 /6552
47 /3348
40/ 2759
7916267

Geneset
Overlap_fetal_midbrain_EnhP
Overlap_fetal_midbrain_HetRpts
Overlap_fetal_midbrain_ReprPC
Fetal_ReprPCWi
Fetal_Enh
Mid_Frontal_Lobe_EnhP
Fetal_Quies
Overlap_fetal_midbrain_EnhG
Overlap_fetal_midbrain_ReprPCWk
Fetal K9K27me3

Fetal_| Re?rPC
Overlap_fetal_midbrain_K9K27me3
Overlap_fetal_midbrain_ZNF
Fetal_ZNF

Fetal_Tx

Geneset
Chr 19
Chr 15
Chr7
Chr17
Chr5

Chr 21

Geneset

Donson—chemoklnes/cytoklnes—associated with LTS in HGA
GIEZELT_GBM_STS_up_VS_LTS
Noushmehr_Pron_GCIMP_hypermeth_DN
Hopp_Sturm_GBM_Epi3_B1_G34_DN

WILLSCHER_ GBM_LTSwt proteomlcs G_UP
Christensen_hypomethylated_in_primary_glioblastoma
WILLSCHER_GBM_Verhaak-PNmut_up (M
Christensen_hypomethylated_in_secondary_glioblastoma
WILLSCHER_GBM_Verhaak-PNwt & MES_u|
Christensen_hypomethylated_i 7grade27aslrocyloma
Christensen_hypomethylated_in_grade2_oligoastrocytoma
Christensen_hypomethylated_in_grade2_oligodendroglioma
Christensen_hypomethylated_in_grade3_oligoastrocytoma
Christensen_hypermethylated_in_grade2_oligodendroglioma
WILLSCHER_GBM_proteomics_wtOnly_Differencelist

Geneset

Homuth_BMI-associated-genes_DN

DUMEAUX_Smoking enriched genes

DUMEAUX_Smoking literature genes up

DUMEAUX_Exercising non smoker literature enriched genes
DUMEAUX_Estrogen related in smokers literature genes up
DUMEAUX_Estrogen related in non smokers literature genes up
DUMEAUX_Hormon therapy in non smokers literature genes up
DUMEAUX_Monocytes in smokers literature genes up
DUMEAUX_Red blood cells in non smokers literature genes up
DUMEAUX_Women normal BMI literature genes up
DUMEAUX_High bmi enriched genes

DUMEAUX_Fasting enriched genes
Homuth_BMI-associated-genes_UP
Huan_blood-pressure_SBP-signature
Huan_blood-pressure_DBP-signature

Geneset
endodeoxyribonuclease activity
four-way junction DNA binding
double-stranded DNA binding
single-stranded DNA binding
neuropeptide binding
metallopeptidase activity
aminopeptidase activity’
DNA-dependent ATPase activity
tumor necrosis factor receptor binding
Hsp70 protein binding
endonuclease activity
phospholipid binding

4 iron, 4 sulfur cluster binding
protease binding
molecular_function

Geneset
GUSTAFSON_PI3K_DN
GUSTAFSON_PI3K_UP
BENTINK_e2f3.1
BENTINK e2f3.2
BENTINK myc.1
BENTINK ras.1
BENTINK ras.4
BENTINK ras.6
BENTINK src.10
BENTINK src.2

Geneset
ICGC_Sp1_targets
ICGC_Mta3_targets
ICGC_Pbx3_targets
ICGC_Atf2_targets
ICGC_EIf1_targets
ICGC_Foxm1_targets
ICGC_Stat5_fargets
ICGC_Bclaf101388_targets
ICGC_Pmlsc71910_targets
ICGC_Nficsc81335_targets
ICGC_Creb1_targets
ICGC_Pol2_targets
ICGC_BatfPcrl_targets
ICGC_Bcl3_targets
ICGC_Yy1_targets
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D—-Cluster

Spot Summary: B

# metagenes = 21
# genes = 208

<r> metagenes =1
<r>genes = 0.43
beta: r2= 10.51 / log p= -Inf

# samples with spot = 48 ( 1.4 %)
AC*:24(7.3%)
ACF*:22(9.4%)
CF*:2(0.8%)
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Spot Genelist

Rank
ID

1 ILMN_174901
2 ILMN_172443
3 ILMN_326174
4 ILMN_170963
5 ILMN_180704
6  ILMN_225898
7 ILMN_134306
8  ILMN_134372
9 ILMN_238697
10 ILMN_166911
11 ILMN_174335
12 ILMN_230052
13 ILMN_234497
14 ILMN_176953
15 ILMN_180811
16 ILMN_180461
17 ILMN_179567
18 ILMN_173164
19 ILMN_178295
20 ILMN_173516

max e
min e

0.79 -0.64
0.72 -0.27
0.69 -0.5
0.69 -0.35
0.65 -0.57
0.64 -0.39
0.64 -0.29
0.62 -0.31
0.61 -0.34
0.6 -0.4
0.58 -0.31
0.58 -0.28
0.57 -0.26
0.57 -0.32
0.57 -0.34
0.55 -0.29
0.55 -0.26
0.54 -0.45
0.53 -0.28
0.53 -0.32

r

0.5

0.42

0.33

0.47

0.47

0.47

0.53

0.73

0.68

0.42

0.76

0.66

0.69

0.65

0.69

0.64

0.71

0.5

0.71

0.61

Description

Symbol

NECAP2 NECAP endocytosis associated 2 [Source:HGNC Symbol;Aci

GCAT

CMBL

UBAC1

glycine C-acetyltransferase [Source:HGNC Symbol;Acc:HGM

carboxymethylenebutenolidase homolog [Source:HGNC Sym

UBA domain containing 1 [Source:HGNC Symbol;Acc:HGNC

XAGE1B X antigen family member 1A [Source:HGNC Symbol;Acc:HGI

PKP2

plakophilin 2 [Source:HGNC Symbol;Acc:HGNC:9024]

MIR4751 activating transcription factor 5 [Source:HGNC Symbol;Acc:H

XPNPEPX-prolyl aminopeptidase 2 [Source:HGNC Symbol;Acc:HGN(

FOXM1

forkhead box M1 [Source:HGNC Symbol;Acc:HGNC:3818]

FAM86KHamily with sequence similarity 86 member B1 [Source:HGNC

TCEB3

DPM2

STPG3

FOXJ2

KMT5C

transcription elongation factor B subunit 3 [Source:HGNC Syr

dolichyl-phosphate mannosyltransferase subunit 2, regulator:

sperm~-tail PG-rich repeat containing 3 [Source:HGNC Symk

forkhead box J2 [Source:HGNC Symbol;Acc:HGNC:24818]

lysine methyltransferase 5C [Source:HGNC Symbol;Acc:HGN

Geneset Overrepresentation

Rank p-value #in/all

1 5e-04
2 5e-04
3 5e-04
4 8e-04
5 1e-03
6 1e-03
7 1e-03
8 1e-03
9 2e-03
10 2e-03
11 2e-03
12 2e-03
13 3e-03
14 3e-03
15 3e-03
16 3e-03
17 3e-03
18 3e-03
19 3e-03
20 3e-03
21 3e-03
22 3e-03
23 3e-03
24 3e-03
25 4e-03
26 4e-03
27 4e-03
28 5e-03
29 5e-03
30 5e-03
31 5e-03
32 5e-03
33 5e-03
34 5e-03
35 5e-03
36 5e-03
37 5e-03
38 6e-03
39 6e-03
40 6e-03

14

12

. ? 10

(2} 8
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(] 6

a 4
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Geneset
3/24 BP  neuromuscular synaptic transmission
3/24 GSE# REACTOME_RORA_ACTIVATES_CIRCADIAN_EXPRESSION
4/59 BP  regulation of protein stability
3/29 GSE# BANDRES_RESPONSE_TO_CARMUSTIN_MGMT_24HR_DN
3/31 GSE# BIOCARTA_CARM_ER_PATHWAY
3/33 MF  ligand—-gated ion channel activity
22/1728 Brain Fetal_ReprPCWk
3/35 GSE# BOYLAN_MULTIPLE_MYELOMA_C_CLUSTER_UP
2/10 BP  regulation of androgen receptor signaling pathway
2/10 GSE# REACTOME_HIGHLY_CALCIUM_PERMEABLE_POSTSYNAPTIC_NICOT
2/11 GSE# REACTOME_SIGNALING_BY_FGFR3_MUTANTS
3/41 Referc VAQUERIZAS_Thymus_TF
2/12 GSE/# BIOCARTA_VDR_PATHWAY
2112 GSE# REACTOME_PRESYNAPTIC_NICOTINIC_ACETYLCHOLINE_RECEPTO
2/12 GSE# REACTOME_FGFR2C_LIGAND_BINDING_AND_ACTIVATION
2/12 GSE# REACTOME_FGFR4_LIGAND_BINDING_AND_ACTIVATION
5/148 Refer. VAQUERIZAS_General_TF
2/13 GSE# REACTOME_ACETYLCHOLINE_BINDING_AND_DOWNSTREAM_EVEN
2/13 GSE# REACTOME_SYNTHESIS_OF_SUBSTRATES_IN_N_GLYCAN_BIOSYTH
4196 Colon Pentrack_CRC_TCGA_group.over_A_normal_UP
817387 BP  negative regulation of cell proliferation
4197 GSE/ REACTOME_PPARA_ACTIVATES_GENE_EXPRESSION
2/14 MF  poly(U) RNA binding
2/14 GSE# TONKS_TARGETS_OF_RUNX1_RUNX1T1_FUSION_SUSTAINED_IN_GI
11/671 BP  negative regulation of transcription from RNA polymerase Il promoter
2/15 GSE/ BIOCARTA_PITX2_PATHWAY
3/51 GSE# REACTOME_CIRCADIAN_CLOCK
2/16 CC acetylcholine-gated channel complex
2116 BP  megakaryocyte development
2/16 BP  regulation of neuronal synaptic plasticity
2716 GSE# REACTOME_ACTIVATED_POINT_MUTANTS_OF_FGFR2
2116 GSE# WALLACE_PROSTATE_CANCER_UP
2/16 GSE# ZEMBUTSU_SENSITIVITY_TO_METHOTREXATE
3/53 GSE/ PID_FGF_PATHWAY
5/172 MF RNA polymerase Il transcription factor activity, sequence-specific DNA bin
2117 BP  protein homotrimerization
47109 GSE# BYSTRYKH_HEMATOPOIESIS_STEM_CELL_QTL_CIS
4/111 miRN hsa-miR-211
2718 mIiRN  hsa-miR-564
4/112 GSE/ BROWN_MYELOID_CELL_DEVELOPMENT_DN

p-values
o= ¢ume wo -o—-—%ch—Eo:—o-— -.-.-'—..[T — 1
n
--|F
BN I o 0K
- 06 ¥
a)
- 0.4 LL
- 0.2
e I O e e e e RN 0
I I I I I I
0.0 0.2 0.4 0.6 0.8 1.0



AQITT .

Rglk & p-value #in/all

1 0.2 2/142

2 0.3 1/58

3 1.0 0/111

4 NA 0/0

5 NA 0/0

6 NA 0/0

7 NA 0/0

8 NA 0/0

9 NA 0/0

10 NA 0/0

11 NA 0/0

12 NA 0/0

13 NA 0/0

14 NA 0/0

15 NA 0/0

ancer .

gan p-value #in/all

1 0.007 2/20

2 0.097 1/16

3 0.142 1724

4 0.215 27136

5 0.246 5/527

6 0.248 2/150

7 0.255 1746

8 0.283 0/13

9 0.306 0/14

10 0.336 0/14

11 0.349 2/193

12 0.385 1/76

13 0.408 1/82

14 0.423 0/14
0.527 1/117

mafl tes

Qanio AN SRS iy

1 0.02 71416

2 0.04 35/4107

3 0.04 13/1206

4 0.05 7219635

5 0.08 30 /3639

6 0.09 20/2297

7 0.11 222620

8 0.12 25/ 3068

9 0.14 32/4169

10 0.16 425699

11 0.18 28/ 3691

12 0.21 6/630

13 0.24 86 /12741

14 0.25 425956
0.25 1471789

S’%EA quvalue #in/all

1 5e-04 3/24

2 8e-04 3/29

3 1e-03 3/31

4 1e-03 3/35

5 2e-03 2/10

6 2e-03 2/11

7 3e-03 2/12

8 3e-03 2/12

9 3e-03 2/12

10 3e-03 2/12

11 3e-03 2/13

12 3e-03 2/13

13 3e-03 4/97

14 3e-03 2/14

15 4e-03 2/15

L noma

RXrE P p-value #in/all

1 0.06 3/137

2 0.06 3/138

3 0.07 1/11

4 0.17 5/455

5 0.19 1/33

6 0.23 1/40

7 0.25 46 / 6559

8 0.25 1745

9 0.25 1746

10 0.26 1748

11 0.28 3/290

12 0.28 1/52

13 0.32 21/2939

14 0.32 47450
0.34 41464

IRNA PI se

H‘ PHRS€  sinval

1 0/7

2 1 0/123

3 1 0/68

4 1 0/63

5 1 0/3

6 1 0/116

7 1 0/95

8 1 0/2

9 1 0/124

10 1 0/48

11 1 0/7

12 1 0/20

13 1 0/65

14 1 0/3

15 1 0/127

Rreterence sSignature:

RanL p—va?ug #m/%\ll

1 0.002 3/41

2 0.003 5/148

3 0.016 2/30

4 0.017 2/31

5 0.029 12/1016

6 0.054 3/134

7 0.056 8/647

8 0.057 8/650

9 0.062 1/10

10 0.063 2/64

11 0.091 1/15

12 0.094 9/850

13 0.097 1/16

14 0.098 1271239

15 0.100 2/84

Geneset

HORVATH_aging_genes meth UP
TESCHENDORFF_age_hypermethylated
HORVATH_aging_genes meth DOWN

Geneset
PanCan_ChromMod_geneset_nanostring
BEN-PORATH_DN
PanCan_Notch_geneset_nanostring
PanCan_RAS_geneset_nanostring
Lembcke_Normal vs Adenoma
PanCan_MAPK_geneset_nanostring
PanCan_TGF-B_geneset_nanostring
RHODES_CANCER_META_SIGNATURE
RHODES_| UNDIFFERENTIATED CANCER
LIU_COMMO
Pantan_PlSK_geneset_nanostnng
PanCan_Wnt_geneset_nanostring
PanCan_JAK=ST_geneset_nanostring
LIU_PROSTATE_CANCER_UP
PanCan_Driver_Gene_geneset_nanostring

Geneset
4_TxTrans_Neuronal_Progenitor
9_ReprPCWKk_Fibroblasts
_EnhG_Neuronal_Progenitor
3_TssF_Fibroblasts
1_TssP_Fibroblasts
10_ReprPC_Neuronal_Progenitor
1_TssP_Neuronal_Progenitor

8 _EnhP_Fibroblasts
10_ReprPC_Fibroblasts
6_EnhG_Melanocytes
9_ReprPCWk_Neuronal_Progenitor
14_ZNF_Fibroblasts
7_Enh_Melanocytes
3_TssF_Neuronal_Progenitor
8_EnhP_Neuronal_Progenitor

Geneset

REACTOME_RORA_ACTIVATES_CIRCADIAN_EXPRESSION
BANDRES_RESPONSE_TO_CARMUSTIN_MGMT_24HR_DN
BIOCARTA_CARM_ER_PATHWAY
BOYLAN_MULTIPLE_MYELOMA_C_CLUSTER_UP
REACTOME_HIGHLY_CALCIUM_PERMEABLE_POSTSYNAPTIC_NICOTIN
REACTOME_SIGNALING BY_FGFR3_MUTANTS
BIOCARTA_VDR_PATHWAY
REACTOME_PRESYNAPTIC_NICOTINIC_ACETYLCHOLINE_RECEPTORS
REACTOME_FGFR2C_LIGAND_BINDING_AND_ACTIVATION'
REACTOME_FGFR4_LIGAND_BINDING_AND_ACTIVATION
REACTOME_ACETYLCHOLINE_BINDING_AND_DOWNSTREAM_EVENTS
REACTOME_SYNTHESIS_OF _SUBSTRATES_IN_N GLYCAN BIOSYTHES
REACTOME_PPARA_ACTIVATES_GENE_EXPRESSIO
TONKS_TARGETS_OF RUNX1_RUNX1T1_FUSION_: SUSTAINED IN_GRA
BIOCARTA_PITX2 PATHWAY

Geneset

Hopp_Junel4_MMML937 tumors+controls_group.overexpression_G_tonsil_L
WIRTH_lymphoma937_spot G

Subero_MM_hypo_meth

SPANG_CD40 6hrs DN

Subero_T-PLL_hypo_meth

Monti_BCR_cluster

HOPP_Weak_txn

Suberd_INT_hypo_meth

Subero_DLBCL_hypo_meth

Subero_B-ALL hyper_meth

SPANG_IL21 UP

Hopp_Lymphoma_| Epll with_zentr_iv_B.cell_MM_UP
HOPP_Poised_promoter

Hopp_June14 _"MMML937 tumors+controls_group.overexpression_I_MM_GC-
WIRTH_lymphoma937_spot |

Geneset

Thyroid carcinoma, papillary
Pancreatic cancer

Glioblastoma multiforme, somatic
Gastrointestinal

Pituitary adenoma

Cancer

Colorectal cancer

Adenomas, multiple colorectal
Prostate cancer

Alzheimer disease, susceptibility to
Schizophrenia, suscepublllty to
Parkinson disease
Hepatocellular carcinoma

Down syndrome, risk of

Melanoma and neural system tumor syndrome

Geneset
VAQUERIZAS_Thymus_TF
VAQUERIZAS_General_TF
VAQUERIZAS_Smooth muscle_TF
VAQUERIZAS Fetal lung_TF
PROTEINATLAS_cerebral cortex
WIRTH_Mucosa

PROTEINATLAS _lateral ventricle
PROTEINATLAShippocampus
JONGENEEL_Colon
VAQUERIZAS Lung_TF
VAQUERIZAS_Fetal Tiver_TF
PROTEINATLAS _skin
VAQUERIZAS_Fetal thyroid_TF
PROTEINATLAS _testis
Chaussabel_2,10_Immune related cell surface molecules

E nk p-value
1 5e-04
2 5e-04
3 2e-03
4 3e-03
5 4e-03
6 5e-03
7 5e-03
8 5e-03
9 6e-03
10 7e-03
11 8e-03
12 le-02
13 le-02
14 2e-02
15 2e-02
g(r"ik p-value
1 0.005
2 0.018
3 0.020
4 0.029
5 0.031
6 0.033
7 0.042
8 0.053
9 0.062
10 0.062
11 0.068
12 0.068
13 0.074
14 0.074
0.083
Q%Lon CanggL
0.003
2 0.019
3 0.026
4 0.037
5 0.042
6 0.043
7 0.056
8 0.086
9 0.086
10 0.112
11 0.114
12 0.124
13 0.130
14 0.142
15 0.148
E'aML p-value
1 0.09
2 0.10
3 0.11
4 0.23
5 0.27
6 031
7 031
8 0.32
9 0.33
10 0.33
11 0.36
12 0.46
13 0.52
14 0.56
15 057
Me'(anorp%alue
1
2 1.0
3 1.0
4 1.0
5 1.0
6 1.0
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA
MIKNA target
Ral p—ng
1 0.006
2 0.006
3 0.007
4 0.008
5 0.011
6 0.014
7 0.015
8 0.020
9 0.021
10 0.022
11 0.022
12 0.022
13 0.022
14 0.023
15 0.026
Igrh?merg §/alue
1
2 1
3 NA
4 NA
5 NA
6 NA
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA

#in/all

154

wo

N

13

N

Geneset

neuromuscular synaptic transmission

regulation of protein stability

regulation of androgen receptor signaling pathway
negative regulation of cell proliferation

negative regulation of transcription from RNA polymerase Il promoter
megakaryocyte development

regulation of neuronal synaptic plasticity

protein homotrimerization

regulation of vasoconstriction

hematopoietic progenitor cell differentiation
skeletal muscle fiber development

fat cell differentiation

circadian rhythm

positive regulation of vasoconstriction

synaptic transmission, cholinergic

Geneset
acetylcholine-gated channel complex
med|ator complex

some
celrleadlng edge

neuron projection

late endosome

receptor complex

endosome

Arp2/3 protein complex

nuclear transcription factor complex
cytoplasmic exosome (RNase complex)
cytoplasmic mRNA processing body
nuclear exosome (RNase complex)
pericentric heterochromatin
nucleoplasm

Geneset

Pentrack_CRC_TCGA_group.over_A_normal_UP
LaPointe_mucosa-position_kmeans_L_transverse colon_cecum colon_DN
Lembcke_TCGA-expr_kmeans_L_CIMP.H_UP_Cluster4_DN
TxEnhG1_Colon

TssD2_Colon

Marisa_CRC-cluster—e

Marisa_CRC-C5
Hewish_dMMR-secondary-mutations_DNA-repair
Lembcke_TCGA-expr_kmeans_M_CIMP.H_DN
EnhwWk1_Colon

Juehling=MSI-enriched-in—-6

EnhA_Colon

Enh_Colon

Marisa_CRC-cluster-h

TssD1_Colon

Geneset
HALLMARK_OXIDATIVE_PHOSPHORYLATION
HALLMARK_ADIPOGENESIS
HALLMARK_HEME_METABOLISM
HALLMARK_APICAL_SURFACE
HALLMARK_TGF_BETA_SIGNALING
HALLMARK_KRAS_SIGNALING_UP
HALLMARK_KRAS_SIGNALING_DN
HALLMARK_G2M_CHECKPOINT
HALLMARK_APICAL_JUNCTION
HALLMARK_GLYCOLYSIS
HALLMARK_CHOLESTEROL_HOMEOSTASIS
HALLMARK_PI3K_AKT_MTOR_SIGNALING
HALLMARK_SPERMATOGENESIS
HALLMARK_COAGULATION
HALLMARK_DNA_REPAIR

Geneset
Hugo_melanoma-all-MET_DN
Hugo_melanoma-all-MET_UP
Hugo_melanoma-BRAFmut-MET_UP
Hugo_melanoma-BRAFmut-MET_DN
Hugo_melanoma-all-LEF1_UP
Hugo_melanoma-BRAFmut-LEF1_UP

Geneset

hsa-miR-29a
hsa-miR-29¢c

Geneset
Alternative lengthening of telomeres
Nabetani_alt len telomeres_genes_ko
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Geneset

Fetal ReprPCWk

Fetal _Quie:

Overlap_| fetal midbrain_TssF
Fetal ZNF
Overlap_fetal_midbrain_Het
Fetal_TssA

Fetal_Tx

Mid_Frontal_Lobe ReprPC
Overlap_fetal_midbrain_TssA
Fetal_TxTrans
Mid_Frontal_Lobe_K9K27me3
Mid_Frontal_Lobe TssF
Overlap_fetal_midbrain_zZNF
Overlap_fetal_midbrain_Quies
Overlap_fetal_midbrain_K9K27me3

Geneset

Chr2
Chr 22
Chr 15
Chr 17
Chr 13
Chrs

Geneset

Sturm_GBM_Meth_overexpression_|_RTK | 'PDGFRA'_UP
Sturm_GBM_Meth_overexpression_K_mesenchymal_UP
laffaire_hypometh_LGG_vs_control
WILLSCHER_GBM_STSwt_proteomics-N_UP
Mukasa_UP_in_Oligodendroglioma_with_ZTintact

Phillips MES up vs Prolif & PN

VERHAAK_PN subtype
GIEZELT_GBM_STS_up_VS_LTS
Christensen_hypomethylated_i in_grade2_astrocytoma
Christensen_hypomethylated_in_grade2_oligoastrocytoma
Christensen_hypomethylated_in_grade2_oligodendroglioma
Christensen_hypomethylated_in grade3 oligoastrocytoma
KIM deleted & downregulated in LTS
Weller_LGG_1p19qDel-vs—intact_UP

Down_a

Geneset

DUMEAUX_High bmi enriched genes
Homuth_BMI-associated—-genes_UP

DUMEAUX_Smoking enriched genes
Homuth_BMI-associated—-genes_DN

DUMEAUX_Smoking literature genes up

DUMEAUX_Exercising non smoker literature enriched genes
DUMEAUX_Estrogen related in smokers literature genes up
DUMEAUX_Estrogen related in non smokers literature genes up
DUMEAUX_Hormon therapy in non smokers literature genes up
DUMEAUX_Monocytes in smokers literature genes u
DUMEAUX_Red blood cells in non smokers literature genes up
DUMEAUX_Women normal BMI literature genes up
DUMEAUX_Fasting enriched genes
Huan_blood-pressure_SBP-signature
Huan_blood-pressure_DBP-signature

Geneset
ligand-gated ion channel activity
poly(U) RNA binding
RNA polymerase Il transcription factor activity, sequence-specific DNA bindir
core promoter binding
acetylcholine binding
acetylcholine-activated cation—selective channel activity
acetylcholine receptor activity
nuclear hormone receptor binding
enzyme inhibitor activity
RNA polymerase Il transcription cofactor activity
protein tyrosine/serine/threonine phosphatase activity
Ehosphatase activity
istone-lysine N-methyltransferase activity
1-phosphatidylinositol-3-kinase activity
Ras guanyl-nucleotide exchange factor activity

Geneset

BENTINK ras.6
GUSTAFSON_PI3K_UP
GUSTAFSON_PI3K_DN
BENTINK_e2f3.1
BENTINK e2f3.2
BENTINK myc.1
BENTINK ras.1
BENTINK ras.4
BENTINK src.10
BENTINK src.2

Geneset

ICGC_Atf3_targets
HEBENSTREIT_low expression TF
ICGC_Pax5_targets
ICGC_Runx3_targets
ICGC_Tcf12_targets
HEBENSTREIT_high expression TF
ICGC_Myc_targets
ICGC_PmIsc71910_targets
ICGC_Nficsc81335_targets
ICGC_EIf1_targets
ICGC_Pou2_targets
ICGC_Pol24_targets
ICGC_Mef2_targets
ICGC_Nfatcl_targets
ICGC_Stat5_targets
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D—-Cluster

Spot Summary: C

# metagenes = 25
# genes = 362

<r> metagenes = 0.97
<r>genes = 0.62
beta: r2=199.75 / log p= —Inf

# samples with spot = 878 ( 25.9 %)
A*:27(7.8%)
A C*:298 (90.9 %)
ACF*:210 (89.4 %)

C F*:205 (77.4 %)

J*:1(0.2 %)
N *: 131 ( 29.6 %)
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Spot Genelist

Rank
ID

1  ILMN_178314
2 ILMN_175553
3 ILMN_169326
4 ILMN_167935
5 ILMN_177651
6 ILMN_219321
7 ILMN_216528
8  ILMN_172566
9 ILMN_211687
10 ILMN_170832
11 ILMN_165243
12 ILMN_168858
13 ILMN_174983
14 ILMN_175334
15 ILMN_176616
16 ILMN_171345
17 ILMN_328576
18 ILMN_169651
19 ILMN_169222
20 ILMN_173571

max e
min e

4.32 -2.71
3.25 -1.79
3.22 -2.11
3.21 -3.04
3.13 -11
3.07 -2.61
3.02 -1.93
2.96 -2.08
2.86 -1.31
2.82 -1.91
2.79 -1.83
2.54 -1.91
25 -1.99
2.49 -1.4
2.48 -2.2
2.47 -1.33
2.47 -2.05
2.44 -2.23
241 -1.48
2.39 -1.48

r

0.19

0.26

0.51

0.47

0.46

0.45

0.45

0.39

0.83

0.8

0.52

0.5

0.41

0.84

0.39

0.89

0.92

0.56

0.64

Description

Symbol

EIF1AY

DEFA1B

eukaryotic translation initiation factor 1A, Y-linked [Source:H(

defensin alpha 1 [Source:HGNC Symbol;Acc:HGNC:2761]

RAP1GARAP1 GTPase activating protein [Source:HGNC Symbol;Acc:

DEFA1B

DEFA1B

DEFA1B

OLFM4

ALAS2

CAl

CAMP

SMIM1

SNCA

HBZ

SLC4AL

AHSP

KRT1

defensin alpha 1 [Source:HGNC Symbol;Acc:HGNC:2761]

defensin alpha 1 [Source:HGNC Symbol;Acc:HGNC:2761]

defensin alpha 1 [Source:HGNC Symbol;Acc:HGNC:2761]

olfactomedin 4 [Source:HGNC Symbol;Acc:HGNC:17190]

5'-aminolevulinate synthase 2 [Source:HGNC Symbol;Acc:Ht

carbonic anhydrase 1 [Source:HGNC Symbol;Acc:HGNC:13€

cathelicidin antimicrobial peptide [Source:HGNC Symbol;Acc

small integral membrane protein 1 (Vel blood group) [Source:

synuclein alpha [Source:HGNC Symbol;Acc:HGNC:11138]

hemoglobin subunit zeta [Source:HGNC Symbol;Acc:HGNC:«

solute carrier family 4 member 1 (Diego blood group) [Source

alpha hemoglobin stabilizing protein [Source:HGNC Symbol;+

keratin 1 [Source:HGNC Symbol;Acc:HGNC:6412]

Geneset Overrepresentation

Rank p-value #in/all

1 le-87
2 3e-67
3 6e-22
4 le-19
5 2e-18
6 5e-17
7 le-16
8 4e-16
9 3e-15
10 le-13
11 le-13
12 8e-13
13 9e-13
14 2e-11
15 2e-11
16 2e-11
17 5e-11
18 2e-10
19 2e-10
20 2e-10
21 5e-10
22 1e-09
23 2e-09
24 2e-09
25 4e-09
26 4e-09
27 5e-09
28 6e-09
29 2e-08
30 2e-08
31 2e-08
32 3e-08
33 6e-08
34 8e-08
35 8e-08
36 9e-08
37 1e-07
38 1e-07
39 1e-07
40 2e-07

10

8

2
%) 6
c

s 4

2

0

60/111
58/185
25/147
29/267
25/202
12/26
10/15
13/39
149/ 73
187/10
10/25
281451
77 1 284
60 /202
123 /61
104/ 47
197/12
203/12
164 /95
114 /56
189 /11
8/29
162 /96
171/ 10
154 /90
78 /345
159 /95
7123
69 /297
112/59
180/ 11
6/17
147188
70/316
34/ 104
5/11
192/12
137169
29/818
5/12

Refer
HM
Lifesty
GSE#
GSE#
GSE#
Lifesty
Refer
54 Colon
779 Colon
GSE#
GSE/
5  Colon
8  Chror
38 Colon
95 Chror
298 Chror
983 Chror
55 Colon
99 Chror
836 Chror
Refer
35 Chror
430 Brain
54 Colon
0 Chror
04 Brain
cc
9 CC
56 Chror
455 Chror
GSE/
18 MF
4 Brain
3  GSE/
MF
741 Chror
GSE/
Brain
BP

Geneset

Chaussabel_2,3_Erythrocytes
HALLMARK_HEME_METABOLISM
Homuth_BMI-associated-genes_UP
IVANOVA_HEMATOPOIESIS_MATURE_CELL
JAATINEN_HEMATOPOIETIC_STEM_CELL_DN
VALK_AML_CLUSTER_7

DUMEAUX_Red blood cells in non smokers literature genes up
Chaussabel_2,2_Neutrophils

TssF_Colon

Enh_Colon

VALK_AML_CLUSTER_8
PILON_KLF1_TARGETS_UP

TXEnhG1_Colon

4_TxTrans_Melanocytes

TssD2_Colon

6_EnhG_Fibroblasts

2_TssA_Melanocytes
2_TssA_Neuronal_Progenitor

TssA_Colon

6_EnhG_Melanocytes

3_TssF_Melanocytes

JONGENEEL_Bone Marrow

3_TssF_Fibroblasts
Overlap_fetal_midbrain_Quies

Tx_Colon

4_TxTrans_Fibroblasts
Overlap_fetal_midbrain_K9K27me3

cortical cytoskeleton

cytosol

3_TssF_Neuronal_Progenitor
2_TssA_Fibroblasts

WELCH_GATA1_TARGETS

protein binding

Mid_Frontal_Lobe_ZNF
GRAESSMANN_APOPTOSIS_BY_DOXORUBICIN_UP
oxygen transporter activity

7_Enh_Melanocytes
TONKS_TARGETS_OF_RUNX1_RUNX1T1_FUSION_HSC_DN
Mid_Frontal_Lobe_Het

oxygen transport

p-values

.
- -

= ‘mortoh -

2159




AQITT
Rglk 9 p-value
1 0.4
2 1.0
3 1.0
4 NA
5 NA
6 NA
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA
ga% cer p-value
1 0.05
2 0.11
3 013
4 0.14
5 0.14
6 0.14
7 0.15
8 0.16
9 0.17
10 0.17
11 0.17
12 0.21
13 0.27
14 0.28
0.32
Qan"komaﬁ'%&@tes
1 2e-11
2 2e-11
3 5e-11
4 2e-10
5 2e-10
6 5e-10
7 2e-09
8 4e-09
9 2e-08
10 2e-08
11 1e-07
12 1e-06
13 2e-06
14 5e-04
5e-04
S’%EA quvalue
1 le-19
2 2e-18
3 5e-17
4 le-13
5 8e-13
6 3e-08
7 8e-08
8 1le-07
9 4e-07
10 6e-07
11 9e-07
12 9e-07
13 1e-06
14 2e-06
15 3e-06
L noma
Rgrr{L1 p p-value
1 0.001
2 0.001
3 0.005
4 0.006
5 0.010
6 0.011
7 0.025
8 0.033
9 0.035
10 0.035
11 0.041
12 0.049
13 0.055
14 0.085
0.090
H]IRNA Pl§§@ese
1
2 0.2
3 03
4 0.4
5 0.4
6 05
7 05
8 0.6
9 0.6
10 0.7
11 0.7
12 0.7
13 0.7
14 0.8
15 0.8
ReLerence ygnat
1 le-87
2 4e-16
3 1le-09
4 6e-06
5 1e-05
6 6e-05
7 7e-03
8 le-02
9 le-02
10 2e-02
11 3e-02
12 5e-02
13 8e-02
14 8e-02
15 9e-02

#in/all

12

wRbghooObwwW

BOIRB ORI e

#in/all
60/2028
104 /4795
197 /12298
203/12983
114 /5699
189/11836
162 /9635
7813450
112/5956
180 /11455
19212741
17811847
141/8771
119/7854
173/12393

#in/all
29/ 267
25/202
12/26

#in/all
1127448
85/5356
10/318
10/331
104 /7275
23/1169
2/21
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=
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/123
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#in/all
60/111
13/39
29
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Geneset

HORVATH_aging_genes meth DOWN
HORVATH_aging_genes meth UP
TESCHENDORFF_age_hypermethylated

Geneset

SHAUGHNESSY_MM high risk
SOTIRIOU_BREAST CANCER GRADE_1_VS_3 DN
LIU_BREAST_CANC
RHODES_CANCER _| META SIGNATURE
GENTLES_modul2

GENTLES_modul12

GENTLES_modull

WANG_ER_UP

GENTLES_modul7

GENTLES_modul1l
LIU_COMMON_CANCER_GENES
Lembcke Colonlc Inflammatlon
LIU_PROSTATE_CANCER_UP
Lembcke_Normal vs Adenoma
LIU_LIVER_CANCER

Geneset
4_TxTrans_Melanocytes
6_EnhG_Fibroblasts
TssA Melanocytes
2_TssA_Neuronal_Progenitor
6_EnhG_ Melanocytes
3_TssF_Melanocytes
3_TssF_Fibroblasts
4_TxTrans_Fibroblasts
3_TssF_Neuronal_Progenitor
2_TssA_Fibroblasts
7_Enh_Melanocytes
"_Enh_Neuronal_Progenitor
5_Tx_Melanocytes
5_Tx_Fibroblasts
15_Quies_Neuronal_Progenitor

Geneset

IVANOVA_HEMATOPOIESIS_MATURE_CELL
JAATINEN_HEMATOPOIETIC_STEM_CELL_DN
VALK_AML_CLUSTER_7

VALK_AML_CLUSTER 8

PILON KLF1_TARGETS_UP

WELCH_GATAL_TARGETS
GRAESSMANN_APOPTOSIS_BY_DOXORUBICIN_UP
TONKS_TARGETS_OF RUNX1_RUNX1T1 FUSION_HSC_DN
ACOSTA_PROLIFERATION_INDEPENDENT_MYC_TARGETS_DN
STEINER_ERYTHROCYTE_MEMBRANE_GENES
DIAZ_CHRONIC_MEYLOGENOUS_LEUKEMIA_UP
HAHTOLA_SEZARY_SYNDROM_UP
CHYLA_CBFA2T3_TARGETS DN
RADMACHER_AML_PROGNOSIS
VANDESLUIS_NORMAL_EMBRYOS_DN

Geneset

HOPP_Strong_enhancer

HOPP_Txn_transition

Hopp_JuneI4_MMML937 tumors+comrols_group overexpression_H_GC-B-
WIRTH_lymphoma937_spot H

HOPP_Txn_elongation

SPANG_BCR DN

ROSOLOWSKI_red U

Hopp_Junel4_| MMML937 tumors-+controls_group.overexpression_MM_MM_{
SPANG_BAFF 9hrs UP

WIRTH:Iymphoma937_sp0t MM

Hopp_June14_MMML937 tumors+controls_group.overexpression_|_MM_GC-
WIRTH_lymphoma937_spot |

SPANG_LPS 6hrs UP

HOPP_Active_promoter

YAMANE_AICDA_targets_nonrecruited

Geneset

Thyroid carcinoma, follicular
Hodgkin lymphoma
Myelofibrosis, idiopathic
Cervical cancer, somatic
Gastric cancer
Cardiomyopathy, dilated
Hepatocellular carcinoma
Glioblastoma multiforme, somatic
Stroke, susceptibility to
Colorectal cancer

Leukemia

Ovarian cancer

Cancer

Hematological

Pancreatic cancer

Geneset
Chaussabel_2,3_Erythrocytes
Chaussabel_2,2_Neutrophils
JONGENEEL_Bone Marrow
WIRTH_Prim.Tymphoid organs
WIRTH_Bone marrow
VAQUERIZAS_Bone marrow_TF
Chaussabel_1,2_Platelets
WIRTH_B-celis
VAQUERIZAS_Fetal liver_TF
PROTEINATLAS_bone marrow
Chaussabel_2,6 _Myeloid lineage
VAQUERIZAS _Liver_TF
PROTEINATLAS_breast
VAQUERIZAS_Testis_TF
VAQUERIZASTongue_TF

E nk p-value
1 2e-07
2 4e-07
3 4e-06
4 8e-05
5 le-04
6 3e-04
7 4e-04
8 5e-04
9 7e-04
10 8e-04
11 1e-03
12 1e-03
13 2e-03
14 2e-03
15 3e-03
g(r"ik p-value
1 6e-09
2 2e-08
3 le-04
4 le-04
5 2e-04
6 7e-04
7 4e-03
8 5e-03
9 7e-03
10 7e-03
11 8e-03
12 8e-03
13 le-02
14 le-02
1le-02
Q%Lon Canggt
3e-15
2 le-13
3 9e-13
4 2e-11
5 2e-10
6 4e-09
7 4e-07
8 2e-06
9 3e-06
10 8e-06
11 9e-06
12 2e-05
13 3e-04
14 3e-03
15 5e-03
E'aML p-value
1 3e-67
2 4e-04
3 5e-03
4 6e-03
5 2e-02
6 3e-02
7 3e-02
8 6e-02
9 7e-02
10 le-01
11 2e-01
12 2e-01
13 2e-01
14 2e-01
15 2e-01
Me'(anorp%alue
1
2 0.4
3 05
4 1.0
5 1.0
6 1.0
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA
MIKNA target
Ral p—vgf'\
1 0.002
2 0.003
3 0.004
4 0.005
5 0.005
6 0.006
7 0.006
8 0.006
9 0.007
10 0.008
11 0.009
12 0.010
13 0.011
14 0.011
15 0.011
Igrh?merg—%alue
1 0.04
2 1.00
3 NA
4 NA
5 NA
6 NA
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA

#in/all
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#in/all
149/ 7354
187/10779
772845
123/6138
164 /9555
154 /9054
170/ 10999
97/5373
60 /2810
136/ 8568
19/505
136/ 8678
33/1470
19/789
30/1547

#in/all

130

N

—<<hvIloln

27

w

0000000000000 ON H
cocoocooo000000OR

Geneset

oxygen transport

erythrocyte differentiation

negative regulation of apoptotic process

heme biosynthetic process

negative regulation of cysteine—type endopeptidase activity involved in apoptc
regulation of proteasomal protein catabolic process
mitophagy

cellular response to oxidative stress

amino acid transport

erythrocyte development

ubiquitin—-dependent protein catabolic process
hemopoiesis

regulation of reactive oxygen species metabolic process
skeletal muscle fiber development

regulation of RNA splicing

Geneset

cortical cytoskeleton
cytosol

cytoplasm

nucleus

TORC2 complex
polysome

dendrite. .

blood microparticle
endolysosome membrane
stereocilium bundle

AP-2 adaptor complex
specific granule
membrane

mitochondrial membrane
Cul4-RING E3 ubiquitin ligase complex

Geneset

TssF_Colon

Enh_Colon

TxEnhG1_Colon

TssD2_Colon

TssA_Colon

Tx_Colon

TssWk_Colon

EnhWk1_Colon

EnhA_Colon

TxWK_Colon

Pentrack_CRC_TCGA_corr_C_normal_UP

Quies3_Colon

LaPoinfe mucosa—posltlon kmeans_K_transverse colon_UP_cecum colon_g
TxEnhG2_Colon

LaPointe_mucosa-position_kmeans_N_cecum colon_ascending colon_UP_a

Geneset

HALLMARK_HEME_METABOLISM
HALLMARK_HYPOXIA
HALLMARK_XENOBIOTIC METABOLISM
HALLMARK_UV_RESPONSE_UI
HALLMARK_ESTROGEN RESPONSE EARLY
HALLMARK_APOPTOSIS
HALLMARK_UNFOLDED_PROTEIN_RESPONSE
HALLMARK_ADIPOGENESIS
HALLMARK_IL2_STAT5_SIGNALING
HALLMARK_PI3K_AKT_MTOR_SIGNALING
HALLMARK_KRAS_SIGNALING_UP
HALLMARK_KRAS_SIGNALING_DN
HALLMARK_MTORC1_SIGNALING
HALLMARK_ESTROGEN_RESPONSE_LATE
HALLMARK_DNA_REPAIR

Geneset
Hugo_melanoma-all-MET_UP
Hugo_melanoma-| BRAqut MET upP
Hugo_melanoma-all-MET_D|
Hugo_melanoma-BRAFmUt- MET DN
Hugo_melanoma-all-LEF1_UP
Hugo_melanoma-BRAFmut-LEF1_UP

Geneset

hsa-miR-195
hsa-miR-1274a
hsa-miR-498
hsa-miR-302b

Geneset
Nabetani_alt len telomeres_genes_ko
Alternative lengthening of telomeres

RIAN

p-value

1 2e-09
2 5e-09
3 8e-08
4 1e-07
5 4e-07
6 2e-04
7 4e-04
8 1e-03
9 6e-03
10 2e-02
11 3e-02
12 5e-02
13 6e-02
14 7e-02
15 le-01
9:91 p-value
1 0.008
2 0.035
3 0.053
4 0.102
5 0.146
6 0.187
7 0.402
8 0.416
9 0.443
10 0.504
11 0573
12 0.595
13 0.643
14 0.715
15 0.740
Ee!rl& p-value
1 0.001
2 0.004
3 0.006
4 0.013
5 0.015
6 0.027
7 0.047
8 0.057
9 0.061
10 0.064
11 0.070
12 0.073
13 0.077
14 0.077
15 0.090
LIT Style

ek Y p-value
1 6e-22
2 le-16
3 2e-02
4 8e-02
5 2e-01
6 3e-01
7 1e+00
8 1e+00
9 1e+00
10 1e+00
11 1e+00
12 1e+00
13 1e+00
14 1e+00
15 1e+00
%Ek p-value
1 6e-08
2 9e-08
3 8e-05
4 3e-04
5 4e-04
6 1e-03
7 1e-03
8 2e-03
9 2e-03
10 3e-03
11 5e-03
12 6e-03
13 6e-03
14 8e-03
15 8e-03
Ef?htpw ﬁg\/alue
1 0.2
2 1.0
3 1.0
4 1.0
5 1.0
6 1.0
7 1.0
8 1.0
9 1.0
10 1.0
11 NA
12 NA
13 NA
14 NA
15 NA
Ez—é:nk p-value
1 8e-07
2 8e-06
3 1e-05
4 1e-05
5 2e-05
6 2e-05
7 3e-05
8 3e-05
9 3e-05
10 4e-05
11 5e-05
12 5e-05
13 6e-05
14 2e-04
15 2e-04

#in/all
171/10430
159/ 9504

143 /9815
35/1728
65/4112
85 /5936
133/9917
17/924
33/2127
71304
15/906

#infall
28/1467
37/2323

#in/all
137401
12/ 419
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#in/all

86 /4468
103 /5984
114 /6868
110/6578
105/ 6267
7914345
93/5383
7914362
90/5188
88 /5067
116 / 7247
104 / 6322
221733
83/4890
97 /5961

Geneset
Overlap_fetal_midbrain_Quies
Overlap_fetal_midbrain_K9K27me3
Mid_Frontal_Lobe_ZNF
Mid_Frontal_Lobe_Het
Mid_Frontal_Lobe _HetRpts
Overlap_fetal_midbrain_ZNF
Overlap_fetal_midbrain_ReprPC
Fetal_ReprPCWk
Mid_Frontal_Lobe_ReprPC
Overlap_fetal_midbrain_HetRpts
Overlap_fetal_midbrain_ReprPCWk
Mid_Frontal_Lobe_TssF
Mid_Frontal_Lobe_K9K27me3
Mid_Frontal_Lobe_TssA
Fetal_HetRpts

Geneset

Geneset

Down_b

Down_a

WILLSCHER_GBM_proteomics_wtOnly_SpotB
VERHAAK_MES subtype
WILLSCHER_GBM_Verhaak-PNwt_up
Stuehler_Proteins_up_in_STS
Hopp_Sturm_GBM_Epi3_no_zentr_2_adult_UP_G34_DN
Shaw_responders_down_in ollgo ‘glioma
Sturm_GBM_Meth_overexpression_E_G34_UP
Colman_survival_associated
WILLSCHER_GBM_proteomics_wtOnly_SpotH
Hopp_Sturm_GBM_Epi3_no_zentr_5_[DH_UP_fetus_adult_DN
GIEZELT_GBM_STS_up_VS_LTS
Weller_LGG_gradell-vs-IlI_UP

Donson-migration tethering and rolling—associated with LTS in HGA

Geneset

Homuth_BMI-associated—genes_UP

DUMEAUX_Red blood cells in non smokers literature genes up
DUMEAUX_High bmi enriched genes

DUMEAUX_Estrogen related in non smokers literature genes up
Huan_blood-pressure_SBP-signature

DUMEAUX_Smoking enriched genes

DUMEAUX_Smoking literature genes up

DUMEAUX_Exercising non smoker literature enriched genes
DUMEAUX_Estrogen related in smokers literature genes uj
DUMEAUX_Hormon therapy in non smokers literature genes up
DUMEAUX_Monocytes in smokers literature genes up
DUMEAUX_Women normal BMI literature genes up
DUMEAUX_Fasting enriched genes
Homuth_BMI-associated—genes_DN
Huan_blood-pressure_DBP-signature

Geneset
protein bindini -
oxygen transporter activity
oxygen binding
ubiquitin—protein transferase activity
heme binding
cgstelne type endopeptidase inhibitor activity involved in apoptotic process
ntical protein bindini
calmodulin-dependent protein kinase activity
polyublcwmn binding
iron ion bindin
core promoter binding
roteasome binding
igase activity
lyase activity
ubiquitin—specific protease binding

Geneset
GUSTAFSON_PI3K_DN
GUSTAFSON_PI3K_UP
BENTINK_e2f3.1
BENTINK e2f3.2
BENTINK myc.1
BENTINK ras.1
BENTINK ras.4
BENTINK ras.6
BENTINK src.10
BENTINK src.2

Geneset
ICGC_Egrl_targets
ICGC_Mta3_targets
ICGC_EIf1_targets
ICGC_Pou?_targets
ICGC_Yy1_fargets
ICGC_Zeb1_targets
ICGC_Sp1_targets
ICGC_Crebl_targets
ICGC_EbfscI37065_targets
ICGC_Tafl_targets
ICGC_Runx3_targets
ICGC_Tcf3 targets
ICGC_Atf3 target:

ICGC_| Bclaf101388 _targets
ICGC_Pol24_targets



D—-Cluster

Spot Summary: D Spot Genelist Geneset Overrepresentation

# metagenes = 16 Rank max e r Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 238
]_ ILMN_323060 1.23 -1.06 0.42 NBPF20 neuroblastoma breakpoint family member 20 [Source:HGNC l 4e-14 70/3450 Chror 4_TxTrans_Fibroblasts
2 2e-10 86/5699 Chror 6_EnhG_Melanocytes
<r> metagenes =0.99 2 ILMN_318768 1.23 -0.6 0.32 ACCS  1-aminocyclopropane-1-carboxylate synthase homolog (ina 3 3e-10 59/3164 Brain Mid_Frontal_Lobe_ZNF
<r> genes = 05 4 4e-10 45/2028 Chror 4_TxTrans_Melanocytes
3 ILMN_165218 1.19 -0.78 0.47 IL4R interleukin 4 receptor [Source:HGNC Symbol;Acc:HGNC:601 5 le-09 100/7354 Colon TssF_Colon
beta' r2=38.25 / |Og p: _Inf 6 4e-09 53/2845 Colon TXxEnhG1_Colon
4 ILMN_211549 1.17 -1.21 034 7 4e-09 7414795 Chror 6_EnhG_Fibroblasts
. 8 5e-09 113/9054 Colon Tx_Colon
= 0, —
# samples with spot = 296 ( 8.7 A)) 5 ILMN_323676 116  -122 037 9 7e-09 135/11836 Chror 3_TssF_Melanocytes
A*:39 ( 11.3 %) 10 3e-08 137 /12298 Chror 2_TssA_Melanocytes
AC*:103 (31.4 %) 6  ILMN_32003€ 1.15 -0.81 047  NBPF26 neuroblastoma breakpoint family member 9 [Source:HGNC S 11 1e-07 107 /8771 Chror 5_Tx_Melanocytes
: | 12 3e-07 47/2709 Brain Mid_Frontal_Lobe_HetRpts
* . 0,
ACF*:86(36.6%) 7  ILMN_226204 1 ~066 066  PARPI0 poly(ADP-ribose) polymerase family member 10 [Source:HG 13 7e-07 81/6138  Colon TssD2_Colon
14 7e-07 111/9555 Colon TssA_Colon
8 ILMN_169737 1 103 033 15 9e-07 31/1467 Chr Chr19
16 2e-06 87/6970 Chror 5_Tx_Neuronal_Progenitor
9 ILMN_167266 1 079 041  SP110 17 3e-06 7315518 TF ICGC_Stats_targets ‘
18 5e-06 108/9504 Brain Overlap_fetal_midbrain_K9K27me3
) ) : — TxWk_Col
10 ILMN_166491 0.97 -0.82 058 IL11RA interleukin 11 receptor subunit alpha [Source:HGNC Symbol; 19 5e-06 100/8568 Colon TxXWk_ o.on
20 5e-06 109/9635 Chror 3_TssF_Fibroblasts
. . 21 8e-06 88/7275 Lymp HOPP_Txn_elongation
ILMN_180104 0.94 -1.06 05 LOC105388fpphorin [Source:HGNC Symbol;Acc:HGNC:11249] ]
11 - . 4 ! 22 8e-06 93/7854  Chror 5_Tx_Fibroblasts
SMGL1 diated MRNA d 4 PI3K 23 1e-05 58/4131 TF  ICGC_Nfatcl_targets
12 ILMN_171018 0.93 -0.54 0.85 SMG1 , nonsense mediated m lecay associate re 24 le-05 418 GSE# SPIRA_SMOKERS, LUNG_CANCER DN
H hosphodiest IATS HGNG Symbol:Ac:HGNC.87 25 1e-05 60/4362 TF  ICGC_Crebl_targets
Ovel‘VIeW Map Spot 13 ILMN_226244 0.91 -0.68 0.72 PDE7A phosphodiesterase 7A [Source: ymbol;Acc: : 26 1e-05 4412810  Colon EnhA_Colon
) 27 2e-05 132/12741 Chror 7_Enh_Melanocytes
100 100 14 ILMN_209566 0.89 -0.72 0.75  TMEMI15@ansmembrane protein 156 [Source:HGNC Symbol;Acc:HGM 28 26-05 60/5356  Lymp HOPP_Txn_transition
90 90 29 2e-05 28/1470 Colon LaPointe_mucosa-position_kmeans_K_transverse colon_UP_cecum color
80 80 — 15 ILMN_325378 0.89 -054 073 30 3e-05 141472 Lymp Hopp_Junel4_MMML937 tumors+controls_group.overexpression_J_GC-E
31 4e-05 82/6868 TF  ICGC_EIfl_targets
70 70 16 ILMN_169251 089 -071 046 SORD sorbitol dehydrogenase [Source:HGNC SymbolACCHGNC:L 35 46-05 69/5466 TF ICGC_Nficsc81335 targets
60 60 — 33 4e-05 19/818  Brain Mid_Frontal_Lobe_Het
50 50 < 17 ILMN_222490 0.88 -0.71 0.84 SMIM14 small integral membrane protein 14 [Source:HGNC Symbol:A 34 56-05 68/5383 TF  ICGC_Spl_targets
40 40 35 5e-05 65/5067 TF  ICGC_Tafl_targets
18 ILMN_178552 0.87 -0.72 061 36 5e-05 63/4881 TF  ICGC_Atf2_targets
30 1 30 37 5e-05 68/5410 TF  ICGC_Foxml_targets
20 20 — 19 ILMN_177866 0.86 -0.62 0.54 TAGLN transgelin [Source:HGNC Symbol;Acc:HGNC:11553] 38 6e-05 7315956  Chror 3_TssF_Neuronal_Progenitor
10 10 - 39 6e-05 120/11455 Chror 2_TssA_Fibroblasts
20 ILMN_179961 0.85 -0.67 0.69 PNPLAG6 patatin like phospholipase domain containing 6 [Source:HGN 40 7e-05 73/5984 TF  ICGC_Mta3_targets
1 1
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AQITT .
Rglk & p-value #in/all
1 0.6 1/111
2 1.0 0/142
3 1.0 0/58
4 NA 0/0
5 NA 0/0
6 NA 0/0
7 NA 0/0
8 NA 0/0
9 NA 0/0
10 NA 0/0
11 NA 0/0
12 NA 0/0
13 NA 0/0
14 NA 0/0
15 NA 0/0
ancer .
gan p-value #in/all
1 0.02 1/14
2 0.07 1/9
3 0.27 2/125
4 0.31 1746
5 0.35 0/13
6 0.36 1/54
7 0.37 0/14
8 0.43 5/527
9 0.47 5/554
10 0.49 1/82
11 0.51 0/14
12 0.53 1/91
13 0.62 1/117
14 0.88 0/15
0.92 1/301
mafl tes .
Qanio AN SRS iy
1 4e-14 70/ 3450
2 2e-10 86 / 5699
3 4e-10 45/2028
4 4e-09 74 | 4795
5 7e-09 135/11836
6 3e-08 137/12298
7 1e-07 107 /8771
8 2e-06 876970
9 5e-06 109 /9635
10 8e-06 93/ 7854
11 2e-05 132/12741
12 6e-05 735956
13 6e-05 120/11455
u le-04 131/12983
6e-04 119/11847
S’%EA quvalue #in/all
1 1e-05 4/18
2 1e-04 112
3 2e-04 3/14
4 5e-04 9/281
5 6e-04 4/47
6 8e-04 10/361
7 1e-03 81247
8 1e-03 3/26
9 2e-03 24 /1541
10 2e-03 3/30
11 3e-03 4/71
12 3e-03 23/1535
13 4e-03 3/38
14 4e-03 4779
15 4e-03 2/12
L noma
Rgrr{L1 P p-value #in/all
1 8e-06 88/ 7275
2 2e-05 69 / 5356
3 3e-05 14147
4 2e-04 13/493
5 2e-04 84/ 7448
6 4e-03 20/1270
7 6e-03 /331
8 1e-02 82 /8226
9 2e-02 71331
10 4e-02 1/5
11 8e-02 1/10
12 9e-02 75118098
13 1e-01 10/777
14 1le-01 1718
2e-01 1/20
IRNA PI se
H‘ PHRS€  sinval
1 0/7
2 i 0/123
3 1 0/68
4 1 0/63
5 1 0/3
6 1 0/116
7 1 0/95
8 1 0/2
9 1 0/124
10 1 0/48
11 1 0/7
12 1 0/20
13 1 0/65
14 1 0/3
15 1 0/127
reterence Si nature
Ral L —va?ug #in/all
1 0.002 3/29
2 0.004 17 /1003
3 0.004 16 /929
4 0.005 97398
5 0.008 4/96
6 0.009 13/759
7 0.010 6/221
8 0.016 11/639
9 0.018 17/1194
10 0.021 16/1118
11 0.025 6/275
12 0.027 11/695
13 0.027 15/1063
14 0.030 16/1173
15 0.036 11/726

Geneset

HORVATH_aging_genes meth DOWN
HORVATH_aging_genes meth UP
TESCHENDORFF_age_hypermethylated

Geneset
LIU_COMMON_CANCER_GENES
GENTLES_modul5
PanCan_CC+Apop_geneset_nanostring
PanCan_DNARepair_geneset_nanostring
RHODES_CANCER_META_SIGNATURE
KUIPER_MM poor survival —
RHODES_UNDIFFERENTIATED_CANCER
Lembcke_ _Normal vs Adenoma
Lembcke_Colonic Inflammation
PanCan_JAK-ST_geneset_| nanosmng
LIU_PROSTATE_CANCER_UP
PanCan_TXmisReg_geneset_nanostring
PanCan_Driver_Gene_geneset_nanostring
LIU_PROSTATE_CANCER_DN
SPANG_BCL6-index2

Geneset
4_TxTrans_Fibroblasts
6_EnhG_Melanocytes
4_TxTrans_Melanocytes
6_EnhG_Fibroblasts
3_TssF_Melanocytes
2_TssA_Melanocytes
5_Tx_Melanocytes
5_Tx_Neuronal_Progenitor
3 TssF_Fibrobiasts
5_Tx_Fibroblasts
7_Enh_Melanocytes
3_TssF_Neuronal_Progenitor
2_TssA_Fibroblasts
2_TssA_Neuronal_Progenitor
7_Enh_Neuronal_Progenitor

Geneset

SPIRA_SMOKERS_LUNG_CANCER_DN
CHIN_BREAST_CANCER_COPY_NUMBER_DN
PID_DNA_PK_PATHWAY
GINESTIER_BREAST_CANCER_ZNF217_AMPLIFIED_DN
MORI_LARGE_PRE_BIl_LYMPHOCYTE_DN
ODONNELL_TFRC_TARGETS_UP
ACEVEDO_LIVER_TUMOR_VS_NORMAL_ADJACENT_TISSUE_DN
REACTOME_NEGATIVE_REGULATORS_OF RIG_I_MDA5_SIGNALING
DODD_NASOPHARYNGEAL_CARCINOMA_UP

PID_HIF2PATHWAY

MORI_PRE_BI_LYMPHOCYTE_DN
BLALOCK_ALZHEIMERS_DISEASE_UP

WUNDER INFLAMMATORY RESPONSE_AND_CHOLESTEROL_UP
SMITH_TERT_TARGETS_D

KEGG_NON_] HOMOLOGOUS END_JOINING

Geneset

HOPP_Txn_elongation
HOPP_Txn_transition
Hopp_JuneI4_MMML937 tumors+comrols_group overexpression_J_GC-B-¢
WIRTH_lymphoma937_spot J
HOPP_Strong_enhancer
SPANG_BCR UP

SPANG_CD40 6hrs UP
HOPP_Active_promoter
WIRTH_lymphoma937_spot H
WRIGHT_custom ABC-DLBCL UP
Care_ABC UP
HOPP_Weak_promoter
WIRTH_lymphoma937_spot D
Aukema_BCL2 UP_BCL6 DN
DAVE_NFkB BL DN

Geneset

Thyroid carcinoma, papillary
Pancreatic cancer

Glioblastoma multiforme, somatic
Gastrointestinal

Pituitary adenoma

Cancer

Colorectal cancer

Adenomas, multiple colorectal
Prostate cancer

Alzheimer disease, susceptibility to
Schizophrenia, suscepublllty to
Parkinson disease
Hepatocellular carcinoma

Down syndrome, risk of

Melanoma and neural system tumor syndrome

Geneset

Chaussabel 2,7_Unknown function
PROTEINATLAS_ _appendix
PROTEINATLAS_bronchus
PROTEINATLASskeletal muscle
Chaussabel 3,1 Interferon-inducible
PROTEINATLAS. _epididymis
Chaussabel_3,8_Enzymes
PROTEINATLAS_breast
PROTEINATLAS_stomach
PROTEINATLAS placenta
Chaussabel_3,7_Spliceosome
PROTEINATLAS_bone marrow
PROTEINATLAS_tonsil
PROTEINATLAS_rectum
PROTEINATLAS_cervix, uterine

Rénk

p-value
1 2e-04
2 2e-03
3 2e-03
4 3e-03
5 4e-03
6 4e-03
7 6e-03
8 7e-03
9 8e-03
10 9e-03
11 le-02
12 le-02
13 le-02
14 le-02
15 le-02
g(r"ik p-value
1 0.001
2 0.004
3 0.010
4 0.011
5 0.025
6 0.034
7 0.045
8 0.076
9 0.078
10 0.078
11 0.078
12 0.078
13 0.086
14 0.086

0.086
Q%Lon Canget
1 le-09
2 4e-09
3 5e-09
4 7e-07
5 7e-07
6 5e-06
7 1e-05
8 2e-05
9 8e-05
10 5e-04
11 2e-03
12 5e-03
13 6e-03
14 6e-03
15 8e-03
E'aML p-value
1 0.03
2 0.13
3 0.17
4 0.17
5 0.17
6 0.20
7 0.28
8 0.34
9 0.36
10 0.38
11 0.42
12 0.43
13 0.45
14 0.45
15 0.45
Me'(anorp%alue
1
2 1.0
3 1.0
4 1.0
5 1.0
6 1.0
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA
MIKNA target
Ral p—ng
1 0.006
2 0.025
3 0.032
4 0.036
5 0.050
6 0.076
7 0.084
8 0.086
9 0.086
10 0.093
11 0.096
12 0.101
13 0.116
14 0.123
15 0.123
Igrh?merg §/alue
1
2 1
3 NA
4 NA
5 NA
6 NA
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA
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#in/all
100/ 7354
53/2845
113/9054
81/6138
111/9555
100/ 8568
4412810
28/1470
114/10779
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Geneset

negative re c?ulanon of NF-kappaB lranscrlptlon factor activity
nucleic acid phosphodiester bond hydrolysis

telomere maintenance

developmental process

positive regulation of insulin receptor signaling pathway
regulation of protein catabolic process

positive regulation of endothelial cell migration

Arp2/3 complex-mediated actin nucleation

resFonse to ionizing radiation

replication fork processing

double-strand break repair via nonhomologous end joining
positive regulation of interleukin-1 beta secretion

motor neuron axon guidance

regulation of transcription from RNA polymerase Il promoter
mitochondrial translation

Geneset

nucleoplasm

nucleus

membrane ’ .

integral component of mitochondrial outer membrane
early endosome

nuclear matrix

perinuclear region of cytoplasm

autophagosome

90S preribosome

ESCRT Ill complex

semaphorin receptor complex

sperm midpiec:

mitochondrial ma trix . o
mRN/zcleavage and polyadenylation specificity factor complex
uropo

Geneset

TssF_Colon

TxEnhG1_Colon

Tx_Colon

TssD2_Colon

TssA_Colon

TxWKk_Colon

EnhA _Colon

LaPointe_mucosa-position_kmeans_K_transverse colon_UP_cecum colon_a
Enh_Colon

EnhWk1_Colon

LaPointe_mucosa-position_kmeans_E_transverse colon_UP_transverse colc
TxEnhG2_Colon

Hewish_dMMR-secondary-mutations_DNA-repair

Quies3_( —Colon

LaPoinfe_mucosa-position_kmeans_C_cecum colon_ascending colon_trans

Geneset
HALLMARK_INTERFERON_ALPHA_RESPONSE
HALLMARK_APOPTOSIS
HALLMARK_INTERFERON_GAMMA_RESPONSE
HALLMARK_E2F TARGETS
HALLMARK_KRAS_SIGNALING_UP
HALLMARK_BILE_ACID_METABOLISM
HALLMARK_REACTIVE_OXIGEN_SPECIES_PATHWAY
HALLMARK_TGF_BETA_SIGNALING
HALLMARK_MYC_TARGETS_V2
HALLMARK_ALLOGRAFT_REJECTION
HALLMARK_ADIPOGENESIS
HALLMARK_CHOLESTEROL_HOMEOSTASIS
HALLMARK_P53_PATHWAY
HALLMARK_HEME_METABOLISM
HALLMARK_ESTROGEN_RESPONSE_LATE

Geneset
Hugo_melanoma-BRAFmut-MET_UP
Hugo_melanoma-all-MET_UP
Hugo_melanoma-all-MET_DN
Hugo_melanoma-BRAFmut-MET_DN
Hugo_melanoma-all-LEF1_UP
Hugo_melanoma-BRAFmut-LEF1_UP

Geneset
hsa-miR-524-3p
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-miR-598
hsa-miR-220a

Geneset
Alternative lengthening of telomeres
Nabetani_alt len telomeres_genes_ko
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AR

Lllestyle

wmwmmhwww
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CONOUAWNE

p-value
3e-10
3e-07
5e-06
4e-05
2e-03
4e-03
7e-03
3e-02
6e-02
6e-02
9e-02
le-01
le-01
2e-01
3e-01

p-value
9e-07
le-02
2e-01
2e-01
2e-01
3e-01
4e-01
5e-01
5e-01
6e-01
7e-01
7e-01
7e-01

p-value

HDW ﬁg\/alue
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p-value
3e-06
1le-05
1le-05
4e-05
4e-05
5e-05
5e-05
5e-05
5e-05
7e-05
8e-05
le-04
le-04
le-04
2e-04

#in/all

59 /3164
4712709
108 /9504
19/818
100/ 9815
25/1728
102 /10430
22/1784
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#in/all

73/5518
58/4131
60 /4362
82 /6868
69 / 5466
68 /5383
65 /5067
63 /4881
68/5410
73/5984
61/4735
58 /4468
62 /4890
67 /5442
7416267

Geneset
Mid_Frontal_Lobe ZNF
Mid_Frontal_Lobe _HetRpts
Overlap_fetal_midbrain_K9K27me3
Mid_Frontal_Lobe Het
Overlap fetél mldBraln _ReprPC
Fetal R
Ovel rlE\p_ etal_mldbral n_Quies
Mid_Frontal_Lobe_ReprPCWk
Mid_Frontal_Lobe K9K27me3
Overlap_fetal_midbrain_HetRpts
Mid_Frontal_Lobe_ReprPC
Fetal_Het
Fetal_Quies
Overlap_fetal_midbrain_EnhP
Mid_Frontal_Lobe_EnhP

Geneset
Chr 19
Chr 16
Chr2

Chr 15
Chrg

Chr 22
Chr 14
Chr4

Geneset

WILLSCHER_GBM_Verhaak-PNwt & MES_up
WILLSCHER_GBM_Verhaak-PNwt_up
Sturm_GBM_Meth_overexpression_|_RTK | 'PDGFRA'_UP
Hopp_Sturm_GBM_Epi3_no_zentr_5_IDH_UP_fetus_adult_DN
Hopp_Sturm_GBM_Epi3_E1_fetus_UP_fefus_DN
Shaw_up_in_1p19qdel
WILLSCHER_GBM_proteomics_wtOnly_SpotJ
Weller_LGG_gradell-vs-Ill_DOWN

Donson-chemokine/cytokine-receptors—: assoclaled with LTS in HGA

Hopp_Sturm_GBM_Epi3_no_zentr_6_fetus_U
GIEZELT_GBM_STSwt_down_VS_LTSwt
Barbus_GBM_STS vs. LTS
Gorovets_LGG_NB_subclass
Hopp_Sturm_GBM_Epi3_D1_IDH_UP_adult_fetus_DN
Hopp_Sturm_GBM_Epi3_C_IDH_UP

Geneset

DUMEAUX_Smoking enriched genes
Homuth_BMI-associated—genes_DN
Marjolein_ageing-genes_DN
Homuth_BMI-associated-genes_UP

DUMEAUX_Smoking literature genes up

DUMEAUX_Exercising non smoker literature enriched genes
DUMEAUX_Estrogen related in smokers literature genes up
DUMEAUX_Estrogen related in non smokers literature genes up
DUMEAUX_Hormon therapy in non smokers literature genes up
DUMEAUX_Monocytes in smokers literature genes u
DUMEAUX_Red blood cells in non smokers literature genes up
DUMEAUX_Women normal BMI literature genes up
DUMEAUX_High bmi enriched genes

DUMEAUX_Fasting enriched genes
Huan_blood-pressure_SBP-signature

Geneset

metal ion binding

protein serine/threonine kinase activity
potassium ion leak channel activity
protein kinase C acuw%
double-stranded DNA binding
protein C-terminus binding

ATP binding

damaged DNA binding
alpha-tubulin binding

thyroid hormone receptor binding
protein binding

actin binding

endonuclease activity

protein kinase activity
ubiquitin—protein transferase activity

Geneset

BENTINK ras.6
GUSTAFSON_PI3K_UP
GUSTAFSON_PI3K_DN
BENTINK_e2f3.1
BENTINK e2f3.2
BENTINK myc.1
BENTINK ras.1
BENTINK ras.4
BENTINK src.10
BENTINK src.2

Geneset
ICGC_Stat5_targets
ICGC_NfatcI_targets
ICGC_Creb1_targets
ICGC_EIf1_targets
ICGC_Nficsc81335_targets
ICGC_Sp1_targets
ICGC_Tafl_targets
ICGC_Atf2_targets
ICGC_Foxm1_targets
ICGC_Mta3_targets
ICGC_Pul_targets
ICGC_EgrI_targets
ICGC_Bclaf101388_targets
ICGC_Pmlsc71910_targets
ICGC_Yy1_targets



D—-Cluster

Spot Summary: E Spot Genelist Geneset Overrepresentation

# metagenes = 26 Rank maxe T Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 556
1 ILMN_220158 1.9 -1.61 0.22 1 1le-99 377/7354 Colon TssF_Colon
2 3e-79 24413450 Chror 4_TxTrans_Fibroblasts
<r> metagenes =0.98 2 ILMN_239186 1.67 -15 0.25 GSTM1 glutathione S-transferase mu 1 [Source:HGNC Symbol;Acc:t 3 5e-78 393/9555 Colon TssA_Colon
<r>genes = 0.41 4 1e-69 42211836 Chror 3_TssF_Melanocytes
3 ILMN_219323 1.52 -0.67 0.32 MzB1 marginal zone B and B1 cell specific protein [Source:HGNC ¢ 5 4e-66 292 /5699 Chror 6_EnhG_Melanocytes
beta: r2=24.68 / |Og p: _Inf 6 le-65 267 /4795 Chror 6_EnhG_Fibroblasts
4 ILMN_210941 1.44 -1.31 027 NAPSB napsin B aspartic peptidase, pseudogene [Source:HGNC Syr 7 3e-65 424 /12298 Chror 2_TssA_Melanocytes
. 8 2e-57 356 /9054 Colon Tx_Colon
= 9 T i
# samples with spot = 121 ( 3.6 %) 5 IMN 180537 113 -08 025 9 9e-55 397111455 Chror 2_TssA_Fibroblasts
A*:25(7.3%) 10 2e-53 359/9504 Brain Overlap_fetal_midbrain_K9K27me3
AC*:19 (5.8 %) 6  ILMN_240803 103  -0.72 07 EEF1D eukaryotic translation elongation factor 1 delta [Source:HGNC 11 3e-50 279/6138 Colon TssD2_Colon
) ' 12 le-49 415/ 12983 Chror 2_TssA_Neuronal_Progenitor
* . 0,
ACF*:28(11.9%) 7 ILMN_168817 098 -1.06 042 RRP7A ribosomal RNA processing 7 homolog A [Source:HGNC Sym 13 3e-49 377/10779 Colon Enh_Colon
14 2e-47 191/3164 Brain Mid_Frontal_Lobe_ZNF
CF*:1(04% 8 ILMN_325914 0.92 -0.7 0.43 BST2  bone marrow stromal cell antigen 2 [Source:HGNC Symbol;A 15 2e-46 179/2845 Colon TxEnhG1_Colon
+1(0.4 %) 16 2e-39 140/2028 Chror 4_TxTrans_Melanocytes
O  ILMN 166258 092  -0.62 058 17 3e-38 314/8568 Colon TxWk_Colon »
e 53 / 595 ror 3_TssF_Neuronal_Progenitor
J*:5(1.1%) 5e-38 253/5956 Chror 3_TssF_N I_Progenit
. . () )
. . . —. 3_TssF_Fibroblast:
10 ILMN_211204 0.92 -0.7 0.5 CARD9 caspase recruitment domain family member 9 [Source:HGNC %8 ie zg zzi;i?izo (B:hror 07 Sls 7fltr|o aZbS in_oui
e rain Overlap_fetal_midbrain_Quies
. 4e-26 214/5373 Colon Enhwk1_Colon
11 ILMN_172348 0.92 -0.72 048 BST2  bone marrow stromal cell antigen 2 [Source:HGNC Symbol;A %% Ze o4 140/ 2810 CDIOH Enha c_l
e olon EnhA_Colon
ILMN_178254 K tic t ati | tion factor 1 delta [S HGNC 23 3e-24 202 /5067 TF ICGC_Taf1_targets
12 I 089  -0.74 049 EEF1D eukaryotic translation elongation factor 1 delta [Source: 24 le-23 267/7854 Chror 5. Tx_Fibroblasts
1 tromal cell derived factor 2 like 1 [S :HGNC Symbol;A 25 le-21 282/877L Chror 5_Tx Melanocytes
OVGTVIeW Map Spot 13 ILMN_174921 087 -0.57 0.68  SDF2L1 stromal cell derived factor 2 like 1 [Source: ymbolAcc 5 2e-21 24116970 Chror 5.Tx_Neuronal_Progenitor
27 7e-21 302/9815 Brain Overlap_fetal_midbrain_ReprPC
100 100 14 ILMN_165692 0.85 -1.08 05 28 1e-20 92/1547 Colon LaPointe_mucosa-position_kmeans_N_cecum colon_ascending colon_UF
90 90 29 3e-20 113/2215 TF  ICGC_GabpPcr2_targets
80 80 - 15 ILMN_211225 0.85 -0.61 0.32 TNFRSFANF receptor superfamily member 4 [Source:HGNC Symbol;, 30 1e-19 17214345 TF ICGC_Zebl_targets
31 3e-19 201/5518 TF  ICGC_Stat5_targets
70 70 16 ILMN_167423 0.84 -091 035 HSPB1 heat shock protein family B (small) member 1 [Source:HGNC 32 3e-19 197 /5356 Lymp HOPP_Txn_transition
60 60 — 33 3e-19 233/6868 TF  ICGC_EIfL_targets
50 50 < 17 ILMN_168724 0.83 -0.83 0.27 SPATA20 spermatogenesis associated 20 [Source:HGNC Symbol;Acc:! 34 4e-19 65/887 GSE# KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_DN
40 40 35 2e-18 197/5442 TF  ICGC_Pmisc71910_targets
18 ILMN_169324 0.83 -0.62 0.61 ZNF296 zinc finger protein 296 [Source:HGNC Symbol;Acc:HGNC:15 36 8e-18 162/4131 TF ICGC_Nfatcl_targets
30 1 30 37 1le-17 60/818  Brain Mid_Frontal_Lobe_Het
20 20 19 ILMN_165598 0.81 -0.79 0.36 CDK5RARDKS regulatory subunit associated protein 2 [Source:HGNC 38 2e-17 195/5466 TF ICGC_Nficsc81335_targets
10 10 39 3e-17 215/6322 TF  ICGC_Tcf3_targets
20 ILMN_174705 0.81 -0.67 0.79 TRAPPC#iafficking protein particle complex 2 like [Source:HGNC Sym 40 3e-17 32/237 GSE# LU_EZH2_TARGETS_UP
1 T 1 £ N B S B o e
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AQITT .
Rglk & p-value #in/all
1 0.6 3/142
2 0.7 2/111
3 1.0 0/58
4 NA 0/0
5 NA 0/0
6 NA 0/0
7 NA 0/0
8 NA 0/0
9 NA 0/0
10 NA 0/0
11 NA 0/0
12 NA 0/0
13 NA 0/0
14 NA 0/0
15 NA 0/0
ancer
gan p-value #in/all
1 3e-04 24527
2 3e-02 2/13
3 3e-02 2/14
4 3e-02 2/14
5 7e-02 3/46
6 2e-01 2/36
7 2e-01 1/9
8 2e-01 1/9
9 3e-01 1/14
10 3e-01 1/14
11 3e-01 1/14
12 3e-01 1/15
13 3e-01 1/15
14 3e-01 1/16
4e-01 1/24
mafl tes .
ganﬂo aﬁ QIEI?LE@ e #in/all
1 3e-79 244/ 3450
2 le-69 42211836
3 4e-66 292 /5699
4 1e-65 267 /4795
5 3e-65 42412298
6 9e-55 397/11455
7 le-49 415/12983
8 2e-39 140 /2028
9 5e-38 253 /5956
10 le-36 333/9635
11 le-23 267 /7854
12 le-21 282/8771
13 2e-21 241/6970
14 7e-12 316/11847
7e-11 330/12741
S’%EA quvalue #in/all
1 4e-19 65/887
2 3e-17 32/237
3 7e-16 23/123
4 le-15 39/407
5 4e-15 55/797
6 2e-13 38/ 450
7 3e-13 32/325
8 le-12 48/723
9 le-12 16/73
10 2e-12 45/ 656
11 3e-12 19/117
12 le-11 20/141
13 3e-10 43/710
14 2e-09 33/484
2e-09 37/593
L noma }
XrEp p-value #in/all
3e-19 197 /5356
2 le-15 23217275
3 3e-15 25218226
4 le-11 481772
5 1e-10 46/777
6 6e-08 208 /7448
7 1e-06 216 /8098
8 le-04 8/318
9 2e-04 18/331
10 9e-04 43/1270
11 4e-03 3/16
12 8e-03 4/39
13 9e-03 3/21
14 3e-02 2/13
4e-02 2/15
IRNA PI se
H‘ PHRSC  sinval
1 1/18
2 0 3 1/20
3 0.4 1/28
4 05 1/29
5 0.6 1740
6 0.6 1747
7 0.6 1748
8 0.6 1748
9 0.7 1/56
10 0.7 1/63
11 0.7 1765
12 0.8 1768
13 0.8 1/73
14 0.8 1/76
15 0.9 1/95
reterence Si nature
RanL p—vaTug #in/all
1 6e-13 29/275
2 3e-11 64/1268
3 6e-11 59/1138
4 2e-10 59/1167
5 6e-10 58/1173
6 7e-10 56 /1118
7 2e-09 59 /1239
8 2e-09 39/640
9 3e-09 57/1194
10 4e-09 56/1176
11 2e-08 47/933
12 2e-08 42/782
13 2e-08 51/1063
14 1e-07 46/ 959
15 3e-07 45/ 963

Geneset

HORVATH_aging_genes meth UP
HORVATH_aging_genes meth DOWN
TESCHENDORFF_age_hypermethylated

Geneset

Lembcke_Normal vs Adenoma

GENTLES modul2
MMON_CANCER_GENES

LIU PROSTATE CANCER_UP

PanCan_DNARepair_geneset_nanostring

PanCan_HK_geneset_nanostring

GENTLES_modul3

GENTLES_modul5

RHODES UNDIFFERENTIATED CANCER

GENTLES_mi

GENTLES_moduIlO

LIU PROSTATE ._CANCER_DN

GENTLES d 17
PanCan_| Nﬁtch _geneset_nanostring

Geneset
4_TxTrans_Fibroblasts
3_TssF_Melanocytes
6_EnhG_Melanocytes
6_EnhG_Fibroblasts
2_TssA Melanocytes
2_TssA_Fibroblasts

2_TssA_Neuronal_Progenitor
4_TxTrans_Melanocytes
3_TssF_Neuronal_Progenitor

3 TssF_Fibroblasts

5_Tx_Neuronal_Progenitor
7_Enh_Neuronal_Progenitor
7_Enh_Melanocytes

Geneset

KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_DN
LU_EZH2_TARGETS_UP

KIM_ALL DISORDERS_DURATION_CORR_DN
SPIELMAN_LYMPHOBLAST EUROPEAN_VS_ASIAN_UP
KRIGE_RESPONSE_TO_TOSEDOSTAT_6HR DN
STARK_PREFRONTAL_CORTEX_22Q1I_DELETION_DN
DAIRKEE_TERT TARGETS_UP

GRADE_COLON_CANCER_UP

LI_DCPZ_BOUND_MRNA
KIM_ALL_DISORDERS_OLIGODENDROCYTE_NUMBER_CORR_UP
WELCSH_BRCA1_TARGETS DN

YAO_TEMPORAL RESPONSE_TO_PROGESTERONE_CLUSTER_13
MARTENS_TRETINOIN_RESPONSE_DN
ACEVEDO_LIVER_CANCER_DN
CASORELLI_ACUTE_PROMYELOCYTIC_LEUKEMIA_DN

Geneset

HOPP_Txn_transition

HOPP_Txn_¢ elongatlon

HOPP_Active_promoter

Hopp_Junel4_MMML937 tumors+controls_group.overexpression_D_cell line.
WIRTH_lymphoma937_spot D

HOPP_Strong_enhancer

HOPP_Weak_promoter

Hopp_Junel4_ MMML937 tumors+controls_group.overexpression_H_GC-B-
WIRTH Iymphoma937 spot H

SPANG_BCl

WRIGHT ABC UP

CARO_OxPhos_in_DLBCL_UP

ROSOLOWSKI_red UP

Subero_B-CLL_hypo_meth

Subero_B-ALL_hypo_meth

Geneset

Non-Hodgkin lymphoma, somatic
Parkinson disease
Immunological

Neuroblastoma

Medulloblastoma

Cervical cancer, somatic

Gastric cancer

Multiple myeloma

Myopathy, nemaline, 3
Gastrointestinal

Hepatocellular carcinoma
Glioblastoma multiforme, somatic
Stroke, susceptibility to

Muscular

Colorectal cancer

Geneset
Chaussabel_3,7_Spliceosome
PROTEINATLAS_colon
PROTEINATLAS small intestine
PROTEINATLAS gallbladder
PROTEINATLAS_rectum
PROTEINATLAS_pIacenta
PROTEINATLAS
PROTEINATLAS parathyrold gland
PROTEINATLAS_stomach
PROTEINATLAS duodenum
PROTEINATLAS adrenal gland
PROTEINATLAS_thyroid gland
PROTEINATLAS_tonsil
PROTEINATLAS nasopharynx
PROTEINATLAS_pancreas

E nk p-value
1 le-08
2 2e-08
3 3e-07
4 3e-06
5 3e-05
6 4e-05
7 le-04
8 7e-04
9 9e-04
10 1e-03
11 2e-03
12 2e-03
13 3e-03
14 3e-03
15 3e-03
g(r"ik p-value
1 5e-15
2 le-11
3 7e-08
4 2e-07
5 6e-07
6 1e-06
7 4e-06
8 5e-06
9 3e-05
10 4e-05
11 7e-05
12 3e-04
13 4e-04
14 9e-04
2e-03
Q%Lon Canggt
le-99
2 5e-78
3 2e-57
4 3e-50
5 3e-49
6 2e-46
7 3e-38
8 4e-26
9 2e-24
10 1e-20
11 7e-10
12 6e-09
13 1e-08
14 6e-08
15 1e-06
E'aML p-value
1 8e-08
2 2e-04
3 5e-03
4 1le-02
5 2e-02
6 5e-02
7 5e-02
8 7e-02
9 7e-02
10 le-01
11 2e-01
12 3e-01
13 3e-01
14 3e-01
15 3e-01
Me'(anorp%alue
1
2 1
3 1
4 1
5 1
6 1
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA
MIKNA target
Ral p—ng
1 0.006
2 0.007
3 0.008
4 0.011
5 0.022
6 0.026
7 0.029
8 0.029
9 0.033
10 0.035
11 0.035
12 0.040
13 0.043
14 0.065
15 0.068
Igrh?merg—%alue
1 0.2
2 0.4
3 NA
4 NA
5 NA
6 NA
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA

#in/all

NS T Y]
©ow
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©RhRPwWNROO

#in/all
73/1304
32/374
91/2535
101/2979
21/287
143/ 4822
7133
140/ 4828
67/1979

24/539
7312464
27/721

#in/all
377/7354
393/ 9555
356 / 9054
279/6138
377/10779
179/ 2845
314 /8568
2145373
140/ 2810
92/1547
45/789

59 /1281
81/2073
235/ 8678
277110999

#in/all
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Geneset

mitochondrial translational elongation

mitochondrial translational termination

mitochondrial translation -
mitochondrial electron transport, NADH to ubiquinone
translation

mitochondrial respiratory chain complex | assembly

ER to Golgi vesicle-mediated transport

positive regulation of protein dephosphorylation

ribosomal small subunit assembly

antigen processing and presentation of exogenous peptide antigen via MHC ¢
spliceosomal tri-snRNP complex assembly

protein transport

mRNA splicing, via spliceosome

positive regulation of proteasomal protein catabolic process
methylation

Geneset

mitochondrion

mitochondrial inner membrane
nucleoplasm

cytosol

mitochondrial matrix

cytoplasm

mitochondrial respiratory chain complex |
nucleus

membrane

mitochondrial small ribosomal subunit
nuclear membrane

mitochondrial large ribosomal subunit
Golgi membrane

extracellular exosome

nucleolus

Geneset

TssF_Colon

TssA_Colon

Tx_Colon

TssD2_Colon

Enh_Colon

TxEnhG1_Colon

TxWk_Colon

EnhWk1_Colon

EnhA_Colon

LaPointe. mucosa—posltlon kmeans_N_cecum colon_ascending colon_UP_a
TxEnhG2_Colon

LaPointe_mucosa-position_kmeans_J_cecum colon_ascending colon_transv
LaPointe_mucosa-position_kmeans_G_cecum colon_ascending colon_UP_ti
Quies3_Colon

TssWk_Colon

Geneset

HALLMARK_DNA_REPAIR
HALLMARK_OXIDATIVE_PHOSPHORYLATION
HALLMARK_MYC_TARGETS_V2
HALLMARK_GLYCOLYSIS
HALLMARK_UNFOLDED_PROTEIN_RESPONSE
HALLMARK_REACTIVE_OXIGEN_SPECIES_PATHWAY
HALLMARK_CHOLESTEROL_HOMEOSTASIS
HALLMARK_ADIPOGENESIS
HALLMARK_MITOTIC_SPINDLE
HALLMARK_E2F_TARGETS
HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_MYC_TARGETS_V1
HALLMARK_G2M_CHECKPOINT
HALLMARK_PI3K_AKT_MTOR_SIGNALING
HALLMARK_MTORC1_SIGNALING

Geneset
Hugo_melanoma-all-MET_UP
Hugo_melanoma-all-MET_DN
Hugo_melanoma-BRAFmut-MET_UP
Hugo_melanoma-BRAFmut-MET_DN
Hugo_melanoma-all-LEF1_UP
Hugo_melanoma-BRAFmut-LEF1_UP

Geneset

hsa-miR-542-5p
hsa-mi
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mi
hsa-mil
hsa-mil
hsa-mil
hsa-miR-766
hsa-miR-658

Geneset
Alternative lengthening of telomeres
Nabetani_alt len telomeres_genes_ko

RIAN

CONOURWNEF

Lllestyle

wmwmmhwww

AR

MRk

CONOUAWNE

p-value
2e-53
2e-47
4e-29
7e-21
le-17
3e-13
3e-12
2e-06
3e-06
2e-03
3e-02
6e-02
8e-02
le-01
3e-01

p-value
4e-11
1le-07
6e-04
1le-03
2e-03
3e-02
6e-02
6e-01
9e-01
9e-01
9e-01
1e+00
1e+00
1e+00
1e+00

p-value
4e-07
3e-06
1e-04
3e-03
6e-03
2e-02
3e-02
4e-02
4e-02
8e-02
2e-01
2e-01
2e-01
2e-01

p-value

p-value
5e-14
2e-10
5e-05
5e-04
1e-03
5e-03
6e-03
6e-03
6e-03
7e-03
8e-03
1e-02
le-02
le-02
le-02

HDW ﬁg\/alue

Réni

7e-16

#in/all

359 / 9504
191/3164
334 /10430
302/9815
60/818
83/1728
109 /2709
167 / 5936
124/ 4112

4712127

#infall
70/ 1467
46 /959
45/1318
46/1411
22/536
20/619
27/954
23/1170
4112323
19/1217
3/289
11/836
12/904
17/1211
12/994

#in/all
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#in/all

202 /5067
113/2215
172/ 4345
201/5518
233 /6868
197 / 5442
162 /4131
195/ 5466
215/6322
192 /5383
166 / 4362
220/6578
188 /5312
210/ 6267
176 / 4881

Geneset
Overlap_fetal midbrain K9K27me3
Mid_Frontal_Lobe Z
Overlap_fetal_| mldBraln _Quies
Overlap_fetal_midbrain_ReprPC
Mid_Frontal_Lobe_Het
Fetal_ReprPCWk —
Mid_Frontal_Lobe_HetRpts
Overlap_fetal_midbrain_HetRpts
Mid_Frontal_Cobe_ ReprPC
Overlap_fetal_midbrain_ZNF
Fetal_Quies
Fetal_HetRpts
Overlap_fetal_midbrain_Het
Fetal_ZNF
Mid_Frontal_Lobe_K9K27me3

Geneset
Chr 19
Chr 16
Chr17

Chr X

Geneset
GIEZELT_GBM_MGMTmethyl_up_VS_nonmethyl
WILLSCHER_GBM_Verhaak-PNwt_up
Hopp_Sturm_GBM_Epi3_no_zentr_6_fetus_UP
Hopp_Sturm_GBM_Epi3_E1_fetus_UP_fetus_DN
Sturm_GBM_Meth |_overexpression_E. G34_UP
WILLSCHER_GBM _proteomics_\ witOnly_Differencelist
Stuehler_Proteins_up_in_STS

WILLSCHER_GBM proleomlcs wtOnly_SpotH
WILLSCHER_GBM _proteomics_wtOnly_SpotJ
WILLSCHER_GBM_proteomics_wtOnly_SpotG
Hopp_Sturm_GBM _Epi3_D1_IDH_UP_adult_fetus_DN
WILLSCHER_GBM_ Verhaak-PNwt & MES_up
Hopp_Sturm_GBM_Epi3_D_adult_fetus_IDH_UP
Donson-immune cell intra signaling—associated with LTS in HGA
Down_a

Geneset

Homuth_BMI-associated-genes_UP

DUMEAUX_Exercising non smoker literature enriched genes
DUMEAUX_Fasting enriched genes
Marjolein_ageing-genes_UP
Homuth_BMI-associated-genes_DN

DUMEAUX_Smoking enriched genes

DUMEAUX_Smoking literature genes up

DUMEAUX_Estrogen related in smokers literature genes up
DUMEAUX_Estrogen related in non smokers literature genes up
DUMEAUX_Hormon therapy in non smokers literature genes up
DUMEAUX_Monocytes in smokers literature genes up
DUMEAUX_Red blood cells in non smokers literature genes up
DUMEAUX_Women normal BMI literature genes up
DUMEAUX_High bmi enriched genes
Huan_blood-pressure_SBP-signature

Geneset

protein binding

poly(A) RNA binding

structural constituent of ribosome

NADH dehydrogenase (ubiquinone) activity
transmembrane transporter activity
S-adenosylmethionine-dependent methyltransferase activity
molecular_function

histone deacetylase activity

ATPase activity

ubiquitin binding

DNA-directed RNA polymerase activity

ATP binding

methylated histone binding

fatty—acyl-CoA binding

RNA polymerase Il repressmg transcription factor binding

Geneset
BENTINK_ras.1
BENTINK myc.1
GUSTAFSON_PI3K_DN
GUSTAFSON_PI3K_UP
BENTINK_e2f3.1
BENTINK e2f3.2
BENTINK ras.4
BENTINK ras.6
BENTINK src.10
BENTINK src.2

Geneset
ICGC_Tafl_targets
ICGC_GabpPcr2_targets
ICGC_Zebl_targets
ICGC_Stat5_targets
ICGC_EIf1_targets
ICGC_Pmlsc71910_targets
ICGC_Nfatcl_targets
ICGC_Nficsc81335_targets
ICGC_Tcf3_targets
ICGC_Sp1 targets
ICGC_Creb1_targets

ICGC_Pou2 Targets

ICGC_Tcf12_targets

ICGC_Yy1_targets
ICGC_Atf2_targets



D—-Cluster

Spot Summary: F Spot Genelist Geneset Overrepresentation

# metagenes = 13 Rank max e r Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 44
1 ILMN_175063 2.47 -2.69 097 1 6e-05 4/132 Referi Chaussabel_1,7_MHC Ribosomal proteins
2 7e-04 71965 Colon Pentrack_CRC_TCGA_corr_R_normal_DN
<r> metagenes =0.98 2 ILMN_218086 2.33 -2.64 0.97 ribosomal protein S26 pseudogene 11 [Source:HGNC Symbc 3 2e-03 6/831 Colon Pentrack_CRC_TCGA_group.over_C_normal_DN
<r> genes = 0.46 4 4e-03 2156 GSE# REACTOME_PEPTIDE_CHAIN_ELONGATION
) 3 ILMN_172664 2.23 -2.64 0.96 ribosomal protein S26 pseudogene 15 [Source:HGNC Symbc 5 4e-03 2158 GSE# KEGG_RIBOSOME
beta: r2=33.97 / |Og pP= -Inf 6 5e-03 2/65 BP  SRP-dependent cotranslational protein targeting to membrane
4 ILMN_324883 2.2 -2.25 098 ribosomal protein S26 pseudogene 15 [Source:HGNC Symbc 7 5e-03 2/68 GSE/ REACTOME_INFLUENZA_VIRAL_RNA_TRANSCRIPTION_AND_REPLIC
. o 8 5e-03 2/69 GSE# REACTOME_3_UTR_MEDIATED_TRANSLATIONAL_REGULATION
# samples with spot = 1428 (42.1 %) 5 ILMN_231070 22 241 097 9 6e-03 2/74 GSE# REACTOME_SRP_DEPENDENT_COTRANSLATIONAL_PROTEIN_TARG
ACF*:186 (79.1 %) 10 6e-03 2174 GSE# REACTOME_NONSENSE_MEDIATED_DECAY_ENHANCED_BY_THE_E
6 ILMN_320918 2.15 -218 097  LOC10lgd989@mal protein 526 [Source:HGNC Symbol:Acc:HGNC:10. 11 7e-03 2/81 BP  viral transcription
12 8e-03 2/87 BP  nuclear-transcribed mRNA catabolic process, nonsense-mediated decay
* . 0 AN
CF*:170 ( 64.2 /0) 7 ILMN_167852 2.13 224 097 13 le-02 2196 BP translational initiation
14 1le-02 27199 GSE# REACTOME_INFLUENZA_LIFE_CYCLE
EJ*:393 ( 84.9 0/0) 8 ILMN_220902 2.12 -2.29 0.97 LOC1019#989@mal protein S26 [Source:HGNC Symbol;Acc:HGNC:10: %g 1e-02 2/101 GSE# REACTOME_TRANSLATION
. . le-02 27110 GSE# PECE_MAMMARY_STEM_CELL_UP
O  ILMN_169558 209 -2.34 097  LOC101gdeesamal protein S26 [Source:HGNC Symbol:Acc:HGNC:10. %Z; ;e’gz 1; 10 Z; 2;1‘;";\‘1('34'Z;g';p[';°:’§I‘_a‘z:3:2;5:£:g‘l’~"éTL s
e— 1/11 E/ _| )_| . - -
10 ILMN_328698 2.07 221 098 19 2e-02 1/12 cC  small r!bosomal suk?unlt ‘ .
20 2e-02 1/12 BP  synaptic vesicle fusion to presynaptic active zone membrane
2e-02 1/14 GSE/ REACTOME_PROTEOLYTIC_CLEAVAGE_OF_SNARE_COMPLEX_PRO
11 ILMN_329001 2.01 -1.81 0.96 ribosomal protein S26 pseudogene 2 [Source:HGNC Symbol %% 26-02 1715 BP  translational ;Iongation - - - - -
b ' tein S26 d 35 (S -HGNC Symb 23 3e-02 1/16 GSE# REACTOME_BOTULINUM_NEUROTOXICITY
12 ILMN_167768 2.01 -2.28 0.98 ribosomal protein pseudogene 35 [Source: ymbc 24 36-02 27155 GSE# REACTOME_METABOLISM_OF_MRNA
H A ' inS261S HGNG Symbol:AccHGNC-10 25 3e-02 27163 BP  rRNA processing
OVGTVIGW Map Spot 13 Lmn 328515 194 225 098 Loc10 al protein [Source:HGNC Symbol;Acc:HGNC:10: 26 3e-02 1/18 BP  cytoplasmic translation
) . 27 3e-02 2/169 MF  structural constituent of ribosome
100 100 14 ILMN_324228 192  -221 098 LOC10192983@mal protein S26 [Source:HGNC Symbol;Acc:HGNC:10: 28 3e-02 1/20 BP  positive regulation of excitatory postsynaptic potential
90 90 29 3e-02 1/20 miRN Parkinson disease
80 80 - 15 ILMN_325449 1.92 -1.96 0.97 ribosomal protein S26 pseudogene 55 [Source:HGNC Symbc 30 3e-02 1721 BP  vesicle docking
31 3e-02 41769 Chr Chri1s
70 L 70 16 ILMN 329995 162 205 096  LOCLO19d0@s@nal protein S26 [Source:HGNC SymbolACCHGNC10. 35 36-02 1122 ME  protein kinase activator activity
60 60 — 33 3e-02 1/22 miRN Pigmented adrenocortical disease, primary isolated
50 50 < 17 ILMN_173798 1.42 -0.99 094 ribosomal protein S26 pseudogene 54 [Source:HGNC Symbc 34 3e-02 27184 BP translation
35 4e-02 27196 GSE/ REACTOME_METABOLISM_OF_RNA
40 40 18 ILMN_329151 1.39 -1.4 0.98 ribosomal protein S26 pseudogene 54 [Source:HGNC Symbc 36 4e-02 1/25 cC  preribosome, large subunit precursor
30 1 30 37 4e-02 1/25 BP  regulation of exocytosis
20 20 — 19 ILMN_165795 1.29  -0.97 0.95 38 4e-02 1/27 miRN  Duchenne muscular dystrophy
10 10 39 4e-02 1/28 cc  cytosolic small ribosomal subunit
20 ILMN_323667 1.29 -0.96 0.94 ribosomal protein S26 pseudogene 13 [Source:HGNC Symbc 40 4e-02 1/28 miRN Miyoshi myopathy
1 T 1 £ N B S B o e
1 20 40 60 80 100 1 20 40 60 80 100
p-values
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AQITT

Rglk J p-value

1 1

2 1

3 1

4 NA

5 NA

6 NA

7 NA

8 NA

9 NA

10 NA

11 NA

12 NA

13 NA

14 NA

15 NA

ga% cer p-value

1 1

2 1

3 1

4 1

5 1

6 1

7 1

8 1

9 1

10 1

11 1

12 1

13 1

14 1

15 1

fdwomapin, iates

1 05

2 0.6

3 0.6

4 0.8

5 0.9

6 1.0

7 1.0

8 1.0

9 1.0

10 1.0

11 1.0

12 1.0

13 1.0

14 1.0
1.0

S’%FA quvalue

1 0.004

2 0.004

3 0.005

4 0.005

5 0.006

6 0.006

7 0.011

8 0.011

9 0.013

10 0.017

11 0.022

12 0.025

13 0.025

14 0.039

15 0.044

L noma

Rer{E p p-value

1 0.4

2 0.4

3 05

4 0.9

5 1.0

6 1.0

7 1.0

8 1.0

9 1.0

10 1.0

11 1.0

12 1.0

13 1.0

14 1.0
1.0

H]IRNA Pl§§@ese

1 0.03

2 0.03

3 0.04

4 0.04

5 0.05

6 0.06

7 0.07

8 0.07

9 0.09

10 0.09

11 0.10

12 0.10

13 0.11

14 0.11

15 0.14

Re{(erence §|9nature

Ran| p-valu

1 6e-05

2 5e-01

3 1e+00

4 1e+00

5 1e+00

6 1e+00

7 1e+00

8 1e+00

9 1e+00

10 1e+00

11 1e+00

12 1e+00

13 1e+00

14 1e+00

15 1e+00
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Geneset

HORVATH_aging_genes meth DOWN
HORVATH_aging_genes meth UP
TESCHENDORFF_age_hypermethylated

Geneset
RHODES_CANCER_META_SIGNATURE
RHODES_UNDIFFERENTIATED_CANCER
SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3 DN
SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
LIU BREAST CANCER

U_COMMON CANCER _GENES
LIU LIVER_CANCE!
LIU_PROSTATE CANCER DN
LIU_PROSTATE_CANCER_UP
WANG_ER_UP

WANG_ER_DN
WOLFER_overlap genes
BEN-PORATH_DN
BEN-PORATH_UP
GENTLES_modull

Geneset
4_TxTrans_Neuronal_Progenitor
6_EnhG_Neuronal_Progenitor
4_TxTrans_Melanocytes
4_TxTrans_Fibroblasts
8_EnhP_Melanocytes
8_EnhP_Fibroblasts
12_Het_Melanocytes
13_HetRpts_Melanocytes
1_TssP_Melanocytes
12_Het_Neuronal_Progenitor
3_TssF_Neuronal_Progenitor
13_HetRpts_Neuronal_Progenitor
10_ReprPC_Melanocytes
6_EnhG_Fibroblasts
1_TssP_Fibroblasts

Geneset

REACTOME _| PEPTIDE CHAIN_ELONGATION

KEGG_RIBOSOMI

REACTOME _| INFLUENZA VIRAL_RNA_TRANSCRIPTION_AND_REPLICAI
REACTOME_3_UTR_MEDIATED TRANSLATIONAL_REGULATION
REACTOME_SRP_DEPENDENT_COTRANSLATIONAL_PROTEIN_TARGE]
REACTOME_NONSENSE_MEDIATED_DECAY_ENHANCED_BY_THE_EXC
REACTOME_INFLUENZA_LIFE_CYCLE

REACTOME_TRANSLATION

PECE_MAMMARY_STEM_CELL_UP

GOERING BLOOD_HDL_CHOLESTEROL_QTL CIS
REACTOME_PROTEOLYTIC_CLEAVAGE_OF SNARE_COMPLEX_PROTE
REACTOME_BOTULINUM_NEUROTOXICITY
REACTOME_METABOLISM_OF _MRNA
REACTOME_METABOLISM_OF_RNA
REACTOME_FORMATION_OF_THE_TERNARY_COMPLEX_AND_SUBSE(

Geneset
SPANG_IL21 DN
SPANG_CD40 6hrs UP
HOPP_Heterochrom
HOPP_Repetitive
HOPP_Txn_transition
HOPP~Weak_txn
HOPP_Weak_enhancer
HOPP_Txn_elongation
HOPP_Repressed
HOPP_Weak_promoter
HOPP_Active_promoter
HOPP_Strong_enhancer
BENTINK_mBL UP
BENTINK_mBL DOWN
DAVE_BL-vs-DLBCL

Geneset

Parkinson disease

Pigmented adrenocortical disease, primary isolated
Duchenne muscular dystrophy
Miyoshi myopathy

Myelofibrosis, idiopathic
Muscular dystrophy

Cervical cancer, somatic

Multiple myeloma

Myopathy, nemaline, 3
Cardiomyopathy, dilated
Hepatocellular carcinoma
Glioblastoma multiforme, somatic
Stroke, susceptibility to

Muscular

Colorectal cancer

Geneset
Chaussabel_1,7_MHC Ribosomal proteins
WIRTH_Nervous System
WIRTH_Pituitary gland
WIRTH_Pancreas
WIRTH_Immune system
WIRTH_Sec. lymphoid organs
WIRTH_Prim. lymphoid organs
WIRTH_B-cells

WIRTH_ Tonsil
WIRTH_Thymus
WIRTH_Lymphocytes
WIRTH_Bone marrow
WIRTH_Globus pallidus
WIRTH_Telencephalon
WIRTH_Cortex cerebri

Eﬁk p-value

1 0.005

2 0.007

3 0.008

4 0.010

5 0.019

6 0.024

7 0.028

8 0.028

9 0.031

10 0.033

11 0.035

12 0.039

13 0.057

14 0.069

15 0.074

g(r"ik p-value

1 0.02

2 0.04

3 0.04

4 0.07

5 0.07

6 0.08

7 0.12

8 0.16

9 0.19

10 0.38

11 0.43

12 0.69

13 0.84

14 0.87
0.92

Q%Lon Canget

1 7e-04

2 2e-03

3 1e-01

4 3e-01

5 4e-01

6 7e-01

7 7e-01

8 8e-01

9 9e-01

10 9e-01

11 9e-01

12 1e+00

13 1e+00

14 1e+00

15 1e+00

E'aML p-value

1 0.3

2 1.0

3 1.0

4 1.0

5 1.0

6 1.0

7 1.0

8 1.0

9 1.0

10 1.0

11 1.0

12 1.0

13 1.0

14 1.0

15 1.0

Me'(anorp%alue

1

2 1

3 1

4 1

5 1

6 1

7 NA

8 NA

9 NA

10 NA

11 NA

12 NA

13 NA

14 NA

15 NA

MIRNA target

Rank p—vgﬁe

1 0.1

2 0.1

3 0.1

4 0.1

5 0.2

6 0.2

7 0.2

8 0.3

9 0.3

10 0.4

11 0.4

12 0.4

13 0.4

14 0.4

15 1.0

Iglemerg%alue

1

2

3 NA

4 NA

5 NA

6 NA

7 NA

8 NA

9 NA

10 NA

11 NA

12 NA

13 NA

14 NA

15 NA
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Geneset

SRP-dependent cotranslational protein targeting to membrane
viral transcription

nuclear—transcribed mRNA catabolic process, nonsense-mediated decay
translational initiation

synaptic vesicle fusion to presynaptic active zone membrane
translational elongation

rRNA processing

cytoplasmic translation

positive regulation of excitatory postsynaptic potential

vesicle docking

translation

regulation of exocytosis

activation of protein kinase activity

inositol phothate metabolic process

positive regulation of protein kinase activity

Geneset
small ribosomal subunit
preribosome, Iar%e subunit precursor
cytosolic small ribosomal subunit
cytosolic large ribosomal subunit
intermediate filament cytoskeleton

E complex
syneg:tlc vesicle

microtubule organizing center
cell-cell adherens junction
focal adhesion

nucleolus

membrane

cytosol

extracellular exosome

Geneset

Pentrack_CRC_TCGA_corr_R_normal_DN
Pentrack_CRC_TCGA_group.over_C_normal_DN
Pentrack_CRC_TCGA_corr_S_normal_DN
Lembcke_TCGA_meth_kmeans_B_Cluster4_DN

K9K27me3_Colon
Lembcke_TCGA-expr_kmeans_H_CIMP.H_UP_Cluster3_DN
TxEnhG2_Colon

TxEnhG1_Colon

LaPointe_mucosa-position_kmeans_H_cecum colon_ascending colon_UP.
LaPointe_mucosa-position_| kmeans_E_transverse colon_UP_transverse colc
LaPointe_mucosa-position_kmeans_K_transverse colon_UP_cecum colon_a
EnhP_Colon

LaPointe_mucosa-position_kmeans_G_cecum colon_ascending colon_UP_ti
ReprPCWk_Colon

EnhA_Colon

Geneset

HALLMARK_P53_PATHWAY
HALLMARK_TNFA_SIGNALING_VIA_NFKB
HALLMARK_HYPOXIA
HALLMARK_CHOLESTEROL_HOMEOSTASIS
HALLMARK_MITOTIC_SPINDLE
HALLMARK_WNT_BETA_CATENIN_SIGNALING
HALLMARK_TGF_BETA_SIGNALING
HALLMARK_IL6_JAK_STAT3_SIGNALING
HALLMARK_DNA_REPAIR
HALLMARK_G2M_CHECKPOINT
HALLMARK_APOPTOSIS
HALLMARK_NOTCH_SIGNALING
HALLMARK_ADIPOGENESIS
HALLMARK_ESTROGEN_RESPONSE_EARLY
HALLMARK_ESTROGEN_RESPONSE_LATE

Geneset
Hugo_melanoma-all-MET_UP
Hugo_melanoma-all-MET_DN
Hugo_melanoma-BRAFmut-MET_UP
Hugo_melanoma-BRAFmut-MET_DN
Hugo_melanoma-all-LEF1_UP
Hugo_melanoma-BRAFmut-LEF1_UP

Geneset

hsa-miR-497

Geneset
Alternative lengthening of telomeres
Nabetani_alt len telomeres_genes_ko
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Geneset

Fetal_Het

Fetal_ZNF

Fetal_Tx

Fetal_Quies
Overlap_fetal_midbrain_ZNF
Mid_Frontal_Lobe_Het

Fetal K9K27me3

Fetal T:

Mid Frontal Lobe_HetRpts
Fetal_ReprPCWk
Mid_Frontal_Lobe_K9K27me3
Fetal_TxTrans

Fetal_TssA
Mid_Frontal_Lobe_ZNF
Mid_Frontal_Lobe_ReprPC

Geneset
Chr15
Chr13
Chrg

Chr 16
Chr X

Geneset
WILLSCHER_GBM_proteomics_wtOnly SpoJ
Sturm_GBM_Meth _overexpression_|_RTK | 'PDGFRA'_UP
Sturm_GBM_Meth_overexpression_E_G34_UP
VERHAAK_CL subtype

VERHAAK_MES subtype

VERHAAK_NL subtype

VERHAAK_PN subtype

WIRTH_PN subtype

WIRTH_Normal Brain

VERHAAK_Brain

VERHAAK_PN_Brain
Martinez_Glio_hypermeth
Martinez_Glio_hypometh
laffaire_hypometh_LGG_vs_control
laffaire_hypermeth_LGG_vs_control

Geneset

DUMEAUX_Smoking enriched genes

DUMEAUX_Smoking literature genes up

DUMEAUX_Exercising non smoker literature enriched genes
DUMEAUX_Estrogen related in smokers literature genes up
DUMEAUX_Estrogen related in non smokers literature genes up
DUMEAUX_Hormon therapy in non smokers literature genes up
DUMEAUX_Monocytes in smokers literature genes u
DUMEAUX_Red blood cells in non smokers literature genes up
DUMEAUX_Women normal BMI literature genes up
DUMEAUX_High bmi enriched genes

DUMEAUX_Fasting enriched genes
Homuth_BMI-associated-genes_UP
Homuth_BMI-associated-genes_DN
Huan_blood-pressure_SBP-signature
Huan_blood-pressure_DBP-signature

Geneset

inositol-1,4,5-trisphosphate 3-kinase activity
structural constituent of ribosome

protein kinase activator activity

SNAP receptor activity

SNARE binding

mMRNA binding

protein domain specific binding

cadherin binding involved in cell-cell adhesion
protein kinase binding

poly(A) RNA binding

ATP bindin:

protein binding

14-3-3 protein binding
1-acylglycerol-3-phosphate O-acyltransferase activity
1-phosphatidylinositol-3-kinase activity

Geneset
GUSTAFSON_PI3K_UP
GUSTAFSON_PI3K_DN
BENTINK_e2f3.1
BENTINK e2f3.2
BENTINK myc.1
BENTINK ras.1
BENTINK ras.4
BENTINK ras.6
BENTINK src.10
BENTINK src.2

Geneset

KIM_MYC targets
ICGC_RxraPcrl_targets
ICGC_SrfPcr2_targets
ICGC_Atf3_targets
ICGC_NrsfPcr2_targets
ICGC_Srfv0416101_targets
ICGC_NrsfPcrl_targets
ICGC_Usf1_targets
ICGC_BatfPcrl_targets
ICGC_Bcl11_targets
ICGC_P300_targets
ICGC_Pbx3 targets
ICGC_Pol24 tarc";_I
HEBENSTREIT _high expression TF
ICGC_Bcl3_targets
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Spot Summary: G Spot Genelist Geneset Overrepresentation

# metagenes = 7 Rank max e r Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 150
]_ ILMN_171876 0.82 -0.83 047 MT1F  metallothionein 1F [Source:HGNC Symbol;Acc:HGNC:7398] l 6e-21 106 /9054 Colon Tx_Colon
2 le-19 107/9555 Colon TssA_Colon
<r> metagenes =0.98 2 ILMN_323043 0.75 -0.69 041 VOPP1 vesicular, overexpressed in cancer, prosurvival protein 1 [Sou 3 6e-18 62/3450 Chror 4_TxTrans_Fibroblasts
<r>genes = 0.4 4 le-17 104 /9504 Brain Overlap_fetal_midbrain_K9K27me3
3 ILMN_224901 068 -05 033  MIR3621microRNA 3621 [Source:HGNC Symbol;Acc:HGNC:38930] 5 4e-16 116 /12298 Chror 2_TssA_Melanocytes
beta: r2=18.24 / log p= ~Inf 6 5e-15 87/7354 Colon TssF_Colon
4 ILMN_239795 065 -051 0.46 PARP3 poly(ADP-ribose) polymerase family member 3 [Source:HGN 7 le-14 117/12983 Chror 2_TssA_Neuronal_Progenitor
. 8 4e-14 109 / 11455 Chror 2_TssA_Fibroblasts
# samples with spot = 22 ( 0.6 %) - ) ' 9 ge-14 34/1308  oC  miochondri
5 ILMN_324385 0.64 -0.57 0.7 NDUFB9 NADH:ubiquinone oxidoreductase subunit B9 [Source:HGNC € mitochondrion
A*:5(1.5%) 10 1e-13 84/7275 Lympl HOPP_Txn_elongation
ACF*:1(0.4%) 6  ILMN_16825 064 -0.47 056  CCDCLogoiled-coil domain containing 106 [Source:HGNC Symbobac 11 3e-13 70/5856  Lympl HOPP_Txn_transition
’ | 12 6e-13 7215699  Chror 6_EnhG_Melanocytes
7 ILMN_181266 062 -0.71 036  DNAJC1Pnad heat shock protein family (Hspd0) member C15 [Source 1.3 2e-12 108 /11836 Chror 3_TssF_Melanocytes
14 3e-12 97/9815 Brain Overlap_fetal_midbrain_ReprPC
FJ*:3(0.6%) 8  ILMN_160098 0.62 -0.65 054 DDTL D-dopachrome tautomerase [Source:HGNC Symbol:Acc:HG %g Te-12 89/8568  Colon TxWk_Colon
: . 9e-12 4712845 Colon TXEnhG1_Colon
J*:5 ( 11 %) 9 ILMN_168792 0.61 -0.45 0.76 RP9 retinitis pigmentosa 9 (autosomal dominant) [Source:HGNC £ 17 de-11 62/4795  Chror 6_EnhG_Fibroblasts
18 2e-10 84/8226 Lympl HOPP_Active_promoter
. — KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_DN
10 ILMN_167704 0.6 -0.7 0.65 AKR7A2 aldo—keto reductase family 7 member A2 [Source:HGNC Syn %g ze 18 i:; ji; EiE‘ | (A)*RNA bindi - = = -
e— poly inding
21 2e-09 95/10430 Brain Overlap_fetal_midbrain_Quies
ILMN_320702 0. -0. . :
11 - %9 068 055 22 3e-09 90/9635  Chror 3_TssF_Fibroblasts
23 8e-09 16/450  GSE/ STARK_PREFRONTAL_CORTEX_22Q11_DELETION_DN
12 ILMN_16630C 058 -0.51 0.66  STOML2stomatin like 2 [Source:HGNC Symbol;Acc:HGNC:14559] 24 66-08 28/1547 Golon LaPointe_mucosa-posiion. kmeans,_N_ cecum colon_ascending colon UF
. . 25 9e-08 70/6970 Chror 5_Tx_Neuronal_Progenitor
Overview Map SpOt 13 IMN_174483 058 052 041 26 1e-07 6/39 GSEf CHEN_HOXAS_TARGETS_9HR_DN
) o 27 1e-07 21/933  Refer PROTEINATLAS_adrenal gland
100 100 14 ILMN_230984 0.57 -0.74 051 FXYD5 FXYD domain containing ion transport regulator 5 [Source:H( 28 16-07 42/3164 Brain Mid_Frontal_Lobe ZNF
90 90 29 1e-07 14/416  Chror 4_TxTrans_Neuronal_Progenitor
80 80 15 ILMN_168792 056  -0.53 0.8 JIMID8  jumonji domain containing 8 [Source:HGNC SymboliAcc:HGH - 30 2e-07 7171 BP  mitochondrial translational termination
31 3e-07 23/1167 Referr PROTEINATLAS_gallbladder
70 70 16 ILMN_239504 0.56 -0.48 0.52 HSPA4 heat shock protein family A (Hsp70) member 4 [Source:HGN( 32 3e-07 13/374 CC  mitochondrial inner membrane
60 60 — 33 3e-07 93/10999 Colon TssWk_Colon
50 50 - 17 ILMN_235820 055 -045 065  SRRT serrate, RNA effector molecule [SourcetHGNC SymboliAcc:H 34 3e-07 63/6138 Colon TssD2_Colon
35 5e-07 15/529  GSE/ CAIRO_HEPATOBLASTOMA_CLASSES_UP
40 40 18 ILMN_21865¢ 0.54 -0.46 0.72 RPP21 ribonuclease P/MRP subunit p21 [Source:HGNC Symbol;Acc 36 6e-07 25/1417 GSE/ PUJANA_BRCA1_PCC_NETWORK
30 1 30 37 6e-07 91/10779 Colon Enh_Colon
20 20 19 ILMN_172112 054  -0.48 0.44  TOMM34translocase of outer mitochondrial membrane 34 [Source:HG 38 7e-07 5/29 CC  mitochondrial large ribosomal subunit
10 10 - 39 8e-07 7918771  Chror 5_Tx_Melanocytes
1 1 20 ILMN_32358C 0.53 -0.47 057 POM121®0M121 transmembrane nucleoporin C [Source:HGNC Syml 40 1le-06 79/8818 MF  protein binding
L 1T 17T T T 1T 17T 171
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AQITT .
Rglk & p-value #in/all
1 0.6 1/142
2 1.0 0/111
3 1.0 0/58
4 NA 0/0
5 NA 0/0
6 NA 0/0
7 NA 0/0
8 NA 0/0
9 NA 0/0
10 NA 0/0
11 NA 0/0
12 NA 0/0
13 NA 0/0
14 NA 0/0
15 NA 0/0
ancer .
gan p-value #in/all
1 0.02 2/38
2 0.03 5/301
3 0.05 1/9
4 0.08 1/14
5 0.08 1/15
6 0.09 3/178
7 0.19 5/527
8 0.20 1/39
9 0.27 1/54
10 0.31 0/14
11 0.35 1/73
12 0.39 0/14
13 0.52 0/12
14 0.84 21554
0.93 0/15
mafl tes .
ganﬂo aﬁ QIEI?LE@ e #in/all
1 6e-18 62 /3450
2 4e-16 116 /12298
3 le-14 117/12983
4 4e-14 109 /11455
5 6e-13 725699
6 2e-12 108 /11836
7 4e-11 6214795
8 3e-09 90/9635
9 9e-08 70/6970
10 1e-07 14/416
11 8e-07 79/8771
12 4e-06 29/2028
13 1e-05 70/ 7854
14 4e-05 56 /5956
6e-04 88/11847
S’%EA quvalue #in/all
1 3e-10 24887
2 8e—-09 16 / 450
3 1e-07 6/39
4 5e-07 15/529
5 6e-07 25/1417
6 2e-06 16/ 669
7 3e-06 12/389
8 4e-06 17/797
9 5e-06 8/162
10 5e-06 9/217
11 6e-06 10/282
12 9e-06 13/509
13 3e-05 71154
14 4e-05 9/276
5e-05 12/515
L noma
XrEp p-value #in/all
le-13 84/7275
2 3e-13 70/5356
3 2e-10 84/8226
4 3e-06 17/772
5 3e-06 177
6 2e-05 71/8098
7 3e-04 71220
8 4e-04 4160
9 4e-04 71232
10 1e-03 9/455
11 5e-03 4/115
12 5e-03 2/18
13 1e-02 56/7448
14 2e-02 14 /1270
3e-02 2/43
IRNA PI se
H‘ PHRS€  sinval
1 0/7
2 1 0/123
3 1 0/68
4 1 0/63
5 1 0/3
6 1 0/116
7 1 0/95
8 1 0/2
9 1 0/124
10 1 0/48
11 1 0/7
12 1 0/20
13 1 0/65
14 1 0/3
15 1 0/127
reterence Si nature
RanL p—va?ug #in/all
1 1e-07 21/933
2 3e-07 23/1167
3 3e-06 19/ 95
4 4e-06 21/1176
5 5e-06 21/1194
6 6e-06 13/490
7 9e-06 16 /759
8 1e-05 19/1063
9 2e-05 13/535
10 2e-05 14/619
11 2e-05 18/1003
12 2e-05 16/816
13 3e-05 11/416
14 4e-05 17 /960
15 4e-05 20/1268

Geneset

HORVATH_aging_genes meth UP
HORVATH_aging_genes meth DOWN
TESCHENDORFF_age_hypermethylated

Geneset

KUIPER_MM good survival

SPANG_BCL6-index2

GENTLES_modul5

GENTLES_modul10

SOTIRIOU BREAST _CANCER_GRADE_1_VS_3 DN
SPANG_LPS-index2

Lembcke Normal vs Adenoma

ZHANG_MM u

KUIPER_MM poor survival

LIU_COMMON_CANCER GENES
SHAUGHNESSY_MM hlgﬁrlsk

LIU_PROSTATE_CAN

SOTIRIOU_BREAST CANCER GRADE_1_VS_3_UP
Lembcke_Colonic Inflammation ~
LIU_PROSTATE_CANCER_DN

Geneset
4_TxTrans_Fibroblasts
2_TssA_Melanocytes
2_TssA_Neuronal_Progenitor
2_TssA_Fibroblasts
6_EnhG_ Melanocytes

3 Tssk Melanocyles

5_Tx_Neuronal_Progenitor
4_TxTrans_Neuronal_Progenitor
5_Tx_Melanocytes
4_TxTrans_Melanocytes
5_Tx_Fibroblasts
3_TsSF_Neuronal_Progenitor
7_Enh_Neuronal_Progenitor

Geneset

KRIGE_RESPONSE_TO_TOSEDOSTAT 24HR_DN
STARK_PREFRONTAL_CORTEX_22Q1I_DELETION_DN
CHEN_HOXA5_TARGETS_9HR_DN
CAIRO_HEPATOBLASTOMA CLASSES up

PUJANA_BRCAL PCC_NETWO!

PUJANA_CHEK2_PCC_| NETWORK

GARY_CD5_TARGETS_DN

KRIGE_ RESPONSE_TO_TOSEDOSTAT_6HR_DN
PENG_LEUCINE_DEPRIVATION_DN
PENG_RAPAMYCIN_RESPONSE DN
PENG_GLUTAMINE_DEPRIVATION_DN

PARENT MTOR_SIGNALING_UP
YAO_TEMPORAL_RESPONSE_TO_PROGESTERONE_CLUSTER_17
BORCZUK_MALIGNANT_MESOTHELIOMA_UP

FULCHER _INFLAMMATORY_RESPONSE_LECTIN_VS_LPS_UP

Geneset
HOPP_Txn_elongation
HOPP_Txn_transition
HOPP_Active_promoter

Hopp_June14_MMML937 tumors+controls_group.overexpression_D_cell line,

WIRTH Iymphoma937 spot D
HOPP_Weak_promote!

Hopp_Junels_| MMML937 tumors+controls_group.overexpression_B_cell line.

SPANG_BAFF 9hrs DN
WIRTH_ lymphoma937_spot B
SPANG_CD40 6hrs DN
ROSOLDWSKI_green total
Aukema _BCL2 UP_BCL6 DN
HOPP_Strong_enhancer
SPANG_BCR UP
Monti_OxPhos_cluster

Geneset

Thyroid carcinoma, papillary
Pancreatic cancer

Glioblastoma multiforme, somatic
Gastrointestinal

Pituitary adenoma

Cancer

Colorectal cancer

Adenomas, multiple colorectal
Prostate cancer

Alzheimer disease, susceptibility to
Schizophrenia, suscepublllty to
Parkinson disease
Hepatocellular carcinoma

Down syndrome, risk of

Melanoma and neural system tumor syndrome

Geneset
PROTEINATLAS_adrenal gland
PROTEINATLAS gallbladder
PROTEINATLAS _nasopharynx
PROTEINATLAS_duodenum
PROTEINATLAS stomach
PROTEINATLAS heart muscle
PROTEINATLAS epididymis
PROTEINATLAS_tonsil
PROTEINATLAS spleen
PROTEINATLAS salivary gland
PROTEINATLAS_appendix
PROTEINATLAS_endometrium
PROTEINATLAS ovary
PROTEINATLAS_cerebellum
PROTEINATLAS_colon

E nk p-value
1 2e-07
2 3e-06
3 3e-05
4 5e-05
5 6e-04
6 1e-03
7 1e-03
8 2e-03
9 2e-03
10 2e-03
11 3e-03
12 3e-03
13 3e-03
14 3e-03
15 4e-03
g(r"ik p-value
1 8e-14
2 3e-07
3 7e-07
4 2e-05
5 le-04
6 2e-04
7 1e-03
8 6e-03
9 7e-03
10 9e-03
11 9e-03
12 9e-03
13 9e-03
14 le-02
1le-02
Q%Lon Canggt
6e-21
2 le-19
3 5e-15
4 7e-12
5 9e-12
6 6e-08
7 3e-07
8 3e-07
9 6e-07
10 2e-06
11 le-04
12 1e-03
13 1e-03
14 2e-03
15 le-02
E'aML p-value
1 6e-05
2 3e-04
3 4e-03
4 4e-03
5 4e-03
6 8e-02
7 8e-02
8 9e-02
9 9e-02
10 le-01
11 2e-01
12 2e-01
13 3e-01
14 5e-01
15 5e-01
Me'(anorp%alue
1
2 1.0
3 1.0
4 1.0
5 1.0
6 1.0
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA
MIKNA target
Rank p—vgﬁe
1 2e-04
2 4e-04
3 9e-04
4 9e-04
5 2e-03
6 3e-03
7 3e-03
8 4e-03
9 5e-03
10 5e-03
11 6e-03
12 le-02
13 le-02
14 2e-02
15 2e-02
Igrh?merg—%alue
1 1
2 1
3 NA
4 NA
5 NA
6 NA
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA

#in/all
7/71
6/69
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#in/all
106 / 9054
107/ 9555
87 /7354
89 / 8568
47 /2845
28/ 1547
93/10999
63/6138
91/10779
18/831
72/8678
4715373
14/ 965
23/2073
26 /2810

#in/all

143

N

13

N

Geneset
mitochondrial translational termination
mitochondrial translational elongation
nucleic acid phosphodiester bond hydrolysis
rRNA processing
cellular response to glucose starvation
cellular response to UV
negative regulation of intrinsic apoP[otlc signaling pathway in response to DN,
positive regulation of transcnptlon rom RNA polymerase 1l promoter in respor
maturation of LSU-TR
ERK-mediated unfolded protein response
alternative mRNA splicing, via spliceosome
cerebellar Purkinje cell layer development
positive regulation of telomerase RNA localization to Cajal body
IRE1-mediated unfolded protein response
double-strand break repair

Geneset

mitochondrion

mitochondrial inner membrane )
mitochondrial large ribosomal subunit
nucleolus

nucleoplasm

nucleus
condensed nuclear chromosome
mitochondrial small ribosomal subunit
histone methyltransferase complex
mitochondrial ribosome

MLL1 complex

cytoplasm

preribosome, large subunit precursor
small-subunit processome

COP9 signalosome

Geneset

Tx_Colon

TssA_Colon

TssF_Colon

TxWk_Colon

TxEnhG1_Colon

LaPointe_mucosa-position_kmeans_N_cecum colon_ascending colon_UP_a
TssWk_Colon

TssD2_Colon

Enh_Colon

Pentrack_CRC_TCGA_group.over_C_normal_DN

Quies3_Colon

EnhWk1_Colon

Pentrack_CRC_TCGA_corr_R_normal_DN

LaPointe_mucosa-position _kmeans_G_cecum colon_ascending colon_UP_ti
EnhA_Colon

Geneset
HALLMARK_OXIDATIVE_PHOSPHORYLATION
HALLMARK_UNFOLDED_PROTEIN_RESPONSE
HALLMARK_ADIPOGENESIS
HALLMARK_MYC_TARGETS_V2
HALLMARK_GLYCOLYSIS
HALLMARK_MYC_TARGETS_V1
HALLMARK_E2F TARGETS
HALLMARK_G2M_CHECKPOINT
HALLMARK”P53_PATHWAY
HALLMARK_HYPOXIA
HALLMARK_UV_RESPONSE.
HALLMARK_FATTY_ACID _| METABOLISM
HALLMARK_MTORC1_SIGNALING
HALLMARK_DNA_REPAIR
HALLMARK_UV_RESPONSE_DN

Geneset
Hugo_melanoma-BRAFmut-MET_UP
Hugo_melanoma-all-MET_UP
Hugo_melanoma-all-MET_DN
Hugo_melanoma-BRAFmut-MET_DN
Hugo_melanoma-all-LEF1_UP
Hugo_melanoma-BRAFmut-LEF1_UP

Geneset
hsa-miR-140-5p
hsa-let-7c
hsa-let-7b
hsa-let-7e
hsa-miR-658
hsa-let-7f
hsa-let-7g
hsa-let-7a
hsa-miR-379
hsa-miR-1236
hsa-let-7d
hsa-miR-: 24
hsa-miR-5;
hsa-miR-: 323b 5p
hsa-let-7i

Geneset
Alternative lengthening of telomeres
Nabetani_alt len telomeres_genes_ko
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p-value
le-17
3e-12
2e-09
1le-07
2e-05
2e-05
8e-03
4e-02
8e-02
9e-02
le-01
3e-01
5e-01
6e-01
8e-01

p-value
2e-05
3e-03
2e-02
2e-02
3e-02
4e-02
6e-02
9e-02
9e-02
1e-01
2e-01
3e-01
3e-01
3e-01

p-value

p-value
8e-10
1e-06
4e-05
2e-03
3e-03
3e-03
5e-03
6e-03
le-02
le-02
2e-02
2e-02
2e-02
2e-02
2e-02

HDW ﬁg\/alue

Réni

7e-04

#in/all
104/ 9504
97 /9815
95 /10430
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#in/all

53 /5067
444345
61 /6868
21/1498
2712215
50 /5442
20/ 1452
49 /5312
18 /1231
50/5518
42 /4362
49 /5383
52 /5961
56 /6578
52 /5984

Geneset
Overlap_fetal_midbrain_K9K27me3
Overlap_fetal_midbrain_ReprPC
Overlap_fetal_midbrain_Quies
Mid_Frontal_Lobe ZNF
Overlap_fetal_midbrain_zZNF
Overlap_fetal_midbrain_HetRpts
Mid_Frontal_Lobe_Het
Fetal_ReprPCWk —

Fetal_HetRpts
Overlap_fetal_midbrain_ReprPCWk
Fetal Het
Overlap_fetal_midbrain_Het
Overlap_fetal_midbrain_Tx
Mid_Frontal_Lobe_HetRpts
Mid_Frontal_Lobe_TxTrans

Geneset

Geneset

Stuehler_Proteins_up_in_STS
WILLSCHER_GBM_Verhaak-PNwt & CL_up
WILLSCHER_GBM_LTSmut_proteomics—E_UP
WILLSCHER_GBM_Verhaak-CL_up
GIEZELT_GBM_MGMTmethyl_up_VS_nonmethyl

Up
WILLSCHER_GBM proleomlcs wtOnly_Differencelist
GIEZELT_GBM_STS _up_VS_LTS
Hopp_Sturm_GBM_Epi3_no_zentr_6_fetus_UP
WILLSCHER_GBM proteomlcs wiOnly_SpotB
WILLSCHER_GBM _proteomics_wtOnly_SpotC
WILLSCHER_GBM_proteomics_wtOnly_SpotG
Sturm_GBM_Meth _overexpression_F_IDH_UP
Christensen_hypermethylated_in_primary_glioblastoma
Sturm_GBM_Meth_overexpression_D_G34_UP

Geneset

Homuth_BMI-associated—genes_DN
Homuth_BMI-associated-genes_UP

DUMEAUX_Smoking enriched genes

DUMEAUX_Smoking literature genes up

DUMEAUX_Exercising non smoker literature enriched genes
DUMEAUX_Estrogen related in smokers literature genes up
DUMEAUX_Estrogen related in non smokers literature genes up
DUMEAUX_Hormon therapy in non smokers literature genes up
DUMEAUX_Monocytes in smokers literature genes u
DUMEAUX_Red blood cells in non smokers literature genes up
DUMEAUX_Women normal BMI literature genes up
DUMEAUXiHigh bmi enriched genes

DUMEAUX_Fasting enriched genes
Huan_blood-pressure_SBP-signature
Huan_blood-pressure_DBP-signature

Geneset

poly(A) RNA binding

protein binding

exonuclease activity

ligand-dependent nuclear receptor transcription coactivator activity
methyltransferase activity

structural constituent of ribosome

snoRNA binding

p53 binding

unfolded protein binding

rRNA binding

histone-lysine N- methyltransferase activity
phosphoprotein bind mgb

double-stranded DNA binding

heat shock protein binding

ribosome binding

Geneset
BENTINK_ras.1
BENTINK src.2
GUSTAFSON_PI3K_UP
GUSTAFSON_PI3K_DN
BENTINK_e2f3.1
BENTINK e2f3.2
BENTINK myc.1
BENTINK ras.4
BENTINK ras.6
BENTINK src.10

Geneset
ICGC_Taf1_targets

ICGC_Zeb1_targets

ICGC_EIf1_targets
ICGC_Ets1_targets
ICGC_GabpPcr2_targets
ICGC_Pmlsc71910_targets

ICGC_Six5_targets
ICGC_Tcf12_targets
KIM_MYC targets

ICGC_Stat5_targets
ICGC_CrebI_targets
ICGC_Sp1_targets

ICGC_Pol24_targets
ICGC_Pou2 “targets
ICGC_Mta3 targets
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Spot Summary: H Spot Genelist Geneset Overrepresentation

= Rank max e r Description Rank p-value #in/all Geneset
metagenes .
_ ID min e Symbol
# genes = 278
1 ILMN_171673 3.14 -1.47 0.16 MYOM2 myomesin 2 [Source:HGNC Symbol;Acc:HGNC:7614] 1 1e-87 53/84 Referi Chaussabel_2,1_Cytotoxic cells
2 4e-33 571810 Colon Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
<r> metagenes =0.97 2 ILMN_206606 2.72 -3.26 0.08 HLA-DRB®&ajor histocompatibility complex, class II, DR beta 6 (pseudo 3 7e-26 33/288 GSE# DEURIG_T_CELL_PROLYMPHOCYTIC_LEUKEMIA_DN
<r> genes = 0.38 4 5e-22 15/34 GSE# HAHTOLA_SEZARY_SYNDROM_DN
3 ILMN_178681 2.01 -1.2 0.34 LOC1053%itlernsell immunoglobulin like receptor, two Ig domains and lo 5 5e-21 10/10 Lifesty Marjolein_ageing-genes_UP
beta: r2= 35.57 / |Og pP= -Inf 6 4e-19 19/105 BP  regulation of immune response
4 ILMN_173123 1.91 -2.04 0.77 GZMH granzyme H [Source:HGNC Symbol;Acc:HGNC:4710] 7 3e-18 23/202  GSEF JAATINEN_HEMATOPOIETIC_STEM_CELL_DN
. 8 6e-17 29/412 Referc WIRTH_Immune system
= 0,
# samples with spot = 311 ( 9.2 %) 5 IMN 173975 164  -134 053 9 3e-16 25/306  Lympl WIRTH_lymphoma937_spot E
A*:30 (8.7 %) 10 1le-15 28/425  GSE/ MATSUDA_NATURAL_KILLER_DIFFERENTIATION
AC*:5(1.5%) 6 ILMN_179068 1.63 -1.97 0.76 11 3e-15 8/10 GSE# CHAN_INTERFERON_PRODUCING_DENDRITIC_CELL
. . 12 2e-14 23/300 Lympl Hopp_Junel4_MMML937 tumors+controls_group.overexpression_E_GC-I
* . 0,
ACF*:8(3.4%) 7  ILMN_176848 163 -162 0.68 CDSA CD8amolecule [Source:HGNC Symbol;Acc:HGNC:1706] 13 3e-14 22/277  GSE LIINDUCED_T_TO_NATURAL_KILLER_UP
14 2e-13 22/301  GSE# GOLDRATH_ANTIGEN_RESPONSE
CE*:15(5.7 % 8 ILMN_170877 1.59 -1.49 0.69 GNLY  granulysin [Source:HGNC Symbol;Acc:HGNC:4414] 15 de-12 11755 GSE# PID_IL12_2PATHWAY
. (5.7 %) 16 2e-11 8/22 GSE# ONO_AML1_TARGETS_UP
9 ILMN 166446 159 105 042 17 2e-11 64/2810 Colon EnhA_Colon
- ’ ’ ’ 18 5e-11 15/162 HM  HALLMARK_ALLOGRAFT_REJECTION
* . 0, ! _
FJ*:83(17.9 %) ] ) - . 19 4e-10 9/45 GSE# REACTOME_IMMUNOREGULATORY_INTERACTIONS_BETWEEN_A_L\
% 10 ILMN_166723 158 -163 057 KIR2DL3killer cell immunoglobulin like receptor, two Ig domains and lo
J*:85(19 %) 20 4e-10 17/253  GSEf WALLACE_PROSTATE_CANCER_RACE_UP
5e-10 12/106  GSE# KEGG_NATURAL_KILLER_CELL_MEDIATED_CYTOTOXICITY
N *:24 (5.4 %) 11 ILMN_235373 157 -16 068 CD8A CD8a molecule [Source:HGNC Symbol;Acc:HGNC:1706] %% ge 0 167230 Gots BOYLAN MULTIPLE MYELOMA G D DN
e~ | |  C_D_|
ILMN 210948 8IS HGNG Symbol:Acc:HGNC 4709 23 2e-09 20/402  GSE/ SMID_BREAST_CANCER_NORMAL_LIKE_UP
12 - 156 “Lrro 078 GzMB  granzyme B [Source: ymPoLACE: ’ 1 24 4e-09 9/57 GSE/ PID_CD8_TCR_DOWNSTREAM_PATHWAY
. fibrobi. n bindi nars HGNG S 25 5e-09 11/103  GSEf BOSCO_TH1_CYTOTOXIC_MODULE
Ove rview Map Spot 13 ILMN_176194 1.56 -1.84 0.86 FGFBP2 fibroblast growth factor binding protein 2 [Source: ym 26 66-09 00/5373  Colon EnhWki_Colon
. . 27 2e-08 8/48 BP  cellular defense response
100 100 14 ILMN_238412 153 -1.65 089 ADGRG1adhesion G protein-coupled receptor G1 [Source:HGNC Syn 28 2e-08 5/10 Lifest DUMEAUX_Women normal BMI literature genes up
90 90 ) ) 29 2e-08 5/10 GSE# BIOCARTA_CTL_PATHWAY
80 80 — 15 ILMN_167823 15 -0.8 0.52 ZNF683 zinc finger protein 683 [Source:HGNC Symbol;Acc:HGNC:28 30 26-08 22/554  Canc Lembcke_Colonic Inflammation
31 2e-08 9/70 GSE/ GRABARCZYK_BCL11B_TARGETS_UP
70 70 16 ILMN_23520¢ 1.45 -1.7 0.89 ADGRG1adhesion G protein—coupled receptor G1 [Source:HGNC Syn 32 26-08 97/6138 Colon TssD2_Colon
60 60 — 33 3e-08 15/254  BP cell surface receptor signaling pathway
50 50 < 17 LMN_180749 1.44 -0.9 0.36 LAIR2 leukocyte associated immunoglobulin like receptor 2 [Source: 34 3e-08 125/8818 MF  protein binding
0 0 35 3e-08 14410779 Colon Enh_Colon
4 4 18 ILMN_232393 1.39 -0.82 0.35 LAIR2 leukocyte associated immunoglobulin like receptor 2 [Source: 36 6e-08 7137 GSE/ ONO_FOXP3_TARGETS_DN
30 1 30 37 8e-08 12/167 CC  external side of plasma membrane
20 20 19 ILMN_174063 137  -155 0.87 PRF1  perforin 1 [Source:HGNC Symbol;Acc:HGNC:9360] 38 1e-07 11/139  GSE# GAVIN_FOXP3_TARGETS_CLUSTER_P3
10 10 39 1le-07 66/3662 CC  plasma membrane
20 ILMN_165838 1.36 -1.2 0.7 KLRG1 Kkiller cell lectin like receptor G1 [Source:HGNC Symbol;Acc:+ 40 2e-07 15/293 BP  immune response
1 ——— 1 I B I
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p-value #in/all Geneset E;rzk p-value #in/all Geneset Egﬂn p-value #in/all Geneset
0.05 41142 HORVATH_aging_genes meth UP 4e-19 19/105 regulation of immune response 6e-04 43/2700 Fetal_TxTrans
0.43 1/58 TESCHENDORFF_age_hypermethylated 2e-08 8/48 cellular defense response 1e-03 32/1893 Overlap_fetal_midbrain_TssF
111 HORVATH_aging_genes meth DOWN 3e-08 15/254 cell surface receptor signaling pathway 2e-03 122/10430 Overlap_fetal_midbrain_Quies
0 2e-07 15/293 immune response 4e-03 45/ 3164 Mid_Frontal_Lobe ZNF
0 4e-07 cytolysis 5e-03 55/4112 Mid_Frontal_Lobe Repl
0 2e-06 positive regulation of phosphatidylinositol 3-kinase signaling 9e-03 109 /9504 Overlap_fetal_| mldBraln K9K27me3
0 2e-05 transmembrane receptor protein tyrosine kinase signaling pathway 1e-02 42/ 3046 Fetal_TssA
0 le-04 87 cell adhesion 1le-02 9/383 Mid_Frontal_Lobe_Tx
0 le-04 35 innate immune response 2e-02 26/1728  Fetal_ReprPCWk —
0 10 1e-04 cellular response to transforming growth factor beta stimulus 10 2e-02 30/2127 Mid_Frontal_Lobe K9K27me3
0
0
0
0
0
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11 2e-04 2 natural killer cell differentiation 11 4e-02 109/9917  Overlap_fetal_midbrain_ReprPCWk
12 2e-04 23 adaptive immune response 12 4e-02 35/2709  Mid_Frontal_Cobe_HetRpts
13 2e-04 3 positive regulation of Rho protein signal transduction 13 6e-02 17/1171 Fetal_| EnhP

5 cellular response to platelet-derived growth factor stimulus 14 7e-02 14/937 Fetal

6 natural killer cell mediated cytotoxicity 15 8e-02 121796 Overlép fetal midbrain_ZNF

14 4e-04
15 4e-04

WWWNWU BN~
g X1 T

an p-value #in/all Geneset 9 ik p-value #in/all Geneset 9&91 p-value #in/all Geneset
1 2e-08 2 /554 Lembcke_Colonic Inflammation 1 8e-08 127167 external side of plasma membrane 1 0.006 12 /536 Chr 22
2 2e-03 91 PanCan_TXmisReg_geneset_nanostring 2 1e-07 66 / 3662 lasma membrane 2 0.009 3472323 Chr1
3 3e-03 193 PanCan_PI3K_geneset_nanostring 3 1e-06 31/1252 integral component of plasma membrane 3 0.134 18/1411 Chr11
4 le-02 15 LIU_PROSTATE_CANCER_DN 4 le-05 39/1979 membral 4 0.149 15/1160 Chr 12
5 3e-02 17 PanCan_Driver_Gene_geneset_nanostring 5 2e-05 4117 T cell receptor complex 5 0.171 18/1467 Chr 19
g 3e-02 01 SPANG_BCL6-inde; ? g 0.233 517342 Chr 18
8 8 8
9 9 9

X2 2e-04
PanCarn_TGF-B_geneset_nanostring

19 vesicle
immunological synapse

3291 integral component of membrane

7e-02

2

5

7

0

4

7

2 2e-04 0.302 41289 Chr 21
1le-01 1

1

3

2

0

0

2

1

GENTLES_modui18 3e-04 1619 Chr 20

1le-01
10 le-01
11 2e-01
12 2e-01
13 4e-01

SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3 DN

7

4

5.

6e-04 8

6 PanCan_RAS_geneset_nanostring 10 1e-03 6
1

1

6!

3

5

2

4 membrane raft /1170 Chr7

21 receptor complex 10 0.575 11492 Chr2

PanCan_JAK-ST. geneset nanostring 11 1e-03 1 902
2

6

3

3

2 2 cell surface 11 0.640 Chr 4
2 LIU_BREAST_CANC 12 2e-03

3

5

3

6

11

14

8/
4 intracellular 12 0.706 8/959 Chr 16
RHODES_CANCER META SIGNATURE 13 2e-03 822 cytoplasm 13 0.737 10/1217 Chr3
14 4e-01 0 PanCan_MAPK_geneset_nanostring 14 2e-03 2464 extracellular exosome 14 0.769 71904 Chr 10
5e-01 SHAUGHNESSY_MM high risk 9e-03 33 microtubule organizing center 15 0.803 8/

ganﬂomaﬁlqa%gtes #in/all Geneset QQ‘LOH C@r\]gﬁg #in/all Geneset

7e-06 67 /4169 10_ReprPC_Fibroblasts 4e-33 57/810 Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
1le-05 124/9635 3_TssF_Fibroblasts 2e-11 64 /2810 EnhA_Colon
5e-05 51/3068 8_EnhP_Fibroblasts 6e-09 90 /5373 Enhwk1_Colon
6e-05 63 /4107 9_ReprPCWk_Fibroblasts 2e-08 97 /6138 TssD2_Colon
111/8613 7_Enh_Fibroblasts 3e-08 144 /10779 Enh_Colon
7e-05 65 /4304 9_ReprPCWk_Melanocytes 1e-06 105/7354 TssF_Colon
8e-05 142/11836 3_TssF_Melanocytes 2e-06 16 /398 Lembcke_TCGA_meth_kmeans_O_CIMP.H_DN
le-04 150/ 12741 7_Enh_Melanocytes 4e-06 147328 Pentrack_CRC_TCGA _corr_J_msi=h_UP_mss_DN
3e-04 55 /3639 1_TssP_Fibroblasts 1e-05 115/8678 Quies3_Colon
10 4e-04 139/11847 7_Enh_Neuronal_Progenitor 10 2e-05 16/ 479 Lembcke_TCGA_meth_kmeans_F_CIMP.H_UP_
11 1e-03 53/3691  9_ReprPCWk_Neuronal_Progenitor 11 3e-05 136 /10999 TssWk_Colon
12 2e-03 141/12393 15_Quies_Neuronal_Progenitor 12 5e-04 11/338 Pentrack_CRC_TCGA_group.over_B_msi-h_UP 2e-02
13 2e-03 129/11130 15 _Quies_Melanocyfes 13 5e-04 45/2845  TXEnhGI_Colon 2e-02
14 3e-03 22/1206 6_EnhG_Neuronal_Progenitor 14 9e-04 2711468 LaPointe_mucosa-position_kmeans_E_transverse colon_UP_transverse colc 14 4e-02
4e-03 63 /4795 6_EnhG_Fibroblasts 15 1e-03 115/9555 TssA_Colon 15 4e-02

1060 Chrs

e!rl& p-value #in/all Geneset

3e-07 7 Donson-cytotoxic effectors—associated with LTS in HGA
32 Donson-Misc immune function—-associated with LTS in HGA
Donson-chemokine/cytokine—receptors—associated with LTS in HGA
Christensen_hypermethylated_in_grade2_astrocytoma
2988 Hopp_Sturm_GBM_Epi3_no_zentr_2_adult_UP_G34_DN
15 Christensen_hypermethylated_in_grade3_astrocytoma
17 Christensen_hypermethylated_in_grade2_oligoastrocytoma
34 Christensen_hypermethylated_in_grade3_oligoastrocytoma
Christensen_hypermethylated_in_secondary_glioblastoma
47 Christensen_hypermethylated_in_grade2_oligodendroglioma
0 Hopp_Sturm_GBM_Epi3_E_G34_UP
Christensen, hypermethylated in_primary_glioblastoma
cultured astroglia vs. in vivo astrocytes
GIEZELT_GBM_MGMTmethyl_down_VS_nonmethyl
WILLSCHER_GBM_Verhaak-CL & MES_up

4/

2e-04 4]
4e-04 3/
5e-04 5/
7e-04 46
5e-03 5/
5e-03 5/
le-02 5/
4/

5/

5/

3/

3/

3/

6/
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Q§I<EA (%szalue #in/all Geneset ELM( p-value #in/all Geneset ek Y p-value #in/all Geneset

7e-26 33/288 DEURIG_T_CELL_PROLYMPHOCYTIC_LEUKEMIA_DN 1 5e-11 15/162 HALLMARK_ALLOGRAFT_REJECTION 5e-21 0/10 Marjolein_ageing-genes_UP

5e-22 15/34 HAHTOLA SEZARY_SYNDROM_DN 2 2e-05 9/151 HALLMARK_APOPTOSIS 2e-08 10 DUMEAUX_Women normal BMI literature genes up

3e-18 2317202 JAATINEN_HEMATOPOIETIC_STEM_CELL_DN 3 8e-05 9/186 HALLMARK_|L2_STAT5_SIGNALING 6e-07 Huan_blood-| pressure_SBP-signature

le-15 28/425 MATSUDA_NATURAL_KILLER_DIFFERENTIATION 4 3e-04 8/172 HALLMARK_INTERFERON GAMMA RESPONSE 3e-06 DUMEAUX_Exercising non smoker literature enriched genes
3e-15 8/10 CHAN_INTERFERON_PRODUCING_DENDRITIC_CELL 5 2e-03 1132 HALLMARK_UV_RESPONSE 6e-04 7 Homuth_BMI-associated-genes_UP

3e-14 22277 LI_INDUCED_T _TO_NATURAL_KILLER_UP 6 185 HALLMARK_MTORC1 SIGNALING 1e-02 Huan_blood-pressure_DBP-signature

7 5e-02 Huan_blood-pressure_HTN-signature

8
9

1

5

5

3

2

2e-13 227301 GOLDRATH_ANTIGEN_RESPONSE 1
2e-01 1 DUMEAUX_High bmi enriched genes

3

0

0

0

0

0

0

176 HALLMARK_KRAS_SIGNALING_UP
183 HALLMARK_GLYCOLYSIS

185 HALLMARK_P53_PATHWAY

186 HALLMARK_ESTROGEN_RESPONSE_LATE 10 1e+00

/
/
4e-12 11/55 PID_IL12 2PATHWAY /
/
/
1189 HALLMARK_HYPOXIA 11 1e+00
/
/
/
/

mmqmm»wmu
wmwmmhwww

3e-01 Homuth_BMI-associated-genes_DN

DUMEAUX_Smoking enriched genes

DUMEAUX_Smoking literature genes up

DUMEAUX_Estrogen related in smokers literature genes up
DUMEAUX_Estrogen related in non smokers literature genes up
DUMEAUX_Hormon therapy in non smokers literature genes up
DUMEAUX_Monocytes in smokers literature genes up

e

6

7

6

6

2e-11 8/22 ONO_AML1_TARGETS_UP 6
10 4e-10 9/45 REACTOME_IMMUNOREGULATORY_INTERACTIONS_BETWEEN_A_LYM 10 9e-03 6
6

6

5

5

3

oRP~N oh” ®

11 4e-10 17/253 WALLACE_PROSTATE_CANCER_RACE_UP 11 le-02
12 5e-10 12/106 KEGG_NATURAL KILLER _CELL_] MEDIATED _CYTOTOXICITY 12 1le-02
13 9e-10 16 /230 BOYLAN_MULTIPLE_MYELOMA C D 13 3e-02
14 2e-09 20/402 SMID_BREAST_CANCER_NORMAL | LIKE upP 14 4e-02
15 4e-09 9/57 PID_CD8_TCR_DOWNSTREAM_PATHWAY" 15 6e-02

I%er pnoim\?alue #in/all Geneset Me'(anorp%alue

3e-16 25/306 WIRTH_lymphoma937_spot E 1
2e-14 23/300 Hopp_Junel4_MMML937 tumors+controls_group.overexpression_E_GC-B- 2
4e-07 6/31 Care_Extended T—cell 3
2e-06 105/7448 HOPP_Strong_enhancer 4
le-04 105/8098 HOPP_Weak_promoter 5 1.00
6
7
8
9

191 HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION 12 1e+00
186 HALLMARK_ESTROGEN_RESPONSE_EARLY 13 1e+00
191 HALLMARK_INFLAMMATORY_RESPONSE 14 1e+00
91 HALLMARK_PEROXISOME 15 1e+00

in/all Geneset %’I’fk p-value #in/all Geneset
154 Hugo_melanoma-all-MET_DN 3e-08 125/8818  protein binding
27 Hugo_melanoma-all-LEF1_UP 7e-06 10/174 transmembrane signaling receptor activity
Hugo_melanoma-all-MET_UP 9e-05 9/188 receptor activity
Hugo_melanoma-BRAFmut-MET_UP 2e-04 4130 coreceptor activity
Hugo_melanoma-BRAFmut-MET_DN 3e-04 11/324 receptor binding
Hugo_melanoma-BRAFmut-LEFI_UP 4e-04 3 MHC class | protein binding
5e-04 3 phosphatidylinositol 3-kinase binding
8e-04 3 chemokine receptor activity
9e-04 7 0 carbohydrate binding
10 3e-03 3 antigen binding
2
3
5
3
3

wo

2e-04 5/57 Monti_Host_response_cluster
2e-04 3/13 Care_Polarized immune response
4e-04 241169 SPANG_BCR DN

1e-03 6/121 SPANG_LPS 6hrs UP

10 1e-03 10/331 SPANG_CD40 6hrs UP 10 NA
11 2e-03 83 /6559 HOPP_Weak_txn 11 NA
12 2e-03 87 /6959 HOPP_Weak_enhancer . 12 NA
13 3e-03 5/103 Hopp_Juneld. MMML937 tumors+controls_group.overexpression_MM_MM_Ll 13 NA
14 3e-03 5/105 WIRTH_lymphoma937_spot MM 14 NA 14 66-03 chemokine activity
6e-03 8/283 TARTE_Plasmablast signature 15 NA 15 6e-03 clathrin binding

H"RNA PI%&SE HyrrﬁNA E)a—(/gﬁ]é #in/all Geneset E&%@W ﬁg\/alue
0.

0.01 3/47 hsa-miR-370

CRNOUAWNE
CONOUAWNE

11 6e-03 activin binding
12 6e-03 cholesterol binding
13 6e-03 0 protein tyrosine kinase activity

WU L W b
“oNONODONG

in/all Geneset

/14 GUSTAFSON_PI3K_UP
15 GUSTAFSON_PI3K_DN
BENTINK_e2f3.1
BENTINK e2f3.2
BENTINK myc.1
BENTINK ras.1
BENTINK ras.4
BENTINK ras.6
BENTINK src.10
BENTINK src.2

in/all Geneset
Thyroid carcinoma, papillary
3 Pancreatic cancer

s
ok

1
2. 2 0.01 3/48 hsa-mil
8 Glioblastoma multiforme, somatic 3 0.01 3/48 hsa-mil
3 Gastrointestinal 4 0.01 11/513 hsa-mi
Pituitary adenoma 5 0.01 5/145 hsa-mil
16 Cancer 6 0.01 4197 hsa-mil
5 Colorectal cancer 7 /164 hsa-mil
Adenomas, multiple colorectal 8 1493 hsa-mil
2. 9 110 hsa-mil
8 292 hsa-mil
hsa-mil
0 hsa-mi
5 272 hsa-mil
491 hsa-miR-107 14
39 hsa-miR-593 15

mmummbwmp

4 Prostate cancer
Alzheimer disease, susceptibility to 10 0.02
Schizophrenia, suscepublllty to 11 0.03
Parkinson disease 12 0.04
Hepatocellular carcinoma 13 0.05
Down syndrome, risk of 14 0.05

27 Melanoma and neural system tumor syndrome 15 0.05

I|§e$1{(e rengglﬁﬁ'g nawy rl‘r? all Geneset Iggrl&merg—%alue
1 1

le-87 53/84 Chaussabel_2,1_Cytotoxic cells

6e-17 29/412 WIRTH_Immune system 2

14 JONGENEEL Penpheral Blood Lymphocytes 3

41 VAQUERIZAS_Thymus_T! 4
9 VAQUERIZAS_Bone marrow TF 5 NA

1 6

7

8

9
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in/all Geneset Eé:nk p-value #in/all Geneset

13 Alternative lengthening of telomeres 1 1le-05 90/ 6322 ICGC_Tcf3_targets
Nabetani_alt len telomeres_genes_ko 2 3e-05 55/3348  ICGC_BatfPcrl_targets
3 4e-05 7114735 ICGC_Pul_targets

4 1e-04 43/2497  ICGC_Bcl1l_targets
5 2e-04 88/6578 ICGC_Pou2_targets
6
7
8
9

N
(]

2e-04 32/1723 HEBE_NSTR_EITghigh expression TF
4e-04 90/ 6868 ICGC_EIf1_targets
6e-04 9377247 ICGC_Runx3_targets
6e-04 71/5188 ICGC_Ebfsc137065_targets
10 7e-04 30/1669  ICGC_P300_targets
11 6e-03 48 /3507 ICGC_Rad?21_targets
12 8e-03 32/2133  ICGC_Mef2_targets
13 8e-03 58/4468  ICGC_Egrl targets
14 1le-02 80/6616  ICGC_Pax5_targets
15 1le-02 68 /5466 ICGC_Nficsc81335_targets

VAQUERIZAS _Tonsil_TF
535 PROTEINATLAS_spleen
724 PROTEINATLAS Iym[loh node
3 Chaussabel_1,4_Replication

WIRTH_Cortex cerebri 10 NA

1

2

3 JONGENEEL _Uterus 11 NA
4 VAQUERIZAS_Lung_TF 12 NA
4
6
7

WIRTH_B-cells 13 NA
VAQUERIZAS_Whole blood_TF 14 NA
VAQUERIZAS_Salivary gland_TF 15 NA
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D—-Cluster

Spot Summary: | Spot Genelist Geneset Overrepresentation

# metagenes = 24 Rank maxe T Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 421
1 ILMN_239376 2.36 -2.48 031 IGLL1  immunoglobulin lambda like polypeptide 1 [Source:HGNC Sy 1 6e-39 37/119 Referi Chaussabel_2,8_T-cells
2 5e-22 26/132 Referi Chaussabel_1,7_MHC Ribosomal proteins
<r> metagenes = 0.98 2 ILMN_177365 178 -1.17 057 LRRN3 leucine rich repeat neuronal 3 [Source:HGNC SymbolAccHC 3 2e-19 23/119  Refer Chaussabel_2,4_Ribosomal proteins
<r>genes = 0.48 4 6e-18 14/32 Lifesty Marjolein_ageing-genes_DN
3 ILMN_169107 1.77 -1.46 0.52 FCRLA Fc receptor like A [Source:HGNC Symbol;Acc:HGNC:18504] 5 5e-17 17165 BP  SRP-dependent cotranslational protein targeting to membrane
beta: r2=64.45 / |Og pP= -Inf 6 5e-16 48 /831 Colon Pentrack_CRC_TCGA_group.over_C_normal_DN
4 ILMN_173487 1.64 -1.96 0.58 CD79A CD79a molecule [Source:HGNC Symbol;Acc:HGNC:1698] 7 3e-15 2217163 BP  rRNA processing
. 8 5e-14 16/81 BP viral transcription
= 0,
# samples with spot = 287 ( 8.5 %) 5 ILMN_178270 16 128 044 9 5e-14 17196 BP translational initiation
A*:18(5.2%) 10 2e-13 15/74 GSE# REACTOME_SRP_DEPENDENT_COTRANSLATIONAL_PROTEIN_TARG
6 ILMN_165379 1.59 131 032 11 5e-13 47/965  Colon Pentrack_CRC_TCGA_corr_R_normal_DN
B 12 le-12 14/68 GSE# REACTOME_INFLUENZA_VIRAL_RNA_TRANSCRIPTION_AND_REPLIC
* - 0
CF*:3(1.1%) 7 ILMN.233792 141  -124 062  CXCRS C-X-C motif chemokine receptor 5 [Source:HGNG Symbola 13 le-12 14/69  GSEf REACTOME_3_UTR_MEDIATED_TRANSLATIONAL_REGULATION
14 le-12 13/56 GSE# REACTOME_PEPTIDE_CHAIN_ELONGATION
) ILMN 165303 1. 1 . 15 2e-12 16/101  GSE# REACTOME_TRANSLATION
FJ*:101(21.8 %) 8 - L 148 044 16 2e-12 13/58 GSE/ KEGG_RIBOSOME
J*:08 ( 219 %) 9 ILMN_170014 1.38 108 051 VPREB3 pre-B lymphocyte 3 [Source:HGNC Symbol;Acc:HGNC:1271 17 2e-12 15/87 BP nuclearftransgrlbfed mRNA catabolic process, nonsense-mediated decay
N*:5(1.1%) 18 3e-12 47/1013 MF  poly(A) RNA binding
. : 19 4e-12 20/184 BP translation
10 ILMN_236621 1.34 -1.34 057 CD79B CD79b molecule [Source:HGNC Symbol;Acc:HGNC:1699]
20 2e-11 15/99 GSE/ REACTOME_INFLUENZA_LIFE_CYCLE
) ) 5e-11 13/74 GSE# REACTOME_NONSENSE_MEDIATED_DECAY_ENHANCED_BY_THE_E
11 ILMN_171513 1.34 -1.58 0.85 CCR7  C-C motif chemokine receptor 7 [Source:HGNC Symbol;Acc: 21 © - - - - - - -
- 22 6e-11 24/317  GSE/ HSIAO_HOUSEKEEPING_GENES
ILMN 230275 ot t of 19G bind ein IS HGNG Symbol:A 23 9e-11 17/151  GSE# JISON_SICKLE_CELL_DISEASE_DN
12 . 5 133 -1.08 055 FCGBP Fc fragment of IgG binding protein [Source: ymbol;Ac 24 le-10 19/196  GSE+ REACTOME_METABOLISM_OF RNA
. N ) o . 25 6e-10 1717169 MF  structural constituent of ribosome
Ove rVIeW M ap S pot 13 ILMN_178543 1.28 -0.95 0.51 CD79B CD79b molecule [Source:HGNC Symbol;Acc:HGNC:1699] 26 86-10 10145 cc  cytosolic large ribosomal subunit
) _ 27 1e-09 16/155  GSE/ REACTOME_METABOLISM_OF_MRNA
100 100 14 ILMN_172646 1.26 -11 0.77 RPL14 ribosomal protein L14 [Source:HGNC Symbol;Acc:HGNC:10: 28 16-09 20/520  GSE/ CAIRO_HEPATOBLASTOMA CLASSES_UP
90 90 29 2e-09 25/402  GSE/ SMID_BREAST_CANCER_NORMAL_LIKE_UP
80 80 - 15 ILMN_170042 124 089 045 30 3e-09 10/51  Refer Chaussabel_13_B-cells
31 2e-08 22/354  GSEf REACTOME_METABOLISM_OF_PROTEINS
70 70 16 ILMN_236604 122  -0.87 051  ITM2C integral membrane protein 2C [Source:HGNC Symbol:AccHC 39 5e-08 20/316  GSE/ RHEIN_ALL_GLUCOCORTICOID_THERAPY_DN
60 60 — 33 5e-08 23/412  Referr WIRTH_Immune system
50 50 < 17 LMN_166245 1.21 -0.72 041 FCER2 Fc fragment of IgE receptor Il [Source:HGNC Symbol;Acc:HC 34 1e-07 261535 Referr PROTEINATLAS_spleen
0 0 35 1e-07 7128 GSE# KEGG_PRIMARY_IMMUNODEFICIENCY
4 4 18 ILMN_20485¢ 1.19 -0.72 054 LRRN3 leucine rich repeat neuronal 3 [Source:HGNC Symbol;Acc:H( 36 1e-07 47/1417 GSE/ PUJANA_BRCAL_PCC_NETWORK
30 1 30 37 2e-07 8/44 GSE/ BILANGES_SERUM_AND_RAPAMYCIN_SENSITIVE_GENES
20 20 4 19 ILMN_168045 1.19 -091 048 ITM2C  integral membrane protein 2C [Source:HGNC Symbol;Acc:H( 38 3e-07 24 1 490 GSE/ BERENJENO_TRANSFORMED_BY_RHOA_UP
10 10 < 39 3e-07 8/46 GSE# LEE_EARLY_T_LYMPHOCYTE_DN
20 ILMN_177262 1.14 -1.22  0.39 NSG1 Neuron-specific protein family member 1 [Source:UniProtkB 40 9e-07 13/162 HM  HALLMARK_ALLOGRAFT_REJECTION
1 ——— 1 I B I
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Rglk & p-value #in/all

1 0.2 3/111

2 0.6 2/142

3 1.0 0/58

4 NA 0/0

5 NA 0/0

6 NA 0/0

7 NA 0/0

8 NA 0/0

9 NA 0/0

10 NA 0/0

11 NA 0/0

12 NA 0/0

13 NA 0/0

14 NA 0/0

15 NA 0/0

ga% cer p-value #in/all

1 8e-04 3/13

2 3e-03 4/39

3 2e-02 2/15

4 2e-02 2/15

5 2e-02 2/16

6 7e-02 13/554

7 8e-02 1/6

8 le-01 2/36

9 le-01 1/9

10 2e-01 1/13

11 2e-01 1/13

12 2e-01 0/13

13 2e-01 1/14

14 2e-01 1/14
2e-01 1/14

ganﬂomaﬁlqa%gtes #in/all

1 2e-04 17/416

2 4e-04 49/2028

3 2e-03 71/ 3450

4 2e-02 87/4795

5 2e-02 101 /5699

6 6e-02 116 /6970

7 8e-02 241206

8 4e-01 183/12298

9 7e-01 165 /11455

10 7e-01 185/12983

11 8e-01 168/11836

12 8e-01 135/9635

13 8e-01 109 / 7854

14 8e-01 122/8771
8e-01 81/5956

S’%EA quvalue #in/all

1 2e-13 15/74

2 le-12 14/68

3 le-12 14769

4 le-12 13/56

5 2e-12 16/101

6 2e-12 3/58

7 2e-11 15/99

8 5e-11 13/74

9 6e-11 24/317

10 9e-11 17/151

11 le-10 19/196

12 1e-09 16/155

13 1e-09 29/529

14 2e-09 25/ 402
2e-08 22/354

L noma }

XrEp p-value #in/all

1e-06 12/139

2 1e-06 12/141

3 1e-05 9/94

4 2e-05 112 /5356

5 2e-04 9/134

6 1e-03 13/331

7 2e-03 6/88

8 2e-03 132/ 7275

9 2e-03 2/12

10 2e-03 6/92

11 3e-03 140

12 5e-03 6/109

13 8e-03 13/408

14 1e-02 130 /7448
1le-02 5

H"RNA P|§§@ese #injall

1 0/7

2 1 0/123

3 1 0/68

4 1 0/63

5 1 0/3

6 1 0/116

7 1 0/95

8 1 0/2

9 1 0/124

10 1 0/48

11 1 0/7

12 1 0/20

13 1 0/65

14 1 0/3

15 1 0/127

reterence Si nature

RanL p—va?ug #in/all

1 6e-39 37/119

2 5e-22 26/132

3 2e-19 23/119

4 3e-09 10/51

5 5e-08 23/412

6 1e-07 26/535

7 1e-05 271724

8 2e-05 34/1063

9 8e-04 32/1194

10 1e-03 27/ 960

11 1e-03 24816

12 1e-03 31/1173

13 1e-03 15/ 416

14 3e-03 4740

15 3e-03 29/1138

Geneset

HORVATH_aging_genes meth DOWN
HORVATH_aging_genes meth UP
TESCHENDORFF_age_hypermethylated

Geneset

GENTLES modul18

ZHANG_MM up
SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_DN
WOLFER_overlap genes

GENTLES_modul1l

Lembcke_Colonic Inflammation

ZHANG_MGUS u|

PanCan_HK_geneset_nanostring
GENTLES_modul5

GENTLES_modulé

GENTLES_modul12

RHODES CANCER_META _ SIGNATURE
LIU_COMMON_CANCER_GEN!
BEN-PORATH_UP

GENTLES_modull

Geneset
4_TxTrans_Neuronal_Progenitor
4_TxTrans_Melanocytes
4_TxTrans_Fibroblasts
6_EnhG_Fibroblasts
6_EnhG_Melanocytes
5_Tx_Neuronal_Progenitor
6_EnhG_Neuronal_Progenitor
2_TssA_Melanocytes
2_TssA_Fibroblasts
2_TssA_Neuronal_Progenitor
3_TssF_Melanocytes

3 TssF_Fibroblasts
5_Tx_Fibroblasts
5_Tx_Melanocytes
3_TssF_Neuronal_Progenitor

Geneset
REACTOME_SRP_DEPENDENT_COTRANSLATIONAL_PROTEIN_TARGE]
REACTOME_INFLUENZA_VIRAL_RNA_TRANSCRIPTION_AND_REPLICAI
REACTOME_3_UTR_MEDIATED_TRANSLATIONAL_REGULATION
REACTOME_PEPTIDE_CHAIN_ELONGATION
REACTOME_TRANSLATION

KEGG_RIBOSOME

REACTOME_INFLUENZA LIFE_CYCLE
REACTOME_NONSENSE_MEDIATED_DECAY_ENHANCED_BY_THE_EXC
HSIAO_HOUSEKEEPING_GENES

JISON_SICKLE_CELL DISEASE_DN

REACTOME_METABOLISM_OF RNA
REACTOME_METABOLISM_OF_MRNA

CAIRO_HEPATOBLASTOMA CLASSES_UP
SMID_BREAST_CANCER_NORMAL_LIKE_UP
REACTOME_METABOLISM_OF_PROTEINS

Geneset

Hopp_June14_MMML937 tumors+controls_group.overexpression_F_FL_tons
WIRTH_lymphoma937_spot F

Sha_BL UP

HOPP_Txn_transition

DAVE_BL-vs-DLBC

SPANG CD4OGh upP

WIRTH:Iymphoma937_sp0t A

HOPP_Txn elongatlon

SPANG_BCR U

Hopp_June14 | MMML937 tumors+controls_group.overexpression_A_mBL_ce
Monti_BCR_cluster

ROSOLOWSKI_blue total

TARTE_Mature plasma cell signature

HOPP_Strong_enhancer

TARTE_B-cell signature

Geneset

Thyroid carcinoma, papillary
Pancreatic cancer

Glioblastoma multiforme, somatic
Gastrointestinal

Pituitary adenoma

Cancer

Colorectal cancer

Adenomas, multiple colorectal
Prostate cancer

Alzheimer disease, susceptibility to
Schizophrenia, suscepublllty to
Parkinson disease
Hepatocellular carcinoma

Down syndrome, risk of

Melanoma and neural system tumor syndrome

Geneset

Chaussabel_2,8_T-cells
Chaussabel_1,7_MHC Ribosomal proteins
Chaussabel_2,4_Ribosomal proteins

Chaussabel_1,3_B—cells
WIRTH_Immune < system
PROTEINATLAS_spleen
PROTEINATLAS lymph node
PROTEINATLAS_tonsil
PROTEINATLAS stomach
PROTEINATLAS cerebellum
PROTEINATLAS_endometrium
PROTEINATLAS rectum
PROTEINATLAS oval
VAQUERIZAS_Thyi rolgl TF
PROTEINATLAS small intestine

E nk p-value
1 5e-17
2 3e-15
3 Se-14
4 Se-14
5 2e-12
6 4e-12
7 4e-05
8 4e-05
9 6e-05
10 6e-04
11 1e-03
12 1e-03
13 2e-03
14 2e-03
15 2e-03
g(r"ik p-value
1 8e-10
2 3e-06
3 5e-06
4 1e-05
5 5e-05
6 7e-05
7 9e-05
8 le-04
9 2e-04
10 6e-04
11 9e-04
12 1e-03
13 2e-03
14 2e-03
4e-03
Q%Lon CangeL
5e-16
2 5e-13
3 le-05
4 le-04
5 2e-03
6 5e-03
7 5e-03
8 8e-03
9 le-02
10 2e-02
11 2e-02
12 3e-02
13 3e-02
14 5e-02
15 5e-02
E'aML p-value
1 9e-07
2 8e-06
3 3e-03
4 4e-02
5 4e-02
6 5e-02
7 6e-02
8 7e-02
9 le-01
10 2e-01
11 3e-01
12 3e-01
13 3e-01
14 3e-01
15 4e-01
Me'(anorp%alue
1
2 1
3 1
4 1
5 1
6 1
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA
MIKNA target
Ral p—ng
1 0.01
2 0.02
3 0.05
4 0.06
5 0.06
6 0.06
7 0.07
8 0.08
9 0.09
10 0.09
11 0.09
12 0.09
13 0.10
14 0.13
15 0.14
Igrh?merg §/alue
1
2 1
3 NA
4 NA
5 NA
6 NA
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA

#in/all

[ty Yhapapapaiing

134 /7354
164 / 9555
45/ 2073
8/

148/ 9054

#in/all

130

(A2 S

N

S
2
No @

©000000000000000 H
COO0O0O0O0O0O0OONE

Geneset

SRP-dependent cotranslational protein targeting to membrane
rRNA processing

viral transcription

translational initiation

nuclear—transcribed mRNA catabolic process, nonsense-mediated decay
translation

T cell costimulation .

ribosomal small subunit biogenesis

B cell receptor signaling pathway

maturation of LSU-rRNA

protein homotetramerization

immune response

lymph node development

ribosomal large subunit biogenesis

adaptive immune response

Geneset

cytosolic large ribosomal subunit
nucleolus

ribosome

U4/U6 x U5 tri-snRNP complex
cytosolic small ribosomal subunit

focal adhesi

Tcell receptor complex

membrane

external side of plasma membrane
DNA-directed RNA polymerase | complex
immunological synapse

cytosol

small nuclear ribonucleoprotein complex
telomerase holoenzyme complex
precatalytic spliceosome

Geneset

Pentrack_CRC_TCGA_group.over_C_normal_DN
Pentrack_CRC_TCGA_corr_R_normal_DN
Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
TxEnhG2_Colon

TssF_Colon

TssA_Colon

LaPointe_mucosa-position_kmeans_G_cecum colon_ascending colon_UP_ti
Kosinski_lower-crypt-long-list

TxEnhG1_Colon

Lembcke_TCGA_meth_kmeans_O_CIMP.H_DN
LaPointe_mucosa-position_kmeans_H_cecum colon_ascending colon_UP_
K9acLow_Colon

LaPoimeimucosa—positionﬁkmeansﬁNicecum colon_ascending colon_UP_a
EnhA_Colon

Tx_Colon

Geneset

HALLMARK_ALLOGRAFT | REJECTION
HALLMARK_MYC_TARGETS_V:
HALLMARK_DNA_REPAIR

HALLMARK_E2F TARGETS
HALLMARK_MYC TARGETS_V2
HALLMARK_MITOTIC_SPINDLE
HALLMARK_ESTROGEN_RESPONSE_EARLY
HALLMARK_UNFOLDED_PROTEIN _RESPONSE
HALLMARK_PANCREAS BETA_CELLS
HALLMARK_BILE_ACID_METABOLISM
HALLMARK_APICAL_JUNCTION
HALLMARK_IL2_STAT5_ SIGNALING
HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_NOTCH_SIGNALING
HALLMARK_ANDROGEN_RESPONSE

Geneset
Hugo_melanoma-all-MET_UP
Hugo_melanoma-all-MET_DN
Hugo_melanoma-BRAFmut-MET_UP
Hugo_melanoma-BRAFmut-MET_DN
Hugo_melanoma-all-LEF1_UP
Hugo_melanoma-BRAFmut-LEF1_UP

Geneset
hsa-miR-193a-3p
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mi
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-mil
hsa-miR-149
hsa-miR-299-3p

Geneset
Alternative lengthening of telomeres
Nabetani_alt len telomeres_genes_ko

RIAN

p-value

1 8e-05
2 7e-03
3 1e-02
4 2e-02
5 2e-01
6 2e-01
7 2e-01
8 4e-01
9 4e-01
10 4e-01
11 5e-01
12 5e-01
13 7e-01
14 8e-01
15 8e-01
9:91 p-value
1 0.08
2 0.13
3 0.17
4 0.19
5 0.25
6 0.25
7 0.29
8 0.30
9 0.30
10 0.45
11 0.53
12 0.61
13 0.65
14 0.67
15 0.70
Ee!rl& p-value
1 0.004
2 0.020
3 0.052
4 0.112
5 0.131
6 0.138
7 0.157
8 0.199
9 0.200
10 0.288
11 0.309
12 0.366
13 0.377
14 0.377
15 0.386
LIT Style

ek Y p-value
1 6e-18
2 7e-05
3 3e-02
4 4e-01
5 4e-01
6 1e+00
7 1e+00
8 1e+00
9 1e+00
10 1e+00
11 1e+00
12 1e+00
13 1e+00
14 1e+00
15 1e+00
%Ek p-value
1 3e-12
2 6e-10
3 1e-04
4 5e-04
5 6e-04
6 8e-04
7 2e-03
8 4e-03
9 5e-03
10 8e-03
11 1e-02
12 le-02
13 2e-02
14 2e-02
15 2e-02
Ef?htpw ﬁg\/alue
1 0.2
2 0.2
3 1.0
4 1.0
5 1.0
6 1.0
7 1.0
8 1.0
9 1.0
10 1.0
11 NA
12 NA
13 NA
14 NA
15 NA
Ez—é:nk p-value
1 1e-05
2 1e-05
3 2e-05
4 2e-05
5 2e-03
6 4e-03
7 3e-02
8 3e-02
9 6e-02
10 7e-02
11 7e-02
12 7e-02
13 7e-02
14 8e-02
15 9e-02

#in/all

149/ 9504
30/1728
148 /9815

#infall
26/1318

10/769

#in/all
2/7
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100/ 5961
81/4735

1/5

86 /5067
109 /6578
91 /5466

Geneset
Overlap_fetal_midbrain_Het
Overlap_fetal_midbrain_ZNF
Mid_Frontal_Lobe_ZNF
Fetal_HetRpts
Mid_Frontal_Lobe

Overlap_fetal mldBraln K9K27me3
Fetal ReprPCWk
Overlap_fetal_midbrain_ReprPC
Fetal_Quies
Mid_Frontal_Lobe_HetRpts
Fetal_EnhP

Fetal_ZNF

Mid_Frontal_Lobe _Quies
Overlap_fetal_midbrain_HetRpts
Overlap_fetal_midbrain_Tx

Geneset

Chr 15

Geneset

Donson-adaptive—immunity-associated with LTS in HGA
WILLSCHER_GBM_Verhaak-PN (mut&wt) up (I)
Sturm_GBM_Meth_overexpression H_K27_UP

Donson-migration tethering and rolling—associated with LTS in HGA

Noushmehr_Pron_GCIMP_hypermeth_DN

Down_b

Hopp_Sturm_GBM_Epi3_C2_adult_fetus_DN

WILLSCHER_GBM_STSwt proteomlcs O_UP

WILLSCHER_GBM_proteomics_wtOnly_Differencelist
Hopp_Sturm_GBM_Epi3_B_adult_UP_G34_DN
Barbus_GBM_STS_vs. TS

Sturm_GBM_Meth _overexpression_|_RTK | 'PDGFRA'_UP
Donson-| MISC immune function-associated wnh LTS in HGA

WILLSCHER_GBM_proteomics_wtOnly.

Shaw. responders down_in_oligo_ glloma

Geneset

Marjolein_ageing-genes_DN
Homuth_BMI-associated—genes_UP

DUMEAUX_High bmi enriched genes

DUMEAUX_Fasting enriched genes

DUMEAUX_Smoking enriched genes
Homuth_BMI-associated—-genes_DN

DUMEAUX_Smoking literature genes up
DUMEAUX_Exercising non smoker literature enriched genes
DUMEAUX_Estrogen related in smokers literature genes up

DUMEAUX_Estrogen related in non smokers literature genes up
DUMEAUX_Hormon therapy in non smokers literature genes up

DUMEAUX_Monocytes in smokers literature genes u

DUMEAUX_Red blood cells in non smokers literature genes up

DUMEAUX_Women normal BMI literature genes up
Huan_blood-pressure_SBP-signature

Geneset

poly(A) RNA binding

structural constituent of ribosome

RNA binding

RNA polymerase | activity

pseu ourldlne synthase activity

RNA bindi |n§

snoRNA binding

ATPase binding

steroid binding

tumor necrosis factor receptor binding
protein binding

protein channel activity

cadherin binding involved in cell-cell adhesion
protein kinase A catalytic subunit binding
telomerase RNA binding

Geneset
BENTINK_ras.1
BENTINK myc.1
GUSTAFSON_PI3K_UP
GUSTAFSON_PI3K_DN
BENTINK_e2f3.1
BENTINK e2f3.2
BENTINK ras.4
BENTINK ras.6
BENTINK src.10
BENTINK src.2

Geneset

KIM_MYC targets
HEBENSTREIT _high expression TF
MYC_Targets UP

MYC_Protein synthesis degradation UP
MYC_Metabolism UP
ICGC_Myc_targets
ICGC_Mef2_targets
ICGC_Usf1_targets
ICGC_Six5_targets
ICGC_Pol24_targets
ICGC_Pul_tfargets

MYC _TF and cofactors
ICGC_Tafl_targets
ICGC_Pou2_targets
ICGC_Nficsc81335_targets



D—-Cluster

Spot Summary: J Spot Genelist Geneset Overrepresentation

# metagenes = 18 Rank max e r Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 326
1 ILMN_210544 245 -145 034  JCHAIN joining chain of multimeric IgA and IgM [Source:HGNC Symb ] 3e-30 7511417 GSEA PUJANA_BRCA1_PCC_NETWORK
2 le-24 481669  GSEA PUJANA_CHEK2_PCC_NETWORK
<r> metagenes = 0.98 2 ILMN_165218 224  -163 0.28 3 le-22 134/5356 Lympl HOPP_Txn_transition
<r>genes = 0.6 4 6e-22 60/1241 GSEA PUJANA_ATM_PCC_NETWORK
3 ILMN_173950 208  -1.34 032 5 4e-21 157 /7275 Lympl HOPP_Txn_elongation
beta: r2=96.92 / |Og pP= -Inf 6 1e-20 48 /831 Colon Pentrack_CRC_TCGA_group.over_C_normal_DN
4 ILMN_324966 189 -185 035 7 2e-19 51/1013 MF  poly(A) RNA binding
. 8 8e-18 66/1797 GSE/ PILON_KLF1_TARGETS_DN
# samples with spot = 535 ( 15.8 %) jor hi ibili 9 le-17 162 /8226 Lympl HOPP_Active_promoter
5 ILMN_18084C 1.68 -1.68 0.38 HLA-DQATajor histocompatibility complex, class Il, DQ alpha 1 [Sourct € ympl ! P
10 3e-17 54/1265 GSE/ DIAZ_CHRONIC_MEYLOGENOUS_LEUKEMIA_UP
CF*:1(0.4%) 6  ILMN_171073 139 -144 05  GZMK granzyme K [Source:HGNC Symbol;AcciHGNC:4711] 11 le-16 19/119  Refer Chaussabel 2.4 Ribosomal proteins
. ’ 12 2e-15 31/455  GSE/ ZHENG_BOUND_BY_FOXP3
7 LMN_17049 138  -161 061 13 7e-15 15478098  Lymp! HOPP_Weak_promoter
FJ*:284(61.3 %) 14 8e-15 20/170  HM  HALLMARK_MYC_TARGETS_V1
%217 (48.5 % 8  ILMN_166708 134 -165 072 CCND2 cyclin D2 [Source:HGNC Symbol:Acc:HGNC:1583] 15 le-14 19/151  GSEf JISON_SICKLE_CELL_DISEASE_DN
. (48.5 %) 16 2e-14 46/1098 GSE/ BLALOCK_ALZHEIMERS_DISEASE_DN
N*:8 ( 1.8 %) 9 ILMN_234257 1.32 -1.58 0.6 IL7R interleukin 7 receptor [Source:HGNC Symbol;Acc:HGNC:602 17 1e-13 361726 Refer. PROTEINATLAS_cervix, uterine
18 3e-12 4411167 Referr PROTEINATLAS_gallbladder
) .. - WONG_EMBRYONIC_STEM_CELL_CORE
10 ILMN 207965 124 -14 061  KLRB1 kiler celllectin like receptor BL [Source:HGNG SymbobAce::  +9 se-12 22/201  GSEf WONG. —STEM_CELL_ i
20 4e-12 61/2073 Colon LaPointe_mucosa-position_kmeans_G_cecum colon_ascending colon_UF
) 21 4e-12 14795 GSE# HAHTOLA_MYCOSIS_FUNGOIDES_CD4_DN
ILMN_206765 1. -1. A cyclin D2 [Source:HGNC Symbol;Acc:HGNC:1583] - ~ - -
1 206768 1.22 182 076 CCND2 eyl [Seu 4 ! 22 5e-12 45/1239 Referr PROTEINATLAS_testis
CD8a molecule [S HGNG Symbol-Acc:HGNG:1706 23 6e-12 167 /9815 Brain Overlap_fetal_midbrain_ReprPC
12 wwN_176037 122 081 052 CD8A a molecule [Source: ymbooLAce: ) 1 24 7e-12 39/965 Colon Pentrack CRC_TCGA_corr_R_normal_DN
. 25 7e-12 31/623 Referr PROTEINATLAS_seminal vesicle
Overview Map SpOt 13 tmn is730s 12 -166 083 26 ge-12 4111063  Refer. PROTEINATLAS._tonsil
. 27 le-11 17/168  GSE/ LEE_DIFFERENTIATING_T_LYMPHOCYTE
100 100 14 ILMN_328411 1.18 -0.87 08 nucleophosmin 1 pseudogene 25 [Source:HGNC Symbol;Acc 28 1e-11 251412 Refer. WIRTH_Immune system
90 90 ) 29 le-11 118/5936 Brain Overlap_fetal_midbrain_HetRpts
80 80 — 15 ILMN_172413 1.5 -115 076 TMEM12gansmembrane protein 123 [Source:HGNC Symbol;Acc:HGN 30 2e-11 50/1547 Colon LaPointe_mucosa-position_kmeans_N_cecum colon_ascending colon_UF
31 2e-11 29/571  Refer PROTEINATLAS_oral mucosa
70 70 16 ILMN_ 236546 113  -095 08  XBP1 X-box binding protein 1 [Source:HGNC SymbobAcGHGNC:L 35 3e-11 30/619  Refer. PROTEINATLAS_salivary gland
60 60 — 33 3e-11 30/622  GSE/ SCHLOSSER_SERUM_RESPONSE_DN
50 50 < 17 ILMN_171594 1.13 -1.24 0.88 heterogeneous nuclear ribonucleoprotein Al pseudogene 12 34 3e-11 162/9555 Colon TssA_Colon
35 5e-11 33/759 Referr PROTEINATLAS_epididymis
40 40 18 ILMN_172074 1.13 -1.32 0.89 heterogeneous nuclear ribonucleoprotein Al pseudogene 58 36 5e-11 35/ 850 Referr PROTEINATLAS_skin
30 1 30 37 6e-11 32/724  Refer PROTEINATLAS_lymph node
20 20 — 19 ILMN_207660 1.1 -1.16 0.74 38 9e-11 36/912  Refer PROTEINATLAS_ urinary bladder
10 10 - 39 9e-11 37/959 Referr PROTEINATLAS_nasopharynx
20 ILMN_191625 1.1 -1.38 065 40 9e-11 15/142  GSEf SCHLOSSER_MYC_TARGETS_REPRESSED_BY_SERUM
1 1
L 1T 17T T T 1T 17T 171
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Rglk & p-value #in/all

1 0.4 2/111

2 0.8 1/142

3 1.0 0/58

4 NA 0/0

5 NA 0/0

6 NA 0/0

7 NA 0/0

8 NA 0/0

9 NA 0/0

10 NA 0/0

11 NA 0/0

12 NA 0/0

13 NA 0/0

14 NA 0/0

15 NA 0/0

ga% cer p-value #in/all

1 3e-05 1/13

2 7e-04 11/301

3 7e-04 3/16

4 2e-03 15 /554

5 2e-03 5/82

6 4e-03 2/9

7 9e-03 2/13

8 le-02 2/14

9 1e-02 2/15

10 1le-02 2/16

11 2e-02 4/91

12 5e-02 4/117

13 5e-02 5/178

14 6e-02 4/125
7e-02 2/38

ganﬂomaﬁlqa%gtes #in/all

1 1e-08 123/6970

2 4e-06 167 /11455

3 1e-05 123/ 7854

4 2e-05 133/8771

5 3e-04 168 /12298

6 7e-04 17412983

7 1e-03 1278990

8 1e-03 87 /5699

9 2e-02 159 /12393

10 2e-02 2271206

11 le-01 137/11130

12 le-01 144711836

13 2e-01 106 / 8613

14 2e-01 71416
3e-01 115/ 9635

S’%EA quvalue #in/all

1 3e-30 7511417

2 le-24 4866

3 6e-22 60/1241

4 8e-18 66/1797

5 3e-17 541265

6 2e-15 31/45

7 le-14 19/151

8 2e-14 46/1098

9 3e-12 22/291

10 4e-12 14/95

11 le-11 17/168

12 3e-11 30/622

13 9e-11 15/ 142

14 le-10 26 /498
le-10 20/288

L noma }

XrEp p-value #in/all

le-22 134 /5356

2 4e-21 157/ 7275

3 le-17 162 /8226

4 7e-15 154 / 8098

5 3e-09 6/13

6 5e-08 127/7448

7 7e-08 12/139

8 8e-08 12/141

9 3e-04 4/28

10 7e-04 104 / 6959

11 9e-04 26/1169

12 1e-03 9/226

13 1e-03 3/19

14 1e-03 4143
2e-03 5175

H"RNA P|§§@ese #injall

1 0/7

2 1 0/123

3 1 0/68

4 1 0/63

5 1 0/3

6 1 0/116

7 1 0/95

8 1 0/2

9 1 0/124

10 1 0/48

11 1 0/7

12 1 0/20

13 1 0/65

14 1 0/3

15 1 0/127

reterence Si nature

RanL p—va?ug #in/all

1 le-16 19/119

2 le-13 36/726

3 3e-12 441167

4 Se-12 45/1239

5 7e-12 31/623

6 8e-12 41/1063

7 le-11 25/412

8 2e-11 29/571

9 3e-11 30/619

10 5e-11 33/759

11 Se-11 35/ 850

12 6e-11 32/724

13 9e-11 36/912

14 9e-11 37/959

15 le-10 37/963

Geneset

HORVATH_aging_genes meth DOWN
HORVATH_aging_genes meth UP
TESCHENDORFF_age_hypermethylated

Geneset
RHODES_CANCER_META_SIGNATURE
SPANG_BCL6-index2
GENTLES_modulll

Lembcke_Colonic Inflammation
PanCan_JAK-ST_geneset_nanostring
GENTLES_modul3

GENTLES_modul18

GENTLES_modull

WOLFER _overlap genes

GENTLES _modull6
PanCan_TXmisReg_geneset_nanostring
PanCan_Driver_Gene_geneset_nanostring
SPANG_LPS-index2
PanCari_CC+Apop_geneset_nanostring
KUIPER_MM good survival

Geneset
5_Tx_Neuronal_Progenitor
2_TssA_Fibroblasts
5_Tx_Fibroblasts
5_Tx_Melanocytes
2_TssA_Melanocytes
2_TssA_Neuronal_Progenitor
15_Quies_Fibroblasts
6_EnhG_Melanocytes
15_Quies_Neuronal_Progenitor
6_EnhG_Neuronal_Progenitor
15_Quies_Melanocytes
3_TssF_Melanocytes
7_Enh_Fibroblasts

4~ TxTrans_Neuronal_Progenitor
3_TssF_Fibroblasts

Geneset

PUJANA_BRCA1_PCC_NETWORK
PUJANA_CHEK2_PCC_NETWORK
PUJANA_ATM_PCC_NETWORK

PILON_KLF1 TARGETS_DN
DIAZ_CHRONIC_MEYLOGENOUS_LEUKEMIA_UP
ZHENG_BOUND_BY_FOXP3
JISON_SICKLE_CELL_DISEASE_DN
BLALOCK_ALZHEIMERS_DISEASE_DN
WONG_EMBRYONIC_STEM_CELL_CORE
HAHTOLA_MYCOSIS_FUNGOIDES_CD4_DN
LEE_DIFFERENTIATING_T_LYMPHOCYTE
SCHLOSSER_SERUM_RESPONSE_DN
SCHLOSSER_MYC_TARGETS_REPRESSED_BY_SERUM
FLECHNER_BIOPSY_KIDNEY TRANSPLANT_OK_VS_DONOR_UP
DEURIG_T_CELL_PROLYMPHOCYTIC_LEUKEMIA_DN

Geneset

HOPP_Txn_transition

HOPP_Txn_elongation
HOPP_Active_promoter

H —Weak _promoter

Care_Polarized immune response
HOPP_Strong_enhancer
Hopp_June14_MMML937 tumors+controls_group.overexpression_F_FL_tons
WIRTH_lymphoma937_spot F

DAVE_immune response 1

HOPP_Weak_ enhancer

SPANG_BCR DI

Hopp_Lymphoma Ep|1 no_zentr_6_MCL_DN
DAVE_c:

Monti OxPhos cluster

SPANG_LPS 6hrs DN

Geneset

Thyroid carcinoma, papillary
Pancreatic cancer

Glioblastoma multiforme, somatic
Gastrointestinal

Pituitary adenoma

Cancer

Colorectal cancer

Adenomas, multiple colorectal
Prostate cancer

Alzheimer disease, susceptibility to
Schizophrenia, suscepublllty to
Parkinson disease
Hepatocellular carcinoma

Down syndrome, risk of

Melanoma and neural system tumor syndrome

Geneset
Chaussabel_2,4_Ribosomal proteins
PROTEINATLAS_ cervix, uterine
PROTEINATLAS gallbiadder
PROTEINATLAS_testis
PROTEINATLAS_seminal vesicle
PROTEINATLAS_tonsil
WIRTH_Immune system
PROTEINATLAS_oral mucosa
PROTEINATLAS salivary gland
PROTEINATLAS_epididymis
PROTEINATLAS_skin
PROTEINATLAS_lymph node
PROTEINATLAS_urinary bladder
PROTEINATLAS _nasopharynx
PROTEINATLAS_pancreas

E nk p-value
1 2e-07
2 6e-07
3 9e-07
4 3e-06
5 6e-05
6 9e-05
7 le-04
8 1le-04
9 le-04
10 2e-04
11 3e-04
12 5e-04
13 5e-04
14 6e-04
15 6e-04
g(r"ik p-value
1 4e-09
2 2e-06
3 6e-06
4 le-05
5 1e-05
6 1e-05
7 6e-05
8 2e-04
9 3e-04
10 5e-04
11 6e-04
12 6e-04
13 7e-04
14 1e-03
2e-03
Q%Lon Canget
le-20
2 4e-12
3 7e-12
4 2e-11
5 3e-11
6 5e-09
7 2e-08
8 2e-08
9 4e-08
10 2e-06
11 2e-04
12 2e-04
13 3e-04
14 4e-04
15 6e-03
E'aML p-value
1 8e-15
2 3e-06
3 5e-06
4 2e-05
5 6e-05
6 3e-03
7 3e-03
8 4e-03
9 5e-03
10 5e-03
11 6e-03
12 6e-03
13 2e-02
14 2e-02
15 2e-02
Me'(anorp%alue
1
2 1.0
3 1.0
4 1.0
5 1.0
6 1.0
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA
MIKNA target
Rank p—vgﬁe
1 5e-08
2 7e-08
3 le-07
4 2e-07
5 3e-07
6 4e-07
7 6e-07
8 1e-06
9 1e-06
10 1e-06
11 1e-06
12 1e-06
13 2e-06
14 2e-06
15 3e-06
Igrh?merg—%alue
1 0.1
2 1.0
3 NA
4 NA
5 NA
6 NA
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA

#in/all
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39 /965
50 /1547
162 / 9555
39/1216
148 /9054
170/10999
14178568
136 /8678
3/10

69 /4034
32171468
21/810
10/338

#in/all
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1/13
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Geneset

translatlonal initiation

RNA splici

mRNA processlng

mRNA splicing, via spliceosome

nuclear—transcribed mRNA catabolic process, nonsense-mediated decay
adaptive immune response

T cell receptor signaling pathway

T cell activation

gene expression

negative regulation of apoptotic process

regulation of translational initiation

transmembrane receptor protein tyrosine kinase signaling pathway
tRNA aminoacylation for protein translation

rRNA processing

formation of translation preinitiation complex

Geneset

nucleoplasm

intracellular ribonucleoprotein complex
membrane

cytoplasm

nucleolus

cytosol

nucleus

extracellular exosome

spliceosomal complex

melanosome

chromatin

endocytic vesicle lumen

extrinsic component of cytoplasmic side of plasma membrane
ER to Golgi transport vesicle membrane
cytosolic large ribosomal subunit

Geneset

Pentrack_CRC_TCGA_group.over_C_normal_DN
LaPointe_mucosa-position_kmeans_G_cecum colon_ascending colon_UP_ti
Pentrack_CRC_TCGA_corr_R_normal_DN
LaPointe_mucosa-position_kmeans_N_cecum colon_ascending colon_UP_a
TssA_Colon

LaPointe_mucosa-position_kmeans_H_cecum colon_ascending colon_UP_
Tx_Colon

TssWk_Colon

TxWk_Colon

Quies3_Colon

KIM_MSI-in-EC

TssD1_Colon

LaPointe_mucosa-position_kmeans_E_transverse colon_UP_transverse colc
Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN'
Pentrack_CRC_TCGA_group.over_B_msi-h_UP

Geneset

HALLMARK_MYC_TARGETS_V1
HALLMARK_ALLOGRAFT_REJECTION
HALLMARK_E2F_TARGETS
HALLMARK_UNFOLDED PROTEIN_RESPONSE
HALLMARK_MTORC1_SIGNALING
HALLMARK_PROTEIN_SECRETION
HALLMARK_MYC_TARGETS V2
HALLMARK_KRAS SIGNALING_UP
HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_TNFA SIGNALING_VIA_NFKB
HALLMARK_ESTROGEN_RESPONSE_EARLY
HALLMARK_IL2_STAT5_SIGNALING
HALLMARK_G2M_CHECKPOINT
HALLMARK_ESTROGEN_RESPONSE_LATE
HALLMARK_COMPLEMENT

Geneset
Hugo_melanoma-all-MET_UP
Hugo_melanoma-all-MET_DN
Hugo_melanoma-BRAFmut-MET_UP
Hugo_melanoma-BRAFmut-MET_DN
Hugo_melanoma-all-LEF1_UP
Hugo_melanoma-BRAFmut-LEF1_UP

Geneset

hsa-miR-20a
hsa-miR-548b-5p
hsa-miR-548h

Geneset
Alternative lengthening of telomeres
Nabetani_alt len telomeres_genes_ko
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p-value
6e-12
le-11
2e-06
2e-06
2e-04
3e-04
2e-03
1le-02
2e-02
le-01
2e-01
2e-01
3e-01
4e-01
6e-01

p-value
4e-04
5e-04
2e-03
1e-02
2e-02
2e-02
3e-02
4e-02
7e-02
8e-02
8e-02
9e-02
le-01
le-01

p-value
5e-04
3e-03
2e-01
7e-01
1e+00
1e+00
1e+00
1e+00
1e+00
1e+00
1e+00
1e+00
1e+00
1e+00
1e+00

p-value
2e-19
1e-09
1e-08
4e-06
2e-05
4e-05
8e-05
2e-04
4e-04
6e-04
8e-04
9e-04
9e-04
1e-03
1e-03

HDW ﬁg\/alue

Réni

2e-02

#in/all
167 /9815
118/5936
26 /796
146 / 9504
9/180
141/9917

5/3
15/1213
35/3164
#infall
20/902
23/1160
18/904
19/1217
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Geneset
Overlap_fetal_m
Overlap_fetal_m
Overlap_fetal_m
Overlap_fetal_m

brain_ReprPC
brain_HetRpts
brain_ZNF

brain K9K27m63
brair
ReprPCWk

Overlap_fetal_m
Overlap_fetal_m
Fe!al ZNF
Fetal

Overlép fetal midbrain_Quies
Fetal_EnhG

Fetal_EnhP

Fetal_HetRpts

Fetal_Het

Fetal_TssP
Mid_Frontal_Lobe_ZNF

353a5a

brair

Geneset

Chr 13

Geneset

Donson-immune cell intra Signaling—associaled with LTS in HGA
Hopp Sturm_GBM_Epi3_E1_fetus_UP_fetus_D
Hopp_Sturm_GBM_Epi3_no_zentr_6_fetus_UP

WILLSCHER_GBM_ Verhaak-PNwt & CL_up

Weller LGG_A vs_ O_DOWN

Stuehler_Proteins “up_in_STS
Sturm_GBM_Meth_overexpression_E_G34_UP

Down_b

Up

Donson-cytotoxic effectors-associated with LTS in HGA
KIM_epithelial-mesenchymal-transition related genes_decreased expressior
Donson-migration tethering and rolling—associated with LTS in HGA
Donson-innate immunity—associated with LTS in HGA

Vishal_subnetwork signature of survival in GBM
Mukasa_UP_in_Oligodendroglioma_with_Zlintact

Geneset

Marjolein_ageing-genes_DN
Homuth_BMI-associated—-genes_DN
Homuth”BMI-associated-genes_UP

DUMEAUX_Smoking enriched genes

DUMEAUX_Smoking literature genes up

DUMEAUX_Exercising non smoker literature enriched genes
DUMEAUX_Estrogen related in smokers literature genes up
DUMEAUX_Estrogen related in non smokers literature genes up
DUMEAUX_Hormon therapy in non smokers literature genes up
DUMEAUX_Monocytes in smokers literature genes u
DUMEAUX_Red blood cells in non smokers literature genes up
DUMEAUX_Women normal BMI literature genes up
DUMEAUX_High bmi enriched genes

DUMEAUX_Fasting enriched genes
Huan_blood-pressure_SBP-signature

Geneset

poly(A) RNA binding

RNA binding

protein blndlng

ATP bindin, %

nucleotide binding

unfolded protein binding

translation initiation factor activity
tRNA blndlng

ATP-dependent RNA helicase activity
MHC class | protein binding
chromatin binding

metalloaminope tldase activity
promoter-specific chromatin binding
MRNA binding

mRNA 3'-UTR binding

Geneset
BENTINK_src.2
BENTINK myc.1
BENTINK ras.6
GUSTAFSON_PI3K_UP
GUSTAFSON_PI3K_DN
BENTINK_e2f3.1
BENTINK e2f3.2
BENTINK ras.1
BENTINK ras.4
BENTINK src.10

Geneset

KIM_MYC targets
ICGC_Myc_targets
ICGC_SrfV0416101_targets
ICGC_Cebpbsc150_targets
ICGC_GabpPcr2_targets
ICGC_Tafl_targets
ICGC_Ets1_targets
ICGC_Pbx3_targets
ICGC_Pol24_targets

MYC Targets UP
ICGC_Mef2_targets
ICGC_Bclaf101388_targets
ICGC_Atf2_targets
ICGC_Tcf12_targets
MYC_Chromatin_modification UP



D—-Cluster

Spot Summary: K Spot Genelist Geneset Overrepresentation

# metagenes = 22 Rank max e r Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 326
1 ILMN_179817 2.09 -1.22 0.19 CHURC1churchill domain containing 1 [Source:HGNC Symbol;Acc:HG 1 4e-69 248 /8226 Lympl HOPP_Active_promoter
2 le-65 262/9815 Brain Overlap_fetal_midbrain_ReprPC
<r> metagenes =0.98 2 ILMN_224608 1.32 -159 0.16 CCz1B CCZz1 homolog B, vacuolar protein trafficking and biogenesis 3 4e-65 232/7275 Lympl HOPP_Txn_elongation
<r>genes = 0.37 4 8e-64 249 /8771 Chror 5_Tx_Melanocytes
3 ILMN_21984C 097 -114 025 5 2e-56 250/9555 Colon TssA_Colon
beta: r2=17.08 / log p= —Inf 6 9e-55 228/7854 Chror 5_Tx_Fibroblasts
4 ILMN_208622 0.94 -0.81 0.22 WDR11 WD repeat domain 11 [Source:HGNC Symbol:Acc:HGNC:13( 7 3e-52 234/8568 Colon TxWk_Colon
. 8 le-51 197/5936 Brain Overlap_fetal_midbrain_HetRpts
# samples with spot =13 (0.4 %
p p ( ) 5 ILMN_172448 088  -0.84 0.59 LYSMD2 LysM domain containing 2 [Source:HGNC Symbol:Acc:HGNC 9 4e-51 271112298 Chror 2_TssA_Melanocytes
A*:1(0.3%) 10 1e-50 263 /11455 Chror 2_TssA_Fibroblasts
6 ILMN_165936 0.82 ~062 02 11 3e-48 235/9054 Colon Tx_Colon
12 2e-47 273/12983 Chror 2_TssA_Neuronal_Progenitor
* - 0 )
FJ*:6(1.3%) 7 IMN222100 082  -113 04 13 Se-47 229/8678 Colon Quies3_Colon
J*:3(0.7 %) 14 8e-42 22618990 Chror 15_Quies_Fibroblasts
N*:1(02 % 8  ILMN 239016 078  -0.62 048  PHF11 PHD finger protein 11 [Source:HGNC SymbolAccHGNCA7( 19 6e-41 231/9504 Brain Overlap_fetal_midbrain_K9K27me3
:1(0.2%) 16 2e-40 247 /10999 Colon TssWk_Colon
O  ILMN._234181 075 -121 032 TFG  TRK-fused gene [Source:HGNC SymbolAccHGNC:11758] 17 8e-39 105/6970 Chror 5_Tx_Neuronal_Progenitor
18 9e-38 209/8098 Lympl HOPP_Weak_promoter
. ; ; ) — L HOPP_Txn_transiti
10 ILMN_180713 0.73 -0.66 0.41 ciliary rootlet coiled—coil, rootletin pseudogene 2 [Source:HGI 19 7e-36 166/5356  Lympl —1xnd ran§| |on‘
20 le-34 22719917 Brain Overlap_fetal_midbrain_ReprPCWk
. 21 le-31 253 /12741 Chror 7_Enh_Melanocytes
ILMN_166331 0. 1. . lase, alpha 1A (sal S :HGNC Symbol;Acc:HGI -
11 166331 0.71 1.08 0.25 AMY1A amylase, alpha 1A (salivary) [Source ymbol;Acc: 22 o3l 236/ 11130 Chror 15 Quies_Melanocytes
ILMN 178005 delta 4-desat hinolinid 1 [S HGNC SymboliA 23 le-27 222 /10430 Brain Overlap_fetal_midbrain_Quies
12 | 5 0.68 -0.62 06 DEGS1 delta 4-desaturase, sphingolipid 1 [Source: ymbol;Ac 24 66-26 16876559 Lympl HOPP. Weak_txn
H Jate bindi in3ls HGNC Symbol:ACC:HGN 25 2e-25 234 /11836 Chror 3_TssF_Melanocytes
OverVIeW Map Spot 13 ILMN_172531 0.68 -0.43 0.38 GBP3  guanylate binding protein 3 [Source: ymbol;Acc: 26 8625 40/388 GSEZ SHEN_SMARCA2_TARGETS_UP
o 27 9e-25 239/12393 Chror 15_Quies_Neuronal_Progenitor
100 100 14 ILMN_329952 0.67 -0.58 0.52 PRKCB protein kinase C beta [Source:HGNC Symbol;Acc:HGNC:93¢ 28 9e-23 7211547 Colon LaPointe_mucosa—position_kmeans_N_cecum colon_ascending colon_UF
90 90 ) 29 2e-22 53/841  GSE/ ACEVEDO_LIVER_CANCER_UP
80 80 15 ILMN_180908 0.65 -0.53 051 XRN1 5'-3 exoribonuclease 1 [Source:HGNC Symbol;Acc:HGNC:3 30 6e-21 39/ 465 GSE£ MILI_PSEUDOPODIA_HAPTOTAXIS_UP
31 7e-21 164 /6959 Lymp HOPP_Weak_enhancer
70 70 16 ILMN_172302 0.63 -0.64 0.63 MAP3K1 mitogen-activated protein kinase kinase kinase 1 [Source:HC 32 3e-20 7411797 GSE/ PILON_KLFL TARGETS_DN
60 60 — 33 5e-20 185/8613 Chror 7_Enh_Fibroblasts
50 50 < 17 LMN_235827 0.63 -0.53 0.62 RSRC2 arginine and serine rich coiled-coil 2 [Source:HGNC Symbol; 34 7e-18 183/8818 MF  protein binding
35 9e-18 75/2043 Glio Hopp_Sturm_GBM_Epi3_E1_fetus_UP_fetus_DN
40 40 18 ILMN_172471 0.61 -0.75  0.47 NCK2  NCK adaptor protein 2 [Source:HGNC Symbol;Acc:HGNC:76 3G le-17 45/783  GSE# DACOSTA_UV_RESPONSE_VIA_ERCC3_DN
30 1 30 37 2e-17 69/1777 Glio Hopp_Sturm_GBM_Epi3_no_zentr_6_fetus_UP
20 20 - 19 ILMN_173605 0.61 -0.5 0.66 SUB1 SUB1 homolog, transcriptional regulator [Source:HGNC Sym 38 2e-16 44 /800 GSE/ JOHNSTONE_PARVB_TARGETS_3_DN
10 10 - 39 2e-16 28/302 Refer. Chaussabel_3,4_Protein phosphatases
20 ILMN_179053 0.61 -0.45 0.59 PHACTRRhosphatase and actin regulator 2 [Source:HGNC Symbol;Ac 40 2e-16 126 /5067 TF ICGC_Taf1_targets
1 1 I B I
1 20 40 60 80 100 1 20 40 60 80 100
0.3 p—values
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AQITT .
Rglk & p-value #in/all
1 0.2 3/111
2 0.8 1/142
3 1.0 0/58
4 NA 0/0
5 NA 0/0
6 NA 0/0
7 NA 0/0
8 NA 0/0
9 NA 0/0
10 NA 0/0
11 NA 0/0
12 NA 0/0
13 NA 0/0
14 NA 0/0
15 NA 0/0
ancer .
gan p-value #in/all
1 0.004 6/117
2 0.013 3/39
3 0.030 3/54
4 0.071 3/76
5 0.075 5/178
6 0.114 2146
7 0.152 1/13
8 0.161 1/14
9 0.173 1/15
10 0.180 6/301
11 0.183 1/16
12 0.224 1/20
13 0.294 0/14
14 0.438 3/193
0.467 2/125
mafl tes .
ganﬂo aﬁ QIEI?LE@ e #in/all
1 8e-64 249/8771
2 9e-55 22817854
3 4e-51 271/12298
4 1e-50 263 /11455
5 2e-47 273112983
6 8e-42 226 /8990
7 8e-39 195/ 6970
8 le-31 253112741
9 2e-31 236/11130
10 2e-25 234111836
11 9e-25 239/12393
12 5e-20 185/8613
13 Se-14 130 /5699
14 4e-13 105 / 4237
3e-08 521846
S’%EA quvalue #in/all
1 8e-25 40/388
2 2e-22 53/841
3 6e-21 39/ 465
4 3e-20 7411797
5 le-17 45/783
6 2e-16 44/ 800
7 5e-16 55/1265
8 5e-16 30/368
9 2e-14 36/622
10 4e-14 32/498
11 5e-13 38/763
12 le-12 31/527
13 8e-12 221277
14 2e-11 271442
15 3e-11 25/389
L homa }
Rgrr{L1 P p-value #in/all
1 4e-69 248 /8226
2 4e-65 23217275
3 9e-38 209 /8098
4 7e-36 166 / 5356
5 6e-26 168 / 6559
6 7e-21 164 / 6959
7 2e-12 151/7448
8 2e-07 37/1169
9 le-04 17/472
10 le-04 32/1270
11 2e-04 17/ 49
12 5e-03 49/2701
13 7e-03 10/318
14 9e-03 10/331
1le-02 5/109
IRNA PI se
H‘ PHRS€  sinval
1 0/7
2 1 0/123
3 1 0/68
4 1 0/63
5 1 0/3
6 1 0/116
7 1 0/95
8 1 0/2
9 1 0/124
10 1 0/48
11 1 0/7
12 1 0/20
13 1 0/65
14 1 0/3
15 1 0/127
reterence Si nature
RanL p—va?ug #in/all
1 2e-16 28/302
2 2e-12 17/139
3 3e-10 19/242
4 2e-09 13/113
5 3e-08 38/1118
6 2e-05 13/248
7 2e-05 9/119
8 3e-05 28/959
9 7e-05 23/740
10 8e-05 31/1173
11 le-04 9/153
12 le-04 3271268
13 2e-04 30/1167
14 2e-04 20/ 639
15 4e-04 22/782

Geneset

HORVATH_aging_genes meth DOWN
HORVATH_aging_genes meth UP
TESCHENDORFF_age_hypermethylated

Geneset
PanCan_Driver_Gene_geneset_nanostring
ZHANG MM up

KUIPER_MM poor survival
PanCan_Wnt_geneset_nanostring
SPANG_LPS-index2
PanCarn_TGF-B_geneset_nanostring
GENTLES_modui6
RHODES_UNDIFFERENTIATED_CANCER
WOLFER —overlap genes
SPANG_BCL6-index2
GENTLES_modul14
PanCan_ChromMod_geneset_nanostring
LIU_PROSTATE_CANCER_UP
PanCan_PI3K_geneset_nanostring
PanCan_CC+Apop_geneset_nanostring

Geneset
5_Tx_Melanocytes
5_Tx_Fibroblasts
2_TssA_Melanocytes
2_TssA_Fibroblasts
2_TssA_Neuronal_Progenitor
15_Quies_Fibroblasts
5_Tx_Neuronal_Progenitor
7 Enh_Melanocytes
15_Quies_Melanocytes
3_TssF_Melanocytes
15_Quies_Neuronal_Progenitor
7_Enh_Fibroblasts
EnhG_Melanocytes
14_ZNF_Neuronal_Progenitor
14_ZNF_Melanocytes

Geneset

SHEN_SMARCA2_TARGETS_UP
ACEVEDO_LIVER_CANCER _UP
MILI_PSEUDOPODIA_HAPTOTAXIS_UP
PILON_KLF1_TARGETS DN
DACOSTA_UV_RESPONSE_VIA_ERCC3_DN
JOHNSTONE_PARVB_TARGETS 3 DN
DIAZ_CHRONIC_MEYLOGENOUS LEUKEMIA_UP
OSMAN_BLADDER_CANCER_UP
SCHLOSSER_SERUM_RESPONSE_DN
FLECHNER_BIOPSY_KIDNEY_TRANSPLANT_OK_VS_DONOR_UP
BUYTAERT _PHOTODYNAMIC THERAPY_STRESS_UP
HAMAI_APOPTOSIS_VIA_TRAIL_UP
GABRIELY_MIR21_TARGETS

DACOSTA UV_RESPONSE_VIA_ERCC3_COMMON_DN
GARY_CD5_TARGETS_DN

Geneset

HOPP_Active_promoter

HOPP_Txn_elongation

HOPP_Weak_promoter

HOPP_Txn_transition

HOPP_Weak_txn

HOPP_Weak_enhancer

HOPP_Strong_enhancer

SPANG_BCR DN

Hopp_Junel4_MMML937 tumors+controls_group.overexpression_J_GC-B-c
SPANG_BCR UP

WIRTH_ lymphoma937_spot J

HOPP_Repetitive

Hopp_Junel4_MMML937 tumors+controls_group.overexpression_H_GC-B-
WIRTH_lymphoma937_spot H

ROSOLOWSKI_blue total

Geneset

Thyroid carcinoma, papillary
Pancreatic cancer

Glioblastoma multiforme, somatic
Gastrointestinal

Pituitary adenoma

Cancer

Colorectal cancer

Adenomas, multiple colorectal
Prostate cancer

Alzheimer disease, susceptibility to
Schizophrenia, suscepublllty to
Parkinson disease
Hepatocellular carcinoma

Down syndrome, risk of

Melanoma and neural system tumor syndrome

Geneset

Chaussabel_3,4_Protein phosphatase:
Chaussabel_l,8_Metabulp sm Biosynthesis
Chaussabel_3,9_Kinases,
Chaussabel_1,4_Replication
PROTEINATLAS_placenta
Chaussabel_3,6_Mitochondrial ribosomal proteins
Chaussabel_2,11_Replication

PROTEINATLAS nasopharynx
PROTEINATLAS_esophagus
PROTEINATLAS_rectum

Chaussabel_2,9 Cytosceleton
PROTEINATLAS_colon

PROTEINATLAS gallbladder

PROTEINATLAS _breast

PROTEINATLAS thyroid gland

Rénk

p-value
1 2e-05
2 5e-05
3 3e-04
4 3e-04
5 4e-04
6 7e-04
7 8e-04
8 1e-03
9 2e-03
10 3e-03
11 4e-03
12 4e-03
13 5e-03
14 5e-03
15 6e-03
g(r"ik p-value
1 5e-08
2 3e-07
3 2e-06
4 2e-06
5 le-04
6 le-04
7 2e-04
8 1e-03
9 2e-03
10 2e-03
11 3e-03
12 3e-03
13 3e-03
14 3e-03

4e-03
Q‘%LO” Cangt
1 2e-56
2 3e-52
3 3e-48
4 5e-47
5 2e-40
6 9e-23
7 2e-10
8 2e-10
9 3e-10
10 2e-07
11 5e-06
12 2e-05
13 2e-04
14 2e-04
15 9e-04
E'aML p-value
1 8e-04
2 1e-03
3 2e-03
4 3e-02
5 5e-02
6 7e-02
7 8e-02
8 9e-02
9 9e-02
10 le-01
11 le-01
12 2e-01
13 2e-01
14 2e-01
15 3e-01
Me'(anorp%alue
1
2 1
3 1
4 1
5 1
6 1
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA
MIKNA target
Rank p—vgﬁe
1 2e-11
2 4e-11
3 4e-11
4 5e-11
5 le-10
6 2e-10
7 2e-10
8 5e-10
9 7e-10
10 1e-09
11 2e-09
12 3e-09
13 4e-09
14 4e-09
15 5e-09
Igrh?merg—%alue
1 1
2 1
3 NA
4 NA
5 NA
6 NA
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA

#in/all
18 /457
4/
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#in/all
100/ 4828
69 /2979
95/ 4822
59 /2535
19/561

#in/all
250/ 9555
234/ 8568
235/9054
229/8678
24710999
72/ 1547
95 /4034
41/1069
49/ 1468
54/2073
34/1168
171/10779
34/1404
35/1470
118/7354
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#in/all
0/13
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Geneset
regulation of transcription from RNA polymerase Il promoter
Golgi to endosome transport
protein ubiquitination
protein transport
stem cell polpulauon maintenance
COPII vesicle coating
regulation of DNA re Ilcatlon
positive regulation of G1/S transition of mitotic cell cycle
stress-activated MAPK cascade
SCF-dependent proteasomal ubiquitin—dependent protein catabolic process
protein import into nucleus, translocation
epidermal growth factor receptor signaling pathway
global genome nucleotide—excision repair
mulnveslcular body assemb:
DNA-templated transcription, initiation

Geneset

nucleus

cytosol

cytoplasm

nucleoFIasm

intracellular membrane-bounded organelle
Golgi apparatus

Golgi membrane

perinuclear region of cytoplasm
nuclear speck

endof)lasmlc reticulum membrane
lamellipodium

vesicle membrane

lysosomal membrane

ER to Golgi transport vesicle
midbody

Geneset

TssA_Colon

TxWk_Colon

Tx_Colon

Quies3_Colon

TssWk_Colon

LaPointe_mucosa-position_kmeans_N_cecum colon_ascending colon_UP_a
TssD1_Colon

LaPointe_mucosa-position_kmeans_L_transverse colon_cecum colon_DN
LaPointe_mucosa-position_kmeans_E_transverse colon_UP_transverse colc
LaPointe_mucosa-position_kmeans_G_cecum colon_ascending colon_UP_ti
LaPointe_mucosa-position_kmeans_O_transverse colon_UP_

Enh_Colon

LaPointe_mucosa-position_kmeans_D_transverse colon_UP.
LaPointe_mucosa-position_kmeans_K_transverse colon_UP_cecum colon_a
TssF_Colon

Geneset
HALLMARK_PROTEIN_SECRETION
HALLMARK_PI3K_AKT_MTOR_SIGNALING
HALLMARK_MITOTIC_SPINDLE
HALLMARK_G2M_CHECKPOINT
HALLMARK_NOTCH_SIGNALING
HALLMARK_E2F _TARGETS
HALLMARK_GLYCOLYSIS
HALLMARK_UV_RESPONSE_DN
HALLMARK_HYPOXIA
HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_TGF_BETA_SIGNALING
HALLMARK_OXIDATIVE_| PHOSPHORYLATION
HALLMARK_MYC_TARGETS V!
HALLMARK_MTORC1 SIGNALING
HALLMARK_ANDROGEN_RESPONSE

Geneset
Hugo_melanoma-all-MET_UP
Hugo_melanoma-all-MET_DN
Hugo_melanoma-BRAFmut-MET_UP
Hugo_melanoma-BRAFmut-MET_DN
Hugo_melanoma-all-LEF1_UP
Hugo_melanoma-BRAFmut-LEF1_UP

Geneset

hsa-miR-212

Geneset
Alternative lengthening of telomeres
Nabetani_alt len telomeres_genes_ko

RIAN

p-value

1 1e-65
2 le-51
3 6e-41
4 le-34
5 le-27
6 3e-07
7 5e-07
8 7e-05
9 3e-03
10 4e-03
11 6e-03
12 8e-03
13 1e-02
14 6e-02
15 8e-02
9:91 p-value
1 5e-04
2 9e-04
3 1e-03
4 3e-02
5 6e-02
6 le-01
7 le-01
8 2e-01
9 3e-01
10 3e-01
11 4e-01
12 5e-01
13 7e-01
14 7e-01
15 7e-01
Ealrl% p-value
1 9e-18
2 2e-17
3 2e-11
4 4e-09
5 8e-04
6 1e-03
7 4e-03
8 4e-03
9 7e-03
10 le-02
11 4e-02
12 5e-02
13 6e-02
14 7e-02
15 8e-02
LIT Style

ek Y p-value
1 0.2
2 0.2
3 0.5
4 1.0
5 1.0
6 1.0
7 1.0
8 1.0
9 1.0
10 1.0
11 1.0
12 1.0
13 1.0
14 1.0
15 1.0
%Ek p-value
1 7e-18
2 2e-06
3 1e-04
4 6e-04
5 3e-03
6 6e-03
7 8e-03
8 8e-03
9 8e-03
10 1e-02
11 le-02
12 le-02
13 le-02
14 le-02
15 le-02

HDW ﬁg\/alue

0.01

2 0.14
3 0.15
4 0.16
5 1.00
6 1.00
7 1.00
8 1.00
9 1.00
10 1.00
11 NA
12 NA
13 NA
14 NA
15 NA
Ez—é:nk p-value
1 2e-16
2 2e-13
3 4e-13
4 6e-12
5 9e-12
6 3e-11
7 4e-11
8 7e-11
9 1le-10
10 2e-10
11 9e-10
12 2e-09
13 3e-09
14 3e-09
15 4e-09

#in/all
262/9815
197 /5936
231 /9504
2279917
22210430
32/937

15/796

#infall
24/902
26 /1060
14/ 422
8/289
16 /836
16 /904
71342
13/768
18/1217
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#in/all
126 /5067
116 /4881
107 / 4362
68 /2255
112 /4890
104 / 4468
63 /2087
119 /5518
117/ 5442
129/ 6267
115/ 5466
113/5410
93/4131
111 /5312
112 /5383

Geneset
Overlap_fetal_midbrain_ReprPC
Overlap_fetal_midbrain_HetRpts
Overlap_fetal_midbrain_K9K27me3
Overlap_fetal_midbrain_ReprPCWk
Overlap_fetal_midbrain_Quies
Fetal_EnhG

Fetal ZNF

Fetal

Overlép fetal midbrain_EnhP
Fetal_EnhP

Mid_Frontal_Lobe_EnhP
Fetal_K9K27me3
Fetal_HetRpts

Fetal Het
Overlap_fetal_midbrain_ZNF

Geneset

Chry

Geneset
Hopp_Sturm_GBM_Epi3_E1_fetus_UP_fetus_DN
Hopp_Sturm_GBM_Epi3_no_zentr_6_fetus_UP
Sturm_GBM_Meth_overexpression_E_G34_UP
WILLSCHER_GBM_Verhaak-PNwt & CL_up
WILLSCHER_GBM_STSwt_proteomics-O_UP
WILLSCHER_GBM_proteomics_wtOnly_SpotH
WILLSCHER_GBM_proteomics_wtOnly_SpotG
GIEZELT_GBM_WT_down_VS_mut

Up

WILLSCHER_GBM_Verhaak-PNwt & MES_up
Sturm_GBM_Meth _overexpression_H_K27_UP
WILLSCHER_GBM_proteomics_wtOnly_Differencelist
Phillips Prolif up vs PN & MES
laffaire_hypometh_LGG_vs_control

Donson-adaptive-immunity—associated with LTS in HGA

Geneset
Huan_blood—pressure_DBP-signature
Huan_blood-pressure_SBP-signature
Homuth_BMI-associated-genes_DN
DUMEAUX_Smoking enriched genes
DUMEAUX_Smoking literature genes up

DUMEAUX_Exercising non smoker literature enriched genes
DUMEAUX_Estrogen related in smokers literature genes up
DUMEAUX_Estrogen related in non smokers literature genes up
DUMEAUX_Hormon therapy in non smokers literature genes up

DUMEAUX_Monocytes in smokers literature genes u

DUMEAUX_Red blood cells in non smokers literature genes up

DUMEAUX_Women normal BMI literature genes up
DUMEAUX_High bmi enriched genes
DUMEAUX_Fasting enriched genes
Homuth_BMI-associated-genes_UP

Geneset

protein binding

poly(A) RNA binding
ubiquitin—protein transferase activity
transcription coactivator activity

ligand-dependent nuclear receptor transcription coactivator activity

Rab guanyl-nucleotide exchange factor activity
ubiquitin-ubiquitin ||gb se activity
phosphatidylinositol binding
zinc ion bi

chaperone bindi
RNA binding
retinoid X receptor binding

RNA‘%olymerase Il carboxy-terminal domain kinase activity

transforming growth factor beta binding

Geneset
BENTINK_ras.6
BENTINK src.2
BENTINK e2f3.2
GUSTAFSON_PI3K_UP
GUSTAFSON_PI3K_DN
BENTINK_e2f3.1
BENTINK myc.1
BENTINK ras.1
BENTINK ras.4
BENTINK src.10

Geneset
ICGC_Tafl_targets
ICGC_Atf2 targets
ICGC_Creb1_targets
ICGC_SrfV0416101_targets
ICGC_Bclaf101388_targets
ICGC_Egrl_targets
ICGC_Cebpbsc150_targets
ICGC_Stat5_targets
ICGC_] Pmlsc71910 _targets
ICGC_Yy1_target:

ICGC_] Nflcsc81335 _targets
ICGC_Foxm1_targets
ICGC_Nfatcl_targets
ICGC_Tcf12_targets
ICGC_Sp1_targets



D—-Cluster

Spot Summary: L Spot Genelist Geneset Overrepresentation

# metagenes = 17 Rank max e r Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 207
1 ILMN_170769 2.95 -1.6 0.84 IFITL interferon induced protein with tetratricopeptide repeats 1 [So 1 1e-99 59/96 Referi Chaussabel_3,1_Interferon-inducible
2 4e-79 55/172 HM  HALLMARK_INTERFERON_GAMMA_RESPONSE
<r> metagenes =0.97 2 ILMN_205878 2.77 -0.73 053 IFI27  interferon alpha inducible protein 27 [Source:HGNC Symbol;/ 3 le-78 46 /87 GSE# HECKER_IFNB1_TARGETS
<r> genes = 0.36 4 7e-77 45/85 HM  HALLMARK_INTERFERON_ALPHA_RESPONSE
3 ILMN_180575 2.64 -2.03 0.66 IFITM3  interferon induced transmembrane protein 3 [Source:HGNC ¢ 5 9e-71 78 /810 Colon Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
beta: r2=41.39 / log p= —Inf 6 2e-62 35/58  GSEf BROWNE_INTERFERON_RESPONSIVE_GENES
4 ILMN_172391 2.52 -1.06 0.84 IFI144L  interferon induced protein 44 like [Source:HGNC Symbol;Acc 7 3e-61 45/161 GSE# TAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_3D_UP
. 8 le-57 27129 GSE# MOSERLE_IFNA_RESPONSE
# Samples with SpOt =373 ( 1 %) i i in wi i i 9 6e-56 55/416 GSE/# FULCHER_INFLAMMATORY_RESPONSE_LECTIN_VS_LPS_DN
5 ILMN_170178 251 -1.31 0.86 IFIT3  interferon induced protein with tetratricopeptide repeats 3 [So € - _ | _VS_LPS |
A*:42 (12.2 %) 10 8e-47 26/42  GSEf DAUER_STAT3_TARGETS_DN
AC*:48 (14.6 %) 6  ILMN_165787 246 -0.83 086 RSAD2 radical S-adenosyl methionine domain containing 2 [Source:t 11 le-44 29/73 GSE/ BOSCO_INTERFERON_INDUCED_ANTIVIRAL_MODULE
) . 12 1le-40 59 /960 GSE# NUYTTEN_EZH2_TARGETS_UP
* . 0
ACF*:18(7.7%) 7 ILMN_205401 232 -1 08  ISG15 ISGL5 ubiquitin-like modifier [Source:HGNC SymbotaccHG 13 le-39 34/180  GSEf TAKEDA_TARGETS_OF_NUP98_HOXAS_FUSION_10D_UP
14 3e-38 25/64 GSE# SANA_RESPONSE_TO_IFNG_UP
.. 5 8 ILMN.172974 23  -114 084 HERCS HECT and RLD domain containing E3 ubiquitin protein ligase 19 le-37 24157 BP  typelinterferon signaling pathway
CF*:19 ( 7.2 /0) 16 4e-37 31/153 BP  defense response to virus
O  ILMN._238854 222 -139 085  EPSTIL epithelial stomal interaction 1 (breast) [Source:HGNG Symbc 17 1e-36 19/26  GSE# BENNETT_SYSTEMIC_LUPUS_ERYTHEMATOSUS
FJ*:45 ( 9.7 O/) 18 7e-36 29/132 GSE# REACTOME_INTERFERON_SIGNALING
. 0
: : - Lympl SPANG_IL21 DN
10 ILMN_17453¢ 213 -1.15 0.85 OAS3 2'-5'-oligoadenylate synthetase 3 [Source:HGNC Symbol;Ac 19 le-34 35/272 yme -
J*:44 ( 9.8 %) 20 3e-34 17/21 GSE# ZHANG_INTERFERON_RESPONSE
5e-34 18/26 GSE/ EINAV_INTERFERON_SIGNATURE_IN_CANCER
* 9 ILMN_166235 - MX dynamin like GTPase 1 [Source:HGNC Symbol;Acc:HGN 21 - - -
N*:68 ( 15.3 /0) 1 166235 2.12 132 078 Mx1 v i [Sou 4 22 2e-33 471704 GSE# NUYTTEN_NIPP1_TARGETS_UP
. duced 147s HGNC Symbol:AccHG 23 2e-32 21/53 GSE# REACTOME_INTERFERON_ALPHA_BETA_SIGNALING
12 ILMN_176006 2.1 -1.07 0.83 IFI44  interferon induced protein 44 [Source: ymbol;Acc: 24 36-32 24188 GSE# DER_IFN_BETA RESPONSE_UP
. ) . . 25 6e-32 20/ 46 GSE/ RADAEVA_RESPONSE_TO_IFNA1_UP
Ove rVIeW M ap S pot 13 ILMN_166314 1.94 -1.51 0.5 CLEC12AC-type lectin domain family 12 member A [Source:HGNC Sy 26 se-31 271147 GSE/ TAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_8D_UP
) o . 27 5e-31 31/235  GSE/ REACTOME_CYTOKINE_SIGNALING_IN_IMMUNE_SYSTEM
100 100 14 ILMN_168738 1.93 -1.08 08 IFI6 interferon alpha inducible protein 6 [Source:HGNC Symbol;Ac 28 1e-30 21762 GSE/ DER_IFN_ALPHA_RESPONSE_UP
90 90 7] . . - . . 29 1le-30 241102 BP response to virus
80 80 15 ILMN_173942 191 -1.24 0.82 IFIT2  interferon induced protein with tetratricopeptide repeats 2 [So 30 5e-30 31/253 GSEf WALLACE_PROSTATE_CANCER_RACE_UP
31 2e-29 21/69 GSE/ SEITZ_NEOPLASTIC_TRANSFORMATION_BY_8P_DELETION_UP
70 70 16 ILMN_167481 1.79 -0.91 0.78 OASL  2'-5'-oligoadenylate synthetase like [Source:HGNC Symbol;/ 32 26-29 45/774  GSE/ REACTOME_IMMUNE_SYSTEM
60 60 — 33 5e-29 32/300 Lymp' Hopp_Junel4_MMML937 tumors+controls_group.overexpression_E_GC-|
_ 17 LMN_16954C 1.74 -131 06 LY6E  lymphocyte antigen 6 complex, locus E [Source:HGNC Symb 9e-29 32/306 Lymp WIRTH_lymphoma937_spot E
50 50
0 0 35 2e-28 18/43 GSE# STAMBOLSKY_TARGETS_OF_MUTATED_TP53_DN
4 4 18 ILMN_211456 171  -1.04 065 36 5e-28 31/293  GSE/ DEBIASI_APOPTOSIS_BY_REOVIRUS_INFECTION_UP
30 1 30 37 5e-28 27/190  GSE/ GRAESSMANN_RESPONSE_TO_MC_AND_SERUM_DEPRIVATION_UP
20 20 4 19 ILMN_170111 1.7 -1.09 0.77 GBP1 guanylate binding protein 1 [Source:HGNC Symbol;Acc:HGN 38 6e-28 13/14 GSE/ BOWIE_RESPONSE_TO_TAMOXIFEN
10 10 - 39 7e-27 25/162 GSE# JISON_SICKLE_CELL_DISEASE_UP
h 20 ILMN_214878 1.67 -1.09 0.77 GBP1 guanylate binding protein 1 [Source:HGNC Symbol;Acc:HGN 40 le-25 25/182 GSE/ MARKEY_RB1_ACUTE_LOF_UP
1 £ N B S B o e
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AJINn
Rg]k 9 p-value #in/all Geneset E nk p-value #in/all Geneset Egﬂn p-value #in/all Geneset
1 0.5 1/111 HORVATH_aging_genes meth DOWN 1 1e-37 2457 ‘tjype I'interferon signaling pathway 1 le-11 64/4112  Mid_Frontal_Lobe_ReprPC
2 1.0 0/142 HORVATH aging_genes meth UP 2 4e-37 31/153 fense response to virus 2 4e-10 34 /1506 Mid_Frontal_Lobe_Quies
3 1.0 0/58 TESCHENDORFF_age_hypermethylated 3 1e-30 241102 response to virus 3 3e-07 32/1784 Mid_Frontal_Lobe_ReprPCWk
4 NA 0/0 4 le-21 14/37 negative regulation of viral genome replication 4 7e-07 35/2127 Mid_Frontal_Lobe_K9K27me3
5 NA 0/0 5 3e-18 14/ 60 interferon-gamma-mediated signaling pathway 5 8e-06 23/1213 Fetal_TssP
6 NA 0/0 6 2e-13 20/335 innate immune response 6 7e-05 35/2630 Fetal_TssF
7 NA 0/0 7 2e-11 10 response to interferon-alpha 7 1e-04 35/2700 Fetal_TxTrans
8 NA 0/0 8 8e-08 14 /336 inflammatory response 8 le-04 35/2709 Mid_Frontal_Lobe_HetRpts
9 NA 0/0 9 4e-07 5/23 response to interferon-gamma 9 2e-03 34 /3046 Fetal_TssA
10 NA 0/0 10 8e-07 12/293 immune response ) : 10 2e-02 9/578 Fetal_Tx
11 NA 0/0 11 1e-06 6/5: positive regulation of type I interferon production 11 5e-02 11/924 Mid_Frontal_Lobe TssF
12 NA 0/0 12 2e-06 5/30 negative regulation of type I interferon production 12 2e-01 10/1012 Mid_Frontal_Lobe_Enh
13 NA 0/0 13 2e-06 6/57 defense response ) 13 4e-01 869 Mid_Frontal_Lobe_EnhG
14 NA 0/0 14 7e-06 4/19 positive regulation of interleukin-1 beta secretion 14 4e-01 13/1728 Fetal_ReprPCWk
15 NA 0/0 15 8e-06 5/41 blood circulation 15 5e-01 6/818 Mid_Frontal_Lobe_Het
ancer : .

gan p-value #in/all Geneset g(r';k p-value #in/all Geneset 9&91 p-value #in/all Geneset
1 2e-14 20/301 SPANG_BCL6-index2 1 3e-13 56 /2979 cytosol 1 0.04 15/1318 Chr 17
2 3e-11 221554 Lembcke_Colonic Inflammation 2 8e-08 62 /4822 cytoplasm . 2 0.09 10/904 Chr 10
3 3e-10 13/178 PANG_LPS-index2 3 2e-06 16 /571 perinuclear region of cytoplasm 3 0.16 20/2323 Chr 1l
4 6e-02 0/14 RHODES_UNDIFFERENTIATED_CANCER 4 2e-04 71172 endosome membrane 4 0.16 9/902 Chr4
5 8e-02 1/13 WANG_ER_DN 5 2e-04 3212464 extracellular exosome 5 0.16 1371411 Chr 11
6 9e-02 2173 SHAUGHNESSY_MM high risk 6 5e-04 71200 nuclear membrane 6 0.21 11/1217 Chr 3
7 le-01 2182 PanCan_JAK-ST_geneset_nanostring 7 9e-04 19/1249  extracellular region 7 0.22 13/1492  Chr2
8 1le-01 2191 PanCan_TXmisReg_geneset_nanostring 8 3e-03 6/207 lysosome 8 0.30 5/5: Chr 22
9 2e-01 2/117 PanCan_Driver_Gene_geneset_nanostring 9 3e-03 16/1101  extracellular space 9 0.31 10/1211  Chr6
10 2e-01 2/125 PanCan_CC+Apop_geneset_nanostring 10 7e-03 12/775 endoplasmic reticulum 10 0.41 5/619 Chr 20
11 2e-01 1/38 KUIPER_MM good survival 1 8e-03 17/1304  mitochondrion 11 0.42 6/ Chr 14
12 3e-01 21150 PanCan_MAPK_geneset_nanostring 12 8e-03 23/1979  membrane 12 0.59 21289 Chr21
13 3e-01 0/13 RHODES_CANCER_META_SIGNATURE 13 9e-03 3/64 collagen trimer 13 0.63 6/954 Chr9
14 3e-01 1/54 KUIPER_MM poor survival — 14 2e-02 3/76 ruffle membrane 14 0.68 21342 Chr 18

4e-01 0/15 LIU_PROSTATE_CANCER_DN 2e-02 4144 nuclear envelope 15 0.68 711160 Chr 12

maljl tes . .

ganﬂo aﬁ QIEI?LE@ e #in/all Geneset Q%(on C@r\]gﬁg #in/all Geneset ge!rl& p-value #in/all Geneset
1 2e-06 115/12741 7_Enh_Melanocytes 9e-71 78/810 Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN 1 5e-10 15/267 WILLSCHER_GBM_Verhaak-CL & MES_up
2 3e-06 109/11836 3_TssF_Melanocytes 2 5e-24 29/328 Pentrack_CRC_TCGA _corr_J_msi-h_UP_mss DN 2 2e-08 5/13 Donson-immune cell intra signaling-associated with LTS in HGA
3 2e-04 81/8613 7_Enh_Fibroblasts 3 le-23 29/338 Pentrack_CRC_TCGA_group.over_B_msi—-h_UP 3 3e-07 8/96 Weller_LGG_1p19qDel-vs-intact DOWN
4 3e-04 100/ 11455 2_TssA_Fibroblasts 4 4e-16 13/64 Marisa_CRC-cluster-g 4 8e-07 6/47 Donson-innate immunity-associated with LTS in HGA
5 1le-03 103 /12298 2_TssA_Melanocytes 5 2e-10 114/10999 TssWk_Colon 5 6e-05 4732 Donson-Misc immune function-associated with LTS in HGA
6 2e-03 84 /9635 3_TssF_Fibroblasts 6 1e-08 100/9555 TssA Colon 6 le-04 71158 Hopp_Sturm_GBM_Epi3_D_adult_fetus_IDH_UP
7 2e-02 89/11130 15_Quiés_Melanocytes 7 2e-08 96/9054  Tx_Colon 7 5e-04 5/94 Weller_LGG_A vs_O_UP
8 3e-02 50 /5699 6_EnhG_Melanocytes . 8 4e-08 28 /1281 LaPointe_mucosa-position_kmeans_J_cecum colon_ascending colon_transv 8 5e-03 2115 Donson-chemokines/cytokines—associated with LTS in HGA
9 3e-02 26 /2620 1_TssP_Neuronal_Progenitor 9 4e-07 90 /8678 Quies3_Colon 9 1e-02 3/65 cultured astroglia vs. in'vivo astrocytes
10 5e-02 7218990 15_Quies_Fibroblasts 10 6e-07 104 /10779 Enh_Colon 10 le-02 3/65 WILLSCHER_GBM_proteomics_wtOnly_SpotJ
11 1le-01 48 / 5956 3_TssF_Neuronal_Progenitor 11 1e-06 23/1069 LaPointe_mucosa-position_kmeans_L_transverse colon_cecum colon_DN 11 1e-02 31/2988 Hopp_Sturm_GBM_Epi3_no_zentr_2_adult UP_G34_DN
12 le-01 18 /2028 4_TxTrans_Melanocytes 12 1le-06 88 /8568 TxWk_Colon 12 2e-02 4]157 WILLSCHER_GBM_proteomics_wiOnly_Differencelist
13 2e-01 38/4795 6_EnhG_Fibroblasts 13 5e-06 7717354 TssF_Colon 13 2e-02 3/90 GIEZELT_GBM_STSwt_down_VS_LTSwt
14 2e-01 59/7854  5_Tx_Fibroblasts 14 2e-05 107278 Kosinski_top—crypt-long-list 14 2e-02 2/35 Colman_survival_associated

2e-01 65/8771 5_Tx_Melanocytes 15 6e-05 2411470 LaPointe_mucosa-position_kmeans_K_transverse colon_UP_cecum colon_g 15 3e-02 11/839 Hopp_Sturm_GBM_Epi3_no_zentr_1_G34_DN

. . LIT Style

Q§l<EA (%szalue #in/all Geneset ELM( p-value #in/all Geneset ek Y p-value #in/all Geneset
1 1e-78 46 /87 HECKER_IFNB1_TARGETS 1 4e-79 55/172 HALLMARK_INTERFERON_GAMMA_RESPONSE 1 2e-05 3/8 DUMEAUX_Monocytes in smokers literature genes up
2 2e-62 35/58 BROWNE_INTERFERON_RESPONSIVE_GENES 2 7e-77 45/85 HALLMARK_INTERFERON_ALPHA_RESPONSE 2 1le-01 1/17 DUMEAUX_High bmi enriched genes
3 3e-61 45/ 161 TAKEDA TARGETS_OF _NUP98_HOXA9_FUSION_3D_UP 3 8e-08 11/191 HALLMARK_INFLAMMATORY_RESPONSE 3 6e-01 1/147 Homuth_BMI-associated-genes_UP
4 le-57 27129 MOSERLE_IFNA_RESPONSE 4 9e-08 81/82 HALLMARK_IL6_JAK_STAT3_SIGNALING 4 8e-01 1/211 Homuth_BMI-associated-genes_DN
5 6e-56 55/416 FULCHER INFLAMMATORY RESPONSE LECTIN_VS_LPS_DN 5 le-04 71162 HALLMARK_ALLOGRAFT_REJECTION 5 1e+00 0/94 DUMEAUX_Smoking enriched genes
6 8e-47 26/42 DAUER_STAT3_TARGETS D 6 3e-04 71186 HALLMARK_IL2_STAT5_SIGNALING 6 1e+00 0/10 DUMEAUX_Smoking literature genes up
7 le-44 29/73 BOSCO_INTERFERON INDUCED ANTIVIRAL_MODULE 7 3e-04 71187 HALLMARK_COMPLEMENT 7 1e+00 0/4 DUMEAUX_Exercising non smoker literature enriched genes
8 1le-40 59/960 NUYTTEN_EZH2_TARGETS_U 8 6e-04 6/151 HALLMARK_APOPTOSIS 8 1e+00 0/5 DUMEAUX_Estrogen related in smokers literature genes up
9 le-39 347180 TAKEDA _TARGETS_OF NUPQS HOXA9_FUSION_10D_UP 9 7e-03 5/176 HALLMARK_KRAS_SIGNALING_UP 9 1e+00 0/7 DUMEAUX_Estrogen related in non smokers literature genes up
10 3e-38 25/64 SANA_RESPONSE_ TO_IFNG_UP 10 3e-02 3/97 HALLMARK_PI3K_AKT_MTOR_SIGNALING 10 1e+00 0/6 DUMEAUX_Hormon thera|oy in non smokers literature genes up
11 1e-36 19/26 BENNETT_SYSTEMIC TUPUS_ERYTHEMATOSUS 11 4e-02 4/185 HALLMARK_TNFA_SIGNALING_VIA_NFKB 11 1e+00 0/15 DUMEAUX_Red blood cells in non smokers literature genes up
12 7e-36 29/132 REACTOME_INTERFERON_SIGNALING 12 4e-02 41185 HALLMARK_P53_PATHWAY 12 1e+00 0/10 DUMEAUX_Women normal BMI literature genes up
13 3e-34 17/21 ZHANG_INTERFERON_RESPONSE 13 8e-02 2169 HALLMARK_CHOLESTEROL_HOMEOSTASIS 13 1e+00 0/31 DUMEAUX_Fasting enriched genes
14 5e-34 18/26 EINAV_INTERFERON_SIGNATURE_IN_CANCER 14 le-01 3/177 HALLMARK_KRAS_SIGNALING_DN 14 1e+00 0/18 Huan_blood-pressure_SBP-signature

2e-33 471704 NUYTTEN_NIPP1_TARGETS_UP 15 le-01 3/183 HALLMARK_APICAL_JUNCTION 15 1e+00 0/16 Huan_blood-pressure_DBP-signature
L noma . i

XrEp p-value #in/all Geneset lyleLanorpQ,alue #in/all Geneset %’I’fk p-value #in/all Geneset

le-34 35/272 SPANG_IL21 DN 1 1/43 Hugo_melanoma-BRAFmut-MET_UP 1 9e-11 100/8818  protein blndlndg
2 5e-29 32/300 Hopp_Junel4_MMMLI37 tumors+controls_group.overexpression_E_GC-B- 2 1,0 0/30 Hugo_melanoma-all-MET_UP 2 1e-10 9/54 double-stranded RNA binding
3 9e-29 32/306 WIRTH_lymphoma937_spot E 3 1.0 0/54 Hugo_melanoma-all-MET_DN 3 4e-06 5/36 single-stranded RNA binding
4 2e-15 99/7448  HOPP_Strong_enhancer 4 1.0 0/9 Hugo_melanoma-BRAFmut-MET_DN 4 le-05 5/46 helicase activity
5 3e-15 157 Monti_Host, response cluster 5 1.0 0/27 Hugo_melanoma-all-LEF1_UP 5 2e-04 81232 ligase acuwg
6 5e-10 94 /8226 HOPP_Active_promoter 6 1.0 0/8 Hugo_melanoma-BRAFmut-LEF1_UP 6 3e-04 71182 5|gnal transducer activity
7 2e-08 16 /408 TARTE_Mature plasma cell signature 7 NA 0/0 7 3e-04 3/19 NAD+ ADP-ribosyltransferase activity
8 1e-07 19 DAVE_Tmmune response 2 8 NA 0/0 8 5e-04 5/94 double-stranded DNA binding
9 3e-07 86 /8098 HOPP_Weak_promoter 9 NA 0/0 9 9e-04 3/28 tumor necrosis factor receptor binding
10 5e-07 13/331 SPANG_CD40 6hrs UP 10 NA 0/0 10 1e-03 8/301 ubiquitin—protein transferase activity
11 7e-07 64 /5356 HOPP_Txn_transition 11 NA 0/0 11 3e-03 2/12 proteoglycan binding
12 2e-05 75/7275  HOPP_Txn_elongation 12 NA 0/0 12 3e-03 6/213 GTPase activity
13 2e-04 4140 ROSOLOWSKI blue DOWN 13 NA 0/0 13 5e-03 5/160 carbohydrate blndlng
14 2e-04 6/121 SPANG_LPS 6hrs 14 NA 0/0 14 5e-03 5/161 cytokine activity

1e-03 66 /6959 HOPP Weak_enhancer 15 NA 0/0 15 6e-03 71311 enzyme binding

IRNA PI se MIKNA target ) %; )

H] §§L?e #in/all Geneset Ral p—ng #in/all Geneset HDW t\/alue #in/all Geneset
1 0/7 Thyroid carcinoma, papillary 1 0.03 5/263 hsa-miR-449a 0.002 2/11 BENTINK ras.4
2 1 0/123 Pancreatic cancer 2 0.05 2/54 hsa-mil 2 0.085 1/13 BENTINK src.10
3 1 0/68 Glioblastoma multiforme, somatic 3 0.06 2/59 hsa-mil 3 1.000 0/14 GUSTAFSON_PI3K_UP
4 1 0/63 Gastrointestinal 4 0.07 1/10 hsa-mil 4 1.000 0/15 GUSTAFSON_PI3K_DN
5 1 0/3 Pituitary adenoma 5 0.08 1/13 hsa-mi 5 1.000 0/13 BENTINK_e2f3.1
6 1 0/116 Cancer 6 0.08 1/13 hsa-mil 6 1.000 0/13 BENTINK e2f3.2
7 1 0/95 Colorectal cancer 7 0.09 2/75 hsa-mil 7 1.000 0/13 BENTINK myc.1
8 1 0/2 Adenomas, multiple colorectal 8 0.12 5/377 hsa-mi 8 1.000 0/12 BENTINK ras.1
9 1 0/124 Prostate cancer 9 0.12 3/178 hsa-mil 9 1.000 0/14 BENTINK ras.6
10 1 0/48 Alzheimer disease, susceptibility to 10 0.13 5/389 hsa-mi 10 1.000 0/12 BENTINK src.2
11 1 0/7 Schizophrenia, susceptibility to 11 0.13 41288 hsa-mi 11 NA 0/0
12 1 0/20 Parkinson disease 12 0.14 57400 hsa-mi 12 NA 0/0
13 1 0/65 Hepatocellular carcinoma 13 0.14 2/96 hsa-mil 13 NA 0/0
14 1 0/3 Down syndrome, risk of 14 0.17 2/110 hsa-miR-190b 14 NA 0/0
15 1 0/127 Melanoma and neural system tumor syndrome 15 0.17 1/28 hsa-miR-519e* 15 NA 0/0
Rreterence i nature
Ral L —va? 9 all Geneset Egrl&merg—%alue #in/all Geneset Eé:nk p-value #in/all Geneset
1 1le-99 59/95 Chaussabel_3,1_Interferon-inducible 1 0.2 1/27 Nabetani_alt len telomeres_genes_ko 1 le-04 33/2497  ICGC_Bclll targets
2 2e-15 15/113 Chaussabel_1,5_Myeloid lineage 2 1.0 0/13 Alternative lengthening of telomeres 2 2e-04 39/3194 ICGCIrf4_targets
3 le-11 11/84 Chaussabel_2,10_Immune related cell surface molecules 3 NA 0/0 3 2e-03 26 /2087 ICGC_Cebpbsc150_targets
4 5e-05 4130 VAQUERIZAS_Lymph node_TF 4 NA 0/0 4 3e-03 47 /4735 ICGC_Pul_targets
5 1le-04 11/412 WIRTH_Immune’system 5 NA 0/0 5 4e-03 56 / 5984 ICGC_Mta3_targets
6 4e-04 3/21 VAQUERIZAS Tonsil_TF 6 NA 0/0 6 5e-03 65/7247 ICGC_Runx3_targets
7 1e-03 4166 VAQUERIZAS Whole blood_TF 7 NA 0/0 7 1e-02 2412133 ICGC_Mef2_fargets
8 1e-03 13/724 PROTEINATLAS_lymph node 8 NA 0/0 8 1le-02 29/2759 ICGC_Bcl3_targets
9 3e-03 2112 WIRTH_Lymphocytes 9 NA 0/0 9 2e-02 45/ 4881 ICGC_Atf2_targets
10 9e-03 3/64 VAQUERIZAS Lung TF 10 NA 0/0 10 2e-02 47 /5188 ICGC_Ebfsc137065_targets
11 1le-02 9/535 PROTEINATLAS_spleen 11 NA 0/0 11 2e-02 49 / 5466 ICGC_Nficsc81335 Targets
12 2e-02 2130 VAQUERIZAS ¢ Smoolh muscle_TF 12 NA 0/0 12 2e-02 55/6322 ICGC_Tcf3_targets
13 2e-02 4/150 Chaussabel_2,6_Myeloid lineage 13 NA 0/0 13 2e-02 52 /5961 ICGC_Pol24_targets
14 3e-02 13/1063 PROTEINATLAS tonsil 14 NA 0/0 14 3e-02 4474890  ICGC_Bclaf101388_targets
15 3e-02 2141 VAQUERIZAS_Thymus_TF 15 NA 0/0 15 3e-02 48 /5442 ICGC_Pmlsc71910_targets
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D—-Cluster

Spot Summary: M

# metagenes = 14
# genes = 262

<r> metagenes = 0.97
<r>genes = 0.42
beta: r2=60.94 / log p= —Inf

# samples with spot = 449 ( 13.3 %)
A*:30(8.7 %)
AC*:32(9.8%)
ACF*:4(1.7 %)

CF*:40(15.1 %)
FJ*:120 (25.9 %)

J*:82(18.3 %)
N *: 95 ( 21.4 %)
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Spot Genelist

Rank
ID

1 ILMN_181520
2 ILMN_32464C
3 ILMN_172311
4 ILMN_166043
5 ILMN_18043¢
6 ILMN_168231
7  ILMN_16787C
8  ILMN_32890¢
9 ILMN_234778
10 ILMN_175311
11 ILMN_330896
12 ILMN_210192
13 ILMN_239376
14 ILMN_172165
15 ILMN_324364
16 ILMN_240197
17 ILMN_324957
18 ILMN_17772¢
19 ILMN_317937
20 ILMN_241051

max e
min e
2.38 -5.09
2.08 -1.52
1.86 -0.84
1.74 -1.19
1.74 -1.24
1.7 -1.19
1.61 -1.35
16 -0.76
1.53 -0.57
1.45 -1.67
1.42 -0.59
141 -0.75
1.39 -1.23
1.36 -0.96
1.31 -0.56
1.29 -1.55
1.27 -0.51
1.25 -1.87
1.25 -1.58
1.25 -0.97

r

0.28

0.64

0.39

0.64

0.61

0.72

0.53

0.64

0.33

0.66

0.77

0.65

0.54

0.78

0.64

0.79

0.8

0.64

Description
Symbol

HNRNPHheterogeneous nuclear ribonucleoprotein H1 (H) [Source:HG/
AMFR  autocrine motility factor receptor [Source:HGNC Symbol;Acc:

HSPA1B heat shock protein family A (Hsp70) member 1B [Source:HGI
IRF2BPL interferon regulatory factor 2 binding protein like [Source:HGM
TAF15 TATA-box binding protein associated factor 15 [Source:HGN(C
IFI6 interferon alpha inducible protein 6 [Source:HGNC Symbol;Ac
NAMPT nicotinamide phosphoribosyltransferase [Source:HGNC Symi
ND6 mitochondrially encoded NADH:ubiquinone oxidoreductase ¢
ARPC4-TPRP84-TTLL3 readthrough [Source:HGNC Symbol;Acc:HGI
ubiquitin conjugating enzyme E2 H pseudogene 1 [Source:H(
STAT3 signal transducer and activator of transcription 3 [Source:HGI
MIR6087 microRNA 6087 [Source:HGNC Symbol;Acc:HGNC:50045]
ACTB

actin beta [Source:HGNC Symbol;Acc:HGNC:132]

PPM1A protein phosphatase, Mg2+/Mn2+ dependent 1A [Source:HG

Geneset Overrepresentation

Rank p-value #in/all

©o~NoOOR~WNE

Density

4e-35
5e-31
4e-29
le-28
6e-28
6e-26
le-25
2e-25
3e-25
2e-24
4e-24
5e-24
6e-24
4e-22
9e-22
2e-21
3e-21
2e-20
3e-20
5e-20
5e-20
7e-20
5e-18
3e-17
3e-17
3e-16
4e-16
6e-16
2e-15
2e-15
3e-15
7e-15
8e-15
2e-14
5e-14
Se-14
le-13
3e-13
3e-13
4e-13

10

17179054
170/ 9555
146 /7275
158/ 8568
168 /9815
155/8678
178 /11455
155/8771
146 /7854
118 /5356
67 /1797
140/ 7448
182/12298
118 /5699
164 /10430
168/ 10999
14378226
182/12983
147/8818
153 /9504
11775936
12876970
153/9917
168 /11836
143 /8990
30/498
173712741
46 /1265
131/8098
23/283
32/622
4411241
35/783
167 /12393
30/602
28/520
155/11130
68 /2979
151/10779
20/259

Geneset

Colon
Colon
Lympl
Colon
Brain
Colon
Chror
Chror
Chror
Lympl
GSE#
Lympl!
Chror
Chror
Brain
Colon
Lympl
Chror
MF
Brain
Brain
Chror
Brain
Chror
Chror
GSE/
Chror
GSE/
Lymp
miRN
GSE/
GSE/
GSE/
Chror
miRN
miRN
Chror
ccC
Colon
miRN

Tx_Colon
TssA_Colon

HOPP_Txn_elongation

TxWk_Colon

Overlap_fetal_midbrain_ReprPC
Quies3_Colon

2_TssA_Fibroblasts

5_Tx_Melanocytes

5_Tx_Fibroblasts

HOPP_Txn_transition
PILON_KLF1_TARGETS_DN
HOPP_Strong_enhancer
2_TssA_Melanocytes

6_EnhG_Melanocytes
Overlap_fetal_midbrain_Quies

TssWk_Colon

HOPP_Active_promoter
2_TssA_Neuronal_Progenitor

protein binding
Overlap_fetal_midbrain_K9K27me3
Overlap_fetal_midbrain_HetRpts
5_Tx_Neuronal_Progenitor
Overlap_fetal_midbrain_ReprPCWk
3_TssF_Melanocytes

15_Quies_Fibroblasts
FLECHNER_BIOPSY_KIDNEY_TRANSPLANT_OK_VS_DONOR_UP
7_Enh_Melanocytes
DIAZ_CHRONIC_MEYLOGENOUS_LEUKEMIA_UP
HOPP_Weak_promoter

hsa-miR-320a
SCHLOSSER_SERUM_RESPONSE_DN
PUJANA_ATM_PCC_NETWORK
DACOSTA_UV_RESPONSE_VIA_ERCC3_DN
15_Quies_Neuronal_Progenitor

hsa-miR-20a

hsa-miR-106a

15_Quies_Melanocytes

cytosol

Enh_Colon

hsa-miR-548p

p-values

e o o o o
%DE =0.16

- o o |fd]




AQITT .
Rglk & p-value #in/all
1 03 2/111
2 0.7 1/142
3 1.0 0/58
4 NA 0/0
5 NA 0/0
6 NA 0/0
7 NA 0/0
8 NA 0/0
9 NA 0/0
10 NA 0/0
11 NA 0/0
12 NA 0/0
13 NA 0/0
14 NA 0/0
15 NA 0/0
ancer
gan p-value #in/all
1 8e-07 11/178
2 5e-06 13/301
3 2e-04 3/13
4 4e-04 3/16
5 1e-03 6/125
6 7e-03 4/82
7 9e-03 3/46
8 le-02 3/54
9 le-02 11/554
10 2e-02 47117
11 3e-02 3/73
12 3e-02 3/76
13 8e-02 1/13
14 le-01 4/193
le-01 1/14
mafl tes .
ganﬂo aﬁ QIEI?LE@ e #in/all
1 le-25 178/ 11455
2 2e-25 155/8771
3 3e-25 146/ 7854
4 6e-24 182 /12298
5 4e-22 118/5699
6 2e-20 182 /12983
7 7e-20 128/6970
8 3e-17 168/11836
9 3e-17 143/8990
10 4e-16 173/12741
11 2e-14 167 /12393
12 le-13 155/11130
13 3e-12 129/8613
14 Se-12 138/9635
1e-07 7714795
S’%EA quvalue #in/all
1 4e-24 67/1797
2 3e-16 30/49
3 6e-16 46/ 1265
4 3e-15 32/622
5 7e-15 441241
6 8e-15 35/78
7 3e-12 35/960
8 5e-12 34/924
9 9e-12 17/208
10 2e-11 30/763
11 3e-11 19/293
12 1e-10 24/532
13 5e-10 34/1104
14 1e-09 16 /249
2e-09 20/ 414
L noma }
XrEp p-value #in/all
4e-29 146/ 7275
2 2e-24 118/5356
3 5e-24 140/ 7448
4 3e-21 143/8226
5 2e-15 131/8098
6 2e-09 101/ 6559
7 1e-08 103 /6959
8 1e-07 31/1169
9 9e-06 12/272
10 9e-05 14/ 455
11 3e-04 11/331
12 3e-04 10/283
13 2e-03 12/493
14 3e-03 9/318
3e-03 5/109
IRNA PI se
H‘ PHRS€  sinval
1 0/7
2 1 0/123
3 1 0/68
4 1 0/63
5 1 0/3
6 1 0/116
7 1 0/95
8 1 0/2
9 1 0/124
10 1 0/48
11 1 0/7
12 1 0/20
13 1 0/65
14 1 0/3
15 1 0/127
reterence Si nature
RanL p—va?ug #in/all
1 4e-11 22/412
2 3e-09 33/1118
3 2e-08 12/153
4 4e-07 13/242
5 5e-07 30/1194
6 2e-06 12 /240
7 2e-06 7166
8 3e-06 12/242
9 5e-06 13/302
10 7e-06 19/639
11 9e-06 247959
12 1e-05 27/1173
13 1e-05 21/782
14 1e-05 20/ 724
15 2e-05 26/1138

Geneset

HORVATH_aging_genes meth DOWN
HORVATH_aging_genes meth UP
TESCHENDORFF_age_hypermethylated

Geneset

SPANG_LPS-index2
SPANG_BCL6-index2
GENTLES_modul12
GENTLES_modul14
PanCan_CC+Apop_geneset_nanostring
PanCan_JAK-ST_geneset_nanostring
PanCan_TGF-B_geneset nanostring
KUIPER_MM poor survival
Lembcke_Colonic Inflammation
PanCan_Driver_Gene_geneset_nanostring
SHAUGHNESSY_MM high risk
PanCan_Wnt_geneset_nanostring
RHODES_CANCER_META_SIGNATURE
PanCan_PI3K_geneset_nanostring
BEN-PORATH_UP

Geneset
2_TssA_Fibroblasts
5_Tx_Melanocytes
5_Tx_Fibroblasts
2_TsSA_Melanocytes
6_EnhG_Melanocytes
2_TssA_Neuronal_Progenitor
5_Tx_Neuronal_Progenitor
3_TssF_Melanocytes
15_Quies_Fibrobiasts
7_Enh_Melanocytes
15_Quies_Neuronal_Progenitor
15_Quies_Melanocytes
7_Enh_Fibroblasts
3_TssF_Fibroblasts
6_EnhG_Fibroblasts

Geneset

PILON_KLF1_TARGETS DN
FLECHNER_BIOPSY_KIDNEY_TRANSPLANT_OK_VS_DONOR_UP
DIAZ_CHRONIC_MEYLOGENOUS_LEUKEMIA_UP
SCHLOSSER_SERUM RESPONSE DN
PUJANA_ATM_PCC_NETWOR

DACOSTA_UV_RESPONSE )\ VIA ERCC3_DN
NUYTTEN_EZH2_TARGETS_UP_
MARSON_BOUND_BY_FOXP3_STIMULATED
THEILGAARD_NEUTROPHIL_AT_SKIN_WOUND_DN
BUYTAERT_PHOTODYNAMIC_THERAPY_STRESS_UP
DEBIASI_APOPTOSIS BY_REOVIRUS_INFECTION_UP
SPIELMAN_LYMPHOBLAST EUROPEAN_VS_ASIAN_DN
MARSON_BOUND_BY_FOXP3_UNSTIMULATED
OSWALD_HEMATOPOIETIC_STEM_CELL_IN_COLLAGEN_GEL_DN
REACTOME_HEMOSTASIS

Geneset
HOPP_Txn_elongation
HOPP_Txn_transition
HOPP_Strong_enhancer
HOPP_Active_promoter
HOPP_Weak_promoter
HOPP_Weak_txn
HOPP_Weak ¢ enhancer
SPANG_BCR DI

SPANG_IL21 DN
SPANG_CDA40 6hrs DN
SPANG_CDA40 6hrs UP
TARTE “Plasmablast signature
WIRTH_lymphoma937_spot J
Hopp_Junel4_MMML937 tumors+controls_group.overexpression_H_GC-B-
ROSOLOWSKI_blue total

Geneset

Thyroid carcinoma, papillary
Pancreatic cancer

Glioblastoma multiforme, somatic
Gastrointestinal

Pituitary adenoma

Cancer

Colorectal cancer

Adenomas, multiple colorectal
Prostate cancer

Alzheimer disease, susceptibility to
Schizophrenia, suscepublllty to
Parkinson disease
Hepatocellular carcinoma

Down syndrome, risk of

Melanoma and neural system tumor syndrome

Geneset

WIRTH_Immune system
PROTEINATLAS_placenta
Chaussabel_2,9_Cytosceleton
Chaussabelj,27Inf|ammation |
PROTEINATLAS_stomach
Chaussabel_3,3_Inflammation II
VAQUERIZAS_Whole blood_TF
Chaussabel Kinases
Chaussabel” Proteln phosphatase:
PROTEINATLAS_ bre:
PROTEINATLAS nasopharynx
PROTEINATLAS rectum
PROTEINATLAS thyroid gland
PROTEINATLAS_lymph node
PROTEINATLAS_small intestine

E nk p-value
1 1e-06
2 7e-06
3 2e-05
4 2e-05
5 2e-05
6 3e-05
7 5e-05
8 6e-05
9 9e-05
10 le-04
11 2e-04
12 2e-04
13 2e-04
14 2e-04
15 2e-04
g(r"ik p-value
1 3e-13
2 8e-12
3 3e-10
4 2e-09
5 1e-07
6 2e-06
7 5e-06
8 1e-05
9 2e-05
10 le-04
11 le-04
12 3e-04
13 3e-04
14 1e-03
1e-03
Q%Lon Canggt
4e-35
2 Se-31
3 le-28
4 6e-26
5 2e-21
6 3e-13
7 2e-11
8 4e-10
9 2e-09
10 7e-08
11 8e-08
12 6e-07
13 8e-07
14 5e-06
15 7e-06
E'aML p-value
1 9e-06
2 4e-05
3 5e-04
4 1e-03
5 1e-03
6 2e-03
7 7e-03
8 2e-02
9 3e-02
10 3e-02
11 3e-02
12 5e-02
13 9e-02
14 9e-02
15 9e-02
Me'(anorp%alue
1
2 0.3
3 1.0
4 1.0
5 1.0
6 1.0
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA
MIKNA target
Rank p—vgﬁe
1 2e-15
2 Se-14
3 Se-14
4 4e-13
5 8e-13
6 le-12
7 2e-12
8 2e-12
9 2e-12
10 le-11
11 le-11
12 3e-11
13 4e-11
14 4e-11
15 4e-11
Igrh?merg—%alue
1 1
2 1
3 NA
4 NA
5 NA
6 NA
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA

#in/all
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#in/all
171/9054
170/ 9555
158/ 8568
155/ 8678
168 /10999
151/10779
93/5373
111/7354
58 /2845
37/1547
54 /2810
28/1069
4212073
32/1468
28/1216

#in/all

0000000000000k I
w
N RBO

cooocooo0OomNOGIA

ks
S
3
1N

IR NN NI NN N W N
CWOORORONIOROW
GRWAWNBNBNODN
AEPROPRANNTONO®
SOORNROWNOON®

20/336
20/336

#in/all
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Geneset

protein stabilization

movement of cell or subcellular component

apoptotic mitochondrial changes

cell-cell adhesion o

actin cytoskeleton organization

vascular endothelial growth factor receptor signaling pathway
protein phosphorylation

cellular response to insulin stimulus

ephrin receptor signaling pathway

positive regulation of protein insertion into mitochondrial membrane involved i
negative regulation of interleukin—-12 production

protein refoldini

regulation of cell shape

positive regulation of transcription, DNA-templated

platelet degranulation

Geneset

cytosol

membrane

cytoplasm
extracellular exosome
nucleoplasm
melanosome

focal adhesion

nucleus . .
cell-cell adherens junction

ruffle

actin cytoskeleton

Golgi F paratus

intracellular ribonucleoprotein complex
nuclear chromatin

endocytic vesicle

Geneset

Tx_Colon

TssA_Colon

TxWk_Colon

Quies3_Colon

TssWk_Colon

Enh_Colon

EnhWk1_Colon

TssF_Colon

TxEnhG1_Colon

LaPointe_mucosa-position_kmeans_N_cecum colon_ascending colon_UP_a
EnhA_Colon

LaPointe_mucosa-position_kmeans_L_transverse colon_cecum colon_DN
LaPointe_mucosa-position_kmeans_G_cecum colon_ascending colon_UP_ti
LaPointe_mucosa-position_kmeans_E_transverse colon_UP_transverse colc
LaPointe_mucosa-position_kmeans_H_cecum colon_ascending colon_UP_

Geneset

HALLMARK_MTORC1_SIGNALING
HALLMARK_UV_RESPONSE_UP
HALLMARK_APOPTOSIS
HALLMARK_TGF_BETA_SIGNALING
HALLMARK_PROTEIN_SECRETION
HALLMARK_HYPOXIA
HALLMARK_TNFA_SIGNALING_VIA_NFKB
HALLMARK_INTERFERON_GAMMA_RESPONSE
HALLMARK_P53_PATHWAY
HALLMARK_HEME_METABOLISM
HALLMARK_COAGULATION
HALLMARK_APICAL_SURFACE
HALLMARK_APICAL_JUNCTION
HALLMARK_GLYCOLYSIS
HALLMARK_ESTROGEN_RESPONSE_EARLY

Geneset
Hugo_melanoma-all-MET_UP
Hugo_melanoma-| BRAqut MET upP
Hugo_melanoma-all-MET_D|
Hugo_melanoma-BRAFmUt- MET DN
Hugo_melanoma-all-LEF1_UP
Hugo_melanoma-BRAFmut-LEF1_UP

Geneset

hsa-miR-93
hsa-miR-520d-3p
hsa-miR-142-5p
Geneset

Alternative lengthening of telomeres
Nabetani_alt len telomeres_genes_ko

RIAN

p-value

1 6e-28
2 9e-22
3 5e-20
4 5e-20
5 5e-18
6 3e-04
7 1e-03
8 3e-03
9 1e-02
10 2e-02
11 2e-02
12 4e-02
13 4e-02
14 7e-02
15 le-01
9:91 p-value
1 0.04
2 0.15
3 0.19
4 0.20
5 0.21
6 0.21
7 0.32
8 0.41
9 0.45
10 0.50
11 0.50
12 0.56
13 0.56
14 0.62
15 0.65
Ealrl% p-value
1 2e-12
2 4e-08
3 1e-06
4 8e-05
5 3e-03
6 5e-03
7 9e-03
8 le-02
9 3e-02
10 3e-02
11 4e-02
12 6e-02
13 7e-02
14 8e-02
15 9e-02
LIT Style

ek Y p-value
1 8e-08
2 2e-05
3 8e-04
4 9e-03
5 le-01
6 4e-01
7 6e-01
8 1e+00
9 1e+00
10 1e+00
11 1e+00
12 1e+00
13 1e+00
14 1e+00
15 1e+00
%Ek p-value
1 3e-20
2 2e-07
3 3e-06
4 7e-06
5 7e-06
6 7e-06
7 3e-05
8 3e-04
9 5e-04
10 1e-03
11 1e-03
12 2e-03
13 2e-03
14 2e-03
15 2e-03
Ef?htpw ﬁg\/alue
1 0.1
2 0.1
3 0.1
4 0.1
5 1.0
6 1.0
7 1.0
8 1.0
9 1.0
10 1.0
11 NA
12 NA
13 NA
14 NA
15 NA
Ez—é:nk p-value
1 2e-12
2 le-11
3 2e-11
4 le-10
5 le-10
6 3e-10
7 4e-10
8 7e-10
9 1e-09
10 1e-09
11 4e-09
12 6e-09
13 1e-08
14 1e-08
15 2e-08

#in/all

168 /9815
164 /10430
153 /9504

117 /5936
153/9917

31/2709

#infall
16 / 1060

©
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#in/all
211
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CO000000ORNENNAL
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#infall

12

COoCOORRRRREREEE
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#in/all

92 /5067
88 /4881
94 /5466
81 /4468
7714131
83/4735
50/2133
91/5518
102/ 6578
88/5312
82/4890
47 /2087
87 /5442
106 / 7247
86 /5410

Geneset

Overlap_fetal_midbrain ReprPC
Overlap_fetal_midbrain_Quie:
Overlap_fetal_midbrain K9K27me3
Overlap_fetal_midbrain_HetRpts
Overlap_fetal_midbrain_ReprPCWk

Mid_Frontal_Lobe ZNF
Overlap fetél midbrain_Het
Fetal_Hi

Fetal_| EnhP
Overlap_fetal_midbrain_ZNF
Fetal_Tssl

Fetal_Enh

Fetal_HetRpts

Fetal_ZNF
Mid_Frontal_Lobe_HetRpts

Geneset
chrs
Chr3
Chr7

Chrg

Geneset
WILLSCHER_GBM_Verhaak-PNwt & CL_up
vl

P
Hopp_Sturm_GBM_Epi3_E1_fetus_UP_fetus_DN
Hopp_Sturm_GBM_Epi3_no_zentr_6_fetus_UP
WILLSCHER_GBM_Verhaak-CL & MES_up
WILLSCHER_GBM_proteomics_wtOnly_SpotH
Sturm_GBM_Meth _overexpression_E_G34_UP
Vishal_subnetwork signature of survival in GBM
WILLSCHER_GBM_Verhaak-PNwt & MES_up
WILLSCHER_GBM_STSwt_proteomics-L_UP
WILLSCHER_GBM_Verhaak-CL_up ( E)
WILLSCHER_GBM_proteomics_wtOnly__SpotB
Hopp_Sturm_GBM_Epi3_D1_IDH_UP_adult_fetus_DN
OL vs. OPC
WILLSCHER_ GBM_LTSwt_proteomics-C_UP

Geneset

Homuth_BMI-associated-genes_DN
Huan_blood-pressure_SBP-signature
Huan_blood—-pressure_HTN-signature
Huan_blood-pressure_DBP-signature

DUMEAUX_Red blood cells in non smokers literature genes up
Homuth_BMI-associated-genes_UP

DUMEAUX_Smoking enriched genes

DUMEAUX_Smoking literature genes up

DUMEAUX_Exercising non smoker literature enriched genes
DUMEAUX_Estrogen related in smokers literature genes up
DUMEAUX_Estrogen related in non smokers literature genes up
DUMEAUX_Hormon therapy in non smokers literature genes up
DUMEAUX_Monocytes in smokers literature genes up
DUMEAUX_Women normal BMI literature genes up
DUMEAUX_High bmi enriched genes

Geneset

protein binding

enzyme binding

protein domain specific binding

cadherin binding involved in cell-cell adhesion

poly(A) RNA binding

GDP binding

GTPase activity

RNA polymerase || activating transcription factor binding

protein binding, bridging

protein homodimerization activity

identical protein binding

ephrin receptor binding

RNA polymerase Il repressing transcription factor binding
transcriptional activator activity, RNA polymerase Il transcription regulatory re
RNA polymerase Il distal enhancer sequence-specific DNA binding

Geneset
BENTINK_ras.4
BENTINK ras.1
BENTINK src.10
GUSTAFSON_PI3K_DN
GUSTAFSON_PI3K_UP
BENTINK_e2f3.1
BENTINK e2f3.2
BENTINK myc.1
BENTINK ras.6
BENTINK src.2

Geneset
ICGC_Tafl_targets
ICGC_Atf2 targets
ICGC_Nficsc81335_targets
ICGC| E?rl targets
ICGC_Nfatcl_targets
ICGC_Pul_targets
ICGC_Mef2_targets
ICGC_Stat5_targets
ICGC_Pou2_targets
ICGC_Tcf12_targets
ICGC_Bclaf101388_targets
ICGC_Cebpbsc150_targets
ICGC_Pmlsc71910_targets
ICGC_Runx3_targets
ICGC_Foxm1_targets
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D—-Cluster

Spot Summary: N

# metagenes = 26
# genes = 213

<r> metagenes = 0.96
<r>genes =04
beta: r2= 32.55 / log p= -Inf

# samples with spot = 325 ( 9.6 %)
A*:9(2.6%)
AC*:94 (28.7 %)
ACF*:29(12.3%)

CF*:67(25.3 %)
FJ*:9(1.9 %)

J*:1(0.2 %)
N *: 91 ( 20.5 %)
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Spot Genelist

Rank
ID

1  ILMN_180823
2 ILMN_172188
3 ILMN_17432¢
4 ILMN_176728
5 ILMN_16627¢
6  ILMN_20900C
7 ILMN_175764
8  ILMN_17451C
9 ILMN_175275
10 ILMN_171028
11 ILMN_219943
12 ILMN_178241
13 ILMN_178962
14 ILMN_174552
15 ILMN_241353
16 ILMN_235212
17 ILMN_173207
18 ILMN_233983
19 ILMN_167192
20 ILMN_222275

max e
min e

1.58 -0.7
157 -1.12
1.57 -1.44
1.52 -1.63
1.43 -1.26
14 -0.86
1.37 -1.19
1.36 -0.87
1.32 -0.85
1.31 -1.36
1.31 -1.09
13 -1.32
1.29 -1.46
1.28 -0.65
1.26 -0.84
1.26 -0.82
1.26 -0.97
1.25 -1.25
1.22 -0.8
1.21 -0.76

r

0.53

0.84

0.9

0.87

0.42

0.76

0.71

0.85

0.6

0.89

0.86

0.52

0.45

0.45

0.63

0.88

0.85

0.28

Description

Symbol

RBPMS2RNA binding protein with multiple splicing 2 [Source:HGNC S

ITGA2B integrin subunit alpha 2b [Source:HGNC Symbol;Acc:HGNC:!

GP9

CA2

AQP10

UBE2H

glycoprotein IX platelet [Source:HGNC Symbol;Acc:HGNC:4<4

carbonic anhydrase 2 [Source:HGNC Symbol;Acc:HGNC:137

aquaporin 10 [Source:HGNC Symbol;Acc:HGNC:16029]

ubiquitin conjugating enzyme E2 H [Source:HGNC Symbol;Al

CLEC1B C-type lectin domain family 1 member B [Source:HGNC Sy

VWF

TuBB1

CA2

GNG11

GP1BB

PF4V1

von Willebrand factor [Source:HGNC Symbol;Acc:HGNC:127

tubulin beta 1 class VI [Source:HGNC Symbol;Acc:HGNC:16:

carbonic anhydrase 2 [Source:HGNC Symbol;Acc:HGNC:137

G protein subunit gamma 11 [Source:HGNC Symbol;Acc:HGI

glycoprotein Ib platelet beta subunit [Source:HGNC Symbol;A

platelet factor 4 variant 1 [Source:HGNC Symbol;Acc:HGNC::

HEMGN hemogen [Source:HGNC Symbol;Acc:HGNC:17509]

NT5C3A 5'-nucleotidase, cytosolic II1A [Source:HGNC Symbol;Acc:HC

HIST2H2B&tone cluster 2, H2be [Source:HGNC Symbol;Acc:HGNC:4!

PTGS1

PROS1

prostaglandin-endoperoxide synthase 1 [Source:HGNC Sym

protein S (alpha) [Source:HGNC Symbol;Acc:HGNC:9456]

Geneset Overrepresentation

Rank p-value

1 1e-99
2 2e-59
3 4e-48
4 2e-18
5 5e-17
6 2e-15
7 3e-15
8 3e-14
9 Te-14
10 2e-13
11 9e-13
12 5e-12
13 2e-11
14 4e-11
15 8e-11
16 2e-10
17 4e-10
18 1e-09
19 3e-09
20 4e-09
21 5e-09
22 5e-09
23 8e-09
24 8e-09
25 2e-08
26 2e-08
27 3e-08
28 4e-08
29 4e-08
30 4e-08
31 5e-08
32 7e-08
33 7e-08
34 7e-08
35 9e-08
36 1e-07
37 1e-07
38 1e-07
39 1e-07
40 2e-07
12
10

Density
o N BN (o)) (o]

#in/all Geneset
61/102 Referi Chaussabel_1,2_Platelets
35/64 GSE# RAGHAVACHARI_PLATELET_SPECIFIC_GENES
40/188 GSE# WIERENGA_STATSA_TARGETS_DN
271414 GSE# REACTOME_HEMOSTASIS
19/181 GSE# REACTOME_PLATELET_ACTIVATION_SIGNALING_AND_AGGREGATIO
1717162 GSE# JISON_SICKLE_CELL_DISEASE_UP
13/71 GSE# REACTOME_RESPONSE_TO_ELEVATED_PLATELET_CYTOSOLIC_CA:
12/64 GSE# ROSS_AML_OF_FAB_M7_TYPE
13/90 BP  platelet degranulation
10/40 GSE# GNATENKO_PLATELET_SIGNATURE
20/352 CC  focal adhesion
20/387 GSE# SWEET_LUNG_CANCER_KRAS_DN
33/1216 Colon LaPointe_mucosa-position_kmeans_H_cecum colon_ascending colon_UF
48/2464 CC  extracellular exosome
20/451 GSE# PILON_KLF1_TARGETS_UP
81/38 BP  platelet aggregation
62/4018 Colon Enhwk2_Colon
7130 GSE# REACTOME_FORMATION_OF_FIBRIN_CLOT_CLOTTING_CASCADE
114 /10779 Colon Enh_Colon
6/20 GSE# REACTOME_SMOOTH_MUSCLE_CONTRACTION
98/8613 Chror 7_Enh_Fibroblasts
7135 GSE/ REACTOME_PLATELET_AGGREGATION_PLUG_FORMATION
21/652 GSE# WONG_ADULT_TISSUE_STEM_MODULE
7138 GSE# CHUNG_BLISTER_CYTOTOXICITY_DN
14 /284 GSE/ TORCHIA_TARGETS_OF_EWSR1_FLI1_FUSION_DN
104 /9635 Chror 3_TssF_Fibroblasts
15/351 GSE# LINDGREN_BLADDER_CANCER_CLUSTER_2B
18/520 GSE# CHICAS_RB1_TARGETS_CONFLUENT
12/211 GSE/ SENESE_HDAC1_AND_HDAC2_TARGETS_DN
11/171 BP  blood coagulation
62/4526 Colon Quiesl_Colon
13/268 GSE# WANG_SMARCE1_TARGETS_UP
9/106 BP  platelet activation
64 /4795  Chror 6_EnhG_Fibroblasts
11/184 GSE/ KEGG_FOCAL_ADHESION
5/17 GSE# HAHTOLA_MYCOSIS_FUNGOIDES_UP
11/187 GSE# PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP
13/279 GSE/ ACEVEDO_FGFR1_TARGETS_IN_PROSTATE_CANCER_MODEL_DN
123/ 12741 Chror 7_Enh_Melanocytes
81787 GSE# HECKER_IFNB1_TARGETS
p-values
: . o .%I:.)E.O.E)Z: -: ; .-.. -: —g -1
. - -
. - = - - |Fdr|_ 0.8
. , - oo |1d :
. ,
.« 7 — 06 (¥
ot a)
ol - 04 LL
o
P'—I_ — 0.2
e e e
| LIl
I I I I I I
0.0 0.2 0.4 0.6 0.8 1.0



AQITT .

Rglk & p-value #in/all

1 0.04 3/111

2 0.27 2/142

3 1.00 0/58

4 NA 0/0

5 NA 0/0

6 NA 0/0

7 NA 0/0

8 NA 0/0

9 NA 0/0

10 NA 0/0

11 NA 0/0

12 NA 0/0

13 NA 0/0

14 NA 0/0

15 NA 0/0

ga% cer p-value #in/all

1 2e-05 0/15

2 4e-03 2/14

3 3e-02 3/91

4 9e-02 1/13

5 9e-02 1/13

6 le-01 1/14

7 le-01 1/14

8 le-01 71554

9 le-01 1/16

10 2e-01 1/24

11 2e-01 2/125

12 2e-01 1/39

13 3e-01 1/46

14 4e-01 0/14
4e-01 2/193

ganﬂomaﬁlqa%gtes #in/all

1 5e-09 98/8613

2 2e-08 104 /9635

3 7e-08 64/4795

4 1e-07 123/12741

5 8e-07 115/11847

6 2e-06 114/11836

7 1e-05 115/12393

8 6e-05 463691

9 2e-04 115/12983

10 4e-04 101/11130

11 5e-04 85/8990

12 1e-03 40/ 3450

13 1e-03 60 /5956

14 6e-03 104 /12298
6e-03 98/ 11455

S’%EA quvalue #in/all

1 2e-59 35/64

2 4e-48 40/188

3 2e-18 271414

4 5e-17 19/181

5 2e-15 17/162

6 3e-15 3/71

7 3e-14 12/64

8 2e-13 10/ 40

9 5e-12 20/387

10 8e-11 20/ 451

11 1e-09 7130

12 4e-09 6/2!

13 5e-09 7135

14 8e-09 21/652
8e—-09 7138

L noma

XrEp p-value #in/all

3e-07 45/2939

2 6e-05 71139

3 7e-05 71141

4 3e-04 5815384

5 4e-04 81244

6 1e-03 33/2701

7 1e-03 87300

8 2e-03 8/306

9 6e-03 6/226

10 8e-03 3/57

11 9e-03 4/115

12 2e-02 4/134

13 2e-02 41/ 4167

14 2e-02 6/283
2e-02 3/87

H"RNA P|§§@ese #injall

1 0/7

2 1 0/123

3 1 0/68

4 1 0/63

5 1 0/3

6 1 0/116

7 1 0/95

8 1 0/2

9 1 0/124

10 1 0/48

11 1 0/7

12 1 0/20

13 1 0/65

14 1 0/3

15 1 0/127

reterence Si nature

RanL p—va?ug #in/all

1 le-99 61/102

2 2e-06 4/13

3 4e-05 12/416

4 6e-05 12/429

5 4e-04 13/598

6 5e-04 11/465

7 5e-04 13/623

8 1e-03 15/ 850

9 1e-03 11/514

10 1e-03 13/681

11 2e-03 13/726

12 2e-03 12/ 647

13 2e-03 12/650

14 2e-03 16/1016

15 3e-03 13/759

Geneset

HORVATH_aging_genes meth DOWN
HORVATH_aging_genes meth UP
TESCHENDORFF_age_hypermethylated

Geneset
LIU_PROSTATE_CANCER_DN
GENTLES modul13
PanCan_TXmisReg_geneset_nanostring
LIU_LIVER_CANCER
GENTLES_modul18
LIU PROSTATE _CANCER_UP
GENTLES_modul4
Lembcke_Colonlc Inflammation
GENTLES modul16
PanCan_Notch_geneset_nanostring
Pancag ﬁ?\:;Apop _geneset_nanostring
U

PanCan_TGF-B_geneset_nanostring
LIU_COMMON_CANCER_GENES
PanCan_PI3K_geneset_nanostring

Geneset

7_Enh_Fibroblasts
3_TssF_Fibroblasts
6_EnhG_Fibroblasts
7_Enh_Melanocytes
7_Enh_Neuronal_Progenitor
3_TssF_Melanocytes
15_Quies_Neuronal_Progenitor
9_ReprPCWk_Neuronal_Progenitor
2_TssA_Neuronal_Progenitor
15_Quies_Melanocytes
15_Quies_Fibroblasts
4_TxTrans_Fibroblasts
3_TssF_Neuronal_Progenitor
2_TssA_Melanocytes
2_TssA_Fibroblasts

Geneset

RAGHAVACHARI_PLATELET ! SPECIFIC GENES
WIERENGA_STAT5A_TARGETS_D

REACTOME_HEMOSTASIS
REACTOME_PLATELET_ACTIVATION_SIGNALING_AND_AGGREGATION
JISON_SICKLE_CELL_DISEASE_UP
REACTOME_RESPONSE_TO_ELEVATED_PLATELET_CYTOSOLIC_CA2_
ROSS_AML_OF FAB_M7_TYPE

GNATENKO_PLATELET_SIGNATURE
SWEET_LUNG_CANCER_KRAS_DN

PILON_KLF1_TARGETS UP

REACTOME FORMATION_OF FIBRIN_CLOT_CLOTTING_CASCADE
REACTOME_SMOOTH_MUSCLE_CONTRACTION
REACTOME_PLATELET AGGREGATION PLUG_FORMATION
WONG_ADULT_TISSUE_STEM_MODULE
CHUNG_BLISTER_CYTOTOXICITY_DN

Geneset

HOPP_Poised_promoter

Hopp_June14 "MMML937 tumors+controls_group.overexpression_F_FL_tons
WIRTH_lymphoma937_spot F

HOPP_Repressed

LENZ “Stromal signature 1

HOPP_Repetitive

Hopp_Junel4_MMML937 tumors+controls_group.overexpression_E_GC-B-
WIRTH_lymphoma937_spot E

Hopp_Lymphoma_Epil_no_zentr_6_MCL DN
Hopp_Lymphoma_Epil_no_zentr_1_B.cell_DN

ROSOLOWSKI_green total”

Subero_DLBCL_hyper_meth

HOPP_Heterochrom

TARTE_Plasmablast signature
Hopp_Lymphoma_Epii_with_zentr_v_B.cell_DN

Geneset

Thyroid carcinoma, papillary
Pancreatic cancer

Glioblastoma multiforme, somatic
Gastrointestinal

Pituitary adenoma

Cancer

Colorectal cancer

Adenomas, multiple colorectal
Prostate cancer

Alzheimer disease, susceptibility to
Schizophrenia, suscepublllty to
Parkinson disease
Hepatocellular carcinoma

Down syndrome, risk of

Melanoma and neural system tumor syndrome

Geneset
Chaussabel_1,2_Platelets
WIRTH_Sec. Iymph0|d organs
PROTEINATLAS _ovary
PROTEINATLAS_soft tissue
PROTEINATLAS prostate
PROTEINATLAS_liver
PROTEINATLAS seminal vesicle
PROTEINATLASskin
PROTEINATLAS vagina
PROTEINATLASlung
PROTEINATLAS_cervix, uterine
PROTEINATLAS lateral ventricle
PROTEINATLAShippocampus
PROTEINATLAS _cerebral cortex
PROTEINATLAS epididymis

E nk p-value
1 7e-14
2 2e-10
3 4e-08
4 7e-08
5 7e-06
6 2e-05
7 7e-05
8 7e-05
9 9e-05
10 2e-04
11 2e-04
12 3e-04
13 3e-04
14 5e-04
15 5e-04
g(r"ik p-value
1 9e-13
2 4e-11
3 8e-07
4 1e-06
5 1e-06
6 4e-06
7 2e-05
8 le-04
9 le-04
10 le-04
11 3e-04
12 3e-04
13 4e-04
14 1e-03
1e-03
Q%Lon Canggt
2e-11
2 4e-10
3 3e-09
4 5e-08
5 le-05
6 le-05
7 8e-05
8 2e-04
9 2e-04
10 2e-04
11 3e-04
12 5e-04
13 7e-04
14 9e-04
15 1e-03
E'aML p-value
1 4e-06
2 9e-06
3 3e-04
4 3e-04
5 4e-04
6 2e-03
7 3e-03
8 3e-03
9 9e-03
10 9e-03
11 le-02
12 2e-02
13 2e-02
14 3e-02
15 4e-02
Me'(anorp%alue
1
2 1
3 1
4 1
5 1
6 1
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA
MIKNA target
Rank p—vgﬁe
1 7e-04
2 1e-03
3 2e-03
4 2e-03
5 3e-03
6 7e-03
7 7e-03
8 9e-03
9 le-02
10 le-02
11 le-02
12 le-02
13 2e-02
14 2e-02
15 2e-02
Igrh?merg—%alue
1 0.2
2 1.0
3 NA
4 NA
5 NA
6 NA
7 NA
8 NA
9 NA
10 NA
11 NA
12 NA
13 NA
14 NA
15 NA

#in/all

R YR

SU®@E P
RN
N

7

#in/all
33/1216
62/4018
114/10779
62 /4526
63/5373
14/ 489

86 /8678
36 /2740
19/1069
101 /10999
6/129

36 /2894
38/3173
8/278
62/6138

130

(A2 S

N

S
2
OND

0000000000000 0kR H
000000000000 ORN

Geneset
platelet degranulation
Elatelet aggregation

lood coagulation
Elatelet activation

lood coagulation, intrinsic pathway
cell adhesion
lamellipodium assembly
microtubule-based process
muscle contraction
integrin-mediated signaling pathway
movement of cell or subcellular component
extracellular matrix organization
cell-matrix adhesion
cell surface receptor signaling pathway
nucleosome assembly

Geneset

focal adhesion

extracellular exosome
plasma membrane

platelet alpha granule membrane
platelet alpha granule lumen
cytoskeleton

stress fiber

nuclear nucleosome
lamellipodium

platelet alpha granule

cell surface

extracellular space
cytoplasm

cell-cell adherens junction
cell-cell junction

Geneset

LaPointe_mucosa-position_kmeans_H_cecum colon_ascending colon_UP_

Enhwk2_Colon

Enh_Colon

Quies1_Colon
EnhWk1_Colon
K9acLow_Colon
Quies3_Colon
ReprPCWk_Colon
LaPointe_mucosa-position_kmeans_L_transverse colon_cecum colon_DN
TssWk_Colon
Marisa_CRC-cluster-b
TssP_Colon

ReprPC_Colon
Kosinski_top—-crypt-long-list
TssD2_Colon

Geneset

HALLMARK_ANDROGEN_RESPONSE
HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
HALLMARK_COAGULATION
HALLMARK_APICAL_JUNCTION
HALLMARK_HEME_METABOLISM
HALLMARK_MYOGENESIS
HALLMARK_UV_RESPONSE_DN
HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_ADIPOGENESIS
HALLMARK_KRAS_SIGNALING_UP
HALLMARK_MTORC1_SIGNALING
HALLMARK_APOPTOSIS
HALLMARK_ANGIOGENESIS
HALLMARK_REACTIVE_OXIGEN_SPECIES_PATHWAY
HALLMARK_XENOBIOTIC_METABOLISM

Geneset
Hugo_melanoma-all-MET_UP
Hugo_melanoma-all-MET_DN
Hugo_melanoma-BRAFmut-MET_UP
Hugo_melanoma-BRAFmut-MET_DN
Hugo_melanoma-all-LEF1_UP
Hugo_melanoma-BRAFmut-LEF1_UP

Geneset

hsa-miR-519e*
hsa-miR-205

Geneset
Nabetani_alt len telomeres_genes_ko
Alternative lengthening of telomeres

RIAN

CONOURWNEF

Lllestyle

wmwmmhwww

AR

MRk

CONOUAWNE

p-value
3e-04
7e-04
7e-04
1e-03
1e-03
4e-03
4e-03
6e-03
1e-02
1le-02
2e-02
3e-02
3e-02
3e-02

p-value
2e-05
4e-04
2e-03
3e-03
4e-03
5e-03
5e-03
8e-03
9e-03
2e-02
2e-02
3e-02
3e-02
5e-02

p-value
1e-05
1e+00
1e+00
1e+00
1e+00
1e+00
1e+00
1e+00
1e+00
1e+00
1e+00
1e+00
1e+00
1e+00
1e+00

p-value
5e-06
6e-06
2e-05
4e-05
2e-04
6e-04
7e-04
2e-03
4e-03
4e-03
7e-03
8e-03
9e-03
le-02
le-02

HDW ﬁg\/alue

Réni

#in/all
35/2700
37 /3046
95 /10430
19/1213
37/3164
88/9917
14 /869
30/2630
41/4112
14/1012
29/2709
23/2127
14/1119
17/ 1476
81/9815
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Geneset

Fe!al TxTrans

Fetal _Tss

Overllép fetal midbrain_Quies
Fetal

Mid Frontal Lobe
Overlap_fetal_| mldBraln ReprPCWk
Mid Frontal Lobe_Enh
Fetal_TssF
Mid_Frontal_Lobe_ReprPC
Mid_Frontal_Lobe_Enh
Mid_Frontal_Lobe_HetRpts
Mid_Frontal_Lobe K9K27me3
Overlap_fetal_midbrain_TssA
Overlap_fetal_midbrain_TxTrans
Overlap_fetal_midbrain_ReprPC

Geneset
Chr 22

Chr 13
Chr 15
Chr 11
Chr 16

Geneset
Hopp_Sturm_GBM_Epi3_D_adult_fetus_IDH_UP
Christensen_hypermethylated_in_grade3_oligoastrocytoma
Christensen_hypermethylated_in_grade2_oligoastrocytoma
Phillips MES up vs Prolif & PN
Christensen_hypermethylated_in_grade2_ ollgodendroglloma
WILLSCHER_GBM_proteomics_wtOnly_Spotl
WILLSCHER_GBM_proteomics_\ wlOnIy Differencelist

OL vs. MOG- OL
Christensen_hypermethylated_in_grade3_astrocytoma
WILLSCHER_GBM_proteomics_wtOnly_SpotC
Shaw_down_in_1p19q
Christensen_hypermethylated_in_secondary_glioblastoma
Weller_LGG_A_vs_O_UP

OL vs. OPC

mature astrocytes

Geneset

Homuth_BMI-associated-genes_UP

DUMEAUX_Smoking enriched genes

DUMEAUX_Smoking literature genes up

DUMEAUX_Exercising non smoker literature enriched genes
DUMEAUX_Estrogen related in smokers literature genes up
DUMEAUX_Estrogen related in non smokers literature genes up
DUMEAUX_Hormon therapy in non smokers literature genes up
DUMEAUX_Monocytes in smokers literature genes up
DUMEAUX_Red blood cells in non smokers literature genes up
DUMEAUX_Women normal BMI literature genes up
DUMEAUX_High bmi enriched genes

DUMEAUX_Fasting enriched genes
Homuth_BMI-associated-genes_DN
Huan_blood-pressure_SBP-signature
Huan_blood-pressure_DBP-signature

Geneset

protein binding

integrin blndlng

GTPase activi 3/

protein heterodimerization activity

GTP binding

cadherin binding involved in cell-cell adhesion
actin binding

protein homodimerization activi

structural constituent of cytoskeleton
5'-nucleotidase activity

calcium ion binding

collagen binding

glycoprotein binding

G-protein beta/gamma-subunit complex binding
extracellular matrix binding

Geneset
BENTINK_e2f3.1
GUSTAFSON_PI3K_UP
GUSTAFSON_PI3K_DN
BENTINK_e2f3.2
BENTINK myc.1
BENTINK ras.1
BENTINK ras.4
BENTINK ras.6
BENTINK src.10
BENTINK src.2

Geneset

ICGC_Pul_targets
ICGC_Bcl3_targets

MYC_ECM cell adhesion DOWN
ICGC_Ebfsc137065_targets
ICGC_P300_targets
ICGC_Mef2 targets
ICGC_Bcl11_targets

MYC_TFs

HEBENSTREIT_low expression TF
ICGC_BatfPcrl_targets
MYC_Targets DOWN
MYC_Metabolism UP
ICGC_Runx3_targets
ICGC_Rad21_targets
ICGC_Usf1_targets



D—-Cluster

Spot Summary: O Spot Genelist Geneset Overrepresentation

# metagenes = 37 Rank max e r Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 387
1 ILMN_176332 1.17 -1.24 0.24 CCR3  C-C motif chemokine receptor 3 [Source:HGNC Symbol;Acc: 1 6e-27 226/9555 Colon TssA_Colon
2 9e-25 215/9054 Colon Tx_Colon
<r> metagenes = 095 2 ILMN_178379 1.07 -0.63 0.29 BTNL3 butyrophilin like 3 [Source:HGNC Symbol;Acc:HGNC:1143] 3 4e-22 236 /10999 Colon TssWk_Colon
<r> genes = 0.33 4 4e-22 186/ 7448 Lympl HOPP_Strong_enhancer
3 ILMN_175112 1.04 -0.53 043 HIST1H4histone cluster 1, H4h [Source:HGNC Symbol;Acc:HGNC:47¢ 5 2e-20 199/8568 Colon TxWk_Colon
beta: r2=27.4 / log p= —Inf 6 1le-18 27/208  GSE# THEILGAARD_NEUTROPHIL_AT_SKIN_WOUND_DN
4 ILMN_179633 1.04 -0.62 0.42 LPCAT2 lysophosphatidylcholine acyltransferase 2 [Source:HGNC Syt 7 9e-18 175/7354 Colon TssF_Colon
. 8 3e-17 195/8771 Chror 5_Tx_Melanocytes
= 0,
# Samples with SpOt 104 ( 31 A)) 5 ILMN_16742¢ 1.03 -1.08 024 9 le-16 242 /12393 Chror 15_Quies_Neuronal_Progenitor
A*:22 (6.4 %) 10 1e-16 221/10779 Colon Enh_Colon
AC*:53(16.2 %) 6  ILMN_235856 1.03 -056 041 TIAM2 T-cell lymphoma invasion and metastasis 2 [Source:HGNC €~ 11 2e-16 240/ 12298 Chror 2_TssA_Melanocytes
: ' 12 3e-16 191/8678 Colon Quies3_Colon
ACF*:8(3.4%) 13 4e-15 222/11130 Chror 15_Quies_Melanocytes
: . 7 ILMN_170959 0.96 -0.44 0.24 PGM5  phosphoglucomutase 5 [Source:HGNC Symbol;Acc:HGNC:8! € ror 1o =
14 6e-15 90/2810 Colon EnhA_Colon
8  ILMN 165554 094 -101 039  SIGLECIsilic acid binding Ig like lectin 10 [Source:HGNC SymbobAcc 19 8e-15 205/9917 Brain Overlap_fetal_midbrain_ReprPCWk
16 2e-14 135/5373 Colon EnhWk1_Colon
N*:8 ( 1.8 %) 9 ILMN_166002 0.92 -0.57 0.29 FCGR2BFc fragment of IgG receptor IIb [Source:HGNC Symbol;Acc:+ 17 Se-14 224111455 Chror 2_TssA_F|br0bI§sts i .
18 5e-14 210/10430 Brain Overlap_fetal_midbrain_Quies
10 ILMN_240507 092 059 035 19 8e-14 22811836 Chror 3_TssF_Melanocytes
- ’ ’ ’ 20 le-13 239/12741 Chror 7_Enh_Melanocytes
21 3e-13 241 /12983 Chror 2_TssA_Neuronal_Progenitor
ILMN_172215 0.91 -0.5 05 CASP5 caspase 5 [Source:HGNC Symbol;Acc:HGNC:1506 .
1 N P . 4 ] 22 3e-13 171/7854 Chror 5_Tx_Fibroblasts
b tein 164 [Source:HGNC Symbol:Acc:HGN 23 5e-13 144 /6138 Colon TssD2_Colon
12 ILMN_324108 0.89 -0.81 043 TMEM164ransmembrane protein [Source: ymbol;Acc: 24 2e-12 211211 Lifest Homuth_BMi-associated-genes_DN
H ATP bindi e biamily G ber 1[S HGNC ¢ 25 5e-12 138/5936 Brain Overlap_fetal_midbrain_HetRpts
Ove rview Map Spot 13 ILMN_179478 0.87 -0.77 0.48 ABCG1 inding cassette subfamily G member 1 [Source: TS 2e-11 17718613 Chror 7_Enh_Fibroblasts
) _ 27 3e-11 182/8990 Chror 15_Quies_Fibroblasts
100 100 14 ILMN_17183C 0.86 -0.41 0.44 NECTIN2nectin cell adhesion molecule 2 [Source:HGNC Symbol;Acc:t 28 3e-11 191/9635 Chror 3 TssF_Fibroblasts
90 90 — ) ) ) 29 3e-11 221111847 Chror 7_Enh_Neuronal_Progenitor
80 80 15 ILMN_168973 0.86  -0.48 0.46  ILIRN interleukin 1 receptor antagonist [Source:HGNC Symbol;Acc: 30 Je-11 1164795 Chror 6_EnhG_Fibroblasts
31 9e-11 81/2845 Colon TxEnhG1_Colon
70 70 16 ILMN_181345 0.84 -0.56 0.49 SP110 SP110 nuclear body protein [Source:HGNC Symbol;Acc:HGM 32 1e-10 150/6970 Chror 5_Tx_Neuronal_Progenitor
60 60 — 33 2e-10 34/692  GSE/ KRIGE_RESPONSE_TO_TOSEDOSTAT 24HR_UP
50 50 - 17 ILMN_18022¢ 0.83  -0.91 052 RHOB  ras homolog family member B [Source:HGNC SymbolAccHC 34 26-10 154 /7275 Lymp HOPP_Txn_elongation
0 0 35 3e-10 129/5699 Chror 6_EnhG_Melanocytes
4 4 18 ILMN_174991 0.83 -0.88 05 RSRP1 arginine and serine rich protein 1 [Source:HGNC Symbol;Acc 36 1e-09 166 /8226 Lymp' HOPP_Active_promoter
30 1 30 37 3e-09 15/ 150 Refer. Chaussabel_2,6_Myeloid lineage
20 20 - 19 ILMN_174302 0.82 -0.56 0.34 CAMKK2calcium/calmodulin dependent protein kinase kinase 2 [Sourc 38 3e-09 173/8818 MF  protein binding
10 10 — 39 4e-09 267482 GSE/ DUTERTRE_ESTRADIOL_RESPONSE_24HR_DN
20 ILMN_183966 0.82 -0.68 0.52 40 4e-09 21/318 Lymp Hopp_Junel4_MMML937 tumors+controls_group.overexpression_H_GC-|
1 1
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p-value #in/all Geneset E;rzk p-value #in/all Geneset Egﬂn p-value #in/all Geneset

0.2 3/111 HORVATH_aging_genes meth DOWN 6e—06 171342 intracellular signal transduction 8e-15 205/9917  Overlap_fetal_m

0.9 1/142 HORVATH _aging_genes meth UP 4e-05 18/434 protein phosphorylation S5e-14 210/10430 Overlap_fetal_m

TESCHENDORFF_age_hypermethylated 9e-05 4/18 viral budding via host ESCRT complex 5e-12 138/5936  Overlap_fetal_mi
le-04 107164 protein autophosphorylation 5e-09 182/9504  Overlap_fetal_midbrain_K9K27me3

1e-04 6/58 endosomal transport 2e-08 184/9815 Overlap_fetal_midbrain_ReprPC

2e-04 protein transport 7e-05 61/2709  Mid_Frontal_Cobe_HetRpts

3e-04 Fc—gamma receptor signaling pathway involved in phagocytosis 4e-04 241818 Mid_Frontal_Lobe Het

3e-04 viral life cycle 6e-04 65/3164 Mid_Frontal_Lobe Z

5e-04 acrosome assembl 9e-04 9/180 Overlap_fetal_| m|d5ra|n Het

10 6e-04 multivesicular body assembly 10 2e-03 22/796 Overlap_fetal_midbrain_ZNF

11 6e-04 B cell receptor signaling pathway 11 3e-03 13/386 Fetal ZNF

12 7e-04 signal transduction 12 3e-03 53 /2630 Fetal_TssF

13 8e-04 epithelial cell morphogenesis 13 3e-03 28/1162 Fetal_Enh

14 1e-03 cellular response to hydrogen peroxide 14 5e-03 28/1213 Fetal_TssP

15 1e-03 cell cycle 15 7e-03 17 /630 Mid_Frontal_Lobe_EnhP

brain_ReprPCWk
brain_Quies
brain_HetRpts
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an p-value #in/all Geneset g(r';k p-value #in/all Geneset gan p-value #in/all Geneset
1 3e-06 3 /554 Lembcke_Colonic Inflammation 1 7e-08 107/4822  cytoplasm 1 0.01 26/1160  Chr12
2 9e-04 PanCan_JAK-ST_geneset_nanostring 2 1le-06 7212979 cytosol 2 0.04 26/1318 Chr17
3 1e-03 301 SPANG_BCL6-index2 3 2e-05 60/2535  nucleoplasm 3 0.08 18/904 Chr 10
4 3e-03 SPANG_LPS-index2 4 2e-04 94/4828  nucleus 4 0.15 12/619 Chr 20
5 2e-02 PanCan_MAPK_geneset_nanostring 5 2e-04 7187 PML body 5 0.17 21/1211  Chr6
6 6 6
7 7 7
8 8 8
9 9 9

@
»HO ™

4e-02 PanCan_RAS_geneset_nanostring 6e-04 45/1979 membrane 0.17 17 /959 Chr 16
PanCan_PI3K_geneset_nanostring 7e-04 71107 spindle 0.21 10/536 Chr 22
PanCan_HK_geneset_nanostring 9e-04 6/81 late endosome membrane 0.24 20/1217 Chr3
LIU_PROSTATE CANCER DN 1e-03 5212464 extracellular exosome 0.26 13/768 Chr 14
GENTLES_modul12 10 5e-03 68 /3662 plasma membrane 10 0.46 21/1467 Chr 19
GENTLES_modul18 11 7e-03 1379 centrosome 11 0.62 10/769 Chr 15
LIU_PROSTATE_CANCER_UP 12 7e-03 autophagosome 12 0.67 30/2323 Chr1
BEN-PORATH_DN 13 8e-03 ESCRT Il complex 13 0.71 13/1060 Chr5
14 2e-01 GENTLES_modul1l . 14 8e-03 mitotic spindle pole 14 0.72 12/994 Chr X
2e-01 PanCan_ChromMod_geneset_nanostring 9e-03 0 cell-cell junction 15 0.75 18/1492 Chr2

ganﬂomaﬁlqa%gtes #in/all Geneset Q%(on C@r\]gﬁg #in/all Geneset e!rl& p-value #in/all Geneset

3e-17 195/8771  5_Tx_Melanocytes 6e-27 226/9555 TssA_Colon 1 4e-04 12 /267 WILLSCHER_GBM_Verhaak-CL & MES_u
le-16 242 /12393 15_Quies_Neuronal_Progenitor 9e-25 215/9054 Tx_Colon 2 4e-03 4148 Vishal_subnetwork signature of survival in GBM
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2e-16 240/12298 2_TssA_Melanocytes 3 4e-22 236/10999 TssWk_Colon 5e-03 11/316 WILLSCHER_GBM_Verhaak-PNwt & CL_up
4e-15 222/11130 15_Quies_Melanocytes 4 2e-20 199/8568  TxWk_Colon 5e-03 38/1777 Hopp_Sturm _GBM_Epi3_no_zentr_6_fetus_UP
3e-14 224 /11455 2_TssA_Fibroblasts 5 9e-18 175/7354  TssF_Colon 8e-03 31/1417 Hopp Sturm_GBM_Epi3_no_zentr_5_IDH_UP_fetus_adult_ DN
8e-14 228/11836 3_TssF_Melanocytes 6 le-16 221/10779 Enh_Colon le-02 41/2043 E&p Sturm_GBM_Epi3_E1_fetus_UP_fefus_ DN
le-13 239/12741 7_Enh_Melanocytes ; 3e-16 191/8678 Quies3_Colon

9

2e-02 2/15 HAAK_NL subtype

3e-13 241712983 2_TssA_Neuronal_Progenitor 110 GIEZELT GBM_MGMTmethyl_up_VS_nonmethyl
3e-13 171/7854 5_Tx_Fibroblasts
10 2e-11 177/8613 7_Enh_Fibroblasts 10 5e-13 144/6138 TssD2_Colon 10 4e-02

6e-15 90 /2810 EnhA_Colon 5

1

4

11 3e-11 182/8990 15_Quies_| Flbroblasls 11 9e-11 81/2845 TxEnhG1_Colon 11 4e-02 3
2

1

5

8

2e-02

©CONOUAWNR

2e-14 135/5373  EnhwWk1_Colon 4e-02 3 WILLSCHER_GBM_STSwt_proteomics-L_UP
94 Weller LGG_A vs O_UP
57 OL vs.MOG- OL
12 3e-11 191/9635 3_TssF_Fibroblast 12 6e-09 97 /4018 Enhwk2_Colon 12 5e-02 25 Barbus_GBM_STS_v:
13 3e-11 221711847 7_Enh Neuronal Progenltor 13 9e-08 38/1069 LaPointe_mucosa-position_kmeans_L_transverse colon_cecum colon_DN 13 7e-02 5
14 7e-11 116/4795 6_EnhG_Fibroblasts 14 1e-06 30/810 Lembcke_TCGA-expr_kmeans_E. CIMP.H_UP_Cluster4_DN 14 7e-02 15:
31!

1e-10 150/6970 5_Tx_Neuronal_Progenitor 15 1e-06 44 /1470 LaPointe_mucosa-position_kmeans_K_transverse colon_UP_cecum colon_a 15 7e-02

Sturm_GBM_Meth ¢ overexpresslon K_mesenchymal_UP
8 Hopp “Sturm_GBM_Epi3_D_adult_fetus_IDH_UP
5 Up

) . LIT Style .
Q§l<EA (%szalue #in/all Geneset ELM( p-value #in/all Geneset ek Y p-value #in/all Geneset
1le-18 271208 THEILGAARD_NEUTROPHIL_AT_SKIN_WOUND DN 1 0.001 9/185 HALLMARK_TNFA_SIGNALING_VIA_NFKB 2e-12 /211 Homuth_BMI-associated—genes_DN
2e-10 347692 KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_UP 2 0.004 8/185 HALLMARK_P53_PATHWAY 3e-02 Huan_blood-pressure_SBP-: signature
4e-09 26/482 DUTERTRE_ESTRADIOL_RESPONSE_24HR_DN 3 0.005 8/187 HALLMARK_COMPLEMENT 8e-02 DUMEAUX_Hormon therapy in non smokers literature genes up
4e-09 32/708 RODRIGUES_THYROID_CARCINOMA_POORLY_DIFFERENTIATED_DN 4 0.005 71151 HALLMARK_APOPTOSIS 9e-02 DUMEAUX_Estrogen related in non smokers literature genes up
41/1104 MARSON_BOUND_BY_FOXP3_UNSTIMULATED 5 0.007 162 HALLMARK_ALLOGRAFT_REJECTION 2e-01 Huan_blood-pressure_DBP-signature
6
7
8
9

©

21
2/
1/
!
2e-08 55/1797 PILON_KLF1_TARGETS_DN HALLMARK_DNA_REPAIR 7e-01 1/ DUMEAUX_Smoking enriched genes
3e-08 16/ 205 ZWANG_CLASS_3_TRANSIENTLY_INDUCED_BY_EGF HALLMARK_PI3K_, AKT MTOR_SIGNALING 9e-01 1/ Homuth_BMi-associated-genes_UP
7e-08 35/924 MARSON_BOUND _BY FOXP3_STIMULATED HALLMARK_HYPOX| 1e+00 0/ DUMEAUX_Smoking literature genes up
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9e-08 31/763 BUYTAERT_PHOTODYNAMIC_THERAPY_STRESS_UP HALLMARK_| REACTIVE OXIGEN_SPECIES_PATHWAY 1e+00 DUMEAUX_Exercising non smoker literature enriched genes
10 1le-07 6/18 AMIT_DELAYED_EARLY_GENES 10 0.027
11 2e-07 37/1050 PEREZ_TP53_TARGETS 11 0.110
12 2e-07 19/333 OSMAN_BLADDER_CANCER_DN 12 0.115
13 7e-07 31/841 KRIGE_RESPONSE_TO_TOSEDOSTAT_6HR_UP 13 0.131
14 1le-06 16 /267 IVANOVA_HEMATOPOIESIS_MATURE_CELL 14 0.214

1le-06 10/99 REACTOME_SIGNALING_BY_ILS 15 0.228

LX[‘E pnop—\?alue #in/all Geneset lyleLanorpQ,alue

4e-22 186 /7448 HOPP_Strong_enhancer
2e-10 154 /7275 HOPP_Txn elongatlon
1le-09 166 /8226 HOPP_Active_promoter
4e-09 21/318 Hopp_June14_MMML937 tumors+controls_group.overexpression_H_GC-B-
119/5356 HOPP_Txn_transition
21/331 WIRTH. Iymphoma937 spot H
3e-07 39/1169 SPANG_BCR DN
2e-05 148/8098 HOPP_Weak promoter
6e-05 19/493 WIRTH_lymphoma937_spot 9 NA
10 3e-04 171472 Hopp_Junel4_MMML937 tumors+controls_group overexpression_J_GC-B-c 10 NA
11 4e-04 12/272 SPANG_IL21 DN 11 NA
12 2e-03 115/6559 HOPP_Weak | txn 12 NA
13 2e-03 11/290 SPANG_IL21U 13 NA
14 4e-03 5177 Aukema_BCL2 DN _BCL6 UP 14 NA
5e-03 53/2701 HOPP_Repetitive — 15 NA

H"RNA P'§§L?ese #in/all Geneset Hyrl{ﬁNA E)a—(/gﬁ]é

0/7 Thyroid carcinoma, papillary 1e-05
0/123 Pancreatic cancer 2e-05
68 Glioblastoma multiforme, somatic 3e-05
63 Gastrointestinal 4e-05

3 Pituitary adenoma 8e-05

116 Cancer 8e-05

95 Colorectal cancer 1le-04

2 Adenomas, multiple colorectal 2e-04

154 Prostate cancer 2e-04 19/540 hsa-mi
4

7

20

65

3

HALLMARK_IL6_JAK_STAT3_SIGNALING 10 1e+00
HALLMARK_UV_RESPONSE_DN 11 1e+00
HALLMARK_IL2_STAT5_SIGNALING 12 1e+00
HALLMARK_ANDROGEN_RESPONSE 13 1e+00
HALLMARK_INTERFERON_GAMMA_RESPONSE 14 1e+00
77 HALLMARK_MITOTIC_SPINDLE 15 1e+00

DUMEAUX_Estrogen related in smokers literature genes up
DUMEAUX_Monocytes in smokers literature genes up
DUMEAUX_Red blood cells in non smokers literature genes up
DUMEAUX_Women normal BMI literature genes up
DUMEAUX_High bmi enriched genes

DUMEAUX_Fasting enriched genes
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in/all Geneset %’I’fk p-value #in/all Geneset

Hugo_melanoma-all-LEF1_UP 3e-09 173/8818  protein binding

Hugo_melanoma-all-MET_ _UP 2e-04 4122 calmodulin-dependent protein kinase activity
Hugo_melanoma-all-MET_DN 2e-04 protein kinase activity
Hugo_melanoma-BRAFmMUt-MET_UP 4e-04 thln receptor binding
Hugo_melanoma-BRAFmut-MET_DN 5e-04 osphotyrosine binding
Hugo_melanoma-BRAFmut-LEFI_UP 8e-04 retlnmd Xreceptor binding

2e-03 phosphatidylcholine bindin:

2e-03 receptor signaling complex scaffold activity
2e-03 DNA binding

10 3e-03 Rho guanyl-nucleotide exchange factor activity
11 4e-03 protein kinase binding

12 6e-03 calcium—dependent protein binding

13 6e-03 RNA polymerase Il core promoter sequence-specific DNA binding
14 8e-03 protein domain specific binding

15 8e-03 GDP-dissociation inhibitor activity
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n/all Geneset
BENTINK_ras.1
BENTINK ras.6
GUSTAFSON_PI3K_UP
GUSTAFSON_PI3K_DN
BENTINK_e2f3.1
BENTINK e2f3.2
BENTINK myc.1
BENTINK ras.4
BENTINK src.10
BENTINK src.2
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Alzheimer disease, susceptibility to 10 2e-04 1417328 hsa-mil
Schizophrenia, susceptibility to 11 2e-04 10/184 hsa-mil
Parkinson disease 12 3e-04 14 /336 hsa-mi
Hepatocellular carcinoma 13 3e-04 424 hsa-mil
Down syndrome, risk of 14 3e-04 19/561 hsa-miR-20b 14
127 Melanoma and neural system tumor syndrome 15 3e-04 9/157 hsa-miR-141 15
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all Geneset Egrl&merg‘%ame #in/all Geneset Eé:nk p-value #in/all Geneset
3e-09 15 /150 Chaussabel_2,6_Myeloid lineage 1 1 0/13 Alternative lengthening of telomeres 1 8e-08 82/3348 ICGC_BatfPcrl_targets
5e-08 171242 Chaussabel_3,2_Inflammation | 2 Nabetani_alt len telomeres_genes_ko 2 4e-07 103/4735 ICGC_Pul_targets
3e-07 21/412 WIRTH_Immune system 3 3 5e-07 108 /5067 ICGC_Tafl_targets
3e-05 13/240 Chaussabel_3,3_Inflammation II 4 4 6e-07 114 /5466 ICGC_Nficsc81335_targets
VAQUERIZAS_Adrenal cortex_Tl 5 NA 5 4e-06 102/4890 ICGC_Bclaf101388_targets
6 6
7 7
8 8
9 9

4 Chaussabel 2;10_Immune relaled cell surface molecules 6e-06 101/4881 ICGC_Atf2_targets
VAQUERIZAS /—\ppendlx TF 6e-06 111/5518 ICGC_Stat5_targets
VAQUERIZAS_Lung_T 7e-06 94/4468  ICGC_Egrl targets
VAQUERIZAS_Whole blood TF 1le-05 60 /2497 ICGC_Bcl11_targets
Chaussabel_15_Myeloid lineage 10 NA 10 2e-05 108 /5442 ICGC_Pmisc71910_targets
VAQUERIZAS_Ovary_TF 11 NA 11 2e-05 120/6267 ICGC_Yyl_targets
PROTEINATLAS_rectum 12 NA 12 3e-05 115/5984 ICGC_Mta3_targets
JONGENEEL_Lung 13 NA 13 4e-05 52/2133 ICGC_Mef2_targets
VAQUERIZAS Bone marrow_TF 14 NA 14 4e-05 128/6868 ICGC_EIfl_targets
PROTEINATLAS_urinary bladder 15 NA 15 5e-05 40/1501 ICGC_UsfI_targets
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