K—Means Cluster

beta—scores

56.4




K—Means Cluster

annotation

A Il GUDJ_psoriasis down
RICKMAN_HEAD_AND_NECK_CANCER_D
CROMER_TUMORIGENESIS_DN

B M olfactory receptor activity
G-protein coupled receptor activity
G-protein coupled receptor signaling pathway

CHchr3
WIRTH_Immune system
transcription, DNA-templated

D M nucleus
nucleic acid binding
RNA binding

E Il Chr 19
Chr X
anterior/posterior pattern specification

F [l type | interferon signaling pathway
defense response to virus
SPANG_IL21 DN

G M chr19
hydrolase activity, hydrolyzing O—glycosyl compounds
DNA binding

H Lembcke_Colonic Inflammation
WIRTH_Immune system
immune response

| willscher_GBM_Verhaak—PNmut_expression_G_down
viral transcription
translational elongation

J regulation of transcription, DNA-dependent
DNA binding
nucleic acid binding

K Chr3

DNA replication

mitotic cell cycle
L LENZ_Stromal signature 1

extracellular matrix

extracellular matrix organization
M extracellular matrix organization

LENZ_Stromal signature 1

cell adhesion
N mitochondrion

Chr 16

Lembcke_Normal vs Adenoma
(0] WIRTH_Muscle

muscle filament sliding

muscle contraction

intearal to memhrane
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K—Means Cluster

Spot Summary: A

# metagenes = 40
# genes = 394

<r> metagenes = 0.88
<r>genes = 0.24
beta: r2=12.14 / log p= -Inf

# samples with spot =42 (15.3 %)
Atypical : 19 (25.7 %)
Classical : 4 (12.5 %)
Mesenchymal : 5 (5.9 %)
Basal : 14 (16.7 %)
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ID

92747
11272
7033
92304
5304
124220
51297
10232
4477
6422
10551
347
80341
352999
7018
8842
389816
5284
2568

124

max e
min e

5.31 -1.24
4.99 -1.08
4.95 -1.78
4.22 -1.04
4.06 -0.71
3.67 -0.81
3.63 -0.56
3.46 -1.55
3.44 -0.83
3.44 -1.55
3.21 -1.32
3.19 -1.49
3.15 -0.53
3.14 -0.47
31 -1.18
3.09 -1
3.08 -1.05
3.04 -0.77
3.03 -1.68
3.01 -0.85

r

0.64

0.67

0.72

0.65

0.69

0.51

0.3

0.46

0.28

0.59

0.74

0.63

0.51

0.68

0.64

0.77

0.69

0.74

0.47

Description

Symbol

BPIFB1

PRR4

TFF3

BPI fold containing family B, member 1 [Source:HGNC Symb

proline rich 4 (lacrimal) [Source:HGNC Symbol;Acc:18020]

trefoil factor 3 (intestinal) [Source:HGNC Symbol;Acc:11757]

SCGB3Asecretoglobin, family 3A, member 1 [Source:HGNC Symbol;A

PIP

ZG16B

BPIFAL

MSLN

MSMB

SFRP1

AGR2

APOD

BPIFB2

Céorf58

TF

PROM1

prolactin-induced protein [Source:HGNC Symbol;Acc:8993]

zymogen granule protein 16B [Source:HGNC Symbol;Acc:30.

BPI fold containing family A, member 1 [Source:HGNC Symb

mesothelin [Source:HGNC Symbol;Acc:7371]

microseminoprotein, beta— [Source:HGNC Symbol;Acc:7372]

secreted frizzled-related protein 1 [Source:HGNC Symbol;Ac

anterior gradient 2 [Source:HGNC Symbol;Acc:328]

apolipoprotein D [Source:HGNC Symbol;Acc:612]

BPI fold containing family B, member 2 [Source:HGNC Symb

chromosome 6 open reading frame 58 [Source:HGNC Symbc

transferrin [Source:HGNC Symbol;Acc:11740]

prominin 1 [Source:HGNC Symbol;Acc:9454]

LRRC26 leucine rich repeat containing 26 [Source:HGNC Symbol;Acc

PIGR

GABRP

ADH1A

polymeric immunoglobulin receptor [Source:HGNC Symbol;A

gamma-aminobutyric acid (GABA) A receptor, pi [Source:HG

alcohol dehydrogenase 1A (class I), alpha polypeptide [Sourc

Geneset Overrepresentation

Rank p-value #in/all

1 2e-19
2 5e-15
3 4e-08
4 le-07
5 5e-07
6 3e-06
7 6e-06
8 1e-05
9 1e-05
10 2e-05
11 2e-05
12 2e-05
13 3e-05
14 3e-05
15 3e-05
16 7e-05
17 le-04
18 2e-04
19 2e-04
20 2e-04
21 3e-04
22 3e-04
23 3e-04
24 3e-04
25 3e-04
26 3e-04
27 3e-04
28 3e-04
29 3e-04
30 3e-04
31 4e-04
32 4e-04
33 4e-04
34 4e-04
35 4e-04
36 5e-04
37 5e-04
38 5e-04
39 5e-04
40 6e-04
12
10

Density
o N > (o)) o]

Geneset
45/375 Disea GUDJ_psoriasis down
11/16 GSE# RICKMAN_HEAD_AND_NECK_CANCER_D
7116 GSE# CROMER_TUMORIGENESIS_DN
40/683 CC  extracellular space
56/1182 CC extracellular region
13/112 MF  heparin binding
271434 BP  oxidation—reduction process
417 MMM MACIEJ_MMML 5
417 GSE/# LOPEZ_MESOTELIOMA_SURVIVAL_TIME_DN
5/15 GSE# NAKAJIMA_MAST_CELL
5/15 GSE# POOLA_INVASIVE_BREAST_CANCER_DN
4/8 GSE# RUNNE_GENDER_EFFECT_UP
5/16 GSE/# TURASHVILI_BREAST_DUCTAL_CARCINOMA_VS_LOBULAR_NORMA
5/16 GSE/# TURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_LOBULAR_NORM
12/119 BP  xenobiotic metabolic process
5/19 BP  calcium-independent cell-cell adhesion
5/21 BP  drug metabolic process
81/66 MF  flavin adenine dinucleotide binding
47/1146 TF HEBENSTREIT_low expression TF
4/13 GSE# HUANG_DASATINIB_RESISTANCE_DN
4114 MF  selenium binding
4/14 GSE# SENGUPTA_NASOPHARYNGEAL_CARCINOMA_WITH_LMP1_DN
4/14 GSE# SMID_BREAST_CANCER_RELAPSE_IN_LUNG_DN
18/296 MF  oxidoreductase activity
4115 GSE/ TURASHVILI_BREAST_DUCTAL_CARCINOMA_VS_DUCTAL_NORMAL_
4115 GSE/ DOANE_BREAST_CANCER_CLASSES_UP
4/15 GSE# IZADPANAH_STEM_CELL_ADIPOSE_VS_BONE_DN
4715 GSE# CHIANG_LIVER_CANCER_SUBCLASS_PROLIFERATION_DN
4115 GSE/ PYEON_CANCER_HEAD_AND_NECK_VS_CERVICAL_DN
4115 GSE/ KEGG_PROPANOATE_METABOLISM
26 /531 MF  catalytic activity
3/7 GSE# LOPEZ_MESOTHELIOMA_SURVIVAL_WORST_VS_BEST_DN
3/7 GSE# HUPER_BREAST_BASAL_VS_LUMINAL_DN
3/7 TF Tic VAQUERIZAS_Appendix
8/76 BP  male gonad development
4/16 GSE# TURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_DUCTAL_NORMA
4116 GSE# ROY_WOUND_BLOOD_VESSEL_DN
4116 GSE/ WANG_BARRETTS_ESOPHAGUS_DN
4/16 TF Tic VAQUERIZAS_Salivary gland
4717 MF  metallocarboxypeptidase activity
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5D

Plﬁl” 9 %’gsumlcn process g.ooglne a” ﬁpmkE CANCER_DN ﬁ}/
12/119 xenobiotic metabollcP . 0.005 3/ SOTIRIOU, BREAST CANCER_GRADE_1_VS_3_DN 56 /1182 extracellular reguon
5/19 calcium-independen cell—cell adhesion 0.037 2/ GENTLES “modull7 716 secretory granule
5/21 drurq metabolic process 0.043 2/14 LIU_LIVER_ CANCER 8/9 tight junction
8/76 ale gonad development 0.043 2114 LIU"PROSTATE_CANCER_UP 13/220 mitochondrial matrix
10/128 translational initiation 0.048 2115 GENTLES modul13 5/40 extrinsic to membrane
47/1253  small molecule metabolic process 0.134 11/316 SPANG BCL6—|ndex2 11/201 apical plasma membra
3/10 cellular response to thyroid hormone stimulus 0.185 213 KUIPER_M good survival 4737 cytosolic small rlbosomal subunit
3/10 epoxygenase P450 pathway 0.214 1/1 LIU BREAST CANCER 14/ 304 mitochondrial inner membrane
3/10 leukocyte tethering or rollmg 0.251 1/1. BEN-PORATH. DN 3/25 small ribosomal subunit
3/11 DNA integration 0.320 1/1 GENTLES_modulll . 4/45 stress fiber
4123 ?Im cellgf&ergntlatlorb 0.668 12 /553 Lembcke_Colonic Inflammation 38/1142 intracellular
3/12 cellular al le metabolic process 0.814 10/530 Lembcke”Normal vs Adenoma 2/1 an
19 /390 metabolic process 0.820 3/185 SPANG_[PS-index2 2/1 photor ceptorouter segment membrane
4125 brown fat cell differentiation 1.000 o/ RHODES_CANCER META SIGNATURE 14 /333 cytoskeleton
4125 cellular response to oxidative stress 1.000 0/ RHODES_UNDIFFERE NTIA‘I‘ED CANCI 2/1: apical junction complex
18/364 "egallve regulation of cell proliferation 1.000 o/ SOTIRIOU BREAST CAN GRADE 1 VS_3_UP 211 integral to perox\somal membrane
4127 g{atlve regulation of smooth muscle cell proliferation 1.000 0/14 LIU_ COMMON_CANCER_( GE 2/15 |nterstmal matrix
19 /405 proteolysi 1.000 0/14 WANG_ER_UP~ 2/16 dystrophin—associated glycoprotein complex
3/14 negative regulatlon of epithelial to mesenchymal transition 1.000 0/9 WANG_ER_DN 3/37 actln filament
njall - Gepeset 1SQADE sl ceseser, .. UOp-yalue  gingal genesel e,
6 /914 Chr3 6e-02 2117 BCHETNIA_EBM US 0.010 5/55 L Vs,
3/618 Chr4 1le-01 2126 BCHETNIA_EBM-DM up 0.022 2110 W||Ischer GBM LTSwt _proteomics-G_UP
/187 Chr 21 1e+00 8/572 GUDJ_psoriasis up 0.032 2/12 astrocytes_glio
3/714 Chr 6 1e+00 o/ BCHETNIA_EBM down 0.037 4/53 Chrlstensen _hypermethylated_in_primary_glioblastoma
0/280 Chr13 A 0/0 0.049 4158
71534 Chrg A 0/0 0.052 5/85 laffaire_hy ﬁermeth LGG_vs_control
9/699 Chr5 A 0/0 0.061 117 Donson-chemokine/cytokiné-receptors-associated with LTS in HGA
6 /1033 Chr2 A 0/0 0.087 144 in V|vo astrocytes vs. Cultured astroglia
6/633 Chr9 A 0/0 0.096 146 PC
2/504 Chr 15 A 0/0 0.106 148 Noushmehr Pron_GCIMP_hypermeth_DN
41602 Chr 10 A 0/0 0.111 149 Donson-innate immunity—associated with LTS in HGA
71743 Chr7 A 0/0 0.136 4/83 Christensen_hypermethylated_in_secondary_glioblastoma
/232 Chr 18 A 0/0 0.155 17 Cl|| odendrocytes_glio
1/519 Chr 14 A 0/0 0.168 /31 prognostic slgnalure LTS vs. STS
8 /1720 Chr1 A 0/0 0.175 /18 Donson migration tethennsq and rolling-associated with LTS in HGA
87866 Chr12 A 0/0 0.183 /62 Stuehler_Proteins_up_in_STS
9 /957 Chr 11 A 0/0 0.195 /64 Christensen_hypermethylated_in_grade2_astrocytoma
/449 Chr 20 A 0/0 0.206 5/132 Christensen_} h){permethylaled in_grade3_oligoastrocytoma
1/630 Chr X 0/0 0.220 3/68 cultured astroglia vs. in Vivo astrocytes
Nk, 1SSue 4 il lgpuw 78
1'?‘{6’"” §W§%AD AND NECK_CANCER_D nk .04 ue gjnéa” %Eﬂ-ﬁ%@tl 'mphoid organs 001a z} ” %%%%Jeu UP
7116 CROMERTUMORIGEN‘ESIS DN 0.25 1/12 WIRTH_Prim. ymphold organs 0 017 186 ROSOLOWSKIred total
417 Z MESOTELIOMA_SURVIVAL_TIME_DN 0.27 1/13 WIRTHThymu 112 |
5/15 K JIM A_MAST CELLC 0.29 1/14 WIRTH Globus pallidus /20 DAVE_Immune response 2
5/15 POOLA INVASIVEBREAST CANCER_DN 0.32 1/16 WIRTH_Hippocampus 27327 SPANG_CD40 6hrs UP
4/8 UNNE_GE| FECT UP 0.44 2162 WIRTH_Liver /4 WRIGHT cust om GCB DLBCL up
5/16 TURA VIL I:—A DUCTAL_CARCINOMA VS LOBULAR NORMAL | 0.47 1/26 WIRTH Pancreas 0/275 NG DLBC
5/16 TURASHVILI BREASf OBULAR CARCINOMA_VS_LOBULAR_NORMAL 0.61 97400 WIRTH”Nervous System 0/291 SPANGT 21
4/13 ANG_DASATINIB_RESISTANCE_DN 0.70 1/50 WIRTH_Homeostasis /250 LENZﬁSIromaI signature 1
4/14 SENGUPTA NASOPHARYNGEAL CARCINOMA WITH_LMP1_DN 0.94 1/120 WIRTH Testis 112 DAVE BL UP
4/14 MID_BREAST CANCER RELAPSE IN 0.95 1/127 WIRTH Muscle /14 WRIGHT _GCB UP
4/15 TURASHVILI BREAST DUCTAL _CARCINOMA VS_DUCTAL_NORMAL_DI 0.97 517417 WIRTH Immune system /16 WRIGHT_ABC
4/15 OANE_BREAST CAN‘CER CLASSES UP 1.00 o/ WIRTH_Pituitary gland /59 LENZ Stromal slgnature 2
4715 IZADPANAH STEM CELL ADIPOSE VS B 1.00 0/10 WIRTH_B-cells /24 SPANG_BAFF 9hrs UP
4715 CHIANG LI\TER CKNCER_ UBCLASS F’ROLIFERATION DN 1.00 0/13 WIRTH Tonsil /28 DAVE Iﬁ\mune response 1
4115 PYEON TANCER_H FND NECK_VS_CERVICAL_DN 1.00 0/12 WIRTH Lymphocytes /118 SPANG_LPS 6hrs UP
4/15 KEGG_PROPAN N’ ETABOT.ISM 1.00 o/ WIRTH_Bone marrow /100 ROSOLOWSKI blue total
317 LOPEZ MESOTHELIO'MA SURVIVAL WORST_VS_BEST_DN 1.00 0/15 WIRTH Telencephalon 154 SPANG_BAFF Shrs
317 ER_B T_BASAL VS _LUMI 1.00 0/13 WIRTH_Cortex cerebri 5/274 SPANG_IL21 DN
4116 TURASH\/ILI BREAST LOBULCAR_CARCINOMA_VS_DUCTAL_NORMAL_| 1.00 0/13 WIRTH Thalamus 1/69 SPANG_LPS 6hrs DN
{ép{ﬁ” gél% E GE éol € MJ”Hﬁgpgget é)gé;i ﬁ%ﬁ ?ﬁ:§gt\oma papillary
8/66 flavin adenlne dlnucleollde binding 0.02 194 — 0/34 Pancreatic cancel
4/14 selenium binding X / ATGT 221--222 0/22 Glioblastoma muluforme somatic
18/296 oxidoreductase activity . 1/244 GTGC-25--32--92--363--367 0/21 Gastrointestinal
26 /531 catalytic activity . 5/76 GAGA-452 0/ F’Ilunary adenoma
4/17 meta Iocarbox?/ peptidase activity X 5/82 AAAC-140 0/36
4721 axcosamlnog lycan binding | 5/84 ATGC-217 0/27 Cglorectal cancer
5/39 0.06 6/116 GACA-219 0/ lenomas, multlple colorectal
7179 electron cartier activity 0.06 5/88 ATCA-433 0/35 Prostate canc
5/45 steroid hormone receptor activity 0.07 465 TCTA-376A--376B 0/11 Alzhelmerdlsease susceptibility to
4132 NADP bindint 0.07 1/3 ACGC- 0/ Schlzophrema susceptlbl ity to
3/17 carboxyp CF'[' ase activity 0.08 16 /457 TGCC-124A 0/ Parklnson \
3/18 amino aC| ing 0.09 9/225 TATT-374 0/23 ?atocellu ar carcmoma
3/18 aromatase actlvny 0.09 3/45 GGCA-45! 0/29 elanoma and neural system tumor syndrome
3/18 transforming growth factor beta-activated receptor activity 0.10 2123 CACG-30: 0/30 Ovanan cancer
8/122 serine-type endopeptidase aC“V'fP( 0.10 917232 ACTT-142-5P 0/38 Breast cancer
4/35 ligand-activated sequence-specific DNA binding RNA polymerase Il transcrif 0.11 6/136 GCAT-: 0/15 Gastric cancel
8/125 iron ion bindin: 0.11 71168 ATAC-144 0/4 Thyroid carclnoma follicular
3/23 peptidase inhibitor activity 0.11 5/107 AACA-409-3P 0/36 Lung cancer
2/10 phosphatidate phosphatase activity 011 5/107 TCCA-518C 0/12 Bladder cancer
helelf e U R pll DasE | :
4 I !F@%:\ﬂset Vi I e 4 ARG ihvL 5
2/10 miR-146a 5/75 1305 5e-02 1 12 ACIEJ] L 32
3/26 miR-21 0.03 5/76 261 1/11 ACIEJ”] L 49
1/ miR-223 0.06 5/87 R-134 1/14 ACIEJ”] L 26
1/ IR-25 0.06 19/538 R-17 1/14 ACIEJ”] L 30
1/4 miR-106b 0.07 3/39 R-484 0/16 ACIEJ”] L
1/5 miR-181a 0.07 2/18 R-564 0/13 ACIEJ”] L 10
1/5 miR-93 0.07 71151 R-429 0/7 ACIEJ”] 3
1/ miR-133a 0.07 18/517 R-106a 0/9 ACIEJ”] L 14
1/6 miR-181b 0.08 6/124 R-212 0/11 ACIEJ”| L 15
1/6 miR-221 0.08 8/187 520d-5p 0/15 ACIEJ| L 16
1/ miR-222 0.08 5/98 hsa—ml -526a 0/2 ACIEJ”] L17
1/12 miR-29b 0.09 5/101 -410 0/14 ACIEJ| L 19
0/11 let-7a 0.09 5/101 -525-5p 0/4 IACIEJ”]| L
0/ let-7b 0.10 3/46 -1322 0/5 ACIEJ] L 20
0/ let-7c 0.10 71164 0/15 ACIEJ] L 22
0/6 let-7d 0.10 8/198 sa—mi —33a 0/4 ACIEJ] L 23
X 0/4 let-7g 0.10 13/368 144 0/12 ACIEJ] L 24
0/13 miR-1 0.10 2123 hsa-miR-943 0/2 ACIEJ] L 27
0/5 miR-101 0.11 3/48 hsa-miR-610 0/5 ACIEJ] L 28
a@ r} %‘!a” &ﬁﬂ@gﬁ&gl ah_k ef(\)élalue %Wﬁu E‘\%SI'QIE T_low expresslon TF ke dzs %Q/a" ﬁ mt IJ
1/12 e2{3.1 4e-01 1/20 YC_Metabolism UP e-04 4/16 VAQUERIZA Sa vary gland
0/13 Gl 8e-01 1/63 YC_Tar ets UP e-0. 4124 VAQUERIZA
0/15 8e-01 25/1233 IM_MY! ?T e—0; 119 VAQUERIZA Pltult
0/11 1e+00 1711095 4EE¥ENSTRE _high expression TF e-0 129 VAQUERIZAS~Smooth muscle
0/14 1e+00 0/14 e—0. /30 VAQUERIZA Fet I
0/11 1e+00 0/5 4e-0: /13 VAQUERIZ, ary
0/15 1e+00 0/9 Ycﬁargets DOWN 5e-0. /15 VA( UERIZA Adrena\ gland
0/13 1e+00 0/4 'YC_Apoptosis UP 5e-0. /16 VA ZAS”Fetal thyroid
0/14 BENTINK src 2 1e+00 0/8 'YC”Cell cycle UP 6e-0. 137 VA U RIZAS Prostate
0/0 1e+00 0/2 YC Cell cycle DOWI 7e-0 /39 VAQUERIZAS Thyroid
0/0 1e+00 0/4 Cell growth and prol\ferauon upP e—0; /20 VAQUERIZAS”, A ena\ cortex
0/0 1e+00 0/2 YC Chromatin_modification UP e—0. 143 VAQUERIZAS” Ute
0/0 1e+00 0/7 C_DNA repair UP e—0; 143 VA UERIZAS_WhOIe brain
0/0 1e+00 0/3 YC_DNA replication UP e-0. 162 VAQUERIZAS”Lun q
0/0 1e+00 0/2 'YC"ECM cell adhesion DOWN e-0. 140 VAQUERIZASFetal braln
0/0 1e+00 0/16 YC_Protein synthesis de: radatlon uP e—0 112 VAQUERIZASKidne!
0/0 1e+00 0/8 YC_RNA processing binding e—0! 144 VAQUERIZAS]| Placema
0/0 1e+00 0/2 YC_Signal transduction up? 4e-0 122 VAQUERIZAS~Spinal cord
0/0 1e+00 0/3 YC_Tumor supressor genes UP 5e-0 128 VAQUERIZAS Liver




K—Means Cluster

Spot Summary: B

# metagenes = 468
# genes = 3085

<r> metagenes = 0.4
beta: r2=0.29 / log p= -Inf

# samples with spot =0 (0 %)

Overview Map
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ID

3047
3048
140690
5179
55857
6086
337959
100169760
84873
4496
10430
644928
84299
400156
644
5438
26871
7923
2172

4713

max e
min e
1.69 -0.36
1.65 -0.34
1.62 -0.28
1.58 -0.43
1.44 -0.75
1.37 -0.58
1.32 -0.23
13 -0.65
13 -0.23
1.27 -0.44
1.22 -0.82
121 -0.95
121 -0.52
12 -0.87
12 -0.96
1.19 -0.78
1.18 -0.77
1.18 -0.96
1.16 -0.47
1.15 -0.75

r

0.26

0.26

0.24

0.23

0.44

0.15

0.21

0.16

0.27

0.35

0.36

0.35

0.28

0.3

0.54

0.32

0.45

0.27

0.71

Description
Symbol
HBG1 hemoglobin, gamma A [Source:HGNC Symbol;Acc:4831]
HBG2 hemoglobin, gamma G [Source:HGNC Symbol;Acc:4832]
CTCFL CCCTC-binding factor (zinc finger protein)-like [Source:HGN
PENK  proenkephalin [Source:HGNC Symbol;Acc:8831]
RNY4 RNA, Ro-associated Y4 [Source:HGNC Symbol;Acc:10244]

KRTAP13kexatin associated protein 13-2 [Source:HGNC Symbol;Acc:1
RNA5S9 RNA, 5S ribosomal 9 [Source:HGNC Symbol;Acc:34370]

GPR128 G protein—coupled receptor 128 [Source:HGNC Symbol;Acc:
MT1H

metallothionein 1H [Source:HGNC Symbol;Acc:7400]

TMEM14Wansmembrane protein 147 [Source:HGNC Symbol;Acc:3041

MIEN1 migration and invasion enhancer 1 [Source:HGNC Symbol;Ac

BLVRA biliverdin reductase A [Source:HGNC Symbol;Acc:1062]

POLR2! polymerase (RNA) Il (DNA directed) polypeptide I, 14.5kDa [¢

RNU1-1 RNA, U1 small nuclear 1 [Source:HGNC Symbol;Acc:10120]

HSD17Bgydroxysteroid (17-beta) dehydrogenase 8 [Source:HGNC S

FABP6 fatty acid binding protein 6, ileal [Source:HGNC Symbol;Acc:!

NDUFB7 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 7, 1€

Geneset Overrepresentation

Rank p-value #in/all

1 le-34
2 6e-24
3 9e-18
4 8e-15
5 le-14
6 3e-12
7 7e-12
8 le-11
9 7e-11
10 4e-10
11 6e-10
12 9e-10
13 2e-09
14 2e-09
15 2e-09
16 2e-09
17 1e-08
18 2e-08
19 3e-08
20 1e-07
21 le-07
22 1e-07
23 1e-07
24 1e-07
25 1e-07
26 1e-06
27 3e-06
28 3e-06
29 5e-06
30 5e-06
31 8e-06
32 9e-06
33 9e-06
34 1e-05
35 2e-05
36 3e-05
37 3e-05
38 6e-05
39 8e-05
40 2e-04

8

2 °

2
o 4
@]
2
0

Geneset

59/69 MF  olfactory receptor activity

133/321 MF  G-protein coupled receptor activity

150/435 BP  G-protein coupled receptor signaling pathway

303/1146 TF HEBENSTREIT_low expression TF

587120 H.Tiss WIRTH_Testis

31/50 H.Tiss WIRTH_Homeostasis

35/62 H.Tiss WIRTH_Liver

25/36 miRN Cancer

25/38 miRN Breast cancer

23/35 miRN  Prostate cancer

120/400 H.Tis« WIRTH_Nervous System

23136 miRN Lung cancer

22134 miRN  Pancreatic cancer

22134 miRN Squamous cell carcinoma, head and neck

22/34 miRN Hematological

21/32 miRN Leukemia

17124 miRN Muscular

18/27 miRN Colorectal cancer

19/30 miRN Ovarian cancer

45/118 Glio  willscher_GBM_Verhaak-CL_expression_K_down

45/118 Glio willscher_GBM_Verhaak-MES_expression_K_down

45/118 Glio  willscher_GBM_Verhaak-PNwt_expression_K_up

45/118 Glio  willscher_GBM_Verhaak-PNmut_expression_K_up

88/293 BP  synaptic transmission

18/29 miRN Melanoma and neural system tumor syndrome

35/89 Glio WIRTH_Normal Brain

46/135 BP  visual perception

18/34 Chr  ChrY

141723 miRN Hepatocellular carcinoma

141723 miRN Stroke, susceptibility to

13/21 miRN Gastrointestinal

26/63 MF  hormone activity

24156 BP  regulation of membrane potential

12/19 miRN Multiple myeloma

13/22 miRN Glioblastoma multiforme, somatic

8/10 GSE# WEBER_METHYLATED_HCP_IN_SPERM_DN

8/10 miRN  Myelofibrosis, idiopathic

654 /3274 CC integral to membrane

10/16 miRN Cervical cancer, somatic

10/17 miRN Cardiomyopathy, dilated

p-values
. ® o -_"Q_O/zlf:.s =t &= oem — 1
: F
N] T o8
1
1 — 0.6
.
i — 0.4
1
| 11| oz
-0

FDR



e ﬁj@/ﬁu, (9—% (.Q)Lpled receptor signaling pathway ! g,olelne #} néa” | DN p anlue #ép/ﬁlh ﬁ%gﬁ§ﬁ$ brane
1le-07 8 / 293 synaptic UansrﬂISS\D 0.08 5/14 LIU LIVER_CANCER 2 7148 voltage—gated potassium channel complex
3e: 46 /135 visual erceTp 0.46 3/14 \NG_ER_UP 4e- 38 1141 Eoslsynaptlc membrane
24156 regulation of membrane potential 0.60 2/11 GENTI:ES odul €-0: 5/10 emoglobin complex
26176 otassium ion transport 0.65 1/14 LIU PROSTATE CANCER uP e—0. 5/10 junctional sarcoplasmic reticulum membrane
22/65 locomotory behavior 0.72 5/33 UIPER_MM good survival” e-0 6/14 myelin sheath
30/99 homophilic cell adhesion 0.77 1/15 SOTIRIOU BREAST_CANCER_GRADE_1_VS_3 DN e-0! 23471182  extracellular region
121730 cerebellum development 0.77 2115 NTLES “modul e—0 5/11 acetylcholine-gated channel complex
17/50 calcium ion transmembrane transport 0.79 1/10 LIU BREAST_CANCER e—0; 5/11 Golgi transport complex
9/20 phototransduction 0.80 2116 NTLES modul. e—0; 5/11 photoreceptor disc membrat
16/47 camera-type eye development 0.80 2/16 GENTLES modul7 4e-0; 6/15 mitochondrial large rlbosomal subunit
bile acid and bile salt transport 0.80 2116 GENTLES modul10 4e-0; 13/44 keratin filament
56 /230 jon transport 0.83 1/ NG ER DN 4e-0; 167/835 integral to p lasma membrane
123 /565 transmembrane transport 0.86 1/14 COMMON_CANCER GENES e—0; 13/47 nucleo: ? ;
65/274 nervous system development 0.86 0/15 LIU _PROSTATE_CANCER_D e—0; 4/10 neuronal postsynaptlc density
9/21 G-protein coupled receptor 5|gnallng pathway, coupled to cyclic nucleotide se 0.92 1/13 ENTLES_modull2 e-0. 9/32 terminal bou
20/65 neuropeptide signaling pathw: 0.95 1/15 HODE CANCER META SIGNATURE e-0: 6/19 calcium channel complex
10/25 SQHSOTV perception of smell 0.95 1/15 SOTIRIOU BREAST _CANCER_GRADE_1_VS_3 UP e-0: 11/44 presynaptic membrane
13/37 iges| 0.95 1/15 N-PO e-0: 4/12 platélet alpha granule
7115 lipid glycosylatlon 0.96 1/16 GENTLESﬁmoHuM e-0 9/36 brush border membrane
r alue JIS %a&% j — i
Of f@n! g{’u?\peset .4 A#J [I"!a” pe—(\)/7a|ue 4##1{%” ﬁl?rm %%tM Verhaak-CL_expression_K_down
242/1135 Chr19 0.5 5/26 e-07 45/118 willscher_GBM”Verhaak-MES _expression_K_down
206 /957 Chr 11 0.9 59 /375 e-07 45/118 willscher_GBM”Verhaak-PNwf_expression_K_up
e-0: 49 /187 Chr 21 1.0 20/572 e-07 45/118 willscher GBM—Verhaak PNmut_expression_K_up
e-0: 133/630 Chr X .0 0/2 e-06 35/89 WIRTH_Nori
e-0! 76 /386 Chr 22 NA 0/0 e-02 19/74 GIEZELT_ GBM STS _up_VS_LTS
e-0; 131/699 Chr5 NA 0/0 e-01 12 /46 OL vs. OPC
e—0’ 169/918 Chr17 NA 0/0 e-01 5/15 V_RHAAK PN subtype
e—0; 112 /602 Chr 10 NA 0/0 e-01 2/4 willscher_GBM_Verhaak-PNmut_expression_A_down
e—0; 84 /449 Chr 20 NA 0/0 e-01 4/12 willscher_GBM”Verhaak-PNwt_expression_[_up
e-0; 94 /519 Chr 14 NA 0/0 e-01 4112 Wllscher GBM_Verhaak-PNmut_expression_]_L up
6e-0: 4123 Chr HSCHR6_MHC_DBB NA 0/0 e-01 741379 Dow:
7e-0: 122 /717 Chr 16 NA 0/0 e-01 4/13 Chrls@nsen hypomelhylated in_grade2_astrocytoma
e—0. 103/618 Chr 4 NA 0/0 e-01 4714 Christensen_h pomelh lated_in_grade3”oligoastrocytoma
e—0. 1537914 Chr 3 NA 0/0 e-01 1/51 WIIIscher G Verhaak—PNmuf_ expresslon G_down
e—0. 82/504 Chr 15 NA 0/0 e-01 5/73 GIE. GBM_WT_down_VS_m
7152 Chr HSCHR6_MHC_QBL NA 0/0 1 /11 willscher TBBM “Verhaak-CL expresslon M_down
e 115 1714 Chr 6 NA 0/0 e-01 /11 willscher_GBM”Verhaak-MES_expression_M_down
9 / 866 Chr12 NA 0/0 e-01 /11 willscher_GBM”Verhaak-PNmut_expression_M_up
281 /11720  Chr1 NA 0/0 e-01 12 willscher_GBM_LTSmut_proteomics—E_UP

bor G Genesetweo ep  coemmon il BSue gpian  Gepe , TR 850k rea
6/10 CERVERA SDHB_TARGETS 1 DN 3e-12 31/50 WIRTH Homeostasis 0.6 15 WRIGHT custom ABC DLBCL UP
4/5 TESAR_ALK_TARGETS HUMAN_ES 5D_DN 7e-12 35/62 WIRTH Liver 0.6 118 DAVE BL Int
7114 BOYAULT LIVER_CANCER_SUBCLASS G1. 6e-10 120/ 400 WIRTH_Nervous System 0.7 112 DAVE
5/8 ?EACTOMEiRECYCLING OF BILE_ACIDS_AND_SALTS 4e-03 4/5 WIRTHPituitary gland 0.8 18 MASC‘% ABC UP
6/11 REACTOME_NA CL DEPENDENT NEUROTRANSMITTER TRANSPORTI 3e-02 9/26 WIRTH_Pancreas 0.8 159 LENZ_Stromal signature 2
4/6 REACTOME_CLASS_C3 METABOTROPIC_GLUTAMATE_PHEROMONE_F 4e-02 11/36 WIRTH Placenta 0.9 120 DAVE_Immune response 2
4/6 REA( C OME GPCR TIGAND_BINDING 6e-02 5/13 WIRTH Thalamus 0.9 /13 ENTINK_mBL
5/9 (0] A_TERATOMA DN 7e-01 16 WIRTH Bone marrow .0 /69 SPANG_LPS 6hr:
5/9 ORKOLA CHORIOCARCINOMA DN 7e-01 113 WIRTH_Thymu .0 3/38 OSOLOWSKI_blue DOWN
5/9 EGG RETIN: ETABOLISM 9e-01 110 WIRTH B—ceIIS .0 11/100 ROSOLOWSKI blue total
7116 PROGES ERONE MEDIATED OOCYTE MATURATION 9e-01 113 WIRTH Cortex cerebri .0 / 86 OSOLOWSKIred total
14 I'ESAR ALK TARGET 'S_HUMAN_ES_4D_D!| 9e-01 /13 WIRTH Thyroid gland 0 6 /275 ZHANG_DLBCL mutated
14 ?E CTO PSINS 9e-01 114 WIRTH_Globus pallidus .0 /24 PANG BAFF 9hrs
110 OLA BRYONAL CARCINOMA_DN 9e-01 115 WIRTH Telencephalon .0 /28 DAVE_Immune response 1
110 ORKOLA SEMINOMA DN 9e-01 115 WIRTH Cerebellum .0 /86 ROSOLOWSKI_green UP
417 REACTOME_AMINE LIGAND_BINDING_RECEPTORS 1e+00 116 WIRTH Hippocampus .0 1118 PANG_LPS 6hrs
6/14 G, PHYRIN_AND_CHLOROPHYLL METABOLISM 1e+00 3/127 WIRTH”Muscle .0 71119 ROSOLOWSKI_green total
6/14 REACTOME_METABOLISM_OF BILE_ACIDS_AND_BILE_SALTS 1e+00 /135 WIRTH Mucosa .0 1/54 SPANG_BAFF 9hr:
114 ST_WNT_BETA_CATENIN_PATHWAY 1e+00 71417 WIRTH_Immune system ,o 9/140 WE_BL-vs-DL

BCHETNIA” EBM IgM up
GUDJ_psoriasis down
GUDJ_psoriasis up
BCHETNIA_EBM down

DAVE _|
. Q
-value u-(é%e\j Mé; H& ; )
Ry, Aniall GRRESEL o actviy %8 AT \Geneset o hneset
e-24 33/321 G- proteln coupled receptor activity .08 9/31 ACCA-509 5/ Breast cancer
e—0 6 /63 hormone activity 5 4 /110 CAGC-512-3P 3/35 Proslale cancer
e-0. 3/32 potassium channel activity 8 2 /102 AGGG-18, 3/ 36 ung ci
0 /102 ion channel activity 2 /5 GTG-521 2 /34 Pancreallc cance
/18 delayed rectifier potassmm channel activity 2 7179 TCTC-185 2 /34 Squamous cell carcinoma, head and neck
6/49 calcium channel activit 7 7182 TGCA-452 2 [ 34 Hematological
115 lucuronosyltransferase activity 0 /111 AGCG-191 1/32 Leukemia
e 123 extracellular ligand-gated ion channel activity 2 12 GGCG-371 7124 Muscular
e-0: /23 steroid bindint 3 132 ACAA-453 8/27 Colorectal cancer
e-0. /13 inward rectifier potassium channel activity 3 6/80 GAGC-484 9/30 Ov rian cal
e-0. /13 solute:hydrogen antiporter activit 4 5/75 ATGT-489 8/ Melanoma anJ neural system tumor syndrome
0. /10 extracellular= ?Iutamate gated ion channel activity 4 /43 AGTT-146A--146B 4/ Hepatocellular carcinoma
e-0; /10 ionotropic glutamate receptor activity 6 3/65 CAGG-504 4/ Stroke, susceptibility to
e-0 5 /142 carbohydrate bindin 8 1/55 GGGG-296 3/ Gastrointestinal
e-0; / neurotransmitter:sodium symporter activity 44 13 ACGC-210 2/ Multiple myeloma
e-0: 6/ structural constituent of eye lens 48 4120 TACG-99A--100--99B 3/ Gllobiastoma multiforme, somatic
e—0: 9/ E-box binding 49 219 GGAT-127 /1 Myelofibrosis, idiopathic
e- 9/ oxygen bindin g .51 3/15 AGCG—SlBF——SlBE——SlBA 0/16 Cervical cancer, somatic
e 5/ acefylcholine—activated cation—selective channel activity 55 21 1120 AGC-149 0/17 Cardiomyopathy, dilated
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el.C” Hlp l'(éen 3 [L Base LWI BZIILIUELI %E{Q Senese,

1 nsa=m 85 ACIET Y
/ iR-7 6124 hsa-miR-1228 0.15 14 ACIEJ”
! miR-133a 13/62 hsa-miR-637 0.15 /4 ACIEJ]
/ miR-181b 3711 hsa-miR-60: 0.29 16 ACIE]”
/ miR-433 7136 hsa-miR-34c-3p 0.32 12 ACIEJ|
/ miR-661 2/9 hsa-miR-373* 0.36 17 ACIE]”
/ miR-128 2/9 hsa-miR-887 0.41 /13 ACIE]”
/ miR-203 219 hsa-miR-720 0.60 /11 ACIE]”
14 miR-106b 6/32 1sa-MiR-1229 0.74 17 ACIE]”
14 miR-128b 8/45 15a-miR-885-3 0.74 17 ACIET|
14 miR-206 12/70 1sa-miR-361-3p 0.90 112 ACIEJ|
14 miR-27a 4723 1sa-miR-1227 0.92 /13 ACIEJ”]
15 miR-141 4/23 1sa-MiR-24-1* 0.93 /14 ACIEJ”
/ miR-93 5/29 sa-miR-1225-3p 0.95 /15 ACIEJ”]
/ miR-221 57129 sa-miR-296-5p 0.95 115 ACIEJ”
/113 miR-1 10/59 hsa-miR-296-3p 1.00 0/16 ACIEJ”
/13 miR-34a 1/5 1.00 0/9 ACIEJ”
/ miR-17-5p 4/24 miR-663 1.00 0/2 ACIEJ”]
18 iR-9 27112 hsa miR-639 1.00 0/14 ACIEJ”
19 miR-125b 7 5/31 hsa-miR-1296 1.00 0/4 ACIEJ|

ATWLACE, R ey s R DISBU vl genese
a Qg e ! all &ﬁﬂ@%%g 4 al k ge%galue %Q/ﬂjﬁ QIEIT low expression TF al k 5 Iﬂ! I Vﬁ/; BER ZA%TTNEI?IIS b
0. 1/14 e 5 . 0/43 ole brain
0 0/13 5e-01 1/4 YC ApOpl 0.. 140 VAQUERIZAS”Fetal brain
85 g 8e-01 2/16 ¥8ﬁProtem %ymhess degradation UP 0. /16 ¥ﬁ BE& %ﬁs K%an
8e-01 1/9 arge 0. /12 idney
.0 0/11 1e+00 4163 YCTa%; 0.7 4 144 VAQUERI ZAS General
.0 0/12 1e+00 118/1095 HEBENS REIT hlgh expression TF 0.7 /13 VAQUERIZA
.0 0/15 1e+00 130/1233 IM_MYC tai 0.7 /20 VAQUER ZAS Bone marrow
3 o/l BENTINK 02 1500 st e [ eur 8 13 VASUERIZAS Appendn
X src e+ Cell . 7 endix
A 0/0 1e+00 0/2 MYC”Cell cicle 0. /8 VAQUERI ZAS grllj ue
A 0/0 1e+00 0/4 MYC—Cell growth and prohferauon uP 0. 4130 VAQUERIZAS Fetal lung
A 0/0 1e+00 0/2 C_vhromatln modification UP 0.: 2116 VAQUERI ZAS Fetal thyroid
A 0/0 1e+00 0/7 YC”DNA repal 0.! 1/10 VAQUERIZAS”. Skeleta muscle.psoas
A3 B8 b mesmaewr,, : T iy
e+ cell adhesion 0. 128 |ver

A 0/0 1e+00 0/20 Y Metabolism UP 0.! 113 VAQUERIZAS Ova
A 0/0 1e+00 0/8 YC RNA processing binding UP 0. 122 VAQUERIZAS” Splnal cord
A 0/0 1e+00 0/2 YC_Signal transduction UP 10 116 VAQUERIZAS”Pancreas
A 0/0 1e+00 0/3 YC_Tumor supressor genes UP 1.0 4144 VAQUERIZAS_Placenta
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K—Means Cluster

Spot Summary: C

# metagenes = 108
# genes = 715

<r> metagenes = 0.85
<r>genes = 0.24
beta: r2=5.18 / log p= -Inf

# samples with spot =23 (8.4 %)
Atypical : 23 (31.1 %)

Overview Map
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Spot Genelist

Rank

ID
1 54959
2 4602
3 728715
4 83088
5 26002
6 1298
7 6263
8 10439
9 2248
10 10562
11 6542
12 a1
13 9603
14 494470
15 1959
16 909
17 3670
18 26824
19 9915
20 63917

max e
min e

2.94 -0.58
2.8 -1.04
2.6 -1.25
2.43 -1.29
2.42 -1.28
2.41 -1.14
2.31 -0.72
23 -1.77
2.21 -0.33
2.2 -0.61
2.15 -1.11
213 -0.7
21 -1.75
2.04 -1.37
2.02 -1.28
1.99 -1.12
1.98 -0.84
191 -0.97
19 -0.54
1.86 -1.59

r

0.36

0.76

0.5

0.55

0.41

0.44

0.4

0.19

0.53

0.74

0.49

0.6

0.36

0.34

0.35

0.28

0.7

0.42

Description
Symbol

ODAM odontogenic, ameloblast asssociated [Source:HGNC Symbol
MYB v-myb avian myeloblastosis viral oncogene homolog [Source
RP11-726G1.1

NCALD neurocalcin delta [Source:HGNC Symbol;Acc:7655]

MOXD1 monooxygenase, DBH-like 1 [Source:HGNC Symbol;Acc:21(
COL9A2 collagen, type IX, alpha 2 [Source:HGNC Symbol;Acc:2218]
RYR3 ryanodine receptor 3 [Source:HGNC Symbol;Acc:10485]
OLFM1 olfactomedin 1 [Source:HGNC Symbol;Acc:17187]
FGF3 fibroblast growth factor 3 [Source:HGNC Symbol;Acc:3681]
OLFM4 olfactomedin 4 [Source:HGNC Symbol;Acc:17190]

SLC7A2 solute carrier family 7 (cationic amino acid transporter, y+ sys
ABCA3 ATP-binding cassette, sub—family A (ABC1), member 3 [Soul
NFE2L3 nuclear factor, erythroid 2-like 3 [Source:HGNC Symbol;Acc:
RNF165 ring finger protein 165 [Source:HGNC Symbol;Acc:31696]
EGR2 early growth response 2 [Source:HGNC Symbol;Acc:3239]
CD1A CDla molecule [Source:HGNC Symbol;Acc:1634]

ISL1 ISL LIM homeobox 1 [Source:HGNC Symbol;Acc:6132]
RNU11 RNA, U11 small nuclear [Source:HGNC Symbol;Acc:10108]

ARNT2 aryl-hydrocarbon receptor nuclear translocator 2 [Source:HG

GALNT1UDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acet

Geneset Overrepresentation

Rank p-value #in/all

©o~NoOOR~WNE

Density

8e-09
1le-08
le-07
le-07
3e-07
3e-07
8e-06
1le-05
3e-05
3e-05
3e-05
le-04
2e-04
2e-04
2e-04
2e-04
2e-04
2e-04
2e-04
3e-04
3e-04
3e-04
4e-04
5e-04
6e-04
7e-04
7e-04
8e-04
8e-04
9e-04
9e-04
9e-04
1e-03
1le-03
1le-03
le-03
1le-03
1le-03
1le-03
1le-03

Geneset
771914 Chr  Chr3
457417 H.Tiss WIRTH_Immune system
110/1574 BP transcription, DNA-templated
33/280 Chr  Chr13
16/81 miRN. hsa-miR-188-5p
109/1581 BP regulation of transcription, DNA-dependent
80/1142 CC intracellular
115/1820 MF  metal ion binding
16/115 BP  nuclear-transcribed mRNA catabolic process, nonsense-mediated decay
109/1749 MF  DNA binding
6/16 GSE# RICKMAN_HEAD_AND_NECK_CANCER_A
13/92 BP translational elongation
12/81 BP viral transcription
20/189 miRN CTTT-527
16/134 miRN hsa-miR-200a
37/463  mMIRN hsa-miR-301a
28/314 miRN TTGC-130A--301--130B
271300 miRN  hsa-miR-548¢-3p
81/40 BP androgen receptor signaling pathway
63 /940 MF  nucleic acid binding
5/15 GSE/# ZHAN_MULTIPLE_MYELOMA_CD2_UP
12/87 BP translational termination
1417116 miRN GACA-219
12/92 BP  viral life cycle
4710 GSE/ BASSO_CDA40_SIGNALING_DN
10/69 miRN AGCT-28
3/5 Lymp/ MASCQUE_mBL UP
13/109 BP  SRP-dependent cotranslational protein targeting to membrane
18/182 miRN TTTT-373
7137 CC  cytosolic small ribosomal subunit
4/11 GSE# KEGG_CALCIUM_SIGNALING_PATHWAY
31/396 miRN hsa-miR-301b
6/28 BP B cell activation
6/28 BP T cell differentiation
14/128 BP translational initiation
547823 MF  sequence-specific DNA binding transcription factor activity
235/4640 CC  nucleus
34/456  miRN hsa-miR-130a
26/318 MF  chromatin binding
5/20 MF RNA polymerase Il transcription coactivator activity
p-values
=T Tt s o
o 2
o bl 15 4 K
..; - 06 ¢
. o
1 - 04 LL
1
L — 0.2
.
fin | I,
I



k e-0 #1'6‘/%”4 ﬁgﬂfﬁ DNA-templated ! g.ooglne 4#}5143” &%ﬂ%é%odullz %Wﬁg ﬁr ce
7 109/1581 regulation of transcription, DNA-dependent 0.002 17 ZHAI 7137 cytosolic small ribosomal subunit
e-05 16/ 115 nuclear—transcribed mRNA catabolic process, nonsense-mediated decay 0.005 7 1553 Lembcke Colomc Inflammauon 35/4640 nucleus
13/92 translational elongation 0.007 /10 LIU BREAST ER 3/129 membrane
12/81 viral transcription 0.086 9/316 SPANG BCLG |nd 2 5/162 external slde of plasma membrane
8140 androgen receptor signaling pathway 0.133 /15 RHODES CANCER META_SIGNATURE /10 nBAF com|
12/87 translational termination 0.148 116 GENTLES modul14 /11 npBAF complex
12/92 viral life cycle 0.325 / WANG_ER DN 41167 ibosom
13/109 SRP-dependent cotranslational protein targeting to membrane 0.396 1185 SPANG_ LPS-index; 112 PRC1 complex
6/28 B cell activation 0.408 114 LIU PR‘OSTATE CANCER _UP 112 SWI/SNF complex
6/28 T cell differentiation 0.408 112 4124 mmunological synapse
14/128 translatlonal initiation 0.434 113 GENTLES moHuI17 425 3cG rotein complex
12/104 aging . 0.434 113 GENTLES modul18 4125 rlbgsomal subunit
4/13 histone H4-K16 acetylation 0.458 114 LIU_COMMON CANCER GEN /80 ear losome membrane
7142 B cell dlﬂerentlauon 0.481 115 SO‘HRIOU BREAST CAN’CER GRADE 1 VS_3 DN 32 /2659 plasma membrane
4114 Bcellénrollfer atio 0.481 115 LIU PROSTATE_CANCEI 117 nuclear heterochromatin
7144 steroi hormone medlated signaling pathway 0.481 115 G NTLESﬁmodm 188 nuclear chromatin
8156 VESIDOHSQ to glucose 0.503 116 GENTLES mod 41730 ﬁ otoreceptorouter segment
7145 cellular defense response 0.764 133 KUIPER_MM good survwal 118 istone acetyltransferase complex
e-03 16 /172 epidermal growth factor receptor signaling pathway 0.819 139 ZHANG_MM ui /121 photoreceptor connecting cilium
I p-value 4 J@%aﬁﬁ i
P %‘Nﬁ” g?ﬁpeset 08 ?glﬂ! ” Q’Bngéﬁgsls down .| #}%a” ﬂeég} STS vs._LTS
3/ 280 Chr13 1.00 6/572 GUDJ_psoriasis up . 174 GIEZELT_GBM_STS_up_VS_LTS
38/714 Chr 6 1.00 0/17 BCHETNIA_EBM up X / willscher GBM_“STSwt_proteomics-N_UP
45/ 866 Chr12 1.00 o/ BCHETNIA_EBM down . 112 Phillips PN up vs MES & Prolif
6 / 699 Chr5 1.00 0/26 BCHETNIAZEBM-| DM up . 112 Christensen_hypermethylated_in_ependym
6 /504 Chr 15 NA 0/0 . 115 Donson-cher ‘cytokines—-associafed wnh LTS in HGA
3 /1135 Chr19 NA 0/0 . 5/71 willscher_GBM_Verhaak-CL_expression_H_down
8 /602 Chr 10 NA 0/0 . 5/71 willscher_GBM_Verhaak-M expression_H up
/34 ChrY NA 0/0 . 5/71 willscl er GBM_Verhaak-PNwi_expression_H_
45/1033 Chr2 NA 0/0 . 4/53 Christensen ypermethylated in pnmary §I|oblastoma
71630 Chr X NA 0/0 . 5172 GIEZELT _GBM_STSwt VS_LTSwt
0/519 Chr 14 NA 0/0 . 1/5 Iaffalre hypomeTh LG(_TVS comroT
67449 Chr 20 NA 0/0 . 20/379 Dow:
9/534 Chr8 NA 0/0 .. 5/73 GIEZE_T GBM_WT doWn _VS_mut
3/386 Chr 22 NA 0/0 . 2/21 Martinez_Glio_hypermeth
1/618 Chr 4 NA 0/0 .. 1/7 oligodendrocyfes_glio
9 /187 Chr21 NA 0/0 . 1/7 Donson—adaéztlve |mmun|ty—assoc|ated with LTS in HGA
e 5/ 743 Chr7 NA 0/0 .. 5/85 GIEZE! STS_down_VS_LTS
/232 Chr18 NA 0/0 . 2127 WIRTH_PN s pe
2 /1720 Chr1 NA 0/0 . 1/9 Colman_ surwval robust
bo i gengser o o NECK CANGER A il B5Riue  ginjall - Geneset,e e AR LP6RE e u
5/15 ZHAN_MULTIPLE_MYELOMA CTD: 1le-01 3/26 WIRTH_Pancreas 30/426 SPANG_CD40 Ghrs DN
4/10 BASSD_CD40 SIGNALING D'N 1le-01 2113 WIRTH Thyroid gland 24 /327 SPANG_( CD40 Ghrs UP
4111 KEGG_CALCIOM_SIGNALING PATHWAY 1le-01 2/14 WIRTH”Globus pallidus 46/ 755 SPANG_BCI
4/13 RAY _TARGETS_OF P210 BCR_ABL_FUSION_DN 4e-01 1/10 WIRTH B-cells 3/13 BENTIN'K BL
4714 ZHAN MULTIPLE_MYELOMA_CD1_AND_CD2_UP 4e-01 1/12 WIRTH%mphocytes 197275 G_DLBCL mutaled
4115 GOLUB ALL VS AML UP 4e-01 1/13 TH lymus 3/18 D B'L nter
4/15 BIOf _IC7_PATI \Y 5e-01 1/15 WIRTH Cerehellum 3/22 DAVE_NFkB BL DN
3/ BIOCARTA_ASBCELL_PATHWAY 6e-01 5/120 WIRTH Tes 9/118 SPANG_LPS 6hrs UP
4116 ILBAN LPL 8e-01 2/62 WIRTH Live 2112 DAVE _BL DN
4/16 NAKAYAMA FRA2 8e-01 14 / 400 WIRTH”]| Nervous System 43 /852 SPANG_BCR DN
4/16 REN_ALVEOLAR_| RHABDOMYOSARCOMA upP 9e-01 1/50 WIRTH_Homeostasis 16 /291 SPANG IL21 UP
4/16 SU_THYMUS e+00 0/ WIRTH Pituitary gland 1/ GHT_custom ABC-DLBCL UP
3/10 LIUBREAST CANCI e+00 0/13 WIRTHSec. I){mphowd organs 454 SPANG BAFF 9hrs
3/10 FLECH BIOP. SY KIDNEY TRANSPLANT REJECTED_VS_OK_UP e+00 0/12 WIRTH”Prim. lymphoid organs 2124 SPANG_BAFF Qhrs UP
3/10 LOF’EZ MESOTHELIDMA SURVIVA e+00 0/13 WIRTH _Tonsil 1/ AS E _ABC UP
3/10 WN'E Tf 'UP e+00 0/ WIRTH_Bone marrow 5/86 ROSOLOWSKI_red total
3/11 R ML FI A 10 e+00 0/15 WIRTH Telencephalon 2128 AVE Immune e responsel
3/11 GUTIERREZ CHRDNIC—LYMPHOCYTIC LEUKEMIA_UP e+00 0/13 WIRTH_Cortex cerebri 1/14 IGHT_GCB UP
3/11 REACTOME_CD28_DEPENDENT_VAV1_PATHWAY e+00 0/16 WIRTH_Hippocampus 1/16 WRIGHT‘ABC UP
l..l(_ l?i—(\)/alue #1'9 gu % nﬁ%ﬁEmg ée—oz € M A” g é)gé;i %&E ?ﬁ:§gt\oma papillary
109/1749  DNA bindin: 2e-04 28/ TI'GC 130A——301——130B 0/34 Pancreatic cancel
63 /94 nucleic acid bindin gD - - . 4e-04 14/ 0/22 Glioblastoma muluforme somatic
54 /823 sequence-specific DNA binding transcription factor activity 7e-04 10/ g 0/21 Gastrointestinal
26/318 chromatin binding e—-04 18/182 0/ F’Ilunary adenoma
5/20 RNA polymerase || transcn{)tlon coactivator activity e-0: 18/190 0/36
19/216 transcription coactivator activi e—0. 10/77 0/27 C Iorectal cancer
7145 steroid hormone receptor acuvny e—0. 8/5. 0/ 8 lenomas, multlple colorectal
e 377/8023  protein binding e-0 21/243 0/35 Prostate canci
e-0: 14/153 Ftruct rg\ consmuem of ribosome e-0. 7142 0/11 AlzhEImerdlsease susceptibility to
e-0: 4120 lent nuclear receptor binding e-0. 1/415 0/ Schlzophrenla susceptlbl ity to
e-0; 7159 ?I’OIEIH hosphatase binding e-0 13 0/ Parkmson \
e-0; 3/12 broblast growth factor receptor binding e-0: 1/246 0/23 ?atocellu arcarcmoma
e-0: 3/12 thioesterase binding e-0. 71184 0/29 elanoma and neural system tumor syndrome
e-0: 4/23 alpha~tubulin binding e-0. 2 /267 0730 Ovarlan cancer
e-0; 5/35 ligand-activated se(auence specific DNA binding RNA polymerase Il transcrif e—0: 1 4 0/38 Breast cancer
e-0; 13/158 protein complex bindin e—0: 9/75 0/15 Gastric cancel
e-0: 5/37 androgen receptor binding e-0 20/ 248 0/4 Thyroid Carcinoma, follicular
e-0: 3/14 calcium—activated potassium channel activity e-0: 15/ 1 0/36 Lung cancer
e-0; 3/14 glutathione peroxidase activity 6e-0: 28/ 391 0/12 Bladder cancer
LHJ {é—wlﬁeld;” Ip l‘ggn%set LNJ 15— | elcgnglp l@?ﬂﬁ% base NNIBZ LIUELIJA@{Q Senese
.08 e-07 002 ACIET L 30
.10 /13 miR-1 e-04 6/134 0.264 1/ ACIEJ] L 48
0 /13 miR-34a e-04 7 /463 0.434 1/ 13 ACIEJ”] L 10
2 13 miR-148a e-04 71300 0.481 1/15 ACIEJ”] L 16
6 14 let-7c e-04 1 /396 .000 0/16 ACIEJ”] L
6 14 miR-128b e-0 4/ 456 .000 0/7 ACIEJ”] L13
6 14 miR-204 e-0 5/146 .000 0/9 ACIEJ”] L 14
6 14 miR-27a e-0 0/78 .000 0/11 ACIEJ”] 5
6 14 miR-34b e-0 3 /449 .000 0/2 ACIEJ”] L17
6 14 miR-34c e-0 71180 .000 0/14 ACIEJ”| L 19
0 15 miR-101 e—0 21108 .000 0/4 ACIEJ”] L
0 15 miR-15a e-0 9/215 .000 0/5 ACIEJ”] L 20
0 15 miR-320 e-0 3/123 .000 0/15 ACIEJ”] L 22
3 16 let-7d e-0: /56 .000 0/4 IACIEJ”]| L 23
3 16 miR-133a e—0: 5/158 .000 0/12 ACIEJ] L 24
3 16 miR-15b 4e-0: 3/130 .000 0/14 ACIEJ] L 26
3 16 miR-221 4e-0: 8 /382 .000 0/2 IACIEJ”]| L 27
6 17 mIR-17-5p 5e-0. 2 /281 miR-570 .000 0/5 ACIEJ] L 28
6 17 miR-210 6e-0: 5/168 hsa miR-190 .000 0/6 ACIEJ] L 29
0 /8 miR-222 6e-0. 1/269 hsa-miR-1244 .000 0/11 ACIEJ] L
fa G%.{ K p-value ke L‘)-lﬁﬁug
09 all ahk P #io/all e bW ahk Do all - GEnesel con
.38 /111 BENTINK e2f3.2 0.08 1/2 MYC~Chromatin, modlflcatlon UP. 0.008 6/41 VAQUERIZAS”Thym
1 112 ENTINK ras. 0.19 53 /1095 HEBENSTREIT_high expression TF 0.024 5/39 VAQUERIZAS Thy ro|d
3 113 GUSTAFSON_PI3K_UP 0.20 15 MYC TFs 0.034 4129 VAQUERIZA 7l}lmph node
3 113 BENTINK_ src: 0.33 19 MYCﬁargels DOWN 0.036 5/43 VAQUERIZA erus
0.46 114 ENTINK”my: 0.46 114 WICK 0.045 3/19 VAQUERIZA
0.48 115 GUSTAFSON_PI3K_DN 0.50 116 MYC Protein ?Ynthesls degradation UP 0.052 3/20 VAQUERIZAS_Bone marrow
0.48 /15 ENTINK_ras: 0.51 163 MYCTarget: 0.059 3/21 VA( UERIZASj ||
1.00 0/11 BENTINK ras.4 0.58 /20 MYC Metabollsm upP 0.104 2/13 VAQUERIZAS
1.00 0/14 BENTINK src.2 0.86 46 /1233 KIM MYC ta I'?T 0.111 4143 VA UERIZAS Whoe brain
A 0/0 0.96 38/1146 HEBENSTRE Iowexpre55|on TF 0.116 3/28 VAQUERIZAS”|
A 0/0 1.00 0/4 MYC_Apoptos 0.135 3/30 \/, UERIZAS_FetaI lung
A 0/0 1.00 0/8 MYC_CeIcycIe 0.148 2116 VAQUERIZAS _Pancreas
A 0/0 1.00 0/4 MYC”Cell growth and proliferation UP 0.210 3/37 VAQUERIZASProstate
A 0/0 1.00 0/7 MYC_D A'repail 0.242 2122 VAQUERIZAS”Spinal cord
A 0/0 1.00 0/3 A repl Ica |0n UpP 0.274 4162 VA UERIZAS:WhOIe blood
A 0/0 1.00 0/2 MYC ECM cell adhesion DOWN 0.291 3/44 VAQUERIZAS Placenta
A 0/0 1.00 0/8 MYCTRNA processing binding UP 0.408 1/12 VAQUERIZAS Kidney
A 0/0 1.00 0/2 MYC”Signal transduction UP 0.420 71144 VAQUERIZAS”General
A 0/0 1.00 0/3 MYCZTumor supressor genes UP 0.434 1/13 VAQUERIZASZSkin
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K—Means Cluster

Spot Summary: D

# metagenes = 83
# genes = 699

<r> metagenes = 0.87
<r>genes =0.21
beta: r2=3.21 / log p= -Inf

# samples with spot =4 (1.5%)
Atypical : 2 (2.7 %)
Classical : 1 (3.1 %)
Mesenchymal : 1 (1.2 %)

Overview Map
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min e

1.94 -2.13
1.78 -1.45
1.74 -0.65
1.62 -0.67
1.49 -11
1.47 -0.85
1.46 -0.72
1.46 -1.05
1.43 -0.77
1.42 -0.8
141 -1.2
14 -0.87
1.39 -1.17
1.39 -0.58
1.34 -0.72
1.32 -0.78
1.32 -0.69
1.32 -0.85
1.32 -0.6
1.28 -1.1

r

0.27

0.37

0.41

0.48

0.5

0.54

0.3

0.35

0.25

0.39

0.24

0.37

0.5

0.28

0.47

0.42

0.46

0.49

0.36

0.22

Description
Symbol

IRF2BPL interferon regulatory factor 2 binding protein-like [Source:HG
TSPAN13etraspanin 13 [Source:HGNC Symbol;Acc:21643]

SERPINIBerpin peptidase inhibitor, clade | (neuroserpin), member 1 [S
EPS8  epidermal growth factor receptor pathway substrate 8 [Source
KITLG KIT ligand [Source:HGNC Symbol;Acc:6343]
ABCC4 ATP-binding cassette, sub-family C (CFTR/MRP), member 4
VOPP1 vesicular, overexpressed in cancer, prosurvival protein 1 [Sou
PROSC proline synthetase co-transcribed homolog (bacterial) [Sourc
NoV nephroblastoma overexpressed [Source:HGNC Symbol;Acc:i
PABPC4Lpoly(A) binding protein, cytoplasmic 4-like [Source:HGNC Sy
PLSCR4 phospholipid scramblase 4 [Source:HGNC Symbol;Acc:1649°
MEGF6 multiple EGF-like-domains 6 [Source:HGNC Symbol;Acc:32
ELOVL5 ELOVL fatty acid elongase 5 [Source:HGNC Symbol;Acc:213
TNFRSF1a@or necrosis factor receptor superfamily, member 11b [Sou
TTC14 tetratricopeptide repeat domain 14 [Source:HGNC Symbol;Ac
ANKIB1 ankyrin repeat and IBR domain containing 1 [Source:HGNC ¢
SEC62 SEC62 homolog (S. cerevisiae) [Source:HGNC Symbol;Acc:1
ABHD3 abhydrolase domain containing 3 [Source:HGNC Symbol;Acc
KAL1

Kallmann syndrome 1 sequence [Source:HGNC Symbol;Acc:

KIAA121'KIAA1217 [Source:HGNC Symbol;Acc:25428]

Geneset Overrepresentation

Rank p-value #in/all

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

10

8

2
D 6
g

a 4

2

0

Geneset

295/4640 CC  nucleus

93/940 MF  nucleic acid binding

68 /595 MF  RNA binding

30/153 miRN hsa-miR-450b-5p

25/113 miRN. hsa-miR-507

43 /318 miRN. hsa-miR-590-3p

32/189 miRN hsa-miR-1283

56 / 495 miRN. hsa-miR-103

25/121 miRN hsa-miR-543

51/433 miRN hsa-miR-19b

53/463 miRN hsa-miR-301a

30/174 BP  mRNA processing

48 /396 miRN hsa-miR-301b

33/215 mIiRN hsa-miR-203

2917172 miRN  hsa-miR-607

371267 miRN hsa-miR-577

50/440  miRN hsa-miR-19a

42335 miRN  hsa-miR-142-5p

471412 miRN  hsa-miR-372

28/171 miRN  hsa-miR-452

411336 miRN  hsa-miR-548b-5p

341246 miRN  hsa-miR-524-5p

29/188 miRN  hsa-miR-548d-3p

44382 miRN  hsa-miR-454

39/314 miRN TTGC-130A--301--130B

59/603 miRN hsa-miR-20a

241134 miRN hsa-miR-656

271169 miRN  hsa-miR-580

32/229 BP  RNAsplicing

271171 miRN  hsa-miR-369-3p

115/1574 BP transcription, DNA-templated

54 /538 miRN hsa-miR-17

51/494 miRN hsa-miR-107

46 /421 miRN hsa-let-7h

471436 miRN  hsa-miR-548n

267163 BP mRNA splicing, via spliceosome

37/300 miRN hsa-miR-561

20/100 miRN  hsa-miR-544

52/517 miRN  hsa-miR-106a

20/101 miRN  hsa-miR-410

p-values
.....’.-. Sbetes = - 1
. - n
.y P "I~ 0.8
.
. ! — 0.6
Jd
- 0.4
1
— 0.2
_ﬂ—m E— | I
I I I I I I
0.0 0.2 0.4 0.6 0.8 1.0

FDR
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32/229 RNA splicing 5e-0; 5/ 4 KUIPER MMpcor survwal 1 nuclear speck
e 115/1574  transcription, DNA-templated 8e-0: 473 ZHANG MM u e spliceosomal complex
267163 mRNA SP"C'T}Q via spliceosome le-0 12 /185 SPANG " LPS-| |ndex2 catalytic step 2 spliceosome
10/41 3-en Erocessln 1e-0. 2/15 BEN-PORATH 4e-0! 6/118 ribonucleoprotein complex
10/ 44 termlnauon of Folymerase Il transcription 1e-0: 2/16 WOLFER overTap genes 8e-04 1 /949 nucleoplasm
18/ 149 ubiquitin—dependent protein catabolic process 1e-0. 2/16 GENTLES _modul4’ le-0:; 71335 centrosome
47 | 649 gene expression 2e-0:. 17/316 SPANG BCL6 index2 1e-0: 4/ 1. repllcatlon fork
6/25 nuclear— transcrlbed mRNA poly(A) tail shortening 3e-0. 1/ "ER DN 2e-0. 0/80 chrol
23/262 protein ubiquitination 4e-0 1/10 REAST C. 4e-0: 4116 viral nucleocapsuﬁ
MRNA export from nucleu: 4e-0: 1/14 LIU PROSTA‘I'E CANCER upP 5e-0. 213/4310 cytoplas
25/306 regulation of transcri non from RNAR‘ lymerase Il promoter 4e-0: 2/ UIPER_MM good survival™ 7e-0. /8 nuclear matrlx
36 /504 Bosmve regulation of transcription, DNA=dependent 4e-0; 1/ GENTLES modull2 8e-0. 41 calcium channel complex
241298 epail 4e-0. 1/ GENTLES modullG 8e-0. 471 exon—exon junction complex
90 /1581 regulation of transcrlptlon DNA-dependent 4e-0 1/ GENTLES modull8 9e-0. 71579 nucleolu s
11/96 DNA recombinal 5e-0. 1/14 LIU_COMMON_CANCER_GENES 1e-0 11 npBAF comple
4/15 MRNA splice Slle SE|9€1I0" 5e-0. 1/14 WANG ER 1e-0. 42 transcr tion facmr TFIID complex
7150 BMP signaling pathway 5e-0. 1/ SOTIRIDU"BREAST CANCER_GRADE_1_VS_3_DN 1e-0 /1. (% mple;
5/28 protein deubiquitination 5e-0 0/14 LIU_LIVER_CANCE 1e-0 /1 Sm3 mple
8167 regulation of translation 5e-0. 1/ GENTLES_] modul7 1e—0 14 transcrlptlonal repressor complex
© #nal Geneset o€ figjall - GRNESEL: qoun Op-yalue ginjal ~ geneset
28/232 Chr18 4/572 GUDé_Ipsorlass up 2 /313 willscher_GBM_Verhaak-CL_expression_D_up
0/714 Chr 6 0/ BCHETNIA_EBM up 2 /313 willscher_GBM”Verhaak-MES_expression_D_down
4] 3. ChrY o/ BCHETNIA_EBM down 2 /313 willscher_GBM”Verhaak—PNwit_expression_D_up
4 /618 Chr 4 0/26 BCHETNIA_EBM- DM up /7. willscher_GBM_Verhaak-CL_expression_H_down
71280 Chr13 A 0/0 17 willscher_GBM”Verhaak-MES_expression H_up
2/ 1 Chr 21 A 0/0 17 willscher_GBM_ Ver .aa'—PNerxpressmn H_up
2 /1033 Chr2 A 0/0 154 willscher_GBM proteomics_wtOnly S@ 0tG
43866 Chr 12 A 0/0 /71 GIEZE| L'I— M'MGMTmefﬁyI down_VS_nonmethyl
31/630 Chr X A 0/0 12 /169 willsche 7proleom|cs wiOnly_Differencelist_’
297602 Chr 10 A 0/0 2114 VERHAKK NL sub
78/1720 Chril A 0/0 5/73 GIEZELT G M W down \/S mut
3 /504 Chr 15 A 0/0 /28 arbus,
4 [ 534 Chr8 A 0/0 149 Vishal subneﬁ/vork slgnalure of survival in GBM
2 [ 743 Chr7 A 0/0 /10 willscher_GBM_LTSmut_proteomics—A_U
9 /914 Chr 3 A 0/0 /11 neurons_glio
97449 Chr 20 A 0/0 /11 KIM amplified & overexpressed in LTS
3/386 Chr 22 A 0/0 /31 KIM prognosnc signature LTS vs.
0 /633 Chr9 A 0/0 /32 ? ~Misc immune function— assomated with LTS in HGA
0/918 Chr17 A 0/0 /112 wil Ischer GBM_LTSmut_proteomics—B_Ui
Bk 4 IS Rie 4 ISPJ l&é”gﬁj@
e-0! #}nla” %ga%%tMRNA 3 END_PROCESSING nk .004 ue %Wﬁ” %Lne system a é ” Q’ﬁxﬂ,eﬁ‘?ltup
115 FLECHNER "PBL_KIDNEY_ TRANSPLANT_REJECTED_VS_OK_DN 0.090 2/12 WIRTH mphocytes ROSOLOWSKI_green UP
115 OUILLETTE_CLL 13014 DELETION_UP — 0.103 2/13 WIRTH yrowdgand 43/755 SPANG_BCR
4/ BREAST_CANCER WITH_BRCA1_MUTATED_DN 0.352 1/10 WIRTH_B-cells X /18 DAVE_c-m: c BL UP
/ SCHRAMM INHBA'TARGETS DN 0.406 1/12 WIRTHT] an lymphoid organs . 471852 SPANG DN
4/15 GARGALOVIC RESPONSE TO_OXIDIZED_PHOSPHOLIPIDS_BLUE_DN 0.431 1/13 WIRTH_Cortex cerebri X 2/8 CQU B UP
4/15 BROWNE_HCMV_INFECTI 10| R DN 0.479 1/15 WIRTH”Cerebellum X 18/ 275 ZHANG DI:BCL mutated
4715 GENTILE"UV_RESPONSE CLUSTER 0.677 1/26 WIRTH_Pancreas . 9/119 ROSOLOWSKI_green total
4116 GINEST] BREAST CANCI ZNFﬁ? AMPLIFIED_UP 0.996 8/400 WIRTH Nervous System X 1711274 SPANG_IL21 DN
4/16 ODWELL AGING KFDNEY NO_BLOOD_ .000 0/5 WIRTH Pituitary gland . 5/54 SPANG”BAFF 9hrs DN
4/16 R RAI T_OF MATURE"MRNA_DERIVED_FROM_AN_IN .000 0/13 WIRTH_Sec. lymphoid organs X 241426 SF’ANG CD40 6hrs DN
/10 G_REG LATION OF AU .000 0/13 WIRTHTonsil . 2114 RIGHT GCB UP
/11 GARGALOVIC _RESPONSE _TO_OXIDIZED PHOSPHOLIPIDS LIGHTYELL .000 0/13 WIRTHThymus . 1/4 WRIGHfCUSIDm GCB-DLBCL UP
112 /ATANABE RECTAL CANCER OTHERAPY RE .000 0/6 Bone marrow . 5/69 PANG_[PS 6hrs DN
112 ARGAL C RES NSE TO_ OXIDIZE PHOSPHOLIPIDS MAGENTA .000 0/14 WIRTH Globus pallidus .. 2/20 OSOLOWSKI red UP
112 CHEOK_RESPONS MER P! .000 o/ WIRTH Telencephalon .. 71118 SPANG_LPS 6hrs
/113 EGG_O GLYCAN B'IOSVN .000 0/ WIRTH_Hippocampus .. 81140 AVE_BL-vs-DLBCL
113 EGG G ION .000 o/ WIRTH Thal Ia us X 1/12 DAVE_BL DN
113 REACTOME_METABOLISM_OF RNA .000 [ WIRTH Tes . 5/ OO ROSOLOWSKI_blue total
114 ZHAN_MULTTPLE_MYELOMA_ .000 O/..U WIRTH_ Homeostasls . 4/ ROSOLOWSKI_red total
alue #J%ﬁ)" ﬁgg{l@ﬁ@ Einding J Le—o“gg[ e %/l A” ﬁggqﬁﬁ——sol——mos é’gsl é}"g Eﬁﬁ\oma papillary
/595 RNA binding e-08 39/ CAGT- 2003——2000 ~429 0/ Pancreatic cancel
114/1749 DNA binding e-06 21/ GTAT-369 0/ 2 Glioblastoma muluforme somatic
44 | 504 nucleotide binding e-06 16/ G 7365 0/21 Gastrointestinal
15/1820 metal ion binding e-06 39/415 TG-19A--19B 0/ Pnunary adenoma
23/216 transcription coactivator activity e-06 21/165 TTTG-518A-2 0/36
4 148 C steine-type endopeptidase activity 7e-06 19/140 CATG— 0/27 Cglorectal cancer
/57 ubiquitin thiolesterase activity e-05 16/107 AACA-40! 0/ lenomas, multlple colorectal
4/11 U-rich element binding e-05 35/391 TGAA- 181A~1818~181C~181D 0/35 Prostate canc
0/74 c steine-— t)E l:{Deptldase activity e-05 25/239 TGCA-148A--152--148| 0/11 Alzhelmerdlsease susceptibility to
6 /318 romatln e-05 10749 GTAT-154--487 0/ Schlzophrenla susceptlbl ity to
71361 4e-05 19/158 ATAT-448 0/ Parklnson \
2/115 hehcase activity e-05 13/84 AG-2 0/23 ?atocellu 3F carcinoma
127 nucleotidyltransferase activity e-05 251248 TACT-26A--26B 0/29 elanoma and neural system tumor syndrome
/51 damaged DNA binding e-04 25/257 TG- 0730 Ovanan cancer
7151 Ub' uitin-— Beclflc protease activity e-04 241243 ATGT-493 0/38 Breast cancer
3710 MAD bindin e-04 12/ AG-216 0/15 Gastric cance
3/11 {)OW(A) specific rlbonuclease activity e-04 13/94 ATAA-21 0/4 Thyroid carclnoma follicular
3/11 elomeric DNA binding e-04 21/208 ATTC-186 0/36 Lung cancer
6/46 p53 binding e-04 0 TA 0/12 Bladder cancer

gl LN WV BAkudbaaP  cepese

TP Lepeser - o BERSS
112 miR-98 e—1 0.020 3/ CIEJ™
1/3 miR-197 e-1. 0.024 3/15 ACIEJ]
1/4 et-7¢ e-1! 0.083 1/ ACIEJ”]
1/4 et-7. e-1! 0.083 1/ ACIEJ”]
1/6 let-7 4e-1. 0.159 1/4 ACIEJ”]
1/6 let-7d 4e-1. 0.262 1/7 ACIEJ”]
1/6 miR-15b e—-1 0.262 1/7 ACIEJ”]
1/ miR-26a e—1. 0.406 1/12 ACIEJ”]
1/ miR- e-10 0.456 1/14 ACIEJ”|
1/ miR-125b e-10 0.456 1/14 ACIEJ”]
1/ miR-. e-10 1.000 0/16 ACIEJ”]
1/ miR-24 e-10 1.000 0/13 ACIEJ”]
1/11 miR-16 e-10 1.000 0/ ACIEJ]
1/13 miR-34a e-10 1.000 0/9 ACIEJ]
1/26 miR- e-10 1.000 0/11 ACIEJ]
0/13 miR- e-0! 1.000 0/2 ACIEJ]
[\ miR-101 e-0 1.000 0/4 ACIEJ”]
0/ miR-101b e-0 I 1.000 0/5 ACIEJ]
o/ miR-106b e-0! 44 38: hsa-miR-454 1.000 0/4 IACIEJ”]
4; ‘(all géﬁﬂ@%?rgz ah_k pef(\)/alue ’%J'ﬂf?gg %B\%?QIEIT hlgh expression TF am !?oo?s g%a" Lﬁﬁ%‘its Lymph node
4715 BENTINK ras.6 e-0: 7511233 IM_MYC targefs 0.008 13/144 VAQUERIZAS_General
2112 BENTINK e2f3.1 e-0. 1/3 YC_Tumor supressor genes UP 0.117 2/14 VAQUERIZAS Fetal liver
2/13 BENTINK src.10 e-0; 1/4 YC_, AEODIOSIS 0.123 5/62 VAQUERIZAS”Whole blood
1/11 BENTINK ras. e-0. 1/5 MY07 and cofactors 0.124 3/29 VAQUERIZAS™Smooth muscle
0/13 USTAFSON up e—0. 1/7 MYC”DNA repair UP 0.240 2/22 VAQUERIZASSpinal cord
0/15 GUSTAFSON PI3K_DN e—0. 1/8 MYC”Cell cycle UP 0.252 3/41 VAQUERIZAS lymus
0/11 BENTINK e2 e-0; 1/8 MYC_RNA Erocesslng binding UP 0.275 3/43 /A UERIZASiuterus
0/14 BENTINK”myc.1 5e-0. 1/14 OWICK T 0.335 2128 VAQUERIZASLi
0/12 BENTINK ras.1 5e-0: 1/16 'YC_Protein sdnthesw degradation UP 0.479 1/15 VAQUERIZAST, Adrena\ gland
0/0 5e-0: 3/63 'YC Tar ? 0.512 2/40 VA ER ZAS_Fetal brain
0/0 e+0| 13/1146 -IEBENS REIT_low expression TF 0.551 2743 VAQUERIZAS"Whole brain
0/0 e+00 0/5 C_TFs 0.581 1/20 VA UER ZAS_Bone marrow
0/0 e+00 0/9 YC_rar ets DOWN 0.598 1/21 VA ZAS " Tonsil
0/0 e+00 0/2 YC_Cell cycle DOWN 0.728 1/30 VA UER ZAS”Fetal lung
0/0 e+00 0/4 C_Cell growth and proliferation UP 0.816 1/39 VAQUERIZASThyroi
0/0 e+00 0/2 YC_Chromatin_modification UP 0.852 1/44 VAQUERIZAS_Placenta
0/0 e+00 0/3 YC”DNA replication UP 0.933 1/62 VAQUERIZAS”Lung
0/0 e+00 0/2 YC_ECM cell adhesion DOWN 1.000 0/37 VAQUERIZAS Prostate
0/0 e+00 0/20 'YC_Metabolism UP 1.000 0/12 VAQUERIZASKidney




K—Means Cluster

Spot Summary: E

# metagenes = 103
# genes = 682

<r> metagenes = 0.79
<r>genes =0.17
beta: r2=3.77 / log p= -Inf

# samples with spot =19 (6.9 %)
Atypical : 8 (10.8 %)
Mesenchymal : 7 (8.2 %)
Basal : 4 (4.8%)

Overview Map
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ID

645037
729422
729442
2577
729428
2576
26748
645073
100008586
2579
26749
729447
8277
729396
441520
4109
653219
100101629
547

4103

max e
min e

4.91 -0.85
4.91 -0.82
4.7 -0.77
4.65 -0.69
4.58 -0.7
4.56 -0.69
4.55 -0.68
4.39 -0.7
4.37 -0.71
3.8 -0.56
3.77 -0.6
3.7 -0.56
3.56 -0.39
3.52 -0.52
3.26 -0.75
3.25 -0.86
3.18 -0.46
3.04 -0.52
2.87 -0.5
2.69 -0.85

r

0.85

0.86

0.85

0.85

0.85

0.85

0.85

0.84

0.8

0.85

0.85

0.29

0.85

0.6

0.6

0.69

0.84

0.45

0.47

Description
Symbol

GAGE2CG antigen 2C [Source:HGNC Symbol;Acc:31958]
GAGE12% antigen 12J [Source:HGNC Symbol;Acc:17778]
GAGE12% antigen 12J [Source:HGNC Symbol;Acc:17778]
GAGE123 antigen 12J [Source:HGNC Symbol;Acc:17778]
GAGE12@ antigen 12C [Source:HGNC Symbol;Acc:28402]
GAGE1238 antigen 12J [Source:HGNC Symbol;Acc:17778]
GAGE12IG antigen 121 [Source:HGNC Symbol;Acc:4105]
GAGE12% antigen 12J [Source:HGNC Symbol;Acc:17778]
GAGE125 antigen 12J [Source:HGNC Symbol;Acc:17778]
GAGE12IG antigen 12| [Source:HGNC Symbol;Acc:4105]
GAGEZ2EG antigen 2E [Source:HGNC Symbol;Acc:31960]
GAGE2AG antigen 2A [Source:HGNC Symbol;Acc:4099]
TKTL1 transketolase-like 1 [Source:HGNC Symbol;Acc:11835]
GAGE12% antigen 12J [Source:HGNC Symbol;Acc:17778]

CT45A2 cancer/testis antigen family 45, member A2 [Source:HGNC S
MAGEA1melanoma antigen family A, 10 [Source:HGNC Symbol;Acc:6
XAGE1B X antigen family, member 1B [Source:HGNC Symbol;Acc:254
GAGEZ2EG antigen 2E [Source:HGNC Symbol;Acc:31960]

KIF1A

kinesin family member 1A [Source:HGNC Symbol;Acc:888]

MAGEA4melanoma antigen family A, 4 [Source:HGNC Symbol;Acc:68

Geneset Overrepresentation

Rank p-value #in/all

©o~NoOOR~WNE

Density

2e-10
5e-09
6e-07
1le-06
3e-05
2e-04
2e-04
2e-04
2e-04
3e-04
3e-04
3e-04
3e-04
4e-04
9e-04
1le-03
le-03
2e-03
2e-03
2e-03
2e-03
2e-03
2e-03
3e-03
3e-03
3e-03
4e-03
4e-03
4e-03
4e-03
5e-03
5e-03
6e-03
6e-03
6e-03
6e-03
6e-03
6e-03
6e-03
6e-03

10

90/1135 Chr

57 /630 Chr
16/92 BP
11/45 Glio
231/4640 CC
60 /940 MF
5/15 BP
5/15 BP
90/1574 BP
34/449 Chr
6/24 BP
5/16 GSE/
23/261 miRN
12/96 BP
461717 Chr
5/21 BP
12/109 cc
5/23 Chr
93/1749 MF
85/1581 BP
4715 GSE/
4715 GSE/
7147 BP
3/8 GSE/
3/8 miRN
4716 MF
8/64 BP
4117 BP
12/125 miRN
20/ 264 cc
5/29 BP
5/29 miRN
31/481 BP
7155 miRN
10/99 MF
4719 MF
3/10 cc
3/10 BP
3/10 GSE/
3/10 GSE/

Geneset

Chr19

Chr X

anterior/posterior pattern specification
willscher_GBM_Verhaak-PNwt_expression_J_up

nucleus

nucleic acid binding

associative learning

semaphorin—plexin signaling pathway

transcription, DNA-templated

Chr 20

tissue development
SHEDDEN_LUNG_CANCER_GOOD_SURVIVAL_A5
CTCA-125B--125A

chromatin modification

Chr 16

chromatin organization

spindle

Chr HSCHR6_MHC_DBB

DNA binding

regulation of transcription, DNA-dependent
JIANG_TIP30_TARGETS_DN
KEGG_GLYCOSAMINOGLYCAN_BIOSYNTHESIS_CHONDROITIN_SULF
embryonic skeletal system morphogenesis
BARRIER_CANCER_RELAPSE_NORMAL_SAMPLE_DN
ACCG-423

histone acetyl-lysine binding

neural tube closure

calcium ion homeostasis

GAGC-337

microtubule

lysosome organization

hsa-miR-296-5p

biological_process

GGGG-296

double-stranded DNA binding

hydrolase activity, acting on acid anhydrides, in phosphorus—containing ant
oligosaccharyltransferase complex

positive regulation of excitatory postsynaptic membrane potential
BORCZUK_MALIGNANT_MESOTHELIOMA_DN
RUGO_ENVIRONMENTAL_STRESS_RESPONSE_UP

p-values
o= ¢ume wo -.—-%.D-E.:-O.- -.-.-'—..[T —1
n
--|F
BN I o 0K
- 06 ¥
a)
- 0.4 LL
- 0.2
i o e []
[ S —— ) I
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|t alue
K Ee Aé %M?” 91 %%§£”0fpaﬁem specification 1 ?}I:'Ma” N_CANCER GENES #JP/?GUO nucl e@seset
5/15 associative learning 0.4 0/15 SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP 2/109 spindle
5/15 semaphorin-| plexln slgnallngJ)alhway 0.4 1/11 GENTLES “modul 0/ 264 microtubule
2e—04 90/1574 transcription, DNA- 0.4 1/14 LIU PROSTATE CANCER /10 olgosaccharyllransferase complex
3e-04 6/24 tissue evelopmem 0.5 0/15 SOTIRIOU_BREAST_( CANCER _GRADE_1_VS_3 DN /11
4e-04 12/96 chromatin modlflcatlon 0.5 1/16 GENTLES “modul2 /11 pre— aulophagosomal structure membrane
1le-03 5/2 chromatin organizatio 0.5 1/16 GENTLES modul7 71419 cellular_component
2e-03 85/ 1581 regulation of transcnptlon DNA-dependent 0.5 21/530 Lembcke_Normal vs Adenoma 177 late endosome membrane
2e-03 7147 embryonic skeletal system morphogenesis 0.6 2148 KUIPER "MM poor survival 4127 mel
4e-03 8/64 neural tube closure 0.8 2/68 SHAUGHNE SY_MM high risk 0/121 mlcrotubu?e cytoskeleton
4e-03 4/17 calcium ion homeostasis 0.8 1/39 IANG_MM up. 116 NuRD complé;
5e-03 5/29 lysosome organlzatlon 0.9 8/316 SPANG"BCLS index2 /16 photoreceptor inner segment
6e-03 31/481 biological_proc 1.0 3/185 SPANG”LPS~index2 27159 nuclear speck
6e-03 3/10 osmve regulatlon of excitatory postsynaptic membrane potential 1.0 1/553 LembcKe_Colonic Inflammation 5/215 Iysosomal membrane
7e-03 4120 —term memory 1.0 0/15 RHODES” CANCER META SIGNATURE 121 lyso
e-03 7158 pro ein localization 1.0 0/16 RHODES | UNDIFFER NTIA‘I‘ED _CANCER 5/51 cytoplasmlc mRNA processmg body
e-03 4/21 anterograde axon cargo transport 1.0 0/10 LIU_BREAST CA 2710 CroS ingl membrar
e-03 4121 nngjanve regulation of proteln catabolic process 1.0 0/14 LIUTLIVER_CANC| 2/10 emog in complex
e-02 7161 NA export from nucleu: 1.0 0/15 LIU~] PROSTATE CANCER DN 27110
e-02 3/12 heparan sulfate proteoglycan biosynthetic process 1.0 0/14 WANG_E| 3/23 clalhnn adaplor complex
r p-value # J;SQ@&B j i
e-10 %Nﬁg g‘l?lgeset 4#JQ'!9” %ngéﬁgsls down ﬁ”ﬂlg” ﬁl@éﬂg% |_Verhaak-PNwt_expression_J_up
e-09 57/630 Chr X 21572 GUDJ_psoriasis up 5 /379
e-04 3417449 Chr 20 0/17 BCHETNIA_EBM up /95 G _IT GBM_MGMTmethyl_up VS nonmethyl
e-04 46 /717 Chr 16 0/2 BCHETNIA_EBM down 4137 willscher "GBM “proteomics_wiOnly_SpotH
e-03 5/23 Chr HSCHR6_MHC_DBB 0/26 BCHETNIAZEBM- DM up 170 willscher"GBM_proteomics_wtOnly~Spo
4e-02 231386 Chr 22 A 0/0 /111 willscher_GBM_Verhaak-CL_expression_M_down
e-02 39/743 Chr7 A 0/0 /111 willscher_GBM_Verhaak-MES_expression_M_down
e-01 41/918 Chr 17 A 0/0 /111 willscher_GBM_Verhaak-PNmut_expression_M_up
e—01 3/519 Chr 14 A 0/0 112 willscher_GBM_LTSmut_proteomics=B,
e—01 152 Chr HSCHR6_MHC_QBL A 0/0 112 willscl er GBM STSwt_proteomics—-B_DOWN
e-01 /134 ChrY A 0/0 127 WIRTH subtype
e—01 4/ 866 Chr 12 A 0/0 1169 WIIIscher GBM grmeomlcs wtOnly. leferencehst
e—01 3 /957 Chr 11 A 0/0 / willscher_GBM_ t_proteomics=N_U
e-01 71534 Chr8 A 0/0 /28 Barbus_GBM_STS LT:
e-01 9 /1720 Chr1l A 0/0 149 Vishal Subnefworks slgnalure of survival in GBM
e+00 3/504 Chr 15 A 0/0 /117 GIEZELT_GBM_\ up_
e+00 6/633 Chr9 A 0/0 /31 KIM prognosnc Signature LTS vs. STS
e+00 5/602 Chr 10 A 0/0 /11 neurons g}
e+00 9 /1033 Chr 2 A 0/0 /11 KIM amplified & overexpressed in LTS
e+00 1187 Chr21 A 0/0 /54 willscher_GBM_proteomics_wtOnly_SpotG
Bl 4 il ISR1e 4 Wl&é”'@a
e—04 _#}nga” QEWEUNG CANCER_GOOD_SURVIVAL_A5 ue ?Jn!a” ﬁs{]ﬁg&\d gland 2 a 4} ” ﬁ\l 9hrs DN
e-0 4115 IANG_TIP30_TARGETS DN’ 0.05 9/120 WIRTH_Testis 0.4 8/426 SPANG_CDA40 6l N
e-0 4115 EGG GLYCOSAMINOGT_YCAN BIOSYNTHESIS CHONDROITIN SULFAT 0.39 1/12 WIRTH Lymphocytes 0.4 138 ROSOLOWSKI_blue DOWN
e—0. / BARRIER _CANCER RI E NORM MPLE_D 0.41 1/13 WIRTH_Sec. lymphoid organs 0.5 169 SPANG_LPS 6hr
e—0: 110 BORCZUK _MALIGNAI T MESOTHEL M7S DN 0.41 1/13 WIRTHTDnSII 0.6 120 DAVE_Immune response 2
e—0: 110 RUGO_ENVIRONMENTAL STRESS RESPONSE_UP 041 1/13 WIRTH Thym 0.6 120 ROSOLOWSKI_red UP
e—0: /111 LAIHO_ COLORECTAL CANCER_SERRATED DN_ 0.41 1/13 WIRTH Cortex Cerebrl 0.7 /86 ROSOLOWSKI_red total
e-0: 112 RAY TARGETS OF P210 BCR ‘ABL FUSION (V] 0.42 2/36 WIRTH”Placenta 0.7 /28 DAVE_ImmuneTesponse 1
112 BROWNE HCMV_| CTI'ON 0.43 1/14 WIRTH_( Globus pallidus 0.8 /275 ZHANG_DLBCL mutated
112 FAILED HEART_ATRIUM UF’ 0.46 1/15 WIRTH Telencephalon 0.8 9 / 852 SPANG _BCR DN
/ IKOLSKY_BREAST_CANCER_19Q13.4_AMPLICON 0.46 1/15 WIRTH_Cerebellum 0.9 /59 LENZ_Stromal signature 2
/ DASU_IL6 "SIGNALING_UP 0.53 16 /400 WIRTH Nervous System .0 /119 ROSOLOWSKI_green total
e 114 AHADEVAN IMATINIE RESISTANCE _UP 0.87 1/50 WIRTH Homeostasis 0 1274 SPANG_IL21 DN
/14 RIZKI TUMO IVEN 0.99 1/127 WIRTH Muscle .0 /100 ROSOLOWSKI_blue total
/14 AMBROSINI FEAVOPIRIDOL TREAT 1.00 57417 WIRTH] Immunes stem 0 41250 LENZ_Stromal Signature 1
114 DEBIASI AP'OF’TOSIS BY_REOVIRUS INFECTION 1.00 o/ WIRTH Pllullarygand .0 1327 SPANG_CDA40 6hrs UP
114 YCOSAMINOGLYCAN BIOSYNTHESIS H'EPARAN SULFATE 1.00 0/26 WIRTH_Pancreas .0 1291 SPANG_IL21 UP
114 L‘(COSYLPHOSPHATIDYLINOSITOL GPI_ANCHOR_BIOSYNTHE 1.00 0/12 WIRTH”Prim. lymphoid organs 0 /118 SPANG_LPS 6hrs UP
115 ATTIOLI MULTIPLE MYELOMA S| OUPS 1.00 0/10 WIRTH_B-cells .0 8/755 SPANG_BCR UP
115 DAIRKEE_CANCER_P'RONE_RES'PONSE_EZ 1.00 o/ WIRTH_Bone marrow .0 1140 DAVE_BL-vs-DLBCL
l..l(_ Be—(\){alue #&n!ﬁ)” ﬁgﬁrle&&?glndlng ELe—oz € %{A” g QEQE%t 125A e é)gé;i %&E ?ﬁ:§gt\oma papillary
e—0: 93/1749 DNA blndln? 3e-0; 3/8 CC! 0/ Pancreatic cancel
4116 histone acetyl-lysine binding 4e-0: 127125 GAGC-337 0/ 2 Ghloblastoma multiforme, somatic
10799 double-stranded DNA binding 6e-0. 7155 GGGG-296 0/21 Gastrointestinal
4/19 hydrolase activity, acting on acld anhydrides, in phosphorus-containing anhyc 2e-0: 7169 CT-28 0/ PIIUIISI’V adenoma
3/12 sodium channel activi 4e-0: 7179 TCTC-185 0/36
9/92 ATP-dependent helicase activi 4e-0: 7/80 GAGC-484 0/27 Cglorectal cancer
423 protein—cysteine S-palmitoyltransferase activity 5e-0 2/9 TCCG-184 0/ lenomas, multlple colorectal
46 /823 sequence-specific DNA binding transcription factor activity 5e-0; 15/235 CACT-34A--34C--449 0/35 Prostate canc
4124 cation channel actlwtK‘ 5e-0. 11/159 CACC-138 0/11 Alzhelmerdlsease susceptibility to
30/500 sequence-specific DNA bindin 7e-0. 7191 CTGT 194 0/ Schlzophrenla susceptlm ity to
5/39 calcium—-dependent protein binding 8e-0. 5/58 499 0/ Parkmson \
3715 acetylglucosaminyltransferase activity 1e-0 3/28 GGTA 409 0/23 ?atocellu SF aarcinoma
4/28 ribosome binding le-0 7/101 ACTA 196A——1968 0/29 elanoma and neural system tumor syndrome
4128 small GTPase regulator activity 1e-0. 2/15 0/30 Ovanan cancer
20/318 chromatin binding 1e-0. 4148 CCAT 432 0/38 Breast cancer
22/361 bindin 1e-0. 3/32 CTG-5 0/15 Gastric cance
3/18 adenyl nucleotide binding 1le-0: 8/129 CTCT 520A——525 0/4 Thyroid carclnoma follicular
3/18 cation transmembrane transporter activity 1e—0 2/17 GCGC-518B--518C--518| 0/36 Lung cancer
11/148 ubiquitin protein ligase binding e-0: 241481 TGCT—15A——16——155——195——424——497 0/12 Bladder cancer
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LN ALY )
.01 ACIEJ L 14
. 216 miR-181b 0.007 8/71 hsa-m 2/12 ACIEJ”] L 24
1/2 miR-107 0.010 5/34 hsa-m 1/ ACIEJ] L 29
1/2 miR-181c 0.014 6/50 hsa-mi 1/14 ACIEJ”] L 26
1/2 miR-661 0.014 4124 sa—-miR—-60: 0/16 ACIEJ”] L
1/4 miR-122 0.022 5/41 sa—m 0/13 ACIEJ”] L 10
1/5 miR-143 0.023 6/56 hsa-m| 0/ ACIEJ”] L13
1/5 miR-196a 0.027 4129 hsa-m| 0/11 ACIEJ”] 5
1/5 miR-205 0.032 5745 hsa-m 0/15 ACIEJ”] L 16
1/6 miR-200c 0.033 3/18 hsa-m 0/ ACIEJ| L17
1/7 miR-145 0.052 7185 hsa-i 0/14 ACIEJ”] L 19
1/13 miR-1 0.056 6/69 hsa-mi 0/4 ACIEJ| L
1/26 miR-21 0.057 2/10 1sa-mi 0/5 ACIEJ| L 20
0/11 let-7a 0.058 4137 1sa—M| 0/15 IACIEJ”]| L 22
0/6 let-7b 0.063 5/54 Sa—m 0/4 IACIEJ]| L 23
0/4 let-7c 0.063 4/38 sa—m 0/ IACIEJ]| L 27
0/6 let-7d 0.063 11/164 hsa-mi 0/ ACIEJ] L 28
0/4 let=7 0.064 7189 hsa-m| 0/11 ACIEJ] L
0/5 miR-101 0.064 10/145 hsa-miR-491- Sp 0/14 ACIEJ”] L 30
0/2 miR-101b 0.066 6/72 hsa-miR-619 0/11 ACIEJ] L 31
a@ r} %‘!a” &ﬁﬂ@gﬁ&gl ah_k .02va|ue #4'/’1[?9@ %B\%?QIEIT __high expression TF %P{ﬁ" ﬁ L%t _General
1/13 _src.10 0.10 2/14 OWICK_TF 2/16 VAQUERIZAS Heart
1/14 El 0.28 1/8 YC_RNA processing binding UP 2/19 VAQUERIZAS Pituitary
1/15 0.48 1/16 YC_Protein symhesls degradation UP 3/38 VAQUERIZ, eslls
0/13 0.56 1/20 MYC_Metabolism UP 3/44 VAQUERIZAS|
.0 0/15 0.64 4711233 KIM MYC Iar EIS 2/29 VA( UERIZA Smoolh muscle
.0 0/12 0.92 1/63 MYC Tar% 1/12 VA | ZAS”Kidni
.0 0/11 0.97 34 /1146 HEBENSTREIT_| |0W expression TF 1/14 VA( UERIZAS Fetal [iver
.0 0/14 B 1.00 0/5 YC S 1/24 VAQUERIZAS Trachea
.0 0/11 BENTINK ras.. 4 1.00 0/9 'YCTargets DOWN 1/28 VAQUERIZASLivi
A 0/0 1.00 0/4 'YC”Apoptosis UP 1/40 VAQUERIZAS Fetal brain
o b dednes, I
X ell cycle 1/43
A 0/0 1.00 0/4 Cell g¥owth and prol\feratlon up 1/62 VAQUERIZAS"Whole blood
A Bk incchie ek Bs  Veeseie
X repair inal cor
A 0/0 1.00 0/3 YC_DNA reglication UpP 0/43 VA UERIZASW%OIe brain
A 0/0 1.00 0/2 YC_ECM cell adhesion DOWN 0/39 VA UERIZAS_throl
A 0/0 1.00 0/2 YC_Signal transduction UP 0/7 VAQUERIZAS”Appendix
A 0/0 1.00 0/3 'YC_Tumor supressor genes UP 0/30 VAQUERIZAS_Fetal lung
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K—Means Cluster

Spot Summary: F

# metagenes = 39
# genes = 300

<r> metagenes = 0.92
<r>genes = 0.27
beta: r2=6.54 / log p= -Inf

# samples with spot =37 (13.5 %)
Atypical : 14 (18.9 %)
Mesenchymal : 16 ( 18.8 %)
Basal : 7 (8.3%)

Overview Map
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Spot Genelist

Rank

ID
1 3627
2 7503
3 6373
4 9560
5 9636
6 10964
7 8743
8 629
9 7453
10 115362
11 388372
12 6355
13 6289
14 9536
15 4321
16 970
17 3433
18 1591
19 7124
20 79931

max e
min e

3.43 -2.5
2.98 -0.78
2.89 -1.08
2.65 -1.76
2.47 -2.69
2.46 -2.33
2.43 -2.05
2.42 -2.1
2.35 -1.7
2.34 -1.91
2.33 -1.11
23 -1.49
2.26 -0.91
2.23 -1.43
2.23 -1.74
2.2 -0.71
2.19 -1.63
2.19 -1.48
2.18 -1.07
2.06 -0.8

r

0.75

0.16

0.54

0.49

0.38

0.6

0.73

0.73

0.62

0.54

0.39

0.33

0.44

0.41

0.69

0.24

0.36

0.4

Description

Symbol

CXCL10 chemokine (C-X-C motif) ligand 10 [Source:HGNC Symbol;#

XIST

X inactive specific transcript (non-protein coding) [Source:HC

CXCL11 chemokine (C-X-C motif) ligand 11 [Source:HGNC Symbol;/

CCL4L1

ISG15

IFI144L

chemokine (C-C motif) ligand 4-like 1 [Source:HGNC Symbc

ISG15 ubiquitin-like modifier [Source:HGNC Symbol;Acc:40&

interferon-induced protein 44~-like [Source:HGNC Symbol;Ac

TNFSF1aumor necrosis factor (ligand) superfamily, member 10 [Sourc

CFB

WARS

GBP5

CCL4L1

CCL8

SAA2

PTGES

MMP12

CD70

IFIT2

complement factor B [Source:HGNC Symbol;Acc:1037]

tryptophanyl-tRNA synthetase [Source:HGNC Symbol;Acc:1.

guanylate binding protein 5 [Source:HGNC Symbol;Acc:1989

chemokine (C-C motif) ligand 4-like 1 [Source:HGNC Symbc

chemokine (C-C motif) ligand 8 [Source:HGNC Symbol;Acc::

serum amyloid A2 [Source:HGNC Symbol;Acc:10514]

prostaglandin E synthase [Source:HGNC Symbol;Acc:9599]

matrix metallopeptidase 12 (macrophage elastase) [Source:

CD70 molecule [Source:HGNC Symbol;Acc:11937]

interferon-induced protein with tetratricopeptide repeats 2 [St

CYP24Alkytochrome P450, family 24, subfamily A, polypeptide 1 [Soul

TNF

TNIP3

tumor necrosis factor [Source:HGNC Symbol;Acc:11892]

TNFAIP3 interacting protein 3 [Source:HGNC Symbol;Acc:19

Geneset Overrepresentation

Rank p-value #in/all

1 le-39
2 2e-36
3 2e-33
4 le-28
5 1e-27
6 3e-27
7 5e-23
8 3e-21
9 1e-20
10 2e-20
11 5e-19
12 2e-18
13 8e-18
14 2e-16
15 2e-16
16 9e-16
17 2e-15
18 5e-13
19 2e-12
20 2e-12
21 3e-12
22 4e-12
23 4e-12
24 8e-12
25 3e-11
26 7e-11
27 4e-10
28 4e-10
29 7e-10
30 9e-10
31 2e-09
32 2e-09
33 4e-09
34 4e-09
35 6e-09
36 7e-09
37 7e-09
38 1e-08
39 2e-08
40 3e-08
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Geneset
30/51 BP type | interferon signaling pathway
38/123 BP  defense response to virus
48274 Lympl SPANG_IL21 DN
39/204 BP  cytokine-mediated signaling pathway
45/312 BP  immune response
30/109 BP response to virus
53/572 Disea GUDJ_psoriasis up
49 /530 BP  innate immune response
13/16 GSE# MOSERLE_IFNA_RESPONSE
16/31 BP negative regulation of viral genome replication
19/60 BP interferon-gamma-mediated signaling pathway
12/16 GSE# EINAV_INTERFERON_SIGNATURE_IN_CANCER
35/316 Canct SPANG_BCL6-index2
11/16 GSE# ZHANG_INTERFERON_RESPONSE
11/16 GSE# UROSEVIC_RESPONSE_TO_IMIQUIMOD
10/13 GSE# BOWIE_RESPONSE_TO_TAMOXIFEN
9/10 GSE/ BOWIE_RESPONSE_TO_EXTRACELLULAR_MATRIX
8/10 GSE# GRANDVAUX_IFN_RESPONSE_NOT_VIA_IRF3
15/70 BP antigen processing and presentation of exogenous peptide antigen via MH
8/11 GSE# BENNETT_SYSTEMIC_LUPUS_ERYTHEMATOSUS
221185 Canct SPANG_LPS-index2
15/74 BP antigen processing and presentation of exogenous peptide antigen via MH
15/74 BP regulation of immune response
16/91 BP  antigen processing and presentation of peptide antigen via MHC class |
6/6 Lymp/ DAVE_MHCCII BL DN
7110 CC  MHC class | protein complex
8/18 MF  peptide antigen binding
8/18 BP  positive regulation of T cell mediated cytotoxicity
29 /417 H.Tis¢ WIRTH_Immune system
6/8 GSE/ ROETH_TERT_TARGETS_UP
7114 Glio Donson-immune cell intra signaling-associated with LTS in HGA
33/553 Canct Lembcke_Colonic Inflammation
9/32 BP  negative regulation of type I interferon production
241316 BP  modulation by virus of host morphology or physiology
7116 GSE/ MAHADEVAN_RESPONSE_TO_MP470_UP
1717162 CC  external side of plasma membrane
6/10 GSE# GILMORE_CORE_NFKB_PATHWAY
10/47 BP  antigen processing and presentation
7118 BP response to interferon-gamma
10/52 Chr  Chr HSCHR6_MHC_QBL
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|t -value #j i
k Pef39 %n!?" §n$§§r‘;)n slg[nalgng pathway — %M&” gé‘gNrL'ei§8_tB—index2 : erein complex
2e-36 38/123 lefense response to virus 221185 SPANG_LPS-index2 external side of plasma membrane
le-28 39/204 cytokine-mediated signaling pathway e-09 33/553 Lembcke_Colonic Inflammation cytosol ) o
45/312 immune response e-01 1/9 ER integral to lumenal side of endoplasmic reticulum membrane
30/109 response to virus e-01 0/16 RHODES UNDIFFERENTIATED_CANCER high-density lipoprotein particle
49 /530 innate immune response o e-01 1/13 GENTLES modul12 extracellular space
0 6/31 negative regulation of viral genome replication e-01 1/14 LIU COMMON_CANCER_GENES / hagocytic vesicle membrane
9/60 interferon-gamma-mediated signaling pathway . . . e-01 1/48 KUIPER_MM poor survival / 3; R o Golgi transport vesicle membrane
5/70 antigen processing and presentation of exogenous peptide antigen via MHC ¢ e-01 1/68 SHAUGHNESSY MM high risk / 8 early endosome membrane
5/74 antigen processing and presentation of exogenous peptide antigen via MHC ¢ e+00 21530 Lembcke Normal'vs Adenoma 0 /835 integral to plasma membrane
5/74 regulation of immune response 3 ) . e+00 0/15 RHODE ANCER_META SIGNATURE 0/ 26! plasma membrane
6/91 an |%en processing and presentation of peptide antigen via MHC class | e+00 0/15 SOTIRIOU_BREAST CANCER_GRADE_1_VS_3 DN 5/1182 extracellular region
118 positive regulation of T cell mediated cytotoxicity e+00 0/15 SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP 155 proteasome complex
132 negative re%ulatjon of tﬁpe Iinterferon production e+00 0/10 LIU_BREAST_CANCER /117 roteasome core complex
4 /316 modulation by virus of host morphology or physiology e+00 0/14 LIUTLIVER_CANCER 0/215 lysosomal membrane
0/47 antigen proceéssing and presentation e+00 0/15 LIUPROSTATE_CANCER_DN 1153 endosome membrane
/18 response to mterferon—gamma e+00 0/14 LIU"PROSTATE_CANCER_UP 127 SCF ubiquitin ligase complex
13/101 ositive requlation of NF-kappaB transcription factor activity e+00 0/14 WANG_ER_UP 6 /4310 cytoplasm
10/75 YDSB—m lependent toll-like receptor signaling pathway e+00 0/16 WOLFER_overlap genes 4/51 cytoplasmic mRNA processing body
10/77 toll-like receptor 3 signaling pathway e+00 0/12 BEN-PORATH_DN 2711 D40 receptor complex
#dng[ I g“lﬁ'ﬁ'&%ﬁ?&fMHCiQBL Aﬁ%—aﬁ %Iﬂg I Q’BG‘_%&Q;SIS up #}[ﬂla” Séﬁs@rg_ﬁrﬁ;un‘e cell intra signaling—associated with LTS in HGA
9 /957 Chr11 1e+00 0/375 GUDJ psoriasis down /49 Donson-innate immunity—-associated with LTS in HGA
2 /386 Chr 22 1e+00 0/17 BCHETNIA_EBM up 4265 willscher_GBM_Verhaak-CL_expression_B_up
8 /1135 Chr 19 1e+00 o/ BCHETNIA_EBM down 41265 willscher_GBM”Verhaak-MES_expression B _u
/23 Chr HSCHR6_MHC_DBB 1e+00 0/26 BCHETNIA_EBM-DM up 41265 willscher_GBM_Verhaak—PNwt_expression_B_down
2 / 866 Chr12 NA 0/0 4 /265 willscher_GBM_Verhaak-PNmut_expression_B_down
6/699 Chrs NA 0/0 5/328 UEJ
3/602 Chr 10 NA 0/0 172 GIEZELT_GBM_STSwt_down_VS_LTSwt
1/519 Chr 14 NA 0/0 117 Donson-chemokine/cytokine-Teceptors—associated with LTS in HGA
/449 Chr 20 NA 0/0 132 Donson—-Misc immune function-associated with LTS in HGA
2/618 Chr 4 NA 0/0 133 willscher_GBM_proteomics_wtOnly_SpotC
3/717 Chr 16 NA 0/0 137 Christensen_hypomethylated_in_ependymoma .
1/1720 Chrl NA 0/0 /15 Donson-chemokines/cytokinés—associated with LTS in HGA
1/633 Chr9 NA 0/0 /3 willscher_GBM_Verhaak-PNwt_expression_N_down
/187 Chr 21 NA 0/0 /3 willscher_GBM_Verhaak-PNmut_expression_N_up
4/914 Chr3 NA 0/0 /6 Martinez_Glio_hypometh _ : )
/280 Chr13 NA 0/0 17 Donson-adapfive-immunity—-associated with LTS in HGA
471033 Chr 2 NA 0/0 17 willscher_GBM_LTSmut_proteomics—P_DOWN
/714 Chr 6 NA 0/0 /68 cultured astrogflia vs. in Vivo astrocytes
27918 Chr 17 NA 0/0 170 willscher_GBM_proteomics_wtOnly_SpotJ
C L < ap— il BS%ue ginial - Geneset. e A epesst,,
2/16 EINAV_INTERFERON SIGNATURE_IN_CANCER e-02 2/12 WIRTH”Lymphocytes 6/6 DAVE_MHCCII BL DN
1/ ZHANG _INTERFERON _RESPONSE e-01 1/13 WIRTH_Sec. lymphoid organs 6/22 DAVE_NFkB BL DN
1/16 UROSEVIC RESPONSE_TO IMI%UIMOD e-01 1/13 WIRTH_Cortex cerebri 4/13 BENTINK_mBL DOWN
0/13 BOWIE_RESPONSE_TO_TAMOXIFEN e-01 1/36 WIRTH Placenta 7169 SPANG_LPS 6hrs DN
11 BOWIE_RESPONSE _TO_EXTRACELLULAR MATRIX e+00 1/400 WIRTH”Nervous System 9/119 ROSOLOWSKI_green total
/10 GRANDVAUX _| RESPONSE_NOT_VIA_IRF3 e+00 0/5 WIRTH_Pituitary gland 4120 DAVE_ImmuneTesponse 2
/11 BENNETT SYSTEMIC LUPUS ERYTHEMATOSUS e+00 0/26 WIRTH_Pancreas . 14 /327 SPANG_CDA40 6hrs UP
/18 ROETH _TERT_TARGETS UP e+00 0/12 WIRTH_Prim. lymphoid organs 8/140 DAVE —vs—-DLBCL
7116 MAHADEVAN RESPONSE _TO MP470_UP e+00 0/10 WIRTH_B-cells 6/86 ROSOLOWSKI_green UP
6/10 GILMORE _CORE_NFKB PATHWAY e+00 0/13 WIRTH Tonsil 4/38 ROSOLOWSKI”_blue DOWN
/12 TSAl_DNAJB4_TARGETS UP e+00 0/13 WIRTHZThymus 16 /426 SPANG_CD40 hrs DN
114 X ARGE e+00 0/ WIRTH_Bone marrow 71118 SPANG_LPS 6hrs UP
/14 RADAEVA_RESPONSE TO IFNA1 U e+00 0/14 WIRTH Globus pallidus 4/54 SPANG_BAFF 9hrs DN
/1 FARMER_BREAS ANCER CLUSTER 1 e+00 [ WIRTH Telencephalon 2/12 DAVE_BL DN
/1 XU_HGF TARGETS INDUCED BY_AKTI_6HR e+00 o/ WIRTH Hippocampus 21/852 SPANG_BCR DN
/1 1AN | LING_VIA_NFKI e+00 0/ WIRTH Thalamus 2/59 LENZ _Stromal signature 2
11 ZHANG_ANTIVIRAL_RESPONSE TO RIBAVIRIN_UP e+00 o/ WIRTH Cerebellum 1/28 DAVE_Immune response 1
114 TAKEDA  TARGETS "OF_NUP98 HOXA9 FUSION 3D_UP e+00 0/120 WIRTH Testis . 2186 ROSOLOWSKI _red total
114 WATANABE_ULCERATIVE_COLITIS_WITH_CANCER_DN e+00 0/50 WIRTH_Homeostasis 5/275 ZHANG_DLBCL mutated
#} I:Ma" @&&%ﬁ@gn binding .- Wé%e Hé J” H%?@—%&iet é)gﬁ a%ﬁgit\oma, papillary
7126 mor necrosis factor receptor binding 0.05 /4 GGTG-412 0/34 Pancreatic cancer.
9/51 double-stranded RNA binding 0.24 /181 CCTG-214 0/22 Glioblastoma multiforme, somatic
188 /8023 Rroleln blndln% ) 0.26 /5 GGGG-296 0/21 Gastrointestinal
5/22 IAD+ ADP-ribosyltransferase activity 0.42 /3 GGCA-346 0/ Pituitary adenoma
4112 MHC class | protein binding 0.45 13 ACAA-453 0/36 Cancer
16 /280 receptor binding X 0.45 /8. AGGA-516-3P 0/27 Cglorectal cancer
3/11 regulatory region DNA binding 0.47 13 GCAA-431 0/ Adenomas, multiple colorectal
5/43 chemokine activity 0.47 13 CAGT-134 0/35 Prostate cancer .
8/115 helicase activity 0.52 140 GTAA-200A 0/11 Alzheimer disease, susceptibility to
4127 antigen binding . 0.55 143 CCCA-299-3P 0/ Schizophrenia, susceptibility to
4127 single—stranded RNA bindin: - 0.58 /106 GGCA-519E 0/ Parkinson disease )
3/18 threonine—type endopepudase activity 0.58 147 CCAG-490 0/23 Heﬁ)atocellu ar carcinoma
12/270 signal transducer activity . . 0.59 1108 AGCA-155 0/29 Melanoma and neural system tumor syndrome
3/19 hydrolase activity, acting on acid anhydrides 0.63 1116 CAGC-370 0/30 Ovarian cancer
817143 transmembrane signaling receptor activity 0.65 157 CTCA-526B 0/38 Breast cancer
6/92 ATP-dependent helicase activity 0.65 157 GTTA-302B 0/15 Gastric cancer )
5/72 transferase activity =~ 0.67 51/309 CTACLET-7A-LET-7B-LET-7C-LET-7D-LET-7E-LET-7F--98-LET-7G- 0/4 Thyroid carcinoma, follicular
3/25 heat shock protein binding » 0.69 1/64 ACAC-122A 0/36 Lung cancer
3/26 phosphatidylinositol phospholipase C activity 0.69 1/64 TCTG-361 0/12 Bladder cancer
e LRI A LG LRIl Dase Y R
l I lg!'gf;eset ém 9 I =MIR’ e* e 4/ ACIET L 47
1/2 miR-152 0.15 2137 3 212 ACIEJ] L 27
1/2 miR-19b 0.16 2140 miR-7' 3/11 ACIEJ”] L
1/3 miR-148a 0.17 2/41 1/4 ACIEJ”] L
1/3 miR-19a 0.20 1712 52 1/13 ACIEJ”] L
1/8 miR-155 0.23 1/14 1/14 ACIEJ”] L 30
1/9 miR-17 0.23 1/14 0/16 ACIEJ”] L
168 1/10 miR-146a 0.24 2152 0/13 ACIEJ”] 0
8 1/26 miR-21 0.25 2/53 0/7 ACIEJ”] L13
0 0/11 let-7a 0.28 2157 29 0/9 ACIEJ”| L 14
. 0/6 let-7b 0.29 2/59 0/11 ACIEJ”] L 15
. 0/4 let-7c 0.30 4153 0/15 ACIEJ| L 16
. 0/6 let-7d 0.34 3/114 0/2 ACIEJ| L17
. 0/4 let-79 0.35 1/23 0/14 IACIEJ”]| L19
y 0/13 miR-. 0.35 1/23 mIR-. 0/5 IACIEJ]| L 20
y 0/5 miR-101 0.36 1/24 hsa-| -663 0/15 ACIEJ] L 22
. 0/2 miR-101b 0.36 4/166 I 0/4 ACIEJ] L 23
X 0/4 miR-106b 0.37 2/70 0/12 ACIEJ] L 24
.000 0/2 miR-107 0.37 1/25 i 0/14 ACIEJ] L 26
.000 0/4 miR-122 0.38 2172 hsa-miR-1262 0/5 IACIEJ”] L28
ATNWLA B povaive 4 Rk blseue
a réOZ € %{a” &ﬁﬂﬁﬁ%& a k E) alue %W@QQ %B\%?QEITihigh expression TF a k %704 4 gﬁ(a” Ul t Tonsil
0.02 2113 BENTINK src.10 0. 1/14 IOWICK TF e-03 4129 VAQUERIZAS”Lymph node
0/13 GUSTAFSON_PI3K_UP 0. 1711233 1M, MYCtar?_?ts . e-03 5/62 VAQUERIZAS”Whole blood
0/15 GUSTAFSON_PI3K_DN 0. 15/1146 HEBENSTREIT_low expression TF e-03 4741 VAQUERIZAS” Thymus
0/12 BENTINK_e2f3.1 1.0 0/5 YC TFs e-01 2129 VAQUERIZASSmooth muscle
0/11 BENTINK™e2f3.2 1.0 0/63 YC_Targets UP e-01 1/16 VAQUERIZASSalivary gland
0/14 BENTINK”myc.1 1.0 0/9 YC_Targets DOWN e-01 1/16 VAQUERIZAS Heart
0/12 Bl as.1 1.0 0/4 'YC_Apoptosis UP e-01 2/62 VAQUERIZAS
0/15 BENTINK ras.6 1.0 0/8 'YC”Cell cycle UP e—-01 1/44 VAQUERIZAS_Placenta
0/14 BENTINK src.2 10 0/2 'YC_Cell cycle DOWN . e-01 1/144 VAQUERIZAS General
0/0 1.0 0/4 'YC”Cell growth and proliferation UP e+00 0/40 VAQUERIZAS Fetal brain
0/0 1.0 0/2 'YC_Chromatin_modification UP e+00 0/28 VAQUERIZAS Liver
0/0 1.0 0/7  DNA repair UP e+00 0/37 VAQUERIZAS Prostate
0/0 1.0 0/3 DNA replication UP e+00 0/43 UERIZAS Uterus
0/0 1.0 0/2 ECM cell adhesion DOWN e+00 0/12 VAQUERIZASKidne
0/0 1.0 0/20 C”Metabolism UP e+00 0/22 VAQUERIZAS”Spinal cord
0/0 1.0 0/16 Protein synthesis degradation UP e+00 0/43 VAQUERIZAS”Whole brain
0/0 1.0 0/8 RNA processing binding UP e+00 0/39 VAQUERIZAS Thyroid
0/0 1.0 0/2 C”Signal transduction UP e+00 0/7 VAQUERIZAS”Appendix
0/0 1.0 0/3 —Tumor supressor genes UP e+00 0/30 VAQUERIZAS Fetal lun
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K—Means Cluster

Spot Summary: G

# metagenes = 55
# genes = 537

<r> metagenes = 0.92
<r>genes =0.34
beta: r2=8.57 / log p= -Inf

# samples with spot = 35 (12.7 %)
Atypical : 27 (36.5 %)
Mesenchymal : 6 (7.1 %)
Basal:2(2.4%)

Overview Map
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Spot Genelist

Rank
ID
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125050
22809
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max e
min e
4.47 -1.24
2.79 -0.87
21 -1.19
2.05 -1.53
1.82 -1.18
1.79 -0.97
1.78 -1.53
1.77 -1.63
1.74 -1.13
1.73 -1.07
1.73 -0.82
1.7 -1.04
1.68 -0.87
1.66 -0.92
1.66 -1.01
1.64 -1.41
1.62 -1.99
1.58 -0.69
157 -1.35
1.53 -1.56

r

0.19

0.28

0.63

0.43

0.67

0.84

0.93

0.68

0.41

0.44

0.72

0.83

0.42

0.63

0.41

0.69

0.61

0.44

0.93

Description
Symbol

HLA-DRBjor histocompatibility complex, class II, DR beta 5 [Source:
RN7SK RNA, 7SK small nuclear [Source:HGNC Symbol;Acc:10037]
ATF5 activating transcription factor 5 [Source:HGNC Symbol;Acc:7!
CX3CL1 chemokine (C-X3-C motif) ligand 1 [Source:HGNC Symbol;/
C10orf10chromosome 10 open reading frame 10 [Source:HGNC Symt
ATHL1 ATH1, acid trehalase-like 1 (yeast) [Source:HGNC Symbol;A
MAGT1 magnesium transporter 1 [Source:HGNC Symbol;Acc:28880]
NLRP8 NLR family, pyrin domain containing 8 [Source:HGNC Symbo
BRSK1 BR serine/threonine kinase 1 [Source:HGNC Symbol;Acc:18¢
ARL17B ADP-ribosylation factor-like 17B [Source:HGNC Symbol;Acc
QPRT  quinolinate phosphoribosyltransferase [Source:HGNC Symbc
ETV6 ets variant 6 [Source:HGNC Symbol;Acc:3495]
TNFAIP2tumor necrosis factor, alpha-induced protein 2 [Source:HGN(
ASPSCRalveolar soft part sarcoma chromosome region, candidate 1 [
BCYRN1brain cytoplasmic RNA 1 [Source:HGNC Symbol;Acc:1022]
AC23981Neuroblastoma breakpoint family member 1 [Source:UniProt
PNMA3 paraneoplastic Ma antigen 3 [Source:HGNC Symbol;Acc:187
NOTCH1notch 1 [Source:HGNC Symbol;Acc:7881]

USP49 ubiquitin specific peptidase 49 [Source:HGNC Symbol;Acc:2(

Geneset Overrepresentation

Rank p-value #in/all Geneset

1 2e-09 73/1135 Chr Chr19
2 7e-05 7134 MF  hydrolase activity, hydrolyzing O-glycosyl compounds
3 2e-04 80/1749 MF  DNA binding
4 5e-04 4/13 GSE# SPIRA_SMOKERS_LUNG_CANCER_DN
5 5e-04 4/13 GSE# ST_GAQ_PATHWAY
6 7e-04 4/14 MMM MACIEJ_MMML 8
7 9e-04 261426 Lympl SPANG_CD40 6hrs DN
8 1le-03 4/15 GSE# NIKOLSKY_BREAST_CANCER_21Q22_AMPLICON
9 1le-03 4116 BP  regulation of type | interferon-mediated signaling pathway
10 1e-03 4716 GSE# PARK_TRETINOIN_RESPONSE_AND_PML_RARA_FUSION
11 1e-03 8/70 cc endomembrane system
12 3e-03 24417 H.Tis¢ WIRTH_Immune system
13 3e-03 3/10 GSE/ MYLLYKANGAS_AMPLIFICATION_HOT_SPOT_12
14 4e-03 7164 BP activation of signaling protein activity involved in unfolded protein response
15 4e-03 81/82 BP  endoplasmic reticulum unfolded protein response
16 5e-03 43/918  Chr Chr17
17 5e-03 3/12 MF  diacylglycerol kinase activity
18 5e-03 3/12 GSE# CAFFAREL_RESPONSE_TO_THC_8HR_5_UP
19 5e-03 3/12 GSE/ KEGG_SULFUR_METABOLISM
20 5e-03 3/12 GSE# BIOCARTA_HDAC_PATHWAY
21 6e-03 2/4 GSE/ BIOCARTA_CYTOKINE_PATHWAY
22 6e-03 13/187  Chr Chr21
23 6e-03 4/24 BP  negative regulation of T cell proliferation
24 7e-03 3/13 GSE# BONOME_OVARIAN_CANCER_POOR_SURVIVAL_DN
25 7e-03 3/13 GSE/ BIOCARTA_MEF2D_PATHWAY
26 7e-03 8/90 BP  RNA processing
27 7e-03 4/25 BP  positive regulation of cytokine secretion
28 8e-03 11/152 BP  regulation of small GTPase mediated signal transduction
29 8e-03 3/14 MF  NAD+ kinase activity
30 8e-03 3/14 GSE/ ST_ADRENERGIC
31 1e-02 8/96 BP  chromatin modification
32 1e-02 9/116 CC  cytoplasmic membrane-bounded vesicle
33 1e-02 3/15 GSE/ PRAMOONJAGO_SOX4_TARGETS_UP
34 le-02 3/15 GSE/ WANG_CLIM2_TARGETS_UP
35 1le-02 3/15 GSE/ MUELLER_METHYLATED_IN_GLIOBLASTOMA
36 le-02 3/15 GSE# DACOSTA_UV_RESPONSE_VIA_ERCC3_XPCS_DN
37 le-02 3/15 GSE# CHIARETTI_ACUTE_LYMPHOBLASTIC_LEUKEMIA_ZAP70
38 1e-02 3/15 GSE# SAGIV_CD24_TARGETS_UP
39 1le-02 3/15 GSE/ BIOCARTA_NKCELLS_PATHWAY
40 1e-02 6/60 BP T cell costimulation
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90 Yalue 4}%3” @I r$§type | interferon-mediated signaling pathwzéy .anlne #}E‘ga” %?IEEB%REAST CANCER_GRADE_1_VS_3_DN 900\{3|Ue y}%a” ﬁ
7164 activation of signaling protein actlvny involved in"unfolded protein response 0.20 177 NG_MGUS up 0.010 9/116 cytoplasmic mem rane—| bounded vesicle
8/82 endoplasmic reticulum unfolded Pro ein response 0.27 1/14 LIU COMMON CANCER GENES 0.012 4129 histone deacetylase complex
4124 ne,\?a ive regulatlon of T cell proliferation 0.28 12 /316 SPANG_BCL6-Inde; 0.027 164 /4640 nucleus
8/90 0.34 1/13 GENTLES modullS 0.029 4711142 intracellular
4125 posmve regulallon of cytokine secretion 0.36 1/14 LIU_LIVER_CANCER 0.037 3/24 Cul3-RING ublqumn ligase complex
11/152 regulation of small GTPase mediated signal transduction 0.36 1/14 WANG_ER_UP 0.038 4/4 transport vesicle
8/96 chromatin modlflcauon 0.38 1/15 LIU_PROSTATE CANCER DN 0.044 /1 axolemma
6/60 T cell costimulati 0.40 1/16 GENTLES_modul1 0.052 /1. T cell receptor co_mFIex .
3/16 negative regulauon of neurogenesis 0.40 1/16 GENTLES quul14 0.060 /1 ghosphatl ylinositol 3-kinase complex
5/45 Tcel\ activation 0.52 6/185 SPANG_LPS-index 0.095 /78
11/163 A splicing, via spliceosome 0.74 15/553 Lembcke Colonic Inflammatlon 0.096 /17 autophagic vacuole membrane
4130 Froteln kinase C— acnvatln% G-protein coupled receptor signaling pathway 0.78 1/48 PER MM poor survival 0.104 8/419 cellular_component
64 /1574 ranscription, DNA-templ 0.88 1/68 SHAUGHNESSY MM hlgh nsk 0.110 4/2378  cytosol
3/19 sprouting angiogenesis 1.00 6/530 Lembcke_Normalvs Adel 0.116 /1 aggresome
5/51 type | interferon signaling pathw way 1.00 0/15 RHODES CANGER META SIGNATURE 0.116 /1 cortical actin cytoskeleton
3/20 phosphatidylinositol phosphorylation 1.00 0/16 RHODES_UNDIFFERENTIATED_CANCE! 0116 /1 histone methyltransferase complex
63 /1581 regulation of Uansc”gﬂon DNA-dependent 1.00 0/15 SOTIRIOU_BREAST CANCER_GRADE_: 1 VS_3_UP 0.123 1159 nuclear specl
4/38 protein K48-linked ubiquitination 1.00 0/10 LIU_BREAST CANCER 0.127 140 integral 0 Golgi membrane
3/22 activation of adenylate cyclase activity 1.00 0/14 LIUZPROSTATE_CANCER_UP 0.143 4/65 lysosomal lumen
r -value #j J»SQ@&B j Ilo = j
e—0! %Nﬁu (g%geset ?J[yé” Q’Engéﬁ;ss down 90 value #}g’ all Lg%%tm Verhaak-PNwt expressmn up
5e— 437918 Chr17 21572 GUDé_Ipsorlass up 0.0: /7 willscher_GBM”Verhaak-CL_eXpression_H_dowi
6e-0: 3/187 Chr 21 0/17 BCHETNIA_EBM up 0.0; /7 willscher_GBM”Verhaak-MES_expression H up
2e-0: 4/ 743 Chr7 o/ BCHETNIA_EBM down 0.0: /7 willscher_GBM_ Verhaak—PNwt_expression_H_u E .
6e-0; 0/ 717 Chr 16 0/26 BCHETNIAZEBM-| DM up 0.0 /1! Donson -chemokines/cytokines=associated wifh LTS in HGA
9e-0: 7 /386 Chr 22 A 0/0 0.1 6/379
2e-0; 0 /504 Chr 15 A 0/0 0.1 3/313 wnlsch‘er GBM_Verhaak-CL_expression_D_up
3e-0: 2 /630 Chr X A 0/0 0.1 3/313 willscher_GBM”Verhaak-MES_expression ] 'D down
6e-0: 9/618 Chr4 A 0/0 0.1 3/313 willscher_GBM_Verhaak-PNwi_expression_D_
6e-0: 9/633 Chr9 A 0/0 0.1 14 Donson-innate immunity—-associated with LTS ir |n HGA
7e-0. 71602 Chr 10 A 0/0 0.20 17 Donson-adaptive—immunity—associated with LTS in HGA
7e-0. 0/1720 Chrl A 0/0 0.20 17 willscher GBM_LTSmut ro[eomlcs P_DOWN
8e-0: 8 /1033 Chr2 A 0/0 0.32 /12 Phillips PN up vs MES & |
8e-0: 3/519 Chr 14 A 0/0 0.36 /14 Chrlstensen hypomelhylated |n§qrad92 oligoastrocytoma
9e-0: 1232 Chr 18 A 0/0 0.39 172 ELT_G
9e-0: 4 [ 957 Chr 11 A 0/0 0.45 4/110 Chrlstensen hypermethylaled in_grade3_astrocytoma
9e-0. / 44 Chr 20 A 0/0 0.45 57142 Christensen_hypermethylated_in_grade2_oligodendroglioma
1le+0 8/866 Chr12 A 0/0 0.45 2149 mature astrocytes
1e+00 9/914 Chr3 A 0/0 0.48 3/83 Christensen, hypermetréylaled in secondary glioblastoma
1e+00 21699 Chr5 A 0/0 0.49 3/85 laffaire_hypérmeth_LGG_vs_confrol
41#} n£a|| ﬁ&l ERS LUNG_CANCER_DN nk E.ooéﬁ ue ?f!ﬂ(ﬁ“ %Eﬂ?lﬁ%‘me system lJ gefOAal'Slg ;!:Jﬂ%" AIO 6hrs DN
4/13 ST GA-CF)(YP 0.337 1/13 WIRTH_Cortex cerebri e—0. 6 /327 SPANG CD4O 6hrs UP
4/15 NIKD BREAST CANCER_21022_AMPLICON 0.679 1/36 WIRTH Placenta e—0. 1100 ROSOLOWSKI blue total
4/16 K_TRETINOIN_RESPONSE_A! PML RARA FUSION 0.859 1/62 WIRTH Liver e-0 118 DAVE BL Int
110 MYLLVKANGAS AMPLIFICATION HOT 0.982 1/127 WIRTH Muscle e-0 14 WRIGHT cuslom GCB-DLBCL UP
112 AFFAREL 1.000 1/400 WIRTH_| Nervous System e-0. 9/ 755 PANG_BCR UP
112 SULFUR_METAB! 1.000 0/5 WIRTHPituitary gland e-0. 27291 SPANG_IL21 UP
112 BIOCARTA_H 1.000 0/26 WIRTH_Pancreas e-0. /8 MASCQUE_GCl
14 BIOCARTA CYTOKINE PATHWAY 1.000 0/13 WIRTH”Sec. I¥mphowd organs e-0. /54 SPANG_BAFF 9hrs DN
/13 ME O ANCER POOR_SURVIVAL_DN 1.000 0/12 WIRTH_Prim. lymphoid organs e—0; 9 /852 SPANG_BCR DI
/13 BIOCARW MEFZD PATHWAY 1.000 0/10 WIRTH B—cells e—0. /13 BENTINK_mBL DOWN
114 T_ADRENERGIC — 1.000 0/13 WIRTH Tonsil 4 /14 WRIGH CB
/15 PRAMOONJAGO SOX4 TARGETS_UP 1.000 0/13 WIRTH Thymus Se- /20 ROSOLOWSKI_red UP
115 WAN G CLIMZ TARG! 1.000 0/12 WIRTH Lymphocytes 5e-0 /274 SPANG_IL21 DI
/15 MUELLER_METHYLATED_IN GLIOBLASTOMA 1.000 o/ WIRTH_Bone marr 5e-0 1275 ZHANG_DLBCL mutated
/15 DACOSTA_UV RESPONSE VIA_ERCC3_XPC: 1.000 0/14 WIRTH”Globus pallldus 5e-0 4/118 SPANG "LPS 6hrs UP
/15 CHIARETTI ACUTE_LYMPHOBLASTIC_| I:EUKEMIA ZAPT70 1.000 0/15 WIRTH Telencephalon e—0! 1/28 DAVE lf_T\lene response 1
115 24 TARGETS_UP 1.000 0/16 WIRTH Hippocampus e—0 2/86 s \WSKI_red total
115 BIOC 'RTA N'KCELLS PATHW, 1.000 0/13 WIRTH_Thalamus e—0! 37140 A BL-vs-DLBC
116 HAMAI_APOPTOSIS_VIA_ TRAIL upP 1.000 0/15 WIRTH_Cerebellum efO 1/69 SPANG_LPS 6hrs DN
l..l(_ e—(\)/alue #} Qlla” @&J‘a@§£ﬁvw hydrolyzing O-glycosyl compounds é)g é E E E§St\oma papillary
0 /1749 NA bin 0/34 Pancreatic cancel
112 dla%/ gkycerol kinase activity 0/22 Glioblastoma muluforme somatic
/14 + Kinase activity 0/21 Gastrointestinal
421940 nucleic acid bindin % 0/ Pnunary adenoma
117 acuvatln% transcription factor binding 0/36
6/69 phosphatidylinositol bindin: 0/27 Cglorectal cancer
4/38 methylated histone residue bindin ? G-189 0/ lenomas, multlple colorectal
122 Rab uanyl nucleotide exchange Tactor activity TTGG-515— 5P~519E 0/35 Prostate canct
4. | 1344 ATP CCCA-299-3 0/11 Alzhelmerdlsease susceptibility to
2110 endodeoxyrlbonuclease activity AGCT-2 0/ Schlzophrenla susceptlm ity to
2110 RNA polymerase Il core binding TGTG-377 0/ Parkmson
4141 non-membrane spanning protein tyrosine kinase activity 0/23 Fatocellu\ar carcinoma
160 histone binding 0/29 elanoma and neural system tumor syndrome
1124 GTPase activator activity 0/30 Ovanan cancer
125 ARF GTPase activator activity 0/38 Breast cancer
125 Rho GTPase activator activity 0/15 Gastric cancel
/111 hosphatidylinositol-3-kinase activity 0/4 Thyroid carclnoma follicular
164 NA binding 0/36 Lung cancer
112 phosphollpase binding 0/12 Bladder cancer
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9 SEenese;
4 l{ TACIE. L8
1/6 .02 5/52 2/15 ACIEJ| L 16
1/13 .04 3/24 1/4 ACIEJ”|
1/26 .04 11/192 1/7 ACIEJ|
0/11 .05 6/86 R - 1/12 ACIEJ|
0/6 .06 6/88 sa—mlR e 5p 1/14 ACIE]”
0/4 .08 71120 hsa-miR-625 0/16 ACIE]”
0/6 .08 6/98 psa-miR-376a 0/13 ACIE]”
0/4 .09 6/101 R-525-5p 0/7 ACIEJ|
0/13 .10 137281 0/9 ACIEJ|
0/5 11 14/311 0/11 ACIEJ
314 i3 HES 81da ASIET
0/2 .12 18/426 0/4 ACIEJ|
0/4 112 21/511 0/5 ACIEJ”
0/ .12 3739 0/15 ACIEJ”
0/ 112 3/39 i 0/4 ACIEJ”
0/ .12 11/238 -miR-214 0/14 ACIEJ|
0/ 0.14 4764 hsa-miR-324-5p 0/2 ACIEJ|
o/ 14 4165 hsa-miR-1275 0/5 ACIEJ|
AlMLR G, K povalue i Kk blaelg
a ré3 all ahk  p; to/all NeSEL cora ahk P Anfall OKRPAAS General
0.4 1/15 0.2 40/1095 HEBENSTREIT lwh expresslon TF 0.09 116 VAQUERIZASFetal thyroid
0 8; g 8'421 159 MYC gargets 0.12 139 V/:\\ BEEI%Q ;I;hyrolté_
. 1/14 IOWICK TF 0.20 17 _Appendix
0/11 1.0 2971233 RIVEMYC ?T 0.22 128 VA UERIZASiLE/er
.0 0/14 1.0 22/1146 HEBENSTREIT_low expression TF 0.23 /29 VAQUERIZAS”Smooth muscle
8 8; % %8 8;23 MYCﬁTargets UpP 8%8 ;g% Vﬁ UERIZﬁ jLNhOIe blood
X X . ng
.0 0/13 1.0 0/4 MYC~Apoptosis UP 0.32 137 VAQUERIZAS”| Prosta!e
_2\ 8;04 BENTINK src2 1.0 o;s myé_ge” cycle UP 8'% ;13 xf‘: BERIZAS 0 IyI
1.0 0/2 ell cycle . 14 eta iver
A 0/0 1.0 0/4 Cell g¥owth and prohferauon UP 0.40 /16 VAQUERIZAS Heal
i B 8 Mg fedicaonte 28 B Vs ey
. epail . node
A 0/0 1.0 0/3 DNA replication UP 0.61 130 VAQUERIZAS | F)éta?lung
A B ol s oo 1 B s,
o letabolism . lacenta
A 0/0 1.0 0/16 _Protein synthesis degradation UP 1.00 0/40 VAQUERIZAS Fetal brain
A 0/0 10 0/8 C_RNA processing binding UP 1.00 0/43 VAQUERIZAS Uterus
A 0/0 1.0 0/2 _Signal transduction UP 1.00 0/12 VAQUERIZAS_Kidney




K—Means Cluster

Spot Summary: H Spot Genelist Geneset Overrepresentation

# metagenes = 35 Rank maxe T Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 482
1 260436 4.41 -173  0.46 FDCSP follicular dendritic cell secreted protein [Source:HGNC Symbc ] 1e-99 151/553 Cance Lembcke_Colonic Inflammation
2 4e-91 123/417  H.Tis¢ WIRTH_Immune system
<r> metagenes =0.96 2 6363 3.84 -1.64 0.79 CCL19 chemokine (C-C motif) ligand 19 [Source:HGNC Symbol;Acc 3 2e-47 751312 BP  immune response
<r>genes = 0.51 4 le-41 65 /265 Glﬁo w?IIscher_GBM_VerhaakaL_expressior\_B_up
3 3512 3.8 -2.52 0.56 1GJ immunoglobulin J polypeptide, linker protein for immunoglobu 5 le-41 65 /265 Glio willscher_GBM_Verhaak-MES_expression_B_up
beta: r2=31.06 / |Og pP= -Inf 6 le-41 65/ 265 Glio  willscher_GBM_Verhaak-PNwt_expression_B_down
4 3123 3.58 -1.81 025 HLA-DRB1ajor histocompatibility complex, class II, DR beta 1 [Source: 1 le-41 65/265  Glio willscher_GBM_Verhaak-PNmut_expression_B_down
. 8 Te-24 38/162 CC external side of plasma membrane
# samples with spot = 66 (24 % ) i 9 3e-23 165/2659 CC  plasma membrane
5 347733 3.34 -1.41 047 TUBB2B tubulin, beta 2B class Ilb [Source:HGNC Symbol;Acc:30829] e p
Atypical : 47 (63.5 %) 10 5e-23 51/327  Lympl SPANG_CDA40 6hrs UP
Mesenchymal : 12 (14.1 %) 6 3620 329 -136 05 D01 indoleamine 2,3-dioxygenase 1 [Source:HGNC Symbol:Ace: 11 6e-19 22160 BP T cell costimulation
) : 12 le-18 13/15 CC  MHC class Il protein complex
. 0 .
Basal: 7 (8.3 %) 7 10537 329 -189 078 UBD ubiquitin D [Source:HGNC Symbol;Acc:18795] 13 Se-18 44/316  Canct SPANG_BCL6~index2
14 le-16 22174 BP  regulation of immune response
8 930 3.28 112 082 CcD19  CD19 molecule [Source:HGNC Symbol;Acc:1633] 15 le-16 34/204 BP cell surface receptor signaling pathway
16 le-16 23/84 BP T cell receptor signaling pathway
9 5730 3.15 -143 071 PTGDS prostaglandin D2 synthase 21kDa (brain) [Source:HGNC Syn %g 29712 ;B ; ;Zg BP f‘:\r;ltlgen p:ocesslng and presentation
e-! 7 BP  inflammatory response
- B cell tor signalil th
10 6366 315 126 057  CCL2L chemokine (C-C moti ligand 21 [Source:HGNC Symbolace L9 8e-15 14728 8P  Bcellreceplorsignaling pathway
o
20 6e-14 82/1167 BP  signal transduction
’ ’ . 21 2e-13 50/530  BP innate immune response
§ -2. . I /calmodulin—d dent protein ki IG [St :HG ) N -
11 5772 3.1 2.31  0.69 CAMK1Gcalcium/calmodulin-dependent protein kinase IG [Source: 22 se-13 251143 MF  transmembrane signaling receptor activity
23 le-12 64/835 CC integral to plasma membrane
12 6364 3.07 -3.08 0.26 CCL20 chemokine (C-C motif) ligand 20 [Source:HGNC Symbol;Acc 24 Be-12 15/49 Glio Donson-innate immunity-associated with LTS in HGA
Te-12 12/28 ymp _Immune response
- L DAVE_| 1
Ove rview M ap S pot 13 4069 305 -152 062 LYz  lysozyme [Source:HGNC Symbol:Acc:6740] 26 9e-12 /13 Canct GENTLES, modulis
) ) . 27 2e-11 141745 BP T cell activation
50 14 9806 3.05 -159 0.84 SPOCK?2sparc/osteonectin, cwev and kazal-like domains proteoglycar 28 3e-11 9/14 GSE/ BIOCARTA_NO2IL12_PATHWAY
) o 29 4e-11 12/32 Glio Donson-Misc immune function-associated with LTS in HGA
40 15 4283 2.98 -1.9 0.55 CXCL9 chemokine (C-X-C motif) ligand 9 [Source:HGNC Symbol;Ac 30 8e-11 8/11 GSE/ BIOCARTA_TCYTOTOXIC_ PATHWAY
31 8e-11 8/11 GSE# BIOCARTA_THELPER_PATHWAY
16 962 2.92 -1.66 095 CD48  CDA48 molecule [Source:HGNC Symbol;Acc:1683] 32 1e-10 9/16 GSE/ FARMER BREAST CANCER_CLUSTER 1
30 33 2e-10 20/118  Lymp SPANG_LPS 6hrs UP
17 1545 2.91 -1.15 048 CYP1B1 cytochrome P450, family 1, subfamily B, polypeptide 1 [Sourc 34 3e-10 387407 BP  blood coagulation
35 5e-10 19/111 BP  chemotaxis
20 18 25849 2.86 -141 061 PARM1 prostate androgen-regulated mucin-like protein 1 [Source:H( 36 6e-10 8/13 GSE/ BIOCARTA_IL17_PATHWAY
37 7e-10 21/140  Lymp DAVE_BL-vs-DLBCL
10 — 19 3120 2.85 -1.57 0.37 HLA-DQB®jor histocompatibility complex, class I, DQ beta 2 [Source: 38 1e-09 8/14 GSE/ FINETTI_BREAST_CANCER_KINOME_GREEN
39 1le-09 14 /60 BP interferon—gamma-mediated signaling pathway
51755 2.83 -2.17 0.66 CDK12 cyclin-dependent kinase 12 [Source:HGNC Symbol;Acc:242: 2e-09 12/43 BP  positive regulation of T cell proliferation
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T cell acnvaﬁlon

k P Aéalue %Mﬁ” ﬁm?é%gnse Eg&glne grﬁ&!% @liomc Inflammation
T cell costimulation 5e-18 6 SPANG_BCL6-index2

e 2 / 74 regulation of immune response 9e-12 9/1. GENTLES modull8
4 [ 204 cell surface receptor swgnallng pathway 5e-07 SPANG_LPS-index2
3/84 T cell receptor signalini \way 7e-05 GENTLES_modulll
8/47 antigen processing an presentallon 8e-04 GENTLES modull3
7 / 269 |nflammator¥ esponse 2e-02 ZHANG_MGUS up
4; 8 B cell recep or slgnallng pathway 5e-02 GENTLES nboFgulﬂ
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45 0
407 blood coagu ation 4e-01 RHODES UNDIFFERENTIATED _CANCER /12 cell receptor complex
111 chem GENTLES modull4 0/46 endocytic vesicle membrane
60 |nterferon gamma mediated si nallng pathway 9e-01 SHAUGHN‘ESSY MM hlgh nsk 44 /683 extracellular spact
43 positive regulation of T cell proliteration 1e+00 0 Lembcke Normalvs Aden 128 transport vesicle membrane
7 antigen processmg and presentation of exogenous peptide antigen via MHC ¢ 1e+00 DES” CANCER META SIGNATURE 4/1182  extracellular region
P cell activatiol 1e+00 SOTIRIOU BREAST_ CANCER 1 VS 3 DN /32 to Golgi transpon vesicle membrane
06 kOCyle mig I'alon 1e+00 SOTIRIOU| BREASfCANCER GRADE 1"VS_3_UP 8/215 lysosomal’membrane
04 [ okmE-medlated signaling pathway 1e+00 0 LIU_BREAS NCER 3/129 membrane raft
36 mlracellular signal transduction 1e+00 4 LIU COMMON CANCER GENES 137 actin filament
#’Q’ a” g“lﬁ'ﬁ'&%ﬁ?&fMHCiQBL 'I'S%’e@t ?9'?!‘3” Q’Eglﬁ&ﬁ;ss up %w&” Q% Verhaak-CL_expression_B_up
71386 Chr 22 2e-01 2126 BCHETNIA_EBM-DM up 5/ 265 willscher_GBM”Verhaak-MES_expression B_u
9 /1720 Chr 1 7e-01 10/375 GUDJ soriasis down 5 /265 willscher_GBM”Verhaak—PNwt_expression_B_down
/2. Chr HSCHR6_MHC_DBB 1e+00 0/17 NIA_EBM up 5 /265 willscher” GBM_Verhaak-PNmut_expression B_down
2 /630 Chr X 1e+00 0/2 BCHETNIA_EBM down 51749 Donson-innate immunity—associated with LTS in HGA
4/ 699 Chr5 NA 0/0 2/32 Donson-Misc |mmun?1funct|on associated with LTS in
8 / 866 Chr12 NA 0/0 18 Donson-migration tethering and rolling—associated wnh LTS in HGA
6 /1135 Chr19 NA 0/0 115 Donson-chemokines/cytokines—associated with LTS in
/280 Chr 13 NA 0/0 417 Donson-cytotoxic effectors—associated with LTS in HGA
1/1033 Chr 2 NA 0/0 5/14 Donson-immune cell intra signaling-associated with LTS in HGA
6/534 Chr8 NA 0/0 5/17 Donson-chemokine/cytokine-receptors—associated with LTS in HGA
221743 Chr7 NA 0/0 11/105 willscher_GBM _proteomics_wtOnly _Spol
28/957 Chr 11 NA 0/0 3/7 Donson—adapuve |mmun|ty—assoc|ated with LTS in HGA
71602 Chr 10 NA 0/0 6/55 QL vs. MOG—
5/918 Chr 17 NA 0/0 5/58 Christensen hypomelhylaled in secondary glioblastoma
3/519 Chr 14 NA 0/0 2/10 willscher_ GBM_LTSwt” proteomics-G
8/714 Chr6 NA 0/0 6/83 Cmstensen _hypermethylated_in secondar _glioblastoma
5/618 Chr 4 NA 0/0 7/112 Christensen_hypermethylated_in_grade2_oligoastrocytoma
5/633 Chr9 NA 0/0 7/132 Christensen_} hypermetréylaled in grade3 oligoastrocytoma
0/449 Chr 20 NA 0/0 5/8 laffaire_hypérmeth_LGG_vs_confrol

02IL12 PATHWAY
BIOCARTA_TCYTOTOXIC_PATHWAY
BIOCARTATHELPER PATHWAY
RMER BREAST CANCER_CLUSTER_1
BIOCARTA IL17 P

ATH
BREAST_CANCER_KINOME_GREEN

THYMUS
ZHAN MULTIPLE MYELOMA DN
CARTA_CTL PATI
BIOCARTA CRA_P/
MILICIC FAMILIAC ADENOMATOUS POLYPOSIS_DN
HEMATOP OIETIC STEM CELL DN
BREAST_CANCER_SDPP_SIGNATORE
BIOCAPTA TCR| PATHWAY
TAR G TS OF AML1 MTG8 FUSION_UP
OPSY. KTDNE\E_ F’{\‘AN'SF’LANT "REJECTED_VS_OK_UP

WIRTH”Bone mariow DAVE lﬁwmune response 1
WIRTH Sec. Iymphowd organs O / 118 SPANG LPS Shrs UP
2117140 DAVE_Bl-vs-DLB

/ WRIGF{T ABC U

2 1 DN

3317426 SPANG CD4ODGI\f‘\rS DN

7122 DAVE NFkB BL DN

8/38 ROSOLOWSKI_blue DOWN

10/69 SPANG_LPS 6hrs DN

11/86 ROSOLOWSKI red total
MASCQUE_ABT UP

1250 LENZ tromal S|gnature 1

WIRTH_Thalam!

WIRTH_| Hlppocampus
WIRTH_Muscle

WIRTH”| Nervous System
WIRTH_Pituitary gland
WIRTH_Pancreas
WIRTH_Prim. Iymphold organs
WIRTH_B-cells

BENTINK_mBL D
91 SPANG 121 UP

HT_GCB U!
WRIGHT_custom ABC DLBCL UP
SPANG_BAFF 9hrs
SPANG_BAFF Qhrs UP

WIRTH Gyobus pallldus
WIRTH Telencephalon
WIRTH_Cortex cerebrl
WIRTH Cerebellum
WIRTH Tes

WIRTHZ HomeostaS|s
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ESPONSE_AND PML RARA FUSION
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ijal  Genesthne system {V Hal&g”é!@?ﬂ Genessh

#g Iﬂ{ I %r%mg%e signaling receptor activity é € MA” H&EE q§38t é)gﬁ %St\oma papillary
5 /227 receptor activity 0/34 Pancreatic cancel
0/43 chemokine activity 0.04 TAGA 182 0/22 Glioblastoma muluforme somatic
55% gg}gggpgpg&g 8. é %1/ /6247 STGC—QG 8; 1 g?stlrolnte tinal
.. Iituitary adenoma
%0/ /82023 E(;i!glyll l;m((:ilﬁ]onde exchange factor activity 8 g %9 /3%44 G(':I'SE 2577327792”363”367 8; ? C | y |
141 Ponemembrane spanning protein tyrosine kinase activity 0.23 1/9 GGAT*127 0/ Sﬂgﬁigscﬁﬂﬁﬁpb colorectal
2/107 SH3 domain bindin: 0.30 3/66 GCTC-33 0/35 Prostate canct
/50 SH3/SH2 adaptor activity 0.32 71189 0/11 Alzhelmerdlsease susceptibility to
2/}3?56 g}toe'[ge“"l-lc’ijllrlqgll'ﬁ]zatlon activi 8 % 2;582 AGCé—g%E—BDZA——BDZB——302C——302D——372——373——520E——520A——526 8; Schlizophrenla susceptlbl ity to
. ! arkinson
4720 phOSPhatldyllnosnol 3-kinase blndln? 034 4/101 G-501 0/23 ?atocellu\ar carcinoma
3/10 rotein coupled purinergic nucleotide receptor activity 0.35 2142 GTAC-486 0/29 elanoma and neural system tumor syndrome
271529 ro ein homodimerization activity 0.36 2743 AGTT-146A--146B 0730 Ovarlan cancer
3/12 ac GTPase activator activity 0.36 1/15 GTCT-379 0/38 Breast cancer
5/38 glycoprotein binding 0.36 4/104 ACTG-139 0/15 Gastric cance!
491 1 %‘110 ﬁ)é‘r?]’é";)emfdecepmf activity 8 g % ; 4712 gil’é:;ﬁigz 8 ; é%G [hyrold carclnoma follicular
. . — ung cancer
4126 phOSphatldy?nosml phospholipase C activity 0.40 3/78 GTTA-410 0/12 Bladder cancer
‘%ngF l‘ggngset LHJ lé—%lﬁ l%hglp l@engj base QZ #ﬁ{@ SEnese
i .01 R=! ‘5!16 ACIET
1/5 miR-15a 0.05 2112 hsa-miR-639 5 3/3 ACIEJ]
1/5 miR-205 0.07 5/75 hsa-miR-939 2/4 ACIEJ]
1/5 miR-93 0.08 3/34 hsa-miR-1226 2/11 ACIEJ”]
1/6 miR-26a 0.08 3/35 hsa-miR-1269 1/2 ACIEJ”]
1/13 miR-34a 0.09 2117 hsa-miR-551 1/2 ACIEJ”]
1/26 miR-21 0.09 4/58 hsa-miR-324-3| 1/4 ACIEJ”]
0/11 let-7a 0.09 4/59 hsa-miR-296-3p 1/5 ACIEJ|
0/6 let-7b 0.14 4/68 hsa-miR-193b 0/16 ACIEJ”]
0/4 let-7c 0.15 2124 hsa-miR-1228 0/13 ACIEJ”|
0/6 let-7d 0.19 2127 1sa-miR-1292 0/7 ACIEJ”]
0/4 let-7g9 0.21 5/108 1sa-miR-449b 0/9 ACIEJ”]
0/13 miR-. 0.23 /31 -617 0/11 ACIEJ|
0/5 miR-101 0.23 157 -193a-3p 0/15 IACIEJ”]|
0/2 miR-101b 0.23 19 7 0/2 ACIEJ]
0/4 miR-106b 0.25 133 231 0/14 IACIEJ]|
0/2 miR-107 0.26 110 306 0/15 ACIEJ]
0/4 miR-122 0.28 111 -604 0/4 ACIEJ]
0/2 miR-124a 0.30 112 I 71-3p 0/12 ACIEJ”]
0/6 miR-125a 0.31 /38 hsa-miR-517* 0/14 ACIEJ]
2 Q\‘Md Gyl geneser,. ok prvalue gigral Renesst ue e bIaRUGoan  ger J—
1/11 0. /14 OWICK e-05 121 VAQUERIZAS
1/13 0. 1/1095 4EBENSTRE|T high expression TF 4e-04 8/62 VAQUERIZAS”Whole blood
0/13 0. /63 Tal T%el s UP e-0. 5/28 VAQUERIZAS Liver
0/15 1.0 5 /1146 -lEBENS REIT Iow expression TF e—0 4/20 VAQUERIZAS”Bone marrow
.0 0/12 1.0 11233 IM_MYC targets e-0. /16 VAQUERIZAS™. Sallvary gland
.0 0/14 1.0 15 YC TFs e—0; /19 VAQUERI ZAS Pituitary
.0 0/12 1.0 0/9 YC_Targets DOWN e—0; 4141 VAQUERIZ S hymus
.0 0/15 1.0 0/4 'YC”Apoptosis UP e—0; 5/62 VAQUERIZ Lun
.0 0/14 BENTINK src 2 1.0 0/2 YC Cell'cycle DOWN e—0. /14 VAQUER] ZAS Feta liver
A 0/0 1.0 0/4 Cell growth and proliferation UP e—0. 137 VAQUERIZAS”Prostate
A 0/0 1.0 0/2 C_"hromatln modification UP e—0 /38 VAQUERIZAS Testis
A 0/0 1.0 0/7 'YC”DNA repai e—0. /39 VAQUERIZAS Thyroid
A 0/0 1.0 0/3 YC_DNA repllcatlon UP e-0 140 VAQUERIZAS”] Fetal braln
A 0/0 1.0 0/2 ECM cell adhesion DOWN 4e-0; 143 VAQUERIZAS Utel
A 0/0 1.0 0/20 'YC”Metabolism UP 4e-0: 143 VAQUERI ZAS‘Whole brain
A 0/0 1.0 0/16 YC_Protein synthesis degradation UP 4e-0 116 VAQUERIZASFetal thyroid
A 0/0 1.0 0/8 YC_RNA processing binding UP 4e-0 120 VAQUERIZAS_Adrenal cortex
A 0/0 1.0 0/2 YC”Signal transduction UP 5e-0 122 VAQUERIZASSpinal cord
A 0/0 10 0/3 YCZTumor supressor genes UP 5e-0 124 VAQUERIZAS Trachea




K—Means Cluster

Spot Summary: | Spot Genelist Geneset Overrepresentation

# metagenes = 274 Ranl|<D maxe T S bDlescrlptlon Rank p-value #in/all Geneset
min e ymDo
# genes = 977
1 85415 2.15 -121 031 RHPN2 rhophilin, Rho GTPase binding protein 2 [Source:HGNC Sym 1 le-31 35/51 Glio  willscher_GBM_Verhaak-PNmut_expression_G_down
2 1e-10 23/81 BP viral transcription
<r> metagenes = 0.67 2 8190 195 -045 038 MA melanoma inhibitory activity [Source:HGNC Symbol;Acc:707¢ 3 3e-10 24192 BP translational elongation
= e- translational termination
<r> genes = 0.09 4 6e-10 23/87 BP lational terminati
3 149563 1.76 -0.33 0.37 Clorf64 chromosome 1 open reading frame 64 [Source:HGNC Symbc 5 2e-09 23/92 BP viral life cycle
beta: r2=0.78 / |Og p= —Inf 6 3e-09 25/109 BP  SRP-dependent cotranslational protein targeting to membrane
4 1448 1.61 -0.19 0.3 CSN3  casein kappa [Source:HGNC Symbol;Acc:2446] 7 9e-09 20/76 Glio GIEZELT_GBM_STSwt_up_VS_LTSwt
i 8 4e-08 24 /115 BP nuclear-transcribed mRNA catabolic process, nonsense-mediated decay
# samples with spot =0 (0 %
p p ( ) 5 4280 158 -0.36 0.4 SCGB2Agecretoglobin, family 2A, member 2 [Source:HGNC Symbol:a 9 5e-08 12/30 CC  axoneme
10 3e-07 24/128 BP translational initiation
6 9518 158 -0.65 0.3 GDF15 growth differentiation factor 15 [Source:HGNC SymboliAcc:a¢ 11 7e-07 12/37 CC  cytosolic small ribosomal subunit
12 9e-06 241153 MF  structural constituent of ribosome
7 2813 1.57 -0.26 0.53 GP2 glycoprotein 2 (zymogen granule membrane) [Source:HGNC 13 3e-05 16/85 Glio  GIEZELT_GBM_STS_down_VS_LTS
14 6e-05 8/25 CC  small ribosomal subunit
8 127003 15 -031 082  Clorfloachromosome 1 open reading frame 194 [Source:HGNC Symt 19 6e-05 9/32 CC  motile cilium
16 8e-05 17/102  CC  cilium
9 84688 1.47 -0.34 0.73 C9orf24 chromosome 9 open reading frame 24 [Source:HGNC Symbc %g 9e-05 7120 CC  dynein complex
le-04 6/15 GSE# FLOTHO_PEDIATRIC_ALL_THERAPY_RESPONSE_UP
—( lic | ib | subunit
10 3212 146 -074 032 HOXB2 homeobox B2 [Source:HGNC Symbol;Acc:5113] 19 le-04 /51 €C  cytosolic large ribosomal subuni
20 2e-04 30/253 BP translation
. 21 2e-04 271219 BP  MRNA metabolic process
399949 14 -0.3 0.62 C11lorfg8chromosome 11 open reading frame 88 [Source:HGNC Symt
11 o P 9 b 4 22 3e-04 22/167  CC  ribosome
23 3e-04 32/287 BP  viral process
12 83657 1.39 -0.51 0.69 DYNLRB2lynein, light chain, roadblock-type 2 [Source:HGNC Symbol; 24 4e-04 13/75 BP  cilium assembly
H ) ) 25 6e-04 5/13 cc  axonemal dynein complex
Ove rview M ap S pot 13 222256 137 -027 07 CDHR3 cadherin-related family member 3 [Source:HGNC Symbol;Ac 26 le-03 4/9 GSE REACTOME_PEPTIDE_CHAIN_ELONGATION
27 1e-03 419 GSE/ REACTOME_VIRAL_MRNA_TRANSLATION
— 5542 1.36 -0.21 044 PRB1 roline-rich protein BstNI subfamily 1 [Source:HGNC Symbol
50 p p Y! 28 2e-03 4710 GSE/ DIRMEIER_LMP1_RESPONSE_LATE_DN
29 2e-03 41710 GSE# SU_SALIVARY_GLAND
40 15 283 1.34 -0.66 0.52 ANG angiogenin, ribonuclease, RNase A family, 5 [Source:HGNC ¢ 30 2e-03 261242 BP  RNA metabolic process
31 2e-03 38/400  H.Tist WIRTH_Nervous System
16 55861 1.33 -1.37 03 DBNDD2dysbindin (dystrobrevin binding protein 1) domain containing 32 3e-03 11/71 ME  microtubule motor activity
30 33 4e-03 15/118  Glio willscher_GBM_Verhaak—-CL_expression_K_down
17 89765 131 -028 081  RSPH1 radial spoke head 1 homolog (Chlamydomonas) [Source:HGI 34 4e-03 15/118  Glio willscher GBM_Verhaak-MES_expression_K_down
20 35 4e-03 15/118  Glio willscher_GBM_Verhaak-PNwt_expression_K_up
18 85016 1.31 -041 035 C1llorf7ochromosome 11 open reading frame 70 [Source:HGNC Symt 36 4e-03 15/118 Glio willscher_GBM_Verhaak-PNmut_expression_K_up
37 4e-03 4/12 GSE/ SMID_BREAST_CANCER_RELAPSE_IN_BONE_UP
10 — 19 65987 1.28 -0.62 0.26 KCTD14 potassium channel tetramerization domain containing 14 [Sot 38 4e-03 4112 GSE/ REACTOME_FORMATION_OF_THE_TERNARY_COMPLEX_AND_SUBS
39 4e-03 4/12 GSE/ REACTOME_TRANSLATION_INITIATION_COMPLEX_FORMATION
1 20 116151 1.28 -0.93 043 FAM210Bamily with sequence similarity 210, member B [Source:HGN( 40 4e-03 6/27 MF  rRNA binding
I I I I
1 10 20 30 40 50 1 10 20 30 40 50
0.20 p-values
0.15 - et e st = = e[ o - 1
— 10 n
0.10 --|Fr- 0.8
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Anall - Geneseho, WI-Gle guan  geneset,,,., Gangset

4/ 92 translational elongation 0.2 115 SOTIRIOU”BREAST CANCER_GRADE_1_VS_3 DN cytosolic small ribosomal subunit

3 /87 translational termination 0.4 /10 LIU BREAST CANCER small ribosomal subunit

3/92 Vlfa' life cycle 0.4 /9 WANG _ER DN motile cilium

5 /109 RP-dependent cotranslational protein targeting to membrane 0.5 114 LIU_COMMON_CANCER_GENES cilium

4 /115 nuclear-transcribed mRNA catabolic process, nonsense-mediated decay 0.5 114 LIU PROSTATE CANCE _UP dynein compl

4/ 128 translallonal initiation 0.5 112 EN-P cytosolic Iarge rlbosomal subunit

0 /253 translati 0.5 113 NTLES moﬁul ribosome,

71219 mRNA melahollc process 0.6 114 LIU LIVER_C, axonemal dynein complex

2 / 287 viral process 0.6 115 NTLES ™modull3 microvillus

3/75 cilium assembly 0.6 116 GENTLES modul10 microtubule

6 /242 RNA metabolic process 0.6 116 GENTLES modull4 perikaryon

6/ 259 spermalo enesis 0.8 148 UIPER_NM poor survival ostsynaptic membrane
4115 Hatlve regulatlon of autophagy 0.9 133 KUIPER MM good survival ransport vesicle membrane
6132 projection organization 0.9 /39 HAN a0 extrinsic to membra
4116 C|I|ary or bacterial tyFe flagellar motility 0.9 168 SHAUGHNES Y _MM high risk histone acetyltransferase complex
5/25 nucléotide-| bll’\dll‘lg ol gomenzatlon domain containing signaling pathway 1.0 /185 SPANG_LPS-index2 anchored 10 membrane
9/68 microtubule-base: 10 81530 Lembcke. Normal vs Adenoma acrosom: mbra
3/10 phosphorelay sngnal aredatton system 1.0 5/553 Lembcke”Colonic Inflammation phagocync Vesicle membrane
7148 cilium morphogenesis 1.0 1316 SPANG_BCL6-index2 intracellular

#dﬂ!@z" (g%raeset rl@%z #é'f'!%” E_? ﬁ;&s down ﬁl@éﬂg% Verhaak-PNmut egression_G_down
3 /1135 Chr 19 0.5 126 BCHETNIA_EBM-DM up GIEZELTGBM'STS t_up_VS_TTSwt

0 /232 Chr 18 0.6 117 BCHETNIA_EBM up GIEZELT_GBM S_down VS LTS

1/714 Chr6 1.0 1572 GUDJ_psoriasis up willscher "GBM 'Verhaa ~CL_expression_K_down
/52 Chr HSCHR6_MHC_QBL 1.0 0/2 BCHETNIA_EBM down willscher_GBM_Verhaak-MES_expression_K_down
9 / 866 Chr12 NA 0/0 w Cl ueu_GBM—Verhaa'—PNerxpressmn K up
437633 Chr9 NA 0/0 cher_GBM_Verhaak-PNmut_expression_K_up
46/ 717 Chr 16 NA 0/0 44 |n Vivo a§(r0c es vs. cultured asfroglia
19/280 Chr 13 NA 0/0 48 Noushmehr_Pron_GCIMP_hypermeth_DN
421699 Chr5 NA 0/0 12 VERHAAK_PN_Brain
61/1033 Chr2 NA 0/0 12 astrocytes glio™

1/187 Chr 21 NA 0/0 55 L vs. G- OL,

2 / 386 Chr 22 NA 0/0 2 W|Ilscher GBM_LTSmut_proteomics—-E_UP
2/914 Chr3 NA 0/0 2 willscher” GBM_ LTSwt proteomlcs E_DOWN
4/ 957 Chr11 NA 0/0 73 GIEZELT_GBM_WT_down_VS_mi

1/918 Chr 17 NA 0/0 49 mature astrocytes

3 /618 Chr 4 NA 0/0 3 willscher_GBM_Verhaak-PNwt_expression_N_down
3 /449 Chr 20 NA 0/0 3 WIIIscher GBMWerhaak PNmut_expression_N_up
2 /1720 Chr1 NA 0/0 27 WIRTH P! EIXA

6 /534 Chr8 NA 0/0 95 GIEZELT_ GBM IGMTmethyl_up_VS_nonmethyl

é} n!a” GIHFBS@EI’DIATRIC ALL_THERAPY RESPONSE UpP nk 5.002g ue %n{&” %Eﬂ-@ﬁee\yuus System &g 07 allsg g}@a” QHL I_blue DOWN

4/ REACTOME_PEPTIDE_CHAIN_ELONGAT 0.016 5/26 WIRTH Pancreas .15 112 DAVE_BL_DN
4/ REACTOME_VIRAL MRNA TR7\NSLATION 0.165 10/120 WIRTH Testis . .15 112 DAVE BL UP
4/10 DIRMEIER [MP1 RESPONSE_LATE_DN 0.174 2/13 WIRTH”Cortex cerebri 1 3/327 SPANG_CDA40 6hrs UP
4710 SU_SALIVARY_GLAND 0.196 2/14 WIRTH Globus pallidus 2 128 DAVE_Immune response 1
4/12 S BR ST CANCER RELAPSE_IN BONE_UP 0.335 4/50 WIRTH_Homeostasis 6 15 WRIGHT. Cuslom ABC-DLBCL UP
4112 REACT( FORMATION_OF THE TERNARY _COMPLEX AND SUBSEC( 0.495 4/62 WIRTH Liver 8 /18 DAVE_BLIn
4/12 REACTOMETRANSLATIO‘N INITIATION COMPLEX_FORMATIO! 0.543 1/13 WIRTH_Thymus 3 /20 DAVE_ Immune response 2
3/ NAKAMURA| BRONCHIAL RONCHIOLAR_EPITHELIA 0.595 1/15 WIRTH_Cerebellum 4 9/291 SPANG_|L21 UP
4/14 SHIPP_DLBCL RED VS FAmL UP 0.851 20/417 WIRTH” Immune system 9 /86 ROSOLOWSKI red total
3/ ACTOME ME AB LISM_OF_PROTEINS 1.000 1/127 WIRTH_Muscl 4 /118 SPANG_LPS 6hrs UP
4/15 TIEN INTESTINE_PROBIOTICS_6HR_UP 1.000 0/5 WIRTH] Pnunary gland 4 /13 BENTINK mB
4715 NNER EAR 1.000 0/13 WIRTH Sec. I)(mpho‘d organs 0 /20 ROSOLOWSKI red U
4716 TUR7SSHVILI' BREAST_DUCTAL CARCINOMA_VS_LOBULAR_NORMAL_I 1.000 0/12 WIRTH”Prim. lymphoid organs 74 4/275 ZHANG_DLBCL mutated
4/16 SC EIDEREIT IKK_INTERACTING_PROTEINS™ 1.000 0/10 WIRTH B—Cels 78 /69 SPANG_LPS 6h
3/ BE_BOUND BY HO 1.000 0/13 WIRTH Tonsil 2 9 / 755 SPANG R UP
31/ GUTIERR'EZ WALDENSTROEMS_MACROGLOBULINEMIA_1_UP 1.000 0/12 WIRTH”Lymphocytes 7 /59 LENZ_Stromal signature 2
3/ KEGG_RIBOSOME 1.000 0/6 WIRTH_Bone marrow 7 0 /426 SPANG_CD40 6hrs DN
3/ REACTOME_FORMATION_OF A POOL_OF_FREE_40S_SUBUNITS 1.000 0/15 WIRTH Telencephalon 4 /100 ROSOLOWSKI_blue total
3/ SA_PROGRAMMED_CELL_DEATH 1.000 0/16 WIRTH_Hippocampus 9 1140 DAVE_BL-vs-DLBCL
11/71 bule motor activity stemlc Iupus ery!hematosus (SLE)

elanoma cutanéous malignant, 2
Neuroblastoma
Gastric cancer

Cancer
Cardciomyopathy, dilated

6/27 rRNA blndlng 11 / 114 TGTA 485 3P
10/79 serine-type endopeptidase inhibitor activity 57/ 4! GG 455
4/18 aromatase activity
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126/1820 metal ion blndlng

7150 copper ion bindin
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elue el GeneRSluwen o wosome %ﬂu'(é}ﬁ' MJHH%E%%% E‘LH

/
893 i
0.174 3 /15
i 3120 139
3/15 phospholipase AZ activity 0.197 11/140 CATG-4 /38 Breast cancer
4126 cyclin—dependent protein serine/threonine kinase activity 0.209 117142 GTGC-183 127 Colorectal cancer
4126 osphatldy||n05|tol hospholipase C activity 0.214 1/4 CGGT-220 129 lanoma and neural system tumor syndrome
3/16 proteln kinase activator activity 0.218 2115 AGCG-518F--518E--518A 132 Leukemla
gé }840 Hgggﬁlgfgaeb?ﬁémty 8 % g;% 2_%3_'_(:45188——518(:——518D ; 21 gancreauc caneer head and neck
. — uamous cell carcinoma, head and necl
4127 G-protein couEled receptor binding 0.282 4146 GGTG-412 134 qumatologlcal
3/17 nucleoside diphosphate kinase activity 0.288 3/32 CTCT-368 135 Prostate cancer
814 Phosphatase binding 6320 218 KA 3 130 Thib, i
. - . roid carcinoma, papillar
3/18 acyl-CoA dehydrog}enase activity 0.321 20/303 GC- .0 0/22 Gll)t/)blastoma multiforme, somatic
3/18 protein methyliransferase activity 0.322 4149 ~ .0 0/21 Gastrointestinal
3/20 oxidoreductase activity, acting on the CH-CH group of donors 0.335 4/50 TACA-508 0 o/ Pituitary adenoma
P teneser LR N ALy el WML AP Geneser, .
16 miR-125a 0. 5/50 R-94( 0.11 1/2 ACIEJ”] L17
16 miR-15b 0. 6/66 0.26 1/5 ACIEJ] L 20
17 miR-17-5p 0. 3/28 0.34 1/7 ACIEJ”] L
! miR-181c 0. 3/30 R-6: 0.52 1/12 ACIEJ”] L 24
T : iy by gl e
miR- . — . N L
30 MRS & 5% . 180 81 ACIET MM 13
miR-19a . . N L
! miR-25 0. 4150 iIR-504 1.00 0/11 ACIEJ”| L 15
; 15> R 3 5131 160 8113 ACIET MM 10
. miR-181a .4 . L
. ! miR-181b 04 3/38 215 1.00 0/4 ACIEJ”] L
; i MiR_553 84 3133 8 1% 013 ACIEMMML 53
. miR-. . | . L
. ! miR— 0.4 9/136 1.00 0/ ACIEJ”] L 27
. ! miR-125b 0.4 71104 i 5 1.00 0/ ACIEJ] L 28
. / miR-29b 0.4 6/88 miR-1265 1.00 0/ ACIEJ] L 29
. 112 miR-29¢c 0.4 1/9 hsa miR-202* 1.00 0/11 ACIEJ] L
X 0/11 let-7a 0.4 5/73 hsa-miR-657 1.00 0/14 ACIEJ] L 30
AUMLLACTy K ps Kk blaklg
a réS e a” &ﬁﬂ%ggﬂ 1 a k 90 Value #} I:’l]({a” % ggs nthesis degradation UP .2 ﬁ[ﬂéa" ﬁ Lmt _Adrenal gland
0.6 1/15 AFSON_| 0.04 81/1146 4EBENSTREI low expression TF 0.: 119 VAQUERIZAS”Pituitar
0 8; % 8%% ‘11;%3 ing@nal trar};sductlon UP 8 450 ¥ﬁ BEsi%ﬁ 4drena¥cortex
. argets Ul 14
0/14 0.57 1/14 NOWTC KgT 0.4 140 VAQUERIZAS Fetal brai
.0 0/12 0.70 1/20 MYC_Meftabolism U 0.! /10 VAQUERIZAS” Skeletal. muscle psoas
.0 0/11 0.96 52 /1095 HEBENSTREIT. hlgh expression TF 0. /13 VAQUERIZAS”Ov
8 0; 5 188 52//1233 KIMCMYCI rgets 8 ;16 VA( UERIZAS Sallvary gland
. 0/13 1. 0/5 S .| 37 VA ZAS_Pro:
.0 0/14 1.00 0/9 'YCTargets DOWN 0.7 /138 VA UERIZA Testls
A 0/0 1.00 0/4 'YC”Apoptosis UP 0.7 /21 VAQUERIZAS Tonsil
A 970 160 818 YE-cell e Sown 87 133 VAGUERIZAS-Soinal core
X ell cycle 3 inal cor
A 0/0 1.00 0/4 Cell g}r/owth and prol\feratlon UP 0.7 1144 VAQUERIZA ngeral
A 0/0 1.00 0/2 YC Chromatin_modification UP 0. 124 VAQUERIZAS Trachea
A 0/0 1.00 0/7 'YC_DNA repair UP 0. 128 VAQUERIZAS  Liver
A 0/0 1.00 0/3 YC_DNA replication UP 0.! 139 VAQUERIZA _|'hyr0|d
A 0/0 1.00 0/2 YC"ECM cell adhesion DOWN 0. 143 VAQUERIZASUterus
A 0/0 1.00 0/8 YC_RNA processing binding UP 10 162 VAQUERIZASLung
A 0/0 1.00 0/3 YCZTumor supressor genes UP 1.0 144 VAQUERIZA! Placema
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K—Means Cluster

Spot Summary: J

# metagenes = 227
# genes = 1175

<r> metagenes = 0.66
beta: r2=0.52 / log p= -Inf

# samples with spot =0 (0 %)

Overview Map
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Rank
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ID

441317
11197
2258

4848
341640
100130889
2516
55916
200916
63908
95681
8445
4074
126859
2018
728655
55283
55508
8995

51196

max e
min e

1.61 -0.46
1.42 -0.29
1.31 -0.36
1.25 -0.86
1.23 -0.32
12 -0.35
117 -0.2
111 -0.87
1.08 -0.33
1.07 -0.63
1.05 -0.58
1.04 -0.52
1.04 -0.92
1.03 -0.33
1.01 -0.29
1.01 -0.28
1 -0.53
0.99 -0.83
0.99 -0.27
0.98 -0.44

r

0.31

0.35

0.33

0.29

0.25

0.38

0.16

0.31

0.34

0.19

0.29

0.34

0.3

0.3

0.32

0.31

0.35

0.36

Description
Symbol

FAM9O0AZamily with sequence similarity 90, member A21, pseudogene
WIF1 WNT inhibitory factor 1 [Source:HGNC Symbol;Acc:18081]
FGF13 fibroblast growth factor 13 [Source:HGNC Symbol;Acc:3670]
CNOT2 CCR4-NOT transcription complex, subunit 2 [Source:HGNC
FREM2 FRAS1 related extracellular matrix protein 2 [Source:HGNC &
PSORS1@soriasis susceptibility 1 candidate 3 (non—protein coding) [St
NRS5A1 nuclear receptor subfamily 5, group A, member 1 [Source:HG
NXT2  nuclear transport factor 2-like export factor 2 [Source:HGNC
RPL22L1ribosomal protein L22-like 1 [Source:HGNC Symbol;Acc:276
NAPB  N-ethylmaleimide-sensitive factor attachment protein, beta [¢
CEP41 centrosomal protein 41kDa [Source:HGNC Symbol;Acc:1237
DYRK2 dual-specificity tyrosine-(Y)-phosphorylation regulated kinas
M6PR  mannose—6-phosphate receptor (cation dependent) [Source:
AXDND1axonemal dynein light chain domain containing 1 [Source:HG
GRMS8 glutamate receptor, metabotropic 8 [Source:HGNC Symbol;A
HULC hepatocellular carcinoma up-regulated long non-coding RN/
MCOLN3mucolipin 3 [Source:HGNC Symbol;Acc:13358]
SLC35E3solute carrier family 35, member E3 [Source:HGNC Symbol;#

TNFSF18umor necrosis factor (ligand) superfamily, member 18 [Sourc

PLCE1 phospholipase C, epsilon 1 [Source:HGNC Symbol;Acc:1717

Geneset Overrepresentation

Rank p-value #in/all

1 3e-10
2 9e-10
3 1e-09
4 2e-08
5 9e-07
6 5e-05
7 6e-05
8 3e-04
9 6e-04
10 9e-04
11 1e-03
12 1e-03
13 2e-03
14 2e-03
15 2e-03
16 2e-03
17 3e-03
18 3e-03
19 4e-03
20 5e-03
21 6e-03
22 6e-03
23 7e-03
24 7e-03
25 7e-03
26 8e-03
27 8e-03
28 8e-03
29 8e-03
30 9e-03
31 9e-03
32 9e-03
33 1e-02
34 le-02
35 1e-02
36 1e-02
37 1e-02
38 1e-02
39 1e-02
40 1le-02
8
2
(2}
c
[¢] 4
@]
2
0

17271581
184 /1749
1147940
164 /1574
176 /1820
376 /4640
12/47

55 /500
81/823
8/31
18/119
9/40
5/14
5/14
14/86
10/52
5/15
5/16
8/39
14/94
19/147
30/271
4712
4712
4112
34/321
11/70
5/19
15/110
11/71
3/7
32/302
4113
47113
59/633
7137
1817147
9/55
6/29
4/14

Geneset

BP
MF
MF
BP
MF
cc
cc
MF
MF
MF
miRN
BP
MMM
GSE#
BP
miRN
miRN
miRN
MF
miRN
miRN
miRN
BP
BP
GSE/
miRN
miRN
MF
miRN
BP
GSE/
miRN
BP
GSE/
Chr
miRN
miRN
miRN
miRN
BP

regulation of transcription, DNA-dependent
DNA binding

nucleic acid binding

transcription, DNA-templated

metal ion binding

nucleus

nucleosome

sequence-specific DNA binding
sequence-specific DNA binding transcription factor activity
RNA polymerase Il transcription cofactor activity
hsa-miR-515-5p

histone H3 acetylation

MACIEJ_MMML 8
SMID_BREAST_CANCER_LUMINAL_B_UP
nucleosome assembly

hsa-miR-552

Medulloblastoma

Myopathy, nemaline, 3

histone acetyltransferase activity
hsa-miR-125a-3p

hsa-miR-143

hsa-miR-548h

cellular response to cholesterol

nucleotide biosynthetic process
GEISS_RESPONSE_TO_DSRNA_DN
hsa-miR-548a-5p

hsa-miR-1266

sodium channel regulator activity
hsa-miR-22

pattern specification process
PALOMERO_GSI_SENSITIVITY_UP
hsa-miR-548i

regulation of smoothened signaling pathway
REACTOME_PACKAGING_OF_TELOMERE_ENDS
Chr9

hsa-miR-635

hsa-miR-142-3p

hsa-miR-28-3p

Melanoma and neural system tumor syndrome
pharyngeal system development

p-values
o= ¢ume wo -.--%.D-E.:-O.- -o-o—_cT —1
n
--|F
P "+ 0.8
~ 0.6
- 0.4
- 0.2
—
|—|—|—|_|—|—|—|—|—|—|_|_| | |—|—|—|_I_| | 0

FDR
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164 /1574  transcription, DNA—tel 0.2 2/12 BEN-PORATH DN nucleosome
140 histone H3 acetylatlon 0.2 0/15 RHODES CANCER_META_SIGNATURE / intracellular
14 /86 nucleosome assembl 0.2 5/48 KUIPER_MM poor survival — 2e-0 8/ nuclear speck
4112 cellular response to cholesterol 0.3 116 GENTLES modull4 4e-0: /1 transcrlptlon elongation factor complex
4712 nucleotide biosynthetic process 0.5 /19 W DN 5e-0:. 21102 ciliu
11/71 pattern specification process 0.5 139 up 5e-0. /1. DNA directed RNA polymerase Il, holoenzyme
4/13 regulation of smoothened signaling pathway 0.5 /10 LIU BREAST CANCER 5e-0 /1 |nle%a| to peroxisomal membrane
4/14 pharyngeal system development 05 /10 GENTLES modul3 5e-0 /1 STA mplex
48 /504 negative regulation of transcription from RNA polymerase Il promoter 0.5 0/15 SOTIRIOLFBREAST CANCER_GRADE 1 VS UP 6e-0:; /3 nuclear chr?mo ome
5/22 pynmidine nucleobase metabolic process 0.7 0/15 SOTIRIOU BREAST_C NCER GRADE_1_VS_37DI 7e-0; 114 ol iary basal b ds
4/15 male genitalia development 0.7 /33 UIPER_MM good s 7e-0. /33 mediator complex
7140 skeletal system morphogenesis 0.7 116 RHODES_UN IFFERENTIATED _CANCER 8e-0. 134 chromosome, telomeric region
4116 eneration of neurons 0.7 116 WOLFER overlap enes 8e-0; 16 synaptic vesicle
4116 istone lysine methylatlon 0.7 116 GENTLES modi 9e-0: 42 primary cilium
4116 positive regulation of cytokinesis 0.7 4/68 SHAUGHN‘ESSY MM high risk 1e-0 18 nuclear matrix
4116 EOSIUVG regulation of sodium ion transport 0.9 29/530 Lembcke Normal'vs Adenoma 1e-0 18: chromosome
12/91 idney development 1.0 1185 SPANG S—index2 1e70 412 MLLl complex
12 /92 amerlorlposlerlor pattern specification 1.0 1316 SPANG_BCL6-index2 . —O 15/157 uclear memb
5/25 spindle assembly 1.0 1553 Lembcke_Colonic Inflammation e-0 3/18 hlslone acetyltransferase complex
%ﬂ! ” g‘&ﬂeset I'l@%aa ?}%a” QQWEBM DM up d 9 Value ?}9‘ a” M_MGMTmethyl_down_VS_nonmethyl
65/ 74 Chr7 0.7 /17 BCHETNIA_EBM up 6 /313 willscher "GBM “Verhaak-CL_ éxpression_D_up
60/714 Chr 6 0.9 0 /375 GUDJ_psoriasis down 6 /313 willscher_GBM”Verhaak-MES_expression_D_down
44504 Chr 15 1.0 1572 GUDJ_psoriasis up 0 6/313 wnlscher GBM_Verhaak-| PNWF [ expression_D_up
83/1033 Chr2 1.0 0/2 BCHETNIA_EBM down 0.. /1 VERHAAK_PN_Brain
133/1720 Chrl A 0/0 0. /1. wi L, |e|_GBMVerI|om PNwt up
52/630 Chr X A 0/0 0.. 11 willscher_GBM”Verhaal PNmt expressmn'l up
66 /914 Chr3 A 0/0 0. 17 willscher_GBM”Verhaak-CL_expression_H_dowi
8 /38 Chr 22 A 0/0 0. 717 willscher_GBM”Verhaak-MES_expression_H up
171232 Chr 18 A 0/0 0.. 717 w Ischer GBM Verhaak-PNwi_expression_H_up
64 /91 Chr17 A 0/0 0.. 717 ELT_GBM_WT_down_VS_mut
35/ 51! Chr 14 A 0/0 0.. 2/1 ShlnaW| with_increased_niethyTation_in_STS
36 /534 Chr 8 A 0/0 0.4 1/7 ollglodendroqﬂes glio
29/ 44 Chr 20 A 0/0 0.4 1/7 |_epithelial-mesenchymal-transition related genes_decreased expressior
55 / 86 Chr 12 A 0/0 0.4 4149 Vishal subnetwork signature of survival in GBI
43/ 69! Chr5 A 0/0 0.! /37 Christensen_hypomethylated_in ependymoma
36/ 61! er4 A 0/0 0. /10 W|Ilscher LTSmut_proteomics—A "U
4271 Chr A 0/0 0.! /85 GIE! GB STS_down_VS_LTS
2152 C"II’ HSCHRG MHC_QBL A 0/0 0.! /11 VERHAAR Brain
9/187 Chr 2. A 0/0 0. /11 neurons_gfio
é}?{a” %’I%ET CANCER_LUMINAL B_UP nk ! ﬁ ue #}g&a” %9‘”—?§0¢r¥eosta3is k a 'Sg ;l}@a” &ﬁﬂ%
4/12 GEISS RESPONSE_TO DSRNA DN 0.22 2/13 WIRTH Thalam! 0. /100 ROSOLOWSKI blue total
3/7 PALOMERO_GSI SENS]TIVITY oP 0. 31/400 WIRTH_| Nervous System 0. 21274 SPANG_|L21 DN
4/ REACTOME_PACKAGIN F TELOMERE 0.60 1/13 WIRTH_Thyroid gland 0. 56 /755 SPANG_BCR UP
4/14 TONKS_TARGETS_OF RUNXI RUNXlTl FUSION MONOCYTE_DN 0.66 1/15 WIRTH Telencephalon 0.: 2718 DAVE_c-m: c BL UP
4/14 ZHOU_INFLAMMATORY_RESPONS| 0.84 6/120 WIRTH Testis 0.4 61/852 SF’ANG
4/14 BERNARD PPAPDC1B_TARGETS_D 0.84 1/26 WIRTH Pancreas 0.4 1/8 MASCQU
4/14 SIG_CHEMOTAXIS 0.92 1/36 WIRTH”Placenta 0. 4/54 SPANG BKFF 9hrS DN
4/15 ACD TA UV_RESPONSE_VIA ERCC3 XPCS U 0.98 19/417 WIRTH_Immune system 0. 5/69 SPANG_LPS 6hrs DN
4715 PYEON CANCER HE D N NECK VS CERVICAL 0.99 1/62 WIRTH leer 0.1 112 DAVE_BL UP
4116 REACTOME BRANCI HATN_A| [NO “ACID, CATABOLISM 1.00 21127 WIRTH Muscl 0.4 /14 WRIGHT_GCB UP
214 MYLLYKANGAS AMPLIFICATION HOT_SPOT_27 1.00 o/ WIRTH”] Pllullary gland 0. /18 DAVE_BC Inter
3/10 NCON EMIA GEN 1.00 0/13 WIRTHSec. I){mphowd organs 0. /140 DAVE_BL-vs-DLBCL
3/10 EACTOME RNA PDLYMERKSE_I_PROMOTER_OPENING 1.00 0/12 WIRTH”Prim. lymphoid organs 0.; /20 DAVE Immune response 2
2/ PASTURAL RIZ1 TARGETS UP 1.00 0/10 WIRTH B—Cells 0. 6/275 ANG_DLBCL mutated
31/ BUYTAERT_PHOTODYNAMIC_THERAPY STRESS UP 1.00 0/13 WIRTH Tonsil 0. 6/291 SPANG L21 UP
31/ HOFMANN"MYELODYSPLASTIC_SYNDROM_HIGH_RISK_DN 1.00 0/13 WIRTH Thymus 0. 128 DAVE_Immune response 1
3/ WANG_CISPLATIN RESPONSE_AND XPC DN 1.00 0/12 WIRTH Lymphocytes 0.! /38 ROSOLOWSKI_blue DOWN
. 3/ REACTOME_EFFECTS_OF PIPZ HYDROLYSI 1.00 [ Bone marrow 0.! 2 /426 SPANG_CD40 Bhrs DN
. 31/ SIG_REGULATION_OF_THE_ACTIN CYTOSKELETON BY_RHO_GTPASE 1.00 0/14 WIRTH _Globus pallidus 0.! 186 ROSOLOWSKI_green UP
W poyaive sial, Ganeset d %‘éﬁ IR e §'J§§ ANESEh
1e—09 1147940 nucleic acid binding 0.0: 0.003 Myopathy, nemahne 3
176/1820 metal ion blndlnl% 0.0; 0.012 /29 Melanoma and neural s)éstem tumor syndrome
55 /500 sequence-specific DNA binding 0.0: 4 / 358 TGCA 519(:——5195——519A 0.013 /3 Schizophrenia, susceptibility to
81/823 sequence-specific DNA blndlng transcription factor activity 0.05 4 | 246 TGCT-330 0.014 /8 Parkinson disease
8/31 RNA polymerase |l transcription cofactor activity 0.06 21106 CAGC-485-5P 0.015 /30 Qvarian cancer
4 8/39 histone acetyltransferase activit 0.06 /41 GTCA-378 0.015 /22 Glioblastoma multiforme, somatic
5/19 sodium channel regulator activi 0.07 /53 AGT 422B—-422A 0.018 /123 Hepatocellular carcinoma
3/10 low—density lipoprotein receptor activity 0.07 25/267 ACT-128A--128B 0.026 /34 Pancreatic cancer
5/26 lyase activity 0.0 15/146 ACTG 30A-3P--30E-3P 0.026 134 Squamous cell carcinoma, head and neck
4118 gamma-tubulin bindint 0.0: 11/101 501 0.026 134 Hematological
5/27 95"02‘3971 receptor binding 0.0 7156 ACAA—382 0.030 135 Prostate Cancer
3/11 C2H2 zinc finger domain binding 0.0¢ 7156 GTGT-342 0.034 136
4/19 retinoic acid receptor binding 0.1 /8 ACCG-423 0.035 /11 Alzhelmer Gisease, susceptibility to
3/12 diacylglycerol kinase activity 0.1 148 ACAT-190 0.037 4719 Multiple myeloma.
6/41 endopeptidase activity 0.1. 149 GTAT-154--487 0.041 2/5 Autism, suscepllblllty to
3/14 NAD+ Kinase activity 0.1 /9 GGAT-12 0.043 /138 Breast cancer
29/318 chromatin binding 0.1 19 TCCG- 0.052 4721 Gaslrolmesllnal
4124 histone-lysine N-methyltransferase activity 0.1: 173 AGGC-515-3P 0.065 5/32 eukem
3/15 dioxygenase activity 0.14 5/40 GTAA-200A 0.069 4/23 Stroke suscepnblllty to
LNl AR B e pldl pase WIS TP enese
é 4 I I?ng\set .0 n | .002 z{ ACIET L
1/5 miR-141 0.002 10/ 0.079 /15 ACIEJ] L 16
1/5 miR-143 0.005 14/ 0.132 12 ACIEJ”] L 35
1/5 miR-181a 0.006 19/ 47 0.392 17 ACIEJ”] L
1/6 let-7d 0.006 30/ 0.542 /11 ACIEJ”] L15
1/10 miR-146a 0.008 34/ 21 0.542 /111 ACIEJ”] L 49
1/12 miR-29b 0.008 117/ 0.630 114 ACIEJ”] L 26
1/12 miR-29¢ 0.008 15/ 110 0.655 115 ACIEJ”] 2
0/11 let-7a 0.009 3217302 1.000 116 ACIEJ”] L
0/6 let-7b 0.012 7137 1.000 0/13 ACIEJ”| L 10
0/4 let-7c 0.012 187147 1.000 0/7 ACIEJ”] L13
0/4 let-79 0.012 9/55 1.000 0/9 ACIEJ”] L 14
0/13 miR-. 0.013 11/75 1.000 0/2 ACIEJ”] L17
0/5 miR-10: 0.014 30/288 1.000 0/14 ACIEJ] L19
0/2 miR-101b 0.016 13/98 1.000 0/4 IACIEJ]| L
0/4 miR-106b 0.022 22/203 1.000 0/5 ACIEJ] L 20
0/2 miR-107 0.024 19/170 i 1.000 0/4 ACIEJ] L 23
0/4 miR-122 0.025 21/194 hsa-miR-222 1.000 0/12 ACIEJ] L 24
0/2 miR-124a 0.032 30/307 hsa-miR-548c-5p 1.000 0/2 ACIEJ] L 27
0/6 miR-125a 0.033 8/5! hsa-miR-208a 1.000 0/5 ACIEJ] L 28
AllWas & prvalve gigiall Geneser.. Rk pIeSUe
2RAUMaRAChyal geneser, . ahk  prvalue  #n/all - GENGSELicaion up ahk  Poy pgall £ resis
7 2111 BENTINK ras.4 0.3 1/5 YC TFs 0.07 15/144 VAQUERIZAS” General
0 2112 BENTINK ras. 0.6 1/14 IOWICK_TF 0.30 2/16 VAQUERIZAS art
6 1/15 GUSTAFSON_PI3K_DN 0.7 1/1 YC_Protein symhesls degradation UP 0.31 4141 VAQUERI ZAthymus
6 1/15 BENTINK_ras 0.8 7711233 IM_MYC ta ?T 0.45 2122 VAQUERIZAS” Spinal cord
.00 0/13 GUSTAFSON_PI3K_UP 0.9 68 /1146 -lEB'E STRE low expression TF 0.62 4/62 VAQUERIZAS”Whole blood
.00 0/12 BENTINK e2 0.9 216 % 0.63 1/14 VAQUERIZAS Fetal liver
.00 0/14 BENTINK myc.1 1.0 57 /1095 -iEBENS REIT Wh expression TF 0.66 1/15 VAQUERIZAS”Adrenal gland
.00 0/13 BENTINK src.10 1.0 0/9 'YC_Targets 0.68 1/16 VAQUERIZAS Pancreas
.00 0/14 BENTINK src.2 1.0 0/4 _ApOptOSIS up 0.74 1/19 VAQUERIZASPituitar
A 0/0 1.0 0/8 'YC”Cell cycle UP 0.76 1/20 RIZAS”Adrenal cortex
A 0/0 1.0 0/2 YC Cell cycle DOWI 0.77 2140 VAQUERIZAS™| Fetal brain
A 0/0 1.0 0/4 Cell growth and prol\feratlon UP 0.86 1/28 VAQUERIZAS Live
A 0/0 1.0 0/2 C_uhromatln modification UP 0.87 1/29 VAQUERI ZAS_Smooth muscle
A 0/0 1.0 0/7 DNA repair UP 0.87 1/29 VAQUERIZAS”Lymph node
A 0/0 1.0 0/2 ECM cell adhesion DOWN 0.93 1/37 VA IZAS_Prostate
A 0/0 1.0 0/20 C~Metabolism UP 0.94 1/39 VAQUERI ZAS_thmld
A 0/0 1.0 0/8 RNA processing binding UP 0.95 1743 VAQUERIZAS Ute
A 0/0 10 0/2 C”Signal transduction UP 0.95 1/43 VAQUER ZASWhole brain
A 0/0 1.0 0/3 —_Tumor supressor genes UP 0.99 1/62 VAQUERIZASLuni
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K—Means Cluster

Spot Summary: K

# metagenes = 47
# genes = 513

<r> metagenes = 0.91
<r>genes = 0.22
beta: r2=8.62 / log p= -Inf

# samples with spot =36 (13.1 %)
Atypical : 14 (18.9 %)
Classical : 14 (43.8 %)
Mesenchymal : 3 (3.5%)
Basal : 5(6 %)

Overview Map
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Spot Genelist

Rank

ID
1 4922
2 2938
3 3880
4 3866
5 1056
6 7345
7 216
8 83888
9 154664
10 2944
11 339512
12 3856
13 26047
14 2719
15 sun1
16 11166
17 4072
18 139728
19 4915
20 2947

max e
min e

5.09 -1.67
3.6 -1.05
3.42 -4.05
3.23 -3.16
3.22 -1.53
3 -1.41
2.99 -2.41
2.98 -0.56
2.78 -1.49
2.69 -1.57
2.68 -1.34
2.63 -2.21
2.62 -1.61
2.58 -0.74
2.55 -1.19
2.55 -1.98
25 -2.3
2.48 -1.61
24 -1.19
24 -0.99

r

0.69

0.56

0.56

0.46

0.5

0.43

0.63

0.37

0.67

0.43

05

0.46

0.31

0.53

0.37

0.68

0.71

0.51

0.75

0.43

Description
Symbol

NTS neurotensin [Source:HGNC Symbol;Acc:8038]

GSTA2 glutathione S-transferase alpha 2 [Source:HGNC Symbol;Ac
KRT19 keratin 19 [Source:HGNC Symbol;Acc:6436]
KRT15 keratin 15 [Source:HGNC Symbol;Acc:6421]
CEL carboxyl ester lipase [Source:HGNC Symbol;Acc:1848]
UCHL1 ubiquitin carboxyl-terminal esterase L1 (ubiquitin thiolesteras
ALDH1ARldehyde dehydrogenase 1 family, member Al [Source:HGN(
FGFBP2 fibroblast growth factor binding protein 2 [Source:HGNC Sym
ABCA13 ATP-binding cassette, sub—family A (ABC1), member 13 [Sol
GSTM1 glutathione S-transferase mu 1 [Source:HGNC Symbol;Acc:4
Clorfl10chromosome 1 open reading frame 110 [Source:HGNC Symt
KRT8P3 keratin 8 pseudogene 3 [Source:HGNC Symbol;Acc:31056]
CNTNAPgontactin associated protein-like 2 [Source:HGNC Symbol;Ac
GPC3  glypican 3 [Source:HGNC Symbol;Acc:4451]
LOXL4 lysyl oxidase-like 4 [Source:HGNC Symbol;Acc:17171]
SOX21 SRY (sex determining region Y)-box 21 [Source:HGNC Symt
EPCAM epithelial cell adhesion molecule [Source:HGNC Symbol;Acc:
PNCK pregnancy up-regulated nonubiquitous CaM kinase [Source:|
NTRK2

neurotrophic tyrosine kinase, receptor, type 2 [Source:HGNC

GSTM3 glutathione S-transferase mu 3 (brain) [Source:HGNC Symb¢

Geneset Overrepresentation

Rank p-value #in/all

©o~NoOOR~WNE

Density

2e-13
2e-07
6e-07
7e-07
le-06
2e-06
3e-06
3e-06
5e-06
1le-05
le-05
2e-05
2e-05
3e-05
3e-05
3e-05
5e-05
6e-05
7e-05
7e-05
7e-05
7e-05
7e-05
8e-05
8e-05
9e-05
9e-05
9e-05
9e-05
9e-05
le-04
2e-04
2e-04
2e-04
2e-04
2e-04
2e-04
2e-04
3e-04
3e-04
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Geneset

721914 Chr  Chr3

19/149 BP DNA replication

31/370 BP  mitotic cell cycle

9/34 BP glutathione metabolic process

6/13 GSE# SLEBOS_HEAD_AND_NECK_CANCER_WITH_HPV_UP

6/14 GSE# PUJANA_BRCA_CENTERED_NETWORK

81730 BP DNA strand elongation involved in DNA replication

6/15 GSE# KEGG_GLUTATHIONE_METABOLISM

6/16 GSE# BILD_E2F3_ONCOGENIC_SIGNATURE

4/6 GSE# MYLLYKANGAS_AMPLIFICATION_HOT_SPOT_7

221253 miRN hsa-miR-548p

6/19 BP  cellular amino acid biosynthetic process

35/530 Cance Lembcke_Normal vs Adenoma

53/949 CC  nucleoplasm

5/13 GSE# PUJANA_XPRSS_INT_NETWORK

6/21 BP  chromatin organization

5/14 GSE/ VANTVEER_BREAST_CANCER_METASTASIS_DN

6/23 BP  apoptotic mitochondrial changes

5/15 GSE# UDAYAKUMAR_MED1_TARGETS_UP

5/15 GSE# ODONNELL_TARGETS_OF_MYC_AND_TFRC_DN

5/15 GSE/ KIM_MYCN_AMPLIFICATION_TARGETS_DN

5/15 GSE/ KEGG_DNA_REPLICATION

6/24 BP  telomere maintenance via recombination

23/304 CC  mitochondrial inner membrane

13/119 BP  xenobiotic metabolic process

9/60 miRN AGGG-328

5/16 GSE# MEINHOLD_OVARIAN_CANCER_LOW_GRADE_DN

5/16 GSE# SONG_TARGETS_OF_IE86_CMV_PROTEIN

5/16 GSE/ KEGG_BASE_EXCISION_REPAIR

6/25 BP  glutathione derivative biosynthetic process

54/1033 Chr Chr2

4/10 GSE# REACTOME_GLOBAL_GENOMIC_NER

22/298 BP  DNA repair

5/18 BP  nucleotide—excision repair, DNA gap filling

62/1253 BP small molecule metabolic process

15/167 BP cellular nitrogen compound metabolic process

5/19 miRN GTCA-380-5P

64/1318 CC  mitochondrion

4/11 GSE# KALMA_E2F1_TARGETS

4/11 GSE# SMID_BREAST_CANCER_BASAL_UP

p-values
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ot ol o8
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|
. 0.6
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J 0.4
1
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FDR
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1/370 mitotic cell cycle 0 2710 GENTLES modul3 5 3 /304 mitochondrial inner membrane
e 134 Blutalhlone metabolic process 4e-0: 1/1 RHODES UNDIFFERENTIATED CANCER 2e-04 4 /1318 mitochondrion
130 NA strand elongation involved in DNA replication 6e-0. 4 4 KUIPER_MM poor survival 4e-04 2/120 nuclear envelope
19 cellular amino acid biosynthetic process 8e-0. 2115 RHODES CANCER_META_SIGNATURE e-04 /61 kinetochore
21 chromatin organization 8e-0. 2/15 BEN-PORATH_UP e-04 /80 chromatin
23 apoptotic mitochondrial changes 8e-0. 3/ KUIPER_MM good survival e-04 2 /335 centrosome
24 telomere maintenance via recomblnatlon 9e-0: 2116 WOLFER overlap g e-03 /66 condensed chromosome kinetochore
/119 xenobiotic metabolic process 3e-0. 0/14 LIU_COMMON 8ANCER e-03 /83 spindle pole
2 Blutathlone derivative biosynthetic process 3e-0: 0/ SOTIRIOU_BREAST _| CANCER GRADE 1.VS_3 UP e-03 /10 Iateral element
/298 epair 3e-0. 1/ GENTLES “modul5 4e-03 /82 cl
1 nucleotide-excision repair, DNA gap filling 3e-0. 1/ GENTLES modul16 e-03 3/198 transcrlptlon factor complex
/1253 small molecule metabolic process 4e-0; 1/14 LIU_LIVER_CANCER e-02 /15 ve5|cle membrane
116 cellular nitrogen compound metabolic process 4e-0. 1/ GENTLES “modul2 e-02 68 / 4640
5 nucleobase-containing compound metabolic process, 4e-0; 1/ GENTLES modul4 e-02 116 wra nucleocapsm
2 telomere maintenance via semi-conservative replication 4e-0; 1/ GENTLES modul7 e-02 117 mitochondrial envelope
2] DNA replication initiation 7e-0 1/ HANG MM uj e-02 4/31 condensed nuclear chromosome
1. regulation of blood vessel size 9e-0. 1/ SHAUGHNESé)Y MM high risk e-02 13/220 mnochondnal matrix
1390 metabolic process 9e-0. 3/185 SPANG_LPS-index2 e-02 7189 pert
34 base-excision repair 9e-0. 6/316 SPANG_BCL6-index2 e-02 3/20 Synaplonemal complex
p‘ ” g‘l@eset A@%Q ﬁlﬂ! ” Q’Bngéﬁgsls down d 900 alue #}gla” g‘\%%ﬁ%&mcy{es
/1033 Chr2 1.00 8/572 GUDé_Ipsorlass up 0.0 1/391
/630 Chr X 1 0/17 BCHETNIA_EBM up 0.0; 0/142 wllscﬁer GBM_Verhaak-CL_expression_C_u|
/386 Chr 22 1.00 o/ BCHETNIA_EBM down 0.0; 0/142 willscher_GBM_Verhaak—PNmut_expression_C_dow
/1720 Chr1 1.00 0/26 BCHETNIAZEBM-| DM up 0.0 /83 Christensen_hypermethylated_in_secondary glloblastoma
2 Chr 18 A 0/0 0.0; 4/31 KIM prognostic signatureé LTS Vvs. STS
1866 Chr 12 A 0/0 0.026 121 Martinez_Glio_hypermeth
1743 Chr7 A 0/0 0.027 4/37 willscher_GBM_ proleomlcs wtOnly _SpotH
1918 Chr 17 A 0/0 0.0: 122 KIM deleted & downregulatéd in LTS
1602 Chr 10 A 0/0 0.043 5/62 Stuehler_Proteins_up_in_STS
1504 Chr 15 A 0/0 0.044 2/11 willscher_GBM_Verhaak=CL_expression_M_down
1449 Chr 20 A 0/0 0.044 2711 willscher_GBM—Verhaak-MES_expression_M_down
187 Chr 21 A 0/0 0.044 2711 willscher_GBM_Verhaak-PNmut_expression up
g 18 8 rﬁiSCHRG MHC_QBL //i 8;8 885 7;110 \C/mHinaen Wpermethylaled in_grade3_: asﬁocytoma
r .07 2/15
hr A 0/0 0.0: 917169 willscher. roteomics_wtOn ifferencelist
1633 Chr9 / lischer_GBM_p Only_Diff i
/714 Chr6 A 0/0 0.0 4/53 Christensen hypermethylaled in pnmay qlloblastoma
/534 Chr8 A 0/0 0.1 71132 C1rlstensenMpermethylaled in grade olgoastrocymma
1717 Chr 16 A 0/0 0.1 1/4 willscher Swt_proteomics-L_UP
/1135 Chr 19 A 0/0 0.125 5/85 laffaire_Rypermeth_LGG_vs_control
néa” Eé}%sfg&tAD AND_NECK CANCER WITH_HPV_UP nk ! 5ﬁ ue g}rl‘l!a” %Eﬂ-@ﬁ/ﬁLhoc es lJ .0/ 1a"Slg gdﬂ&” gﬁ\lr};e§8$ up
4 PUJANA—BRCA “CENTERED_NETWORK 0.12 17 /400 WIRTH”Nervous System 0.052 2112 DAVE BL UP
5 G_GLUTATHIONE ME 0.15 1/5 WIRTH Pituitary gland 0.060 2/13 El K
6 BILD E2F3 ONCOGENIC_SIGNAT 0.34 1/13 WIRTH Thalamus 0.146 1/5 MASCQUE_mBL UP
AN'GAS AMPLIFICATION HOT SPOT_7 0.36 1/14 WIRTH Globus pallidus 0.147 71140 DAV = vs DLBCL
3 PUJANA XPR T 0.38 1/15 WIRTH Telencephalon 0.198 127291 SPAN
4 VAN REA\STTANCER METASTASIS_DN 0.38 1/15 WIRTH_Cerebellum 0.207 31/852 SPAN C
5 UDAYAKUMAR MEDTTAR ETS_UP 0.52 41120 WIRTH Testis 0.239 11/275 ZHANG_DLBCL mutated
5 ODONNELL_TARGETS OF MYC AND TFRC_DN 0.68 1/36 WIRTH”Placenta 0.279 486 ROSOLOWSKI_red total
g EEI\AG_(IEIIYCV\IAJXMPLIIE%%ON TARGETS_DN 8 g 1; 27 WI&¥E7MUSCIS 0.332 2/38 ROSOLOWSKI:EIUE DO\INN
1/135 . 4/ 1 ROSOLOWSKIblue total
6 MEINHOLD "OVARIAN_CANCER_LOW GRADE DN 0.99 67417 WIRTH_Immune system 1;180 DAVE BL Inter™
6 SONG_TARGETS OF1E86_CMV_PROTEI 0 0/26 WIRTH_Pancreas 4/118 SPANG_LPS 6h P
6 KEGG _BASE_EXCISION _REPAI 00 0/13 WIRTH Sec. I){mphowd organs 3/86 ROSOLOWSKI_green UP
0 REAC E G AL_GENOMIC_NER .00 0/12 WIRTH”Prim. lymphoid organs 2169 SPANG_LPS 6hrs
1 KALMA_E2F1 ETS .00 0/10 WIRTH B- cells 121426 SPANG_CDA40 6hrs DN
1 MID. NCE| .00 0/13 WIRTH Tonsil 3/119 ROSOLOWSKI_green total
1 LIANG_SILENCED BY METHYLATION_DN .00 0/13 WIRTH_Thymus 71274 SPANG_IL21 D'Ng
1 A ME_Ul DING .00 o/ WIRTH_Bone marrow 81327 SPANG_CDA40 6hrs UP
3 NADERI_BREAST_CANCER_PROGNOSIS_UP .00 0/13 WIRTH_Cortex cerebri 1/54 SPANG_BAFF 9hrs DN
l..l(_ — }%a” &% mgr%erg\nsferase activity ée—og € MJ”H&EE— ?t é)gﬁ %St\oma papillary
7148 Byrldoxal phosphate binding 2e-04 5/1 GTCA-380-5P 0/34 Pancreatic cancel
124 A helicase activity 9e-0. 13/198 ATGT-302! 0/22 Glioblastoma muluforme somatic
126 Polasslum channel regulator activity 9e-0: 15/243 ATGT-49: 0/21 Gastrointestinal
187 igase activity e-0. 12/182 TTTT-373 0/ F’IIUIISTV adenoma
128 core promoteér bindin e-0. 10/ 145 AAAG-511 0/36
/41 oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP e—0; 6/6 GCTC-335 0/27 C Iorectal cancer
6/1749 DNA binding e-0. 171309 CTACLET-7A-LET-7B-LET-7C-LET-7D-LET-7E-LET-7F--98-LET-7G- 0/ g lenomas, multh'e colorectal
4719 Wnt-activated receptor activity e-0. 9/127 GACT-212--132 0/35 Prostate canc
4e-0: /11 glutathione bindin: e—0; 718 ATCA-433 0/11 Alzhelmerdlsease susceptibility to
5e-0: 20/342 protein heterodimerization activity e-0; 15/ 267 CACT-128A--128B 0/ Schlzophrenla susceptlm ity to
7e-0 /13 nucleocytoplasmlc transporter activity e-0: 9/136 GCAT-1! 0/ Parkmson
7e-0: 139 NAD bin e—0 413 TAGG-192--215 0/23 Fatocellu\ar carcinoma
e—0 4126 Wnt-—| proteln bindin, % e-0; 117182 TAGC-9 0/29 elanoma and neural system tumor syndrome
e—0: 38/823 sequence-specific DNA binding transcription factor activity e—0. 11/184 GGCA—22 0/30 Ovanan cancer
e-0: 18/318 chromatin binding e—0. 9/139 AA- 29 0/38 Breast cancer
e-0: 4129 cofactor bindin: e—0; 117185 AAA 0/15 Gastric cance
e-0: 257504 nucleotide binding e—0: 6/7 GGCC 193A——1938 0/4 Thyroid Carcinoma, follicular
e-0. 14 /237 enZKme binding e—0; 5/5 TTA-302B 0/36 Lung cancer
e-0. 28/595 binding e—0; 137235 CACT—34A——34C——449 0/12 Bladder cancer

Al I Ra IR Gpldl Dase VI b ceness

l I lg@g?set Ege ! ! ACIET L 46
1/2 miR-127 3e-04 6/30 hsa 0.07 2114 ACIEJ] L 19
1/2 miR-129 9e-04 12/ 32 hSa m 0.12 1/4 ACIEJ] L 41
1/2 miR-193a 1le-0: 11/ sa-MmiR—! 0.15 1/5 ACIEJ”] L 20
1/3 miR-223 2e-0. 10/ 10 0.15 1/5 ACIEJ”] L 28
1/4 miR-195 3e-0: 9/9 0.22 1/8 ACIEJ] L 50
1/4 miR-34c¢ 4e-0: 19/313 0.29 1/11 ACIEJ”] L 15
1/5 miR-101 6e-0: 21/368 0.36 1/14 ACIEJ”] 0
1/5 miR-126 6e-0: 7170 0.36 1/14 ACIEJ”] L
1/5 miR-320 7e-0: 19/325 0.38 1/15 ACIEJ”| L 16
1/6 miR-26a 7e-0: 5/39 1.00 0/16 ACIEJ”] L
1/7 miR-145 7e-0: 9/109 1.00 0/13 ACIEJ| L 10
1/ miR-222 7e-0: 16 /258 1.00 0/7 ACIEJ”] L13
1/ miR-17 8e-0: 20/ 356 1.00 0/9 IACIEJ”]| L 14
1/13 iR-1 9e-0: 717 1.00 0/2 IACIEJ]| L17
1/13 miR-34a 9e-0: 717 1.00 0/4 ACIEJ] L
0/ let-7a 9e-0. 16 /264 1.00 0/15 ACIEJ] L 22
0/ let-7b 9e-0. 18/311 mi 1.00 0/4 ACIEJ] L 23
o/ let-7c 1e-0. 137199 1sa miR— 181c 1.00 0/12 ACIEJ]| L 24
0/6 let-7d 1e-0: 10/136 hsa-miR-576-3p 1.00 0/14 ACIEJ] L 26
%; ‘(all géﬁﬂ@%ﬁ&cl ah_k .004 alue %Wﬂg Wéﬁt? ts b04§ %[ﬂr{a" ﬁ mtsiskeletal.muscle.psoas
2111 .. 0.02: 3/20 YC Metab 0.05 112 VAQUERIZAS”Kidne: P/
2/13 GUST/ | 0.02: 46 /1095 HEBENSTREIT hlgh expression TF 0.07 130 VAQUERIZAS Fetal lung
1/12 0.13: 4/63 YC_Targets UP 0.08 /15 VAQUERIZAS”Adrenal gland
1/13 0.22 1/8 YC Cel C cle 0.09 /16 ERIZAS_Fetal thyroid
0/15 0.22 1/8 rocessmg binding UP 0.13 140 UERIZAS Fetal brain
0/12 0.70¢ 33/1146 -|EBENST EIT low expression TF 0.15 122 VA UERIZASSpinal cord
0/11 1.000 0/14 0.15 143 VAQUERIZAS Uterus
0/15 1.000 0/5 F 0.30 162 VAQUERIZAS Lung
0/14 BENTINK src 2 1.000 0/9 YC*Farge!s DOWN 0.32 /37 VAQUERIZAS_Prostate
0/0 1.000 0/4 'YC”Apoptosis UP 0.33 /38 VAQUERIZAS Testis
0/0 1.000 0/2 YC Cell cycle Dt 0.34 /13 VAQUERIZAS”Skin
0/0 1.000 0/4 C_Cell growth and prol\feratlon upP 0.34 /13 VAQUERIZAS™Ovary
0/0 1.000 0/2 YC Chromatin_maodification UP 0.34 139 VAQUERIZAS Thyroid
0/0 1.000 0/7 YC”DNA repair UP 0.37 141 VAQUERIZAS Thymus
0/0 1.000 0/3 YC_DNA replication 0.39 143 VAQUERIZAS_Whole brain
0/0 1.000 0/2 YC_ECM cell adhesion DO! 0.40 116 VAQUERIZAS”Pancreas
0/0 1.000 0/16 YC_Protein synthesis de: radatlon uP 0.40 144 VAQUERIZAS”Placenta
0/0 1.000 0/2 YC_Signal transduction UP 0.47 120 VAQUERIZAS”Adrenal cortex
0/0 1.000 0/3 YC_Tumor supressor genes UP 0.53 124 VAQUERIZAS Trachea




K—Means Cluster

Spot Summary: L

Spot Genelist

# metagenes = 27 Rank maxe
# genes = 418 ID min &
1 4319 409  -268
<r> metagenes = 0.93 2 1 384 -2.36
<r>genes =0.34
beta: r2= 23.03 / log p= -Inf 3 ok sos 216
4 401138 3.58 -1.16
i = 0,
# samplgs with spot = 60 ( 21.8 %) - i e
Atypical : 8 (10.8 %)
Classical : 2 (6.2 %) 6 4316 339 -2.29
Mesenchymal : 46 (54.1 %) 7 s 232 15
Basal : 4 (4.8%)
8 4322 3.32 -1.16
9 4314 331  -3.02
10 3569 3.28 -15
11 3043 3.2 -3.20
12 3039 3.15 -1.75
Overview Map Spot 13 6374 314 09
50 14 3553 313 -2.37
40 — 15 414062 313 -213
16 6372 3.07 -1.65
30
17 55107 3.05 -2.27
20 18 2201 299 -1.35
10 19 3576 296  -2.98
# 20 4320 288  -1.94
1 T T T
1 10 20 30 40 50 1 10 20 30 40
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Description
Symbol

MMP10 matrix metallopeptidase 10 (stromelysin 2) [Source:HGNC Sy
RP11-986E7.7

HBA2 hemoglobin, alpha 2 [Source:HGNC Symbol;Acc:4824]
AMTN  amelotin [Source:HGNC Symbol;Acc:33188]

SPP1  secreted phosphoprotein 1 [Source:HGNC Symbol;Acc:1125!
MMP7  matrix metallopeptidase 7 (matrilysin, uterine) [Source:HGNC
SHISA2 shisa family member 2 [Source:HGNC Symbol;Acc:20366]
MMP13 matrix metallopeptidase 13 (collagenase 3) [Source:HGNC S
MMP3  matrix metallopeptidase 3 (stromelysin 1, progelatinase) [Sou
IL6 interleukin 6 (interferon, beta 2) [Source:HGNC Symbol;Acc:€
HBB hemoglobin, beta [Source:HGNC Symbol;Acc:4827]

HBA2 hemoglobin, alpha 2 [Source:HGNC Symbol;Acc:4824]
CXCL5 chemokine (C-X-C motif) ligand 5 [Source:HGNC Symbol;Ac
IL1B interleukin 1, beta [Source:HGNC Symbol;Acc:5992]
CCL3L3 chemokine (C-C motif) ligand 3-like 3 [Source:HGNC Symbc
CXCL6 chemokine (C-X-C motif) ligand 6 [Source:HGNC Symbol;Ac
ANO1  anoctamin 1, calcium activated chloride channel [Source:HG!
FBN2 fibrillin 2 [Source:HGNC Symbol;Acc:3604]

IL8 interleukin 8 [Source:HGNC Symbol;Acc:6025]

MMP11 matrix metallopeptidase 11 (stromelysin 3) [Source:HGNC Sy

Geneset Overrepresentation

Rank p-value #in/all Geneset

1 3e-86 94 /250 Lympl LENZ_Stromal signature 1
2 6e-66 721190 CC  extracellular matrix
3 4e-65 781242 BP  extracellular matrix organization
4 2e-56 138/1182 CC extracellular region
5 Te-46 97/683 CC extracellular space
6 le-42 85/553 Cance Lembcke_Colonic Inflammation
7 4e-36 34/69 BP extracellular matrix disassembly
8 4e-34 471183 CC  proteinaceous extracellular matrix
9 2e-32 53/265 Glio willscher_GBM_Verhaak-CL_expression_B_up
10 2e-32 53/265  Glio willscher_GBM_Verhaak-MES_expression_B_up
11 2e-32 53 /265 Glio  willscher_GBM_Verhaak-PNwt_expression_B_down
12 2e-32 53/265 Glio  willscher_GBM_Verhaak-PNmut_expression_B_down
13 6e-32 63/403 BP  cell adhesion
14 1e-29 29/64 BP  collagen catabolic process
15 9e-24 24157 MF  extracellular matrix structural constituent
16 1e-23 15/16 MMM MACIEJ_MMML 1
17 5e-23 27183 CC  basement membrane
18 8e-19 13/16 GSE# FARMER_BREAST_CANCER_CLUSTER_5
19 le-17 33/204 BP  angiogenesis
20 3e-17 12/15 GSE# CROMER_TUMORIGENESIS_UP
21 2e-16 28/153 CC  endoplasmic reticulum lumen
22 2e-16 40/330 CC cell surface
23 2e-16 16/37 BP  collagen fibril organization
24 2e-16 25/119 Lymp ROSOLOWSKI_green total
25 3e-15 12/19 MF  extracellular matrix binding
26 3e-15 11/15 GSE/ ONDER_CDH1_TARGETS_2_UP
27 5e-14 18/68 cc  collagen
28 6e-14 17 /59 Lymp! LENZ_Stromal signature 2
29 2e-13 22/117  Glio GIEZELT_GBM_WT_up_VS_mut
30 3e-13 19/85 MF  integrin binding
31 5e-12 17/76 BP  wound healing
32 6e-12 461579 MF  calcium ion binding
33 le-11 30/269 BP  inflammatory response
34 le-11 69/1146 TF HEBENSTREIT_low expression TF
35 le-11 35/364 BP  negative regulation of cell proliferation
36 2e-11 9/15 GSE/# ONDER_CDH1_SIGNALING_VIA_CTNNB1
37 2e-11 8/11 MF  platelet-derived growth factor binding
38 2e-11 8/11 Glio  Phillips MES up vs Prolif & PN
39 2e-11 16/72 CC extracellular vesicular exosome
40 3e-11 12/35 Glio Colman_survival_associated
p-values
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extraceﬁTar matrix

extracellular region

extracellular space .

proteinaceous extracellular matrix

basement membran

endoplasmic reuculum lumen

cell surface

collagen

extracellular ves|cular exosome
lasma membrane

76 wound h
269 |nflammat0ry respons
ﬁ]auve regulation of celI proliferation
29 migration
ceIIuIar response to amino acid stimulus
407 blood coagulati
14 positive regulauon of cell migration
embr{o implantation
| system development
chondroitin sulfate brosymhetlc process
06 leukocyte migration
chondrumn sulfate metabolic process
99 axon
neganve regulauon of canonical Wnt signaling pathway

olgi lumen
cell=cell junction
10/65 Iysosomal lumen
7711837 [n de

1 lamellipo

3 platelet alpha granule lumen
basal lam
162 external s|de of plasma membrane
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secretory granule
sarcolemma

#é Mg” ngae Fnalrlx organization i Egﬁlne
34/69 extracellular matrix disassembly 4e-07
637403 cell adhesio 6e-03
9 /64 collagen catabohc process 6e-03
3 /204 angiogenesis 4e-02
137 collagen f|b|r|l organization 6e-02
ng

S@li . .
grﬁ&!% olonic Inflammation
GENTLES modull7
HODI SCANCER META SIGNATURE

LIU PROSTATE_CANCE
GENTLESﬁmodHLG
GENTLES modulll

LIU BREAST_CANCER
GENTLES_modul

RHODES UNDIFFERENTIATED_CANCER

LIU PROSTATE_CANCER_UP

EN-PORATH_UP
GENTLES_modul13
GENTLES modul10

PANG [PS-index2

KUIPER_ MM good survival
SHAUGFlNES YBMMZhlgh risk

SOTIRIOU BREAST CANCER_GRADE 1 VS 3 DN
SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_U!

w
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i
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#él’l%" g?‘/neset Aﬁ%—adg ?9';'{%” %ngéﬁ;ss down %w&” S_l‘llgrn %%tM Verhaak-CL_expression_B_up
4 /618 Chr 4 7e-01 13/572 GUDJ_psoriasis up 53/265 willscher_GBM™Verhaak-| lvES expression_B_u
5/ 699 Chr 1e+00 0/17 BCHETNIA_EBM up 53/265 willscher_GBM_Verhaak-PNwt_expression_B_down
.05 3 /633 Chr 1e+00 0/2 BCHETNIA_EBM down 53 /265 wnlscwer GBM Verhaak-PNmut_expression_B_down
. /232 Chr18 1e+00 0/26 BCHETNIAZEBM-| DM up 22/117 IJ mut’
. 9 /957 Chr11 NA 0/0 8/11 Phlllrps MES up vs Prolif & 3'N
. /280 Chr 13 NA 0/0 121/35 Colman_survival_associated
. 5/504 Chr 15 NA 0/0 15/68 cultured-astroglia vs. in vivo astrocytes
. 123 Chr HSCHR6_MHC_DBB NA 0/0 11/49 Christensen_hypomethylated_in_primary_glioblastoma
. 711033 Chr NA 0/0 11/58 Christensen_hypomethylated_in_secondary glmblastoma
. 1187 Chr 21 NA 0/0 7123 Christensen hypomethylated in_grade3 asTroca/
. 0/386 Chr 22 NA 0/0 15/142 Christensen_hypermethylated_in gradeZ oligo endroghoma
. 2 | 866 Chr 12 NA 0/0 12 /105 wuan. 1er_GBM_proteomics_wtOnly_SpofB
. 8/714 Chr NA 0/0 9/58 PC
. 3/519 Chr 14 NA 0/0 12/112 Chrlslensen hypermethylated_in_grade2_oligoastrocytoma
. 1/449 Chr 20 NA 0/0 7137 Christensen_hypomethylated Tn_ependymoma
. 3/534 Chr NA 0/0 12/132 Christensen_hypermethy Iale(T in grade3 oligoastrocytoma
. 41/1720 Chr NA 0/0 7148 Noushmehr“Pron_GCI dy rmeth
3 20/914 Chr NA 0/0 4/13 Christensen_hypometh: Iate in gradéz oligodendroglioma
. 12/602 Chr 10 NA 0/0 3/6 Martinez_Glio_hypometh
BAube 4 I SRie e
e-19 :”]{9” WQ&EAST CANCER_CLUSTER_5 nk e-04 ue 4#J[£l!all ﬁlsﬂ-ﬁ%@tl 'mphoid organs J/ I @ r%%tal signature 1
2/15 CROMER_ TUMORIGENESIS_UP 4e-02 2112 WIRTHZPrim. lymphoid organs 5/119 ROSOLOWSKI_green total
1/15 ER_CDH1 TARGETS 4e-02 2113 WIRTH_Cortex cerebri 7159 LENZ Stromal signature 2
115 R”CDH1_SIGNALING VIA CTN e—02 3/36 WIRTH”Placenta 0/86 WSKI_green UP
115 MASRI RESISTANCE_TO IFEN AND AROMATASE_INHIBITORS_ e-01 1/12 WIRTH_Iﬁ/‘mphocytes 1118 SPANG LPS 6hrs UP
/15 R C R HEPAT e-01 1/13 WIRTH 138 ROSOLOWSKI_blue DOWN
/15 DASU IL6 SIGNALING SCAR D e-01 1/13 WIRTH*I'hyrord gland 122 DAVE_NFkB BC DN
116 ROZANOV:MMPlél TARGETS_SUBSET e-01 10/ 400 WIRTH”Nervous System /24 SPANG_BAFF 9hrs UP
112 LY AGING_M LE U e-01 3/127 WIRTH_ MuSCIe 2327 SPANG_CD40 6hrs UP
7115 MISHRA CARCINOlVlA ASSOCIATED_FIBROBLAST_UP e-01 1/62 WIRTH Live /28 DAVE_Immune response 1
6/10 JEON SMAD6_TAR e+00 0/5 WIRTH”]| PIIuIIary gland / MASCQUE _GCB
6/10 VERRECCHIA ONSE_TO_TGF| e+00 0/26 WIRTH_Pancreas 417100 ROSOLO! WSKI blue total
7116 TURASHVILI BREAST LOBULAR ARCINOMA VS_DUCTAL_NORMAL _| e+00 0/417 WIRTH” Immune system /112 DAVE BL
7116 LIEN_BREAST CA CINOMA METAPLASTIC e+00 0/10 WIRTH_B-cells /13 BEI mBL UP
7/16 U PDEF_TARGETS U e+00 0/13 WIRTH Tonsil /116 WRIGHT “ABC
7/16 CRDON%UTST STROMAL_STIMULATION_UP e+00 0/6 WIRTH Bone marrow 4 /86 ROSOLOWSKI red total
7116 CMV_ALLC DN e+00 0/14 WIRTH Globus pallidus 4 120 DAVE_ImmuneT response 2
5/7 TSUNODA CISPLATIN_RESISTANCE_UP e+00 0/15 WIRTH Telencephalon 5 41140 DAVE BL-vs-DLB!
6/13 TURASHVILI BREAST_LOBULAR CARCINOMA VS_LOBULAR_NORMAL e+00 0/16 WIRTH Hippocampus 5 11/ 426 SPANG CD40 Ghrs DN
6/13 MAHADEVAN_GIST_MORPHOLOGICAL_SWITCH e+00 0/13 WIRTH_Thalamus 5 71274 SPANG_IL21

b p- I %Méo be 5@4@4' (%e—rlgaez,p--goc--goo--soB--m -

5e 0‘? /362
6e-04 8 175

9e-04 11/141
1le-0: 21/401
2e-0: 271577
4e-0: 14 /243
4e-0: 14/ 247

éﬂn{?” erlrace?éar matrix structural constituent L e é}g é E E E§St\oma papillary
12/19 extracellular matrix bindin 0/34 Pancreatic cancel
19/85 integrin binding CAGT 2008——200C——429 0/22 Glioblastoma muluforme somatic
46 /579 calcium ion binding GGCA-324-3P 0/21 Gastrointestinal
8/11 latelet—derived growth factor binding ATAC-20: 0/ Pnunary adenoma
187112 eparin binding CCA- 0/36
11744 lagen bindin GTGC-506 0/27 Cglorectal cancer
6/12 transforming growlh factor beta binding ATGT-493 0/ lenomas, multlple colorectal
7/19 L-ascorbic acid bint GC-96 0/35 Prostate canc
12773 metallo%eptldase actlw y 4e-0: 9/1 ATGA-205 0/11 Alzhelmerdlsease susceptibility to
254/8 protein ng 5e-0; 13/225 TATT-374 0/ Schrzophrenla susceptrbr ity to
12/8 metalloendopeptidase activity 6e-0 12/205 GTAC—].Ol 0/ Parkinson disea
5/ 12 activin binding 7e-0: 117182 TAGC; 0/23 ?atocellu ar carcrnoma
217280 receptor binding 1le-0: 1317244 GTGC 25——32——92——363——367 0/29 elanoma and neural system tumor syndrome
6/21 glycosaminoglycan binding 1e-0 135 GCAA-431 0730 Ovarlan cancer
8143 chemokine activi 1le-0: 145 AAAG-511 0/38 Breast cancer
5/15 ?atelet derived growth factor receptor binding 2e-0. 171375 ACTG—27A——27B 0/15 Gastric cancel
5/16 ibronectin binding 2e-0; 107184 0/4 Thyroid Carcinoma, follicular
7141 SMAD binding § . i . . 2e-0; 4142 CAGG 4 0/36 Lung cancer
6/29 oxidoreductase activity, acting on paired donors, with incorporation or reductic 2e-0. 17 /391 TGAA-181A--181B--181C--181D 0/12 Bladder cancer
LN ALY LA haN LA o] DaSE MDD ponsy
é 1 I !angzset I 23 /{ ACIET L
3/12 miR-29 hsa-miR- 452* 7711 ACIET L 31
0 4126 miR-21 0.00 16/311 hsa-let=7f 2/4 ACIEJ”] L 23
0 215 miR-143 0.00¢ 5/ hsa mIR-1224-3p 217 ACIEJ] L 13
0 216 miR-200c 0.01: 16/336 2/11 ACIEJ”] L
0 1/2 miR-101b 0.01: 15/311 2/13 ACIEJ”] L
0 1/2 miR-18 0.01: 16 /341 1/2 ACIEJ”] L 46
0 1/2 miR-346 0.01! 9/151 1/4 ACIEJ”] 40
0 1/3 miR-197 0.02: 5/63 0/13 ACIEJ”] L 10
0; 1/4 miR-429 0.03 9/171 0/9 ACIEJ| L 14
1/5 miR-126 0.03! 147321 0/11 ACIEJ”] L 15
1/5 miR-141 0.03! 6/96 0/15 ACIEJ| L 16
1/5 miR-200a 0.03: 8/150 0/ ACIEJ| L17
1/5 miR-200b 0.03: 4/50 0/14 IACIEJ”]| L19
1/5 miR-205 0.03! 15 /356 0/4 IACIEJ]| L
1/7 miR-145 0.04: 4/52 0/5 IACIEJ]| L 20
1/8 miR-222 0.044 8/155 0/15 ACIEJ”] L 22
1/8 miR- 6/104 0/12 ACIEJ] L 24
0/11 let-7a 0.05: 5/80 hsa-miR 339 Sp 0/14 ACIEJ”] L 26
0/6 let-7b 0.05f 4157 hsa-miR-629 o/ ACIEJ] L 27
%‘!a” alm ef]\./alue ?@ll‘fﬁu %B\%‘T@EIT low expression TF Q{a" Ul L Uterus
2115 2e-0. 2/9 YC_Targets DOWN 5/62 VAQUERIZAS”Lung
5 1/11 5e-0. 1/2 YC_ECM cell adhesion DOWN 129 VAQUERIZA 7Smooth muscle
8 1/13 1e-0. 1/5 YC_TF and cofactors /30 VAQUERIZAS Fetal lu
8 1/13 4e-0: 1/20 YC Melabohsm up /116 UERIZAS Fetal Ihyro|d
0.30 1/14 8e-0. 1/63 YCja%; s UP 137 VAQUERIZA rostate
1.00 0/12 1e+00 19 /1095 HEBENS REIT h|gh expression TF /39 VAQUERIZAST] d
1.00 0/11 1e+00 1871233 IM_MYC ta /44 VAQUERIZAS Placenta
1.00 0/15 1e+00 0/14 O C F 122 VAQUERIZAS”Spinal cord
1.00 0/14 BENTINK src 2 1e+00 0/5 /24 ZAS Trachea
A 0/0 1e+00 0/4 YC Apopt05|s UpP /40 VAQUERIZASFetal brain
A 0/0 1e+00 0/8 'YC_Cell cycle UP /13 VAQUERIZAS™.
A 0/0 1e+00 0/2 YC Cell cycle Dt /13 VAQUERI ZAS_Ovary
A 0/0 1e+00 0/4 C_Cell growth and prollferauon upP /16 VAQUERIZAS Pancreas
A 0/0 1e+00 0/2 YC Chromatin_maodification UP 116 VAQUERI ZAS Sallvary gland
A 0/0 1e+00 0/7 'YC_DNA repair UP 116 VAQUERIZA
A 0/0 1e+00 0/3 'YC_DNA replication UP 119 VAQUER] ZAS Pnunar
A 0/0 1e+00 0/16 YC”Protein synthesis degradation UP 120 VAQUERIZAS”Adrenal cortex
A 0/0 1e+00 0/8 YC_RNA processing binding UP 162 VAQUERIZAS"Whole blood
A 0/0 1e+00 0/2 'YC_Signal transduction UP 138 VAQUERIZAS Testis




K—Means Cluster

Spot Summary: M Spot Genelist Geneset Overrepresentation

# metagenes = 60 Rank max e r Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 619
1 25805 2.63 -1.74  0.29 BAMBI BMP and activin membrane—-bound inhibitor [Source:HGNC ¢ 1 3e-11 34242 BP  extracellular matrix organization
2 3e-10 33/250 Lympl LENZ_Stromal signature 1
<r> metagenes = 0.77 2 1469 251 -0.85 022 CSTL cystatin SN [Source:HGNC Symbol;Acc:2473] 3 6e-10 43/403  BP  cell adhesion
<r>genes =0.18 4 5e-09 154/2659 CC  plasma m.embrane .
3 3486 244 -2.35 0.27 IGFBP3 insulin-like growth factor binding protein 3 [Source:HGNC Sy 5 5e-08 18/104 BP  glycosaminoglycan metabolic process
beta: r2=6.55 / log p= ~Inf 6 6e-08 20/128  CC focal adhesion
4 768 241 -133 042 CA9 carbonic anhydrase IX [Source:HGNC Symbol;Acc:1383] 7 8e-08 32/297  MF  actin binding
. 8 8e-07 21/163  CC  synapse
# samples with spot = 18 (6.5 % uncti
p P ( ) 5 2239 229 -094 043 GPC4 glypican 4 [Source:HGNC Symbol;Acc:4452] 9 8e-07 30/297 cC  celljunction
Mesenchymal : 18 (21.2 %) 10 9e-07 358/8023 MF  protein binding
6 5% 223 -216 034 CCNDL cyclin D1 [Source:HGNC Symbol;:Acc:1582] 11 1e-06 22/184  CC  actin cytoskeleton
12 2e-06 31/330 CC cell surface
7 8614 216 13 0.48 STC2  stanniocalcin 2 [Source:HGNC Symbol;Acc:11374] 13 3e-06 19/149 BP  actin cytoskeleton organization
14 4e-06 58/835 CC integral to plasma membrane
8 1021 211 -1.65 0.56 CDK6 cyclin—dependent kinase 6 [Source:HGNC Symbol;Acc:1777] 15 4e-06 75/1182 CC  extracellular region
16 5e-06 7411167 BP  signal transduction
9 55603 211 -1.76 0.38 FAMA46A family with sequence similarity 46, member A [Source:HGNC 17 5e-06 105/1837 CC membrane
18 6e-06 167/3274 CC integral to membrane
— kelet
10 3310 2.09 -0.79 0.36 HSPA6 heat shock 70kDa protein 6 (HSP70B') [Source:HGNC Symb: 19 8e-06 30/333 cc cyto.s © e_ on
20 1e-05 12/70 BP cell junction assembly
X " . . 21 1e-05 7122 BP  positive regulation of BMP signaling pathway
A -0. . lut family 13 (sodium-di dent citrate ti t
11 284111 2.07 0.78 0.35 SLC13A5solute carrier family 13 (sodium-dependent citrate transporte 22 26-05 /33 ME  Rho GTPase binding
12 85409 2.06 176 028 NKD2 naked cuticle homolog 2 (Drosophila) [Source:HGNC Symbol 23 2005 27/209  BP  axonguidance
: . : 9 P h 4 24 3e-05 5/11 cc filopodium membrane
- . 25 3e-05 5/11 GSE/ REACTOME_DOPAMINE_NEUROTRANSMITTER_RELEASE_CYCLE
Ove rview M ap S pot 13 3311 2 -0.73 037 HSPA7 heat shock 70kDa protein 7 (HSP70B) [SourceHGNC Symbe 5 36-05 207190 cC  extracelular matrix
27 3e-05 12/78 BP  ossification
50 — 14 10644 1.94 -212 048 IGF2BP2insulin-like growth factor 2 mRNA binding protein 2 [Source:t 28 46-05 9/45 CC  stress fiber
. o " 29 4e-05 471683 CcC extracellular space
40 — 15 6349 191 -0.69 055 CCL3L3 chemokine (C-C motif) ligand 3-like 3 [Source:HGNC Symhc 30 5e-05 5/12 BP  heparan sulfate proteoglycan biosynthetic process
31 5e-05 5/12 GSE# NUTT_GBM_VS_AO_GLIOMA_UP
16 5473 1.9 -061 039  PPBP pro-platelet basic protein (chemokine (C-X-C motif) ligand 7 35 5e-05 12/82 BP  endoplasmic reticulum unfolded protein response
30 33 5e-05 40/553  Canct Lembcke_Colonic Inflammation
17 22943 1.89 -0.93 045 DKK1  dickkopf WNT signaling pathway inhibitor 1 [Source:HGNC S 34 56-05 11/70 BP  cell-matrix adhesion
20 35 5e-05 81/37 MF  transferase activity, transferring hexosyl groups
18 8632 1.83 -0.73 0.35 DNAH17 dynein, axonemal, heavy chain 17 [Source:HGNC Symbol;Ac 36 7e-05 5/13 GSE/ MAHADEVAN_GIST_MORPHOLOGICAL_SWITCH
37 7e-05 7129 CC  dendritic shaft
10 19 2296 1.83 -1.35 0.35 FOXC1 forkhead box C1 [Source:HGNC Symbol;Acc:3800] 38 8e-05 16/142 Glio Christensen_hypermethylated_in_grade2_oligodendroglioma
39 9e-05 11/74 BP  integrin-mediated signaling pathway
1 20 114335 1.82 -0.83 0.64 CGB  chorionic gonadotropin, beta polypeptide [Source:HGNC Sym 40 9e-05 10/62 MF transferase activity, transferring glycosyl groups
I I I
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ﬁ”‘!ﬁ” Qﬁ%&mtnamx organization éefdelne ﬁjlﬂé%” g olionlc Inflammation Qe OQalue #ép/?elalg Sé\%%ﬁ\{)rane
43/403 cell adhesion 2e-0; 4715 LIU PRUSTATE CANCER_DN focal adhesion
18/104 glycosaminoglycan metabolic process 1e-0: /14 WANG_ER UP ™ e 7 1 / 163
19/149 actin cytoskeleton organlzauon 5e-0. 2/185 SPANG_ LPS-index2 8e-07 0 /297 cell Junc ion
7411167 qna| ransduction 7e-0. 114 LIU PROSTATE CANCER UpP le-06 2 /184 actin cytoskeleton
12/70 ell junction assemb 8e-0. /13 ENTLES modull6 2e-06 1 /330 cell surface
7122 posmve regulation of BMP signaling pathway 8e-0: 71316 SPANG BCL6—|ndex2 4e-06 58 /835 integral to plasma membrane
271299 axon gu\dance 1e-0. /14 LIU_LIVER 4e-06 7571182 exrracellular region
12/78 0SSi 2e-0: 4 /530 Lembcke N'ormal vs Adenoma 5e-06 05/1837 membral
5/12 heparan sulfate proteoglycan biosynthetic process 3e-0. 110 LIU BREAST CAl 6e-06 67 /3274 Integral IO membrane
12/82 endoplasmic retlculum unfolded protein response 3e-0. 148 KUIPER_MM poor survn/al 8e-06 0 /333 cytoskeleton
11/70 cell-matrix adhesjol 4e-0; 113 GENTLES modul12 3e-05 /11 filopodium membrane
11/74 integrin—-mediated sgnahng pathway 4e-0: 115 SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_DN 3e-05 0 /190 extracellular matrix
29/364 negative regulation of cell prollferatlon 4e-0; /15 GENTLES “modul. 4e-05 145 stre
8/4 netromuscular process controlling balant 4e-0; 115 GENTLES_moduI 13 4e-05 47 /683 extrace| u?ar space
10/64 activation of signaling protein activity mvolved in unfolded protein response 5e-0 116 GENTLES modulll 7e-05 7129 dendrmc shaft
6/2; glycosaminoglycan catabolic process 7e-0 133 KUIPER M‘Mgood survival le-04 331/436 Golgi membrane
6/2 negative regulation of insulin receptor signaling pathway 8e-0. 139 NG MM Lg) 2e-04 16 /15 endoplasmlc reticulum lumen
6/2: ventricular Septum morphogenesis 9e-0 168 SHAUGHNES Y _MM high risk 2e-04 200/4310
18/185 platelet activation 1e+00 115 RHODES_CANCER_META_SIGNATURE 4e-04 13/116 Iamelllpodlum
%ﬂ!&)” g‘l?fzneset II@%Q %M%” E_? ﬁ;sls down d Pe— ﬂmﬁ" Chr nescﬁt'l ermethylated_in_grade2_oligodendroglioma
24/ 449 Chr 20 0.07 1/ BCHETNIA_EBM down 3/110 Christensen”hypermethylated_in_grade3”asfrocytoma
347743 Chr7 1.00 8/572 GUDJ sor|a5|s up /64 Christensen_hypermethylated_in_grade2_astrocytoma
.15 25/534 Chr8 1.00 0/17 NIA S 2/112 Christensen_hypermethylated”_in_grade2”oligoastrocytoma
. 42 /957 Chr 11 1.00 0/26 BCHETNIA EBM M up 3/132 Christensen_hypermethylated_in_grade3_oligoastrocytoma
. 4280 Chr13 A 0/0 153 Christensen_hypermethylated_in_primary_ glioblastorna
. 9 /918 Chr 17 A 0/0 4 168 cultured astroglia vs. in Vivo astrocytes
. 6 / 630 Chr X A 0/0 14 willscher_GBM_Verhaak—-CL expression_E_up
. 6 /633 Chr9 A 0/0 14 willscher_GBM”Verhaak-PNwt_expression_E_down
. 9/ 717 Chr 16 A 0/0 14 willscher_ GBM”Verhaak-PNmut_expression_E_down
. 1232 Chr 18 A 0/0 114 RHAAK_CL subtype
. 152 Chr HSCHR6_MHC_QBL A 0/0 154 willscher GBM rmeomlcs ,_wtOnly_SpotG
. 4 /386 Chr 22 A 0/0 /16 VEI M ’\%p
. 5/714 Chr 6 A 0/0 /95 GIEZELT GBM_| MG methyl_up_VS_nonmethyl
. 1187 Chr 21 A 0/0 2 /379 n_a
. 39/1135 Chr 19 A 0/0 4 6 /265 willscher_GBM_Verhaak-CL_expression_B_up
. 60/1720 Chr1 A 0/0 4 6/ 265 willscher_GBM”Verhaak-MES_expression B_u
. 29 /866 Chr12 A 0/0 4 6/ 265 willscher GBMWerhaak PNwi_expression_| E lown
3 20/618 Chr 4 A 0/0 4 6 /265 willscher_GBM_Verhaak-PNmut_expression_B_down
A 16 /504 Chr15 A 0/0 4 /21 Martinez_( G|I0 _Fypermeth
BAube 4 I SRiue 4 o I&é”gﬁja;
e—0! #} n{a” %&%tDOPAMINE NEUROTRANSMITTER_RELEASE_CYCLE nk .009 ue %n{&” F@ﬁee\}u s System e a .J, I @ﬁ{'gﬁ)ﬁtﬂl signature 1
0! 112 NUTT GBM_ VS _AO_GLIOMA UP 0.017 3/15 WIRTH Telencephalon 0 LENZ” Stromal 5|gnature
0! 113 HKDEVA'N GIST _MORPHOLOGICAL _SWITCH 0.150 3/36 WIRTH Placenta 18/291 SPANG_| upP
0: 114 LOP ESOTHELTOMA_SURVIVAL OVERALL DN 0.317 1/10 WIRTH B-c 19/327 SPANG_ CD4O 6hrs UP
0 115 SAKAI TUMOR INFILTRATING MONO! 0.390 1/13 WIRTHZ Sec Iymphowd organs 41 /852 SPANG_BCR DN
5115 YAGI_AML RI G IS 0.390 1/13 WIRTH Thal 71100 ROSOLOWSKI_blue total
4/ WEINMANN ADAPTATIO POXI, 0.390 1/13 WIRTH_thrO\d gland /16 WRIGHT_ABC UP
5/16 REACTOMFCELLEXTRACELI:ULAR MATRIX INTERACTIONS 0.413 1/14 WIRTH_Globus pallidus 4275 ZHANG_DLBCL mutated
4/10 HELLER HDA( RGETS_UP 0.679 2162 WIRTH  Liver 120 DAVE _Immune response 2
4110 REACTOME SEROTONIN 'NEUROTRANSMITI'ER RELEASE_CYCLE 0.942 21120 WIRTH Testis /13 BENTINK_mBL UP
4112 VERRECCHIA RESPONSE Tt 0.992 1/127 WIRTH Muscle /14 WRIGHT "GCB UP
4/13 ZHANG _RESPONSE TO IKK NHIBITOR AND_TNF_UP 1.000 21417 WIRTH Immune system /69 SPANG_LPS 6hrs
e 4113 VERRECCHIA RESPONSE_TO TGFBl C3 1.000 0/ WIRTH Pituitary gland 5/426 SPANG_CDA40 6hrs DN
4/13 SIG_REGULATION OF THE ACTIN CYTOSKELETON BY RHO_GTPASE 1.000 0/26 WIRTH_Pancreas 4/118 SPANGLPS 6hrs UP
4/14 LOPEZ MESOTHELIOMA SURVIVAL WORST VS_BEST_UP 1.000 0/12 WIRTHZPrim. Iymphmd organs /28 DAVE_Tmmune response 1
4714 VERRECCHIA EARLY RESPONSE_TO TGF 1.000 0/13 WIRTH Tonsil /86 ROSO'LOWSKLIJ_F?reen upP
4114 KEGG_GLYCOSAMINOGLYCAN BIO YNTHESIS_HEPARAN_SULFATE .000 0/13 WIRTH Thymus 3 /755 G_BCR
4114 REACTOME_FURTHER PLATEI:ET RELEASATE 1.000 0/12 WIRTH “Lymphocytes 154 SPANG_BAFF 9hrs DN
4114 REACTOME SIGNALING B OTCH 1.000 0/ WIRTH_Bone marrow 1119 ROSOLOWSKI reentotal
4115 LIU_PROSTATE_CANCER_| DN 1.000 0/13 WIRTH_Cortex cerebri 1274 SPANG_IL21 D
lue #j > Ll %%M \5%1* [A I (9 J§§
gl - Geneset R yalln Maeneset . ! Lot
-07 358 /8023  protein bin ing 2e-04 7/171 CTAT-153 03 /8 Hodgkin dymphoma\
8/33 ho GTPase |nd|n? 7e-04 7/189 AACT—145 0.3 / Non=Hodgkin lym| homa somatic
8/37 transferase activity, fransferring hexosyl groups 1e-0:. 0/ 247 GC-9 0.5 117 Cardiomyopathy, dilated
10/62 transferase activity, transferring glycosyl groups 1e-0: 9 / 420 TGGT 29A77298 0.7 /29 Melanoma and neural system tumor syndrome
8144 collagen bindint 1le-0: 2 /481 TGCT 15A,,16,,153,,195,,424,,497 0.7 /30 Ovarian cancer
39/579 calcium ion bindin 2e-0. /7 T 33 0.7 /32 Leukemia
10/77 actin filament binding 2e-0. 12/124 CT-7 0.7 /34 Pancreatic cancer
13/124 rowth factor activity’ 3e-0. 35/577 GTGCfSOS 0.7 /34 Squamous cell carcinoma, head and neck
e retinoic acid binding 4e-0. 27/415 TTTG-19A--19B 0.7 134 Hematological
e-0: 147149 calmodulin binding 4e-0 15/185 AAAG-204--211 0.7 135 Prostate cancer
e-0 21 receptor bindin 5e-0 15/189 CTTT-527 0.7 136 ancer
e-0: 4716 fibronectin bindini 5e-0: 15/190 CACT-! SZDG——SZOH 0.7 136 Lung cancer
e—0: 6/38 lycoprotein t:nndm?J 6e-0: 9/89 TCCA-5 0.8 138 Breast ca
e-0: 19/252 ranscnpuon factor binding 7e-0 8 [ 457 TGCC—124A 1.0 ! Thyroid carcmoma papillary
e—0 5/28 insulin receptor blndm? . . - e-0: 6/220 CATT-203 1.0 0/22 Glioblastoma multiforme, somatic
4e-0: 4718 transmembrane recepior protein tyrosine phosphatase activity e-0: 179 TCTC-185 1.0 0/21 Gastrointestinal
4e-0: 8/70 phospholipid binding e-0. 5 /205 GTAC-101 1.0 0/ Pituitary adenoma
5e-0; 4/19 polypepti eN-acetylgalactosamInyhransferase activity e-0: 8 /470 GCAC-17-5P--20A--106A--106B--20B--519D 1.0 0/27 Calorectal cancer
5e-0: 3/10 phosphatidate phosphatase activity e-0. 2/151 GTAT 369-3P 1.0 0/ Adenomas, multiple colorectal
e LI dibase WVIAGCESZP  Geness
P enese: B Rl 4
17 miR-17-5p 4e-04 8/49 hsa-miR-1201 0.03 /8
14 miR-106b 2e-0; hsa-mi 1 0.09 /14
14 miR-195 e—0 hsa-m 0.14 14
113 miR-34a 4e-0: 71414 hsa-mi 0.14 14
! let-7b 5e-0. /86 hsa-i 0.17 15
111 miR-16 5e-0: 1/119 hsa-| 0.41 114
126 miR-21 e-0: 146 hsa-i 1.00 0/16
! miR-101b e—0 178 1sa-mi 1.00 0/13
! miR-124a e—0: /12 1sa: 1.00 0/9
! miR-16-1 e-0; 0 /512 1sa: 1.00 0/11
! miR-203 e-0; 5/212 152! 8. 1.00 0/15
! miR=302d e-0; 6 /438 1sa—mi 1.00 0/2
/4 let-7¢c e-0. 3/376 1sa-MiR - 1.00 0/14
/4 let-7g e—0. 9/295 sa-miR- 1.00 0/15
14 miR-133b e-0. 9/104 sa-— 1.00 0/4
14 miR-29a e-0. 8/89 hsa-miR-60: 1.00 0/12
14 miR-34b e-0; 3/16 hsa-mil 789 a 1.00 0/2
14 miR-429 e-0: 12 /164 hsa-miR: 1.00 0/5
/5 miR-101 e-0 6/58 hsa-miR- 32A 3p 1.00 0/6
ATNWLAG K poal k plseue
a Ql Ma” '}L‘?@&E PI3K_DN al k .03 alue %Wﬁu B\%SI’QIE low expression TF al k .008 g{all
.1 115 BENTINK_ras: 0.07 1/2 YC _ECM cell adhesion DOWN 0.024 41730
3 /11 BENTINK e2f3.2 0.11 49 /1095 HEBENSTREIT Wh expression TF 0.047 122
112 BENTINK e2f3.1 0.29 1/9 YC Tar eIS 0.06: 4140
112 BENTINK ras.1 0.46 471233 M MY rgets 0.07¢ 443
0.4 113 BENT Kﬁsrc.lo 0.53 1/20 MYC Melabo Ism UP 0.08: /13
0.4 114 myc. 0.91 1/63 MYCﬁargets upP 0.11 /16
1.0 0/13 GUSTAFSON PI3K upP 1.00 0/14 0.17¢ /20
1.0 0/11 BENTINK 1.00 0/5 C 0.216 /43
1.0 0/14 BENTINKﬁSrC 2 1.00 0/4 YC ApoprIS UpP 0.295 /29
NA 0/0 1.00 0/8 YC”Cell 'cycle UP 0.410 162 >
NA 0/0 1.00 0/2 YC Cell cycle D 0.413 /14 ive
NA 0/0 1.00 0/4 C_Cell growth and prol\feratlon uP 0.435 /15 VAQUERIZAS™, Adrena\ gland
NA 0/0 1.00 0/2 YC Chromatin_modification UP 0.456 141 VAQUERIZAS"Th Y
NA 0/0 1.00 0/7 'YC_DNA repair UP 0.456 116 VAQUERIZAS” Sa vary gland
NA 0/0 1.00 0/3 YC_DNA replication UP 0.49: 144 VAQUERIZAS_P
NA 0/0 1.00 0/16 YC”Protein synthesis de radanon upP 0.53: 120 VAQUERIZAS, Adrena\ cortex
NA 0/0 1.00 0/8 YC_RNA processing binding 0.59¢ 124 VAQUERIZAS Trachea
NA 0/0 1.00 0/2 YC_Signal transduction UP 0.62¢ 1144 VA UERIZASiGeneraI
NA 0/0 1.00 0/3 'YC_Tumor supressor genes UP 0.65 1/28 VAQUERIZAS Liver




K—Means Cluster

Spot Summary: N

# metagenes = 115
# genes = 908

<r> metagenes = 0.85
<r>genes = 0.2
beta: r2=4.03 / log p= -Inf

# samples with spot =9 (3.3 %)
Atypical : 2 (2.7 %)
Mesenchymal : 6 (7.1 %)
Basal:1(1.2%)

Overview Map

Spot
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Spot Genelist

Rank max e r Description

ID min e Symbol
]_ 283869 2.84 -1.53 053 NPW neuropeptide W [Source:HGNC Symbol;Acc:30509]
2 4495 2.82 -1.79 0.21 MT1G metallothionein 1G [Source:HGNC Symbol;Acc:7399]
3 220064 2.61 -1.08 048 ORAOV1oral cancer overexpressed 1 [Source:HGNC Symbol;Acc:175
4 10202 2.48 -0.58 041 DHRS2 dehydrogenase/reductase (SDR family) member 2 [Source:H
5 284085 2.29 -1.64 042 KRT18Pggeratin 18 pseudogene 55 [Source:HGNC Symbol;Acc:26874
6 131076 2.28 -1.53 0.33 CCDC58 coiled—-coil domain containing 58 [Source:HGNC Symbol;Acc
7 51083 2.28 -0.81 0.5 GAL galanin/GMAP prepropeptide [Source:HGNC Symbol;Acc:41:
8 8772 2.18 -1.29 0.52 FADD Fas (TNFRSF6)-associated via death domain [Source:HGNC
9 51702 213 -1.03 0.26 PADI3  peptidyl arginine deiminase, type Ill [Source:HGNC Symbol;A
10 3006 2.13 -1.48 0.19 HIST1H1bistone cluster 1, H1c [Source:HGNC Symbol;Acc:4716]
11 1152 2.07 -1.8 0.37 CKB creatine kinase, brain [Source:HGNC Symbol;Acc:1991]
12 219931 201 -093 056 TPCN2 two pore segment channel 2 [Source:HGNC Symbol;Acc:208
13 51373 1.97 -1.11 0.64 MRPS17 28S ribosomal protein S17, mitochondrial; HCG1984214, isol
14 2017 1.86 -1.24 042 CTTN  cortactin [Source:HGNC Symbol;Acc:3338]
15 219927 1.84 -0.94 054 MRPL21 mitochondrial ribosomal protein L21 [Source:HGNC Symbol;/
16 26579 17 -0.65 0.22 MYEOV myeloma overexpressed [Source:HGNC Symbol;Acc:7563]
17 2821 1.69 -0.94 044 GPI glucose-6-phosphate isomerase [Source:HGNC Symbol;Ac¢
18 23246 1.68 -1.14 075 BOP1  block of proliferation 1 [Source:HGNC Symbol;Acc:15519]
19 93273 1.67 -0.94 0.31 LEMD1 LEM domain containing 1 [Source:HGNC Symbol;Acc:18725]
20 230 1.64 -1.33 0.36 ALDOC aldolase C, fructose-bisphosphate [Source:HGNC Symbol;A«

Geneset Overrepresentation

Rank p-value #in/all Geneset

1 8e-17 146/1318 CC  mitochondrion
2 9e-17 97/717  Chr Chri16
3 le-10 67 /530 Cance Lembcke_Normal vs Adenoma
4 2e-10 71/579  CC  nucleolus
5 8e-10 75/649  BP  gene expression
6 1e-09 111/1135 Chr Chr19
7 3e-09 16 /48 BP regulation of cellular amino acid metabolic process
8 3e-09 17/55 CC  proteasome complex
9 7e-09 9/14 GSE# LOCKWOOD_AMPLIFIED_IN_LUNG_CANCER
10 8e-09 22/96 BP  rRNA processing
11 le-08 18/66 BP positive regulation of ubiquitin—protein ligase activity involved in mitotic cell
12 2e-08 17162 BP  negative regulation of ubiquitin—protein ligase activity involved in mitotic cel
13 3e-08 18/70 BP  regulation of ubiquitin—protein ligase activity involved in mitotic cell cycle
14 7e-08 18/74 BP  anaphase-promoting complex-dependent proteasomal ubiquitin-depende
15 7e-08 9/17 CC  proteasome accessory complex
16 1e-07 41/304 CC  mitochondrial inner membrane
17 1e-07 91/949  CC  nucleoplasm
18 2e-07 324/4640 CC  nucleus
19 2e-07 20/96 BP  DNA recombination
20 3e-07 26/153  MF  structural constituent of ribosome
21 5e-07 38/287 BP  viral process
22 8e-07 108/1233 TF  KIM_MYC targets
23 1e-06 20/106 BP  protein polyubiquitination
24 le-06 15/63 BP DNA damage response, signal transduction by p53 class mediator resulting
25 1le-06 33/242 BP  RNA metabolic process
26 3e-06 11/37 CC  mitochondrial nucleoid
27 5e-06 6/10 GSE# REACTOME_HIV_LIFE_CYCLE
28 5e-06 15/70 BP  antigen processing and presentation of exogenous peptide antigen via MH(¢
29 8e-06 14/64 BP  tRNA processing
30 1e-05 32/253 BP translation
31 1le-05 15/74 BP antigen processing and presentation of exogenous peptide antigen via MH
32 1e-05 6/11 GSE# REACTOME_HIV_INFECTION
33 1e-05 16/83 BP  respiratory electron transport chain
34 1le-05 29/219 BP  mRNA metabolic process
35 1e-05 7116 GSE/ BIOCARTA_PTDINS_PATHWAY
36 2e-05 241167 BP cellular nitrogen compound metabolic process
37 2e-05 24/167 CC  ribosome
38 2e-05 41/370 BP  mitotic cell cycle
39 2e-05 7117 BP  RNA modification
40 2e-05 35/298 BP  DNA repair
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10 T Py ryryen B
o/ i [P
g ’ n
ol BN I o 0K
"? 6 U - 0.6
0 ] 6 ¥
c . o
8 4 - 04 LL
1
2 {_ ~ 0.2
—
o1 |—|_|—|_I—.—|—|_|_| | |—|—|—|—|—|—|_| | Lo




%J%%” gr% %ﬁi@ll ! Eeﬂ@lne Iﬂ*@)“ gslgotrmal vs Adenoma §§0h0n§n0n
6/48 g?\‘ ulation of cellular amino acid metabolic process 9e-04 5/15 NTLES modull nucleolus
2 /96 IA processing 4e-03 0/68 SHAUGHNESSY igh ri proteasome complex
8166 posmve regulation of ubiquitin—protein ligase activity involved in mitotic cell cy 5e-02 ! RHODES UNDIFFERE TIATED CANCER proteasome accessory complex
7162 negative reg*ulanon of ubiquitin—protein ligase activity involved in mitotic cell ¢y 5e-02 ! GENTLES_ modul2 mitochondrial inner membrane
8/70 regulation of ubiquitin—protein ligase activity involved in mitotic cell cycle 5e-02 ! GENTLES modul nucleoplasm
8174 anaphase—promoting complex—dependent proteasomal ubiquitin-dependent | 1e-01 /14 LIU PROSTATE_CANCER nucleus
0 /96 DNA recombination 2e-01 / HODES_CANCER METK SIGNATURE mitochondrial nucleoid
8/ 287 viral process 2e-01 / SOTIRIOU BREAST_CANCER_GRADE_1_VS_3_UP ribosome
0/106 Bro!eln polyubiquitination 2e-01 / GENTLES "modul6 cytosol
5/63 IA damage response, signal transduction by p53 class mediator resulting in 2e-01 ! GENTLES modul4 mitochondrial small ribosomal subunl}
3 /242 RNA metabolic process 4e-01 ! ZHANG_MM up mitochondrial respiratory chain complex |
5/70 antl%en processing and presentation of exogenous peptide antigen via MHC ¢ 5e-01 /4 KUIPER_MM poor survival 1no80 comp ex
4 /64 tRN processm 5e-01 ! LIU LIVER CA CER cytoplasm . "
2 /253 translatiol 5e-01 114 N mltochondrlal large ribosomal subunit
5174 antigen prucessmg and presentation of exogenous peptide antigen via MHC ¢ 6e-01 / P‘O Kl’ centrosome
6/83 reaplratory electron transport chain 6e-01 / GENTLES mcElul1O proteasome core complex
9 /219 A metabolic process 6e-01 A GENTLES modulll mitochondrial matrix
4/ 167 cellular nitrogen compound metabolic process 1e+00 4185 SPANG_LPS—index2 centriole
411370 mitotic cell cycle 1e+00 41316 SPANG_BCL6-index2 cellular_component
?‘)WE" g%eset rl@%s ﬁn'!a” QQWEBM up d Pe—(\)/alue ﬁ"ﬂl@" Lg Verhaak-PNwt_expression_J_up
111/1135 Chr19 10 41375 GUDJ_psofiasis dobn 2e-04 5/95 GIEZELT- GBM_ MGMTmet le Up_VS_nonmethyl
741957 Chr11 1.0 8/572 GUDéTpsorlass up 7e-0 /62 Stuehler "Proteins_up_in_STS™
71/918 Chr17 1.0 o/ NIA_EBM down 2e-0 71328 .
56 /743 Chr7 1.0 0/26 BCHETNIAZEBM-DM u 5e-0. 137 w cher_GBM ics_wtOnly_Spotl
4/23 Chr HSCHR6_MHC_DBB A 0/0 1le-0 171 willscher_GBM_Verhaak-CL_expression_| H down
271386 Chr 22 A 0/0 1le-0 7171 willscher_GBM_Verhaak-MES_expression__H_up
30/449 Chr 20 A 0/0 1e-0 7171 willscher_GBM_Verhaak-PNwt_expression_H_up
34/534 Chr8 A 0/0 1e-0 /10 willscher_GBM_LTSmut_proteomics—A_| UP
102/1720 Chrl A 0/0 2e-0 1/142 willscher_GBM_Verhaak=CL_expression E
36/633 Chr9 A 0/0 2e-0 1/142 willscher_GBM_Verhaak-PNmul expressmn _down
267519 Chr 14 A 0/0 2e-0 6 /391 Down b~
2152 Chr HSCHR6_MHC_QBL A 0/0 2e-0 14 Wlllsch'er GBM_STSwt proleom|cs L_UP
817187 Chr 21 A 0/0 3e-0 /35 Colman_survival_associated
31/714 Chr 6 A 0/0 3e-0 1/169 willscher_ GBM_proteomics_wtOnly_| D|fferencel|st
22/630 Chr X A 0/0 3e-0 5/70 willscher_GBM _proteomics_wtOnly_Spot.
16 /504 Chr 15 A 0/0 1/11 KIM amprled & overexpressed in [TS
30/866 Chr12 A 0/0 1/12 astrocytes %m
17/60 Chr 10 A 0/0 1/12 willscher_GBM_LTSmut_proteomics—B_UP
34/1033 Chr2 A 0/0 1/12 willscher_GBM_STSwt_proteomics—B_DOWN
é}nla” 9@@;&% AMPLIFIED_IN_LUNG_CANCER nk ! ﬁlue glntfa” sﬁsﬂ-ﬁ§gglls lJ 05 7I gﬁ\l
6/10 REACTOME "HIV_LIFE CYCLE 0. 1712 WIRTH”Lymphocytes 2e-0 1 F\’OSOL'C)WSKI green upP
6/11 REACTOME_HIV_| NFECTION 0. 1/13 WIRTHZSec. lymphoid organs 0 / DAVE C*\r/n\/vc BL U
7116 BIOCARTA PTDINS_PATHWAY. 0. 1/13 WIRTH Cortex cerebrl 0. 1 ROSOLOWSK|_r d UP
6/15 ZHAI ESPONSE _TO CANTHARIDIN DN 0. 1/13 WIRTH Thal 0 / ROSOLOWSKI greentmal
6/16 KORKOEA EMBRYONAL _CARCI 0. 1/13 WIRTH_l'herld gland 0. / DAVE_BL-vs-DLBCL
6/16 WONG_MITOCHONDRIA_GE| NE MO U'LE 0. 1/14 WIRTH”Globus pallidus 0. 5 SPANG CD4O Ghrs DN
6/16 GRADE _METASTASIS DN 0. 1/15 WIRTH Telencephalon 5e-0 48/ 852 NG B
5/13 SCHLOSSER_MYC AND_SERUM_RESPONSE_SYNERGY 0. 1/15 WIRTH_Cerebellum 5e-0 1/12 DAVE BLUP
5/13 REACTOMEJ:ORM}TION AND_MATURATION "OF_MRNA_TRANSCRIPT 0. 1/26 WIRTH”Pancreas 0 3/54 SPANG_BAFF
5/13 REACTOME_GLYCOLYSIS™ 0. 2/62 WIRT] er 0 2/38 ROSOLOWSKI_blue DOWN
5/13 REAC TOME_TAT MEDIATED HIV1 ELONGATION ARREST_AND_RECO\ 0. 1/36 WIRTH Placenta 7 4186 ROSOLOWSKI red total
4/ REACTOME_RNA POLYMERASE [T TRANSCRIPTION 1. 21120 WIRTH Testis e /24 SPANG_BAF| s UP
5/14 NIKOLSKY BREAST CANCER 7P2Z AMPLICO 1.0 71417 WIRTH” Immune system / 101 OSOLOWSKl b|Lle total
5/14 KEGG COtORECTAt CANCI 1.0 4400 WIRTH Nervous System 1/291 SPANG ||
a4/ FFAREL_RE! NSE_TO_THC 8HR _3_ DN 1.0 [ WIRTH Pituitary gland 0/275 ZHANG_DLBCL mutated
4/ REIRA RESPONSE TO_TSA 1.0 0/12 WIRTH_Prim. lymphoid organs 1118 SPANG"LPS 6hrs UP
4/ BIOCARTA__GLYCOLYSIS PFI'HV\TA 1.0 0/13 WIRTH Tonsll /274 SPANG_| ILZl DN
4/ REACTOME_FORMATION_OF THE EARLY ELONGATION_COMPLEX 1.0 0/13 WIRTHTI SPANG_CD40 6hrs UP
4/ REACTOME_HIV1_TRANSCRIPTION_ELONGATION 1.0 0/ IRTH Bone marrow 1/250 LENZ_Stromal signature 1
IRNASLL IR IRINA Ljse
%p{%” sct;ucmraﬁgnsmuem of ribosome ém 4 ” g § t € ) St\oma papillary
57 1 595 0.05 21/261 CTCA-125B--125A 4 Pancreauc cancel
5/10 NADH dehydrogenase activity 0.05 8175 GCA-32 0/ 2 Glioblastoma muluforme somatic
5/10 oxidoreductase activity, acting on NAD(P)H 0.11 1/2 GGCG- 0/21 Gastrointestinal
9/36 tRNA binding 0.13 5/49 AGGA-483 0/ PﬂUllal’y adenoma
6/18 ribonucleoprotein complex bindin 0.14 6/64 ACAC-122A 0/36
8/34 NADH dehydrogenase (ublqulnone) activity 0.18 5/55 GGGG-29 0/27 Cglorectal cancer
8136 4|ron 4 stilfur Cluster bindin 0.29 1/6 CGTC-208 0/ lenomas, multlple colorectal
5/14 Beu douridine synthase activity 0.33 7110: AGGG-18A 0/35 Prostate canc
6124 NA helicase activity 0.37 4156 GIGG-19 0/11 AlzRemer disease, susce tibility to
4111 telomeric DNA binding 0.38 4157 CTCA-526 0/ Schlzophrenla susceptlm ity to
5/18 threonine—type endopeptidase activity 0.40 167267 CACT-128A--128B 0/ Parklnson [sea
6/27 four-way junction helicase activity 0.41 3142 CAG —492 0/23 ?atocellu ar carcmoma
33/361 bindin 0.42 8/129 CTCT-520A--525 0/29 elanoma and neural system tumor syndrome
14 /112 meth ransferase activity 0.42 1417235 CACT 34A——3AC——449 0/30 Ovanan cancer
96 /1344 ATP ing o 0.43 1/10 0/38 Breast cancer
5/21 ATP- dependent RNA helicase activity 0.47 71117 CCCA—32 0/15 Gastric cance
45 /549 molecular_function 0.51 3/49 CC-49. 0/4 Thyroid Carcinoma, follicular
6/30 protein complex scaffold 052 9/159 CACC-13 0/36 Lung cancer
4/16 enzyme regulator activity 0.53 2/32 CTCT-36 0/12 Bladder cancer
gl LW ANAdet AL Loaldl DASE W DALk .
, ! Lﬁ%ﬁ%ﬁt ée s ™ RENRsS i ARG ehiL 15
1/2 miR-127 5e-0. 7139 R-59: 0.039 216 ACIEJ] L 29
1/2 miR-16-1 5e-0: 9/60 71-5p 0.053 217 ACIEJ] L
1/2 miR-98 6e-0: 11/83 R-486-3p 0.084 2/9 ACIEJ] L 14
1/3 miR-197 e-0: 11/88 R-423-5p 0.327 1/7 ACIEJ] L 13
1/4 miR-27a e-0; 11792 R-378 0.493 1/12 ACIEJ”] L 24
1/5 miR-15a Y 11793 R-125b 0.548 1/14 ACIEJ”] L 19
1/5 miR-93 e-0; 7150 R-940 0.548 1/14 ACIEJ”] 6
1/8 miR-155 e-0; 3/11 R-604 0.548 1/14 ACIEJ”] L
1/9 miR-125b e-0; 10/88 R-14 1.000 0/16 ACIEJ”| L
1/9 miR-2 e—0; 9177 R-94; 1.000 0/13 ACIEJ”] L 10
1/26 miR-21 e—0; 6/43 R-65! 1.000 0/15 ACIEJ”] L 16
0/11 let-7a e—0; 6/43 R-1291 1.000 0/2 ACIEJ”] L17
0/6 let-7b e—0; 5/33 5¢ 1.000 0/4 IACIEJ”]| L
0/4 let-7c 4e-0; 19/220 R-18! 1.000 0/5 IACIEJ]| L 20
0/6 let-7d 4e-0; 6/45 R-575 1.000 0/15 ACIEJ] L 22
0/4 let-7g 4e-0. 6/46 R-874 1.000 0/4 ACIEJ] L 23
0/13 miR-1 4e-0; 6/47 R-766 1.000 0/2 ACIEJ] L 27
0/5 miR-101 5e-0. 12 /127 R-223 1.000 0/5 ACIEJ] L 28
0/2 miR-101b 6e-0. 6/50 hsa-miR-504 1.000 0/11 ACIEJ] L
BChoan  geneser. ok poyalve syl Genese s he bl Goa e
2/14 BENTINK_src,Z e-0: 10/63 YC Tar ets 0.5 8/144 VAQUERIZAS”General
1/11 BENTINK ras.4 e—0. 2/4 rowlh and proliferation UP 0.6 1/16 VAQUERIZA
1/12 BENTINK ras. e-0. 76 /1095 4EBENST EIT. h|gh expression TF 0.7 2/41 VAQUERIZAS™
0/13 GUSTAFSON PI3K UpP e—0. 3/20 YC_Metabolism U 0.7 1/20 VAQUERIZAS”Bone marrow
0/15 GUSTAFSON_PI3K_DN e-0. 1/2 YC”Chromatin modmcauon up 0.7 244 VAQUERIZA
0/12 BENTINK_e2f3.1 e-0; 1/3 'YC_DNA replication UP 0.9 1/38 VAQUERIZAS Testis.
0/11 BENTINK 92f3 2 e-0’ 1/3 YC_Tumor supressor genes UP 0.9 1/39 VAQUERIZAS Thyroid
0/15 ENTINK ras.6 e—0; 1/7 'YC”DNA repair UP 1.0 1/62 VA( UERIZAS Whole blood
0/13 BENTINK Src 10 4e-0: 1/8 'YC”Cell cycle UP 1.0 1/62 VA RIZAS”] Lunq
0/0 4e-0; 1/8 'YC”RNA processing binding U 1.0 0/40 VA UERIZAS Fetal brain
0/0 e—0; 1/16 'YC™Protein synthesis degradauon uP 1.0 0/37 ERIZAS”Pr
0/0 e+00 0/14 OWICK_T| 1.0 0/29 VA UERIZAS_Smooth muscle
0/0 e+00 12/1146 -lEBENSTREIT low expression TF 1.0 0/43 UERIZAS” Uter
0/0 e+00 0/5 C_TFs 1.0 0/12 VAQUERIZASKidne!
0/0 e+00 0/9 YC_l'argets DOWN 1.0 0/22 VAQUERIZAS”Spinal cord
0/0 e+00 0/4 YC_Apoptosis UP 10 0/43 VAQUERIZASWhole brain
0/0 e+00 0/2 YC”Cell cycle DOWN 1.0 0/7 VAQUERIZAS”Appendix
0/0 e+00 0/2 YC_ECM cell adhesion DOWN 1.0 0/30 VAQUERIZAS”Fetal lung
0/0 e+00 0/2 YCZSignal transduction UP 1.0 0/16 VAQUERIZAS”Pancreas




K—Means Cluster

Spot Summary: O Spot Genelist Geneset Overrepresentation

FDR

# metagenes = 33 Rank max e r Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 203
1 58 549  -144 09 ACTA1 actin, alpha 1, skeletal muscle [Source:HGNC Symbol;Acc:1z ] 1e-99 82/127  H.Tist WIRTH_Muscle
2 4e-38 2436 BP muscle filament sliding
<r> metagenes = 094 2 6588 4.37 -1.29 091 SLN sarcolipin [Source:HGNC Symbol;Acc:11089] 3 4e-33 28/84 BP muscle contraction
<r>genes = 0.44 4 5e-33 23/44 MF strLfcturaI constituent of muscle
3 1158 4.27 -0.93 093 CKM creatine kinase, muscle [Source:HGNC Symbol;Acc:1994] 5 4e-26 2488 CC  Zdisc
beta: r2= 6.52 / log p= -Inf 6 5e-23 13/16  H.Tist WIRTH_Hippocampus
4 283120 4.19 -242 034 H19 H19, imprinted maternally expressed transcript (non—protein « 7 3e-22 16/34 cc  myofibril
: 8 4e-20 31/297 MF  actin binding
# samples with spot = 37 ( 13.5 %
p K P ( ) 5 4620 396 -075 0.92 MYH2  myosin, heavy chain 2, skeletal muscle, adult [Source:HGNC 9 le-18 12/20 CC  Iband
Atypical : 9 (12.2%) 10 3e-18 11/16  GSE/ RICKMAN_HEAD_AND_NECK_CANCER_F
Classical : 4 (12.5%) 6 70 394 -103 089 ACTCL actin, alpha, cardiac muscle 1 [Source:HGNC SymbolAcc:ia 11 4e-18 10712 CC  myosin filament
’ ’ 12 3e-16 13/37 CC  sarcomere
I\/Iesenchymal 116 ( 18.8 % ) 7 4151 351 093 09 VB myoglobin [Source:HGNC Symbol;Acc:6915] 13 3e-14 9/15 BP  striated muscle contraction
Basal : 8 (9.5%) 14 6e-14 9/16 CC  Mband
8 10324 347  -07 095  KLHL41 kelch-like family member 41 [Source:HGNC Symbol:Acc:169 19 6e-13 8/13 CC  muscle myosin complex
16 le-12 8/14 CC  contractile fiber
9 4625 3.27 -0.73 0.88 MYH7  myosin, heavy chain 7, cardiac muscle, beta [Source:HGNC ¢ 17 Se-12 8/15 GSE# REACTOME_STRIATED_MUSCLE_CONTRACTION
e—. 1 7 BP cardiac muscle contraction
2e-11 0/3 di { i
- titin bindil
10 4633 3.2 -0.7 0.91 MYL2  myosin, light chain 2, regulatory, cardiac, slow [Source:HGNC %g ie ﬁ ;jg ::AZ an ml mg. dcul b
e sarcoplasmic reticulum membrane
’ 21 5e-11 13/88 BP  muscle organ development
. -0. . t Ct 1 (sl S :HGNC Symbol;Acc:11943 A
11 7134 3.18 0.66 0.93 TNNC1 troponin C type 1 (slow) [Source: ymbol;Acc: ] 22 gouil 801 8P sarcomere organization
4e-10 9/36 CC  sarcoplasmic reticulum
[ i icult
12 7060 3.17 -1.31 074 THBS4 thrombospondin 4 [Source:HGNC Symbol;Acc:11788] 24 16-09 7/18 BP  regulation of muscle contraction
H - 25 1le-09 6/11 BP  cardiac muscle tissue morphogenesis
Ove rview M ap S pot 13 8557 315 -057 095 TCAP ftitin-cap [Source:HGNC Symbol:Acc:11610] 26 36-09 /12 BP  skeletal muscle contraction
) 27 4e-09 10/62 CC  sarcolemma
50 — 14 4703 313 -092 088 NEB  nebulin [Source:HGNC Symbol;Acc:7720] 28 1e-08 9/53 MF  cytoskeletal protein binding
29 3e-08 19/333 CC  cytoskeleton
40 ] 15 4608 3.11 -0.84 0.84 MYBPH myosin binding protein H [Source:HGNC Symbol;Acc:7552] 30 4e-08 8/42 cc myosin complex
5e-08 7129 BP  regulation of heart contraction
31 gulati f h i
16 1917 3.04 -1.6 0.56 EEF1A2 eukaryotic translation elongation factor 1 alpha 2 [Source:HG 32 1e-07 5/11 cCc  Aband
30 33 2e-07 8/51 BP  skeletal muscle tissue development
17 9499 303  -0.66 093 MYOT myotilin [Source:HGNC Symbol;Acc:12399] 34 3e-07 12/149  MF  calmodulin binding
20 - 35 5e-07 5/14 MF  tropomyosin binding
18 2318 3 -157 081  FLNC filamin C, gamma [Source:HGNC Symbol;Acc:3756] 36 7e-07 5/15 GSE/ EBAUER_MYOGENIC_TARGETS_OF_PAX3_FOXO1_FUSION
37 9e-07 18/375 Disea GUDJ_psoriasis down
10 19 4619 282 -05 088  MYHL myosin, heavy chain 1, skeletal muscle, adult [Source:HGNC 38 1e-06 6/28 CC  T-tubule
39 1le-06 5/16 GSE/ KEGG_DILATED_CARDIOMYOPATHY
1 20 4606 2.79 -0.54 092 MYBPC2myosin binding protein C, fast type [Source:HGNC Symbol:Ac 40 2e-06 5/18 BP  regulation of the force of heart contraction
I I I
1 10 20 30 40 50 1 10 20 30 40 50
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%§£¢§%m sliding

muscle contraction

striated muscle contraction

cardiac muscle contraction

muscle organ development

sarcomere organization

regulation of muscle contraction

cardiac muscle tissue morphogenesis

skeletal muscle contraction

regulation of heart contraction

skeletal muscle tissue development

regulation of the force of heart contraction
ventricular cardiac muscle tissue morphogenesis
calcium ion transport

adult heart development

neuromuscular synaptic transmission

regulation of release of sequestered calcium ion into cytosol by sarcoplasmic
regulation of calcium ion transport

heart contraction

skeletal muscle cell differentiation

20}

sepeset

hr1
hr 20

0000000000090900000

W§¢-¥EAD AND_NECK CANCER F
REACTOME_STRIATED. MUSCLE_CONTRAC
EBAUER_MYOGENIC TARGETS OF PAX3_| FOXOl FUSION

LA RD OPATH

BUSA_SAMES_TKRGETS_DN

sct;‘ucmraﬁgnsmuem of muscle
acti
titin binding
cytoskeletal proleln binding
calmodulin binding
tropomyosin blndlng
motor activit
calcium ion binding
microfilament motor activity
ATPase binding
voltage—gated calcium channel activity
protein bindin
actin monomer binding
ac'un filament bindin,
enzyme inhibitor activity
cofactor bindin
hormone activi
ATP binding
acetylcholine—activated cation—selective channel activity
actin-dependent ATPase activity
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WANG_ER_DN"
GENTLES modullﬁ
LIU_LIVER CANCE
SPANG_| —|ndex2
SPANG_BCL6-index2
Lembcke_Normal vs Adenoma
Lembcke_Colonic Inflammation
EEOD S CANCER META SIGN. ATl,J\‘RE

A R_GR
SOTIRIOU BREAST_CANCER GRADE 1_VS 3 up
REAS T CAN

LIU B CER
LIUUCOMMON_CANCER_GENES

LIU PROSTATE CANCER_DN

LIUNPROSTATE CANCER_UP

WOLFER overla enes
BEN-POR; Ig
GENTLESﬁmoHuIl

Q’En %&ﬁ;sls down
GUDJ_psoriasis up
BCHETNIA_EBM up
BCHETNIA_EBM down
BCHETNIAZEBM-| DM up

EhEFEL.
WIRTH Hippocampus
WIRTH B-cells
WIRTH_Nervous S¥‘stem
WIRTHZPrim. lymphoid organs
WIRTH Cerehellum
WIRTH Tes
WIRTH_| Pnunary gland
WIRTH_Pancreas
WIRTH Immune system
WIRTH_Sec. lymphoid organs
WIRTH Tonsil
WIRTH Thymus
WIRTH Lymphocytes
WIRTH_Bone marrow

WIRTH Telencephalon

WIRTH Cortex cerebri

WIRTH Thalamus
IRTH_Homeostasis

CGTC-208
CTCT-526C--518F--526A
GCAT-105

CTAC-325

TCCC-491

AGCG-191
GCAA—1502

mMiR-636
hsa-miR-519b-5p
hsa-miR-519¢c-5p
hsa-miR-891h

miR-518d-5p
hsa-miR-520c-5p
hsa—mlR 1236

hsa-miR- 96
hsa-miR-1303

B\%SI’QIE low expression TF
HEBENSTREIfhlgh expression TF
KIM MYC t r ets

YCﬁar ets UP

YC Cell cycle DOWI
Cell growth and prolrferauon upP

C_"hromatln modification UP
'YC_DNA repai
YC_DNA repllcatlon UP
ECM cell adhesion DOWN
C~Metabolism UP
YC—Protein synthesis degradation UP
'YC_RNA processing binding UP
YC”Signal transduction UP
'YC_Tumor supressor genes UP
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Geneset

myoflbrll
1 b

myosln filament
sarcomere

an

muscle myosln complex
con!ra?tlle fiber

sarcoplasmic reticulum membrane
sarcoplasmic reticulum
sarcolemma

cytoskeleton

myosin complex

A band

T-tubule
actrn c?/toskeleton
voltage—ggted calcium channel complex

pseudopodium
costamere

gﬁﬂ%ﬁg&ms vs. cultured astroglia
mature astrocytes
Christensen_hypermethylated_in_grade2_astrocytoma

Down

Noushmehr_Pron_GCIMP_hypermeth_DN

VERHAAK_CL subtype

VERHAAK NL s byp

swasﬁensen Wpermethyla‘ted in_grade2_oligoastrocytoma
e

willscher_GBM Verhaak CL_expression_K_down

willscher_GBM™Verhaak-MES_expression_K_down

willscher_GBM™_Verhaak-PNwi_expression_K_up

willscher_GBM_Verhaak-PNmut_expression_K_up

g scher_ GBM_STSwt_proteomics—!

ristensen hypermetﬁylaled in_grade3_oligoastrocytoma
GIEZELT GBM_STS_up VS TS

KIM delefed & dbwnre uITated"ln

ChnsTtansﬁw h permet ylated_in gradez oligodendroglioma

Barbus_GBM_ STE _vs._LTS

@ﬁ{'gﬁyﬁrtal signature 2

SPAN% LPS 6hrs DN

E_BL-vs-DLBCL

DAVE:NFk
DAVE_Immune response 1

%St\oma papillary

Pancreatic cancel

Glioblastoma muluforme somatic
Gastrointestinal

Pnunary adenoma

Cglorectal cancer
lenomas, multlple colorectal
Prostate canc
Alzheimer dlsease susceptibility to
Schlzophrema susceptlbl ity to
Parkmson \

?atocellu ar carcmoma

elanoma and neural system tumor syndrome
Ovarlan cancer
Breast cancer
Gastric cance
Thyroid carclnoma follicular
Lung cancer
Bladder cancer

Senese
ACIET L 16
ACIEJ” L
ACIET L 10
ACIET L 13
ACIET L14
ACIET L15
ACIET” L17
ACIET 9
AGIET L
ACIEJ] L 20
ACIEJ| L 22
ACIEJ] L 23
ACIEJ] L 24
ACIEJ] L 26
ACIEJ] L 27
IACIEJ]| L 28
IACIEJ”]| L 29
ACIEJ” L
ACIE]” L 30
ACIEI L 31
2
ﬁ ijLE Skeletal. muscle.psoas
VAQUERIZASPlacenta
VAQUERIZAS] Fetal brain
VAQUERIZAS Live
VAQUERIZAS] Prosta te
VAQUERIZAS™ Smoolh muscle
VAQUERIZAS” Ut
VAQUERIZAS General
VAQUERIZAS Kidne?
VAQUERIZAS”Spinal cord
VAQUERIZAS Whole brain
VAQUERIZASThymus
VAQUERIZAS”Thyroi
VAQUERIZAS”Whole blood
VAQUERIZAS-Appendix
VAQUERIZAS Fetal lung
VAQUERIZAS Lung
VAQUERIZAS_Pancreas
VAQUERIZAS Trachea
VAQUERIZASFetal liver



K—Means Cluster

Spot Summary: P Spot Genelist Geneset Overrepresentation

# metagenes = 171 Rank max e r S bDlescrlptlon Rank p-value #in/all Geneset
ID min e mbo
# genes = 651 y
1 3598 1.82 -0.55 0.25 IL13RA interleukin 13 receptor, alpha 2 [Source:HGNC Symbol;Acc:5 1 7e-12 199/3274 CC integral to membrane
2 1e-09 162/2659 CC  plasma membrane
<r> metagenes =0.71 2 2710 1.79 -0.85 0.28 GK glycerol kinase [Source:HGNC Symbol;Acc:4289] 3 3e-08 83/1146 TF  HEBENSTREIT_low expression TF
<r>genes = 0.1 4 2e-07 48 /553 Cance Lembcke_Colonic Inflammation
3 3162 1.52 -0.96 0.35 HMOX1 heme oxygenase (decycling) 1 [Source:HGNC Symbol;Acc:5! 5 9e-07 112/1837 CC membrane
beta: r2=0.9 / log p= ~Inf 6 26-06 79/1182 CC  extracellular region
4 84830 143 -067 026 ADTRP androgen-dependent TFPI-regulating protein [Source:HGNC 7 4e-06 60/835  CC integral to plasma membrane
. 3e-05 4/6 H.Tis¢ WIRTH_Bone marrow
# samples with spot =2 (0.7 % 8 B .
p p ( ) 5 4852 139 -02 039 NPY  neuropeptide Y [Source:HGNC Symbol;Acc:7955] 9 7e-05 72/1167 BP  signal transduction
Mesenchymal : 2 (2.4 %) 10 8e-05 23/242 BP  extracellular matrix organization
6 11026 133 -038 045 LILRA3 leukocyte immunoglobulin-like receptor, subfamily A (without 11 le-04 34/435  BP  G-protein coupled receptor signaling pathway
12 le-04 6/21 BP osteoclast differentiation
7 2081 1.29 -0.88 0.35 ERN1 endoplasmic reticulum to nucleus signaling 1 [Source:HGNC 13 le-04 32/403 BP  cell adhesion
14 le-04 7130 BP  blood vessel remodeling
8 1028 127  -056 028  CDKNICcyclin-dependent kinase inhibitor 1C (p57, Kip2) [SourceHG 1D 1le-04 10/62 CC  sarcolemma
16 1le-04 24269 BP inflammatory response
9 51561 125 -057 025 IL23A interleukin 23, alpha subunit p19 [Source:HGNC SymbokAce L7 1e-04 207204 BP  angiogenesis
18 2e-04 211227 MF  receptor activity
10 2254 1.25 -0.33 035 FGF9 fibroblast growth factor 9 [Source:HGNC Symbol;Acc:3687] %g 25_24 4$9 GSE/ SA*MMP;CYTOEINE*CONNECTION
e—04 8/44 CcC presynaptic membrane
" -04 lycosphingolipid metaboli
11 6653 1.23 -0.96 0.23 SORL1 sortilin-related receptor, L(DLR class) A repeats containing [¢ %% je 84 ;:{ 7234 iz zz ror:)al CZ” g?:ld metabolic process
e~ u ly
23 4e-04 12/96 BP  central nervous system development
12 s97 1.22 -043 054 BCL2A1 BCL2-related protein Al [Source:HGNC Symbol;Acc:991]
24 6e-04 11/88 BP  muscle organ development
i 13 22941 1.22 042 0 SH3 and multiple ankyri t domains 2 [St :HGNC S 25 7e-04 241299 BP - axon guidance
Ove rVIeW Map SpOt : e 35 SHANK2 and multiple ankyrin repeat domains 2 [Source: 26 7e-04 22265 Glio willscher_GBM_Verhaak-CL_expression_B_up
! . 27 7e-04 22/265  Glio willscher_GBM_Verhaak-MES_expression_B_up
50 14 116372 1.19 -045 0.24 LYPD1 LY6/PLAUR domain containing 1 [Source:HGNC Symbol;Acc 28 7e-04 22 265 Glio  willscher GBM_Verhaak-PNwt_expression_B_down
) ) 29 7e-04 22/265  Glio willscher_GBM_Verhaak-PNmut_expression_B_down
40 15 168544 118  -0.78 0.47  ZNF467 zinc finger protein 467 [Source:HGNC Symbol;Acc:23154] 30 8e-04 6/29 BP  negative regulation of BMP signaling pathway
31 9e-04 25/321 MF  G-protein coupled receptor activity
16 7850 1.16 -0.64 0.28 ILIR2 interleukin 1 receptor, type Il [Source:HGNC Symbol;Acc:599 32 9e-04 47112 BP  CAMP catabolic process
30 33 9e-04 4/12 CC  presynaptic active zone
17 1803 1.14 -0.53 0.38 DPP4  dipeptidyl-peptidase 4 [Source:HGNC Symbol;Acc:3009] 34 9e-04 4/12 GSE/ KEGG_GLYCOSPHINGOLIPID_BIOSYNTHESIS_GANGLIO_SERIES
_ 35 1e-03 28/379  Glio Down_a
20 18 4884 1.14 -0.31 0.26 NPTX1 neuronal pentraxin | [Source:HGNC Symbol;Acc:7952] 36 1e-03 29/ 400 H.Tist WIRTH_Nervous System
37 le-03 4/13 CC  anchored to external side of plasma membrane
10 19 4124 113 -0.89 0.18 MAN2A1 mannosidase, alpha, class 2A, member 1 [Source:HGNC Syr 38 1e-03 4/13 BP  cGMP biosynthetic process
39 1e-03 4/13 BP  positive regulation of ossification
1 20 3976 111 -0.3 0.52 LIF leukemia inhibitory factor [Source:HGNC Symbol;Acc:6596] 40 1e-03 9/68 BP  positive regulation of MAPK cascade
I I I
1 10 20 30 40 50 1 10 20 30 40 50
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muscle organ development LIUPROSTATE_CANCER_UP 83 extracellular spac
axon ce WANG ER cell projection
atlve re ulatlon of BMP signaling pathway SOTIRTOU BREAST_CANCER_GRADE_1_VS_3_DN voltage gated calcium channel complex
P catabolic process GENTLES “modull3 30 cell s
CGMP biosynthetic process GENTLES modul7 neuromuscularjuncuon
positive regulation of ossification SHAUGHNESSY_MM mgh nsk platelet alpha granule lumen
positive regulation of MAPK cascade 30 Lembcke_Normalvs Adel 34 early endosome
RHODES” CANCER META SIGNATURE

skeletal system development
RHODES”UNDIFFERENTIATED CANCER

A ban
response to wounding 98 transcrlptlon factor complex
regulation of cell shape SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP

dendritic spine

k %f&alue #JP{%U %%ﬁﬁg&non ! E‘e;cglne 4#é/ I grﬁkﬂ% @liomc Inflamma(lon Re 12a|ue ﬁ;@/ﬁm ﬁ%gﬁ§ﬁ$mbrane
5 extracellular matrix organization 2e-01 16 /316 SPANG_BCL6-index2 2659 plasma membrane
e-04 G-protein coupled receptor signaling pathway 3e-01 9/185 SPANG_LPS-index2 e 7 112/1837 membrane
osleoclasl dlfferenuauon 3e-01 1/9 WANG ER DN 2e-06 79/1182 extracellular region
cell adhesi 3e-01 115 LIU PROSTATE_CANCER DN 4e-0l 0/ 835 integral to plasma membrane
13 blood vessel remodeling 4e-01 /33 KUIPER_MM good survival- 1e-04 62 sarcolemma
inflammatory response 4e-01 112 BEN-PORATH_DN 3e-04 4 presynaptic membrane
angiogenesis 4e-01 /13 GENTLES modull6 4e-04 34 neuronal cell body
7135 glycosf)hlngollpld metabolic process 4e-01 114 MMON_CANCER_GENES 9e-04 4 presynaptic active zone
central nervous system development 4e-01 114 LIU LIVER CANCER 1e-0:; 4 anchored to external side of plasma membrane
114
99 114
115
115
116
/68
0 /5
115
116
115

N
?
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TR Vg N SR =)
DR TAASNNSE S A

A g?ﬂeset rl@%la #J[}!a” QQWEBM up Iﬂ&” ﬁl@éﬂg% Verhaak-CL_expression_B_up

6/ Chr 13 0.1 9/375 GUDJ_psoriasis down / willscher_GBM”Verhaak-MES_expression B_u

3 / 4 Chr 20 0.3 126 BCHETNIA_EBM-DM up 1265 willscher_GBM”Verhaak-PNwf_expression_B_down
. 3/9; Chr17 1.0 4[572 GUDJ_psoriasis up 1265 WIIIscher GBM_Verhaak-PNmut_expression_B_down
. 1/ Chr19 1.0 0/2 BCHETNIA_EBM down 1379 Dow:
. 3/95 Chril NA 0/0 1117 GIEZELT GBM_WT_up VS_mut
. 9 / 86 Chr 12 A 0/0 44 in wvo as'frocytes Vs: curﬁJrea astro%_lla
. 9 /1 Chrl NA 0/0 7 GIE. STSwt_down_VS
0.43 2 /534 Chr8 NA 0/0 118 willscher 'GBM “Verhaak-CL_expression_K_down
0.49 4 [ 602 Chr 10 NA 0/0 118 willscher_GBM™Verhaak-MES_expression_K_down
0.50 6 /914 Chr 3 NA 0/0 118 willscher_GBM_Verhaak-PNwi_expression_K_up
0.5 5/ 633 Chr9 NA 0/0 118 willscher_GBMVerhaak-PNmut_expression_K_up
0.5 1232 Chr 18 NA 0/0 1 willscher_ GBM_LTSwt_proteomics—G_UP
0.5: 4/ 630 Chr X NA 0/0 11 VERHAAK_Brain
0.6 /52 Chr HSCHR6_MHC_QBL NA 0/0 12 Phillips PN'up vs MES & Prolif
0.6! 3/618 Chr 4 NA 0/0 46 OL vs. OPC
0.7 8/519 Chr 14 NA 0/0 49 Donson-innate |mmunny—assoc|aled with LTS in HGA
0.8 5 /1033 Chr2 NA 0/0 89 WIRTH_Normal Brain
0.8 4/ 743 Chr7 NA 0/0 74 GIEZELT _GBM_STS up_V:
0.86 1187 Chr 21 NA 0/0 95 GIEZELT_GBM_ MGMTmethW up VS_nonmethyl

BA 4 IS i
e-04 Z#}G/a” gWgTOKINE CONNECTION nk e-05 ue 4#Jg/a” %E I—_l?o%g marrow 4 ” %9 FﬂB OWN
4/12 KEGG G[VCOSPHINGOLIPID BIOSYNTHESIS GANGLIO_SERIES 1e-03 29 /400 WIRTH Nervous System 20 DAVE_Immune response 2
4/14 HALMOS CEBPA _TARG! 1e-03 13/127 WIRTH Muscle 24 SPANG BAFF Qhrs UpP
4/16 AZDA_DIAMOND BLACKFKN ANEMIA MYELOID_UP 2e-01 3/36 WIRTH_Placenta 13 NTINK WN
4/16 DAVICIONI TARGETS OF _PAX_FOXO1_FUSIONS_UP 4e-01 1/13 WIRTH_Cortex cerebri 118 SPANG L'PS 6hr5U
4/16 OZAN! ARGETS DN 4e-01 1/14 WIRTH Globus pallidus 1250 LENZ_Stromal signature 1
110 PATTERSO'N DOCETAXEL RESISTANCE 5e-01 1/15 WIRTH Telencephalon 59 LENZ”Stromal signature 2
/11 NAKAJIMA EOSINOPHIL 6e-01 1/26 WIRTH_Pancreas 22 DAVE_NFkB BL
/11 GG TYPE Il DIABETES MELLITUS 7e-01 41120 WIRTH Testis . 1327 PANG_CD40 6hrs UP
/11 CARTA_CACAM_PAT 9e-01 1/50 WIRTH Homeostasis 1421 SPANG_CD40 6hrs DN
14 MARTINELII IMMA‘I'URE NEUTROPHIL _UP 1e+00 917417 WIRTH Immune system 1291 SPANG_IL21 UP
112 ROVERSI_GLIOM. OPY_NUI 1e+00 o/ WIRTH Pituitary gland 140 DAVE_ BL-vs-DLBCL
112 REACTOME EICOSANOID LIGAND BINDING RECEPTORS 1e+00 0/13 WIRTH_Sec. I){mpho‘d organs 16 WRIGHT BC UP
112 REACTOME_SHCMEDIATED CASCAD! 1e+00 0/12 WIRTH”Prim. lymphoid organs 1274 SPANG
/13 IEPOLI_LGTL TAR 1e+00 0/10 WIRTH_B-cells 1275 ZHANG_DLBCL mutated
113 VICENT METASTASIS UP 1e+00 o/ WIRTH Tonsil 28 DAVE_Immune response 1
113 HELLEBREKERS SILENCED DURING_TUMOR_ANGIOGENESIS 1e+00 [ WIRTH Thymus /852 SPANG_BCR DN
! NIKOLSKY_BREAST_CANCER_19P13 "AMPLICON 1e+00 o/ WIR H '_?(mphocytes 38 ROSOLOWSKI_blue DOWN
! BIOCARTA_INFLAM 'P HWAY_ 1e+00 o/ H”Hippocampus 69 SPANG_LPS 6hrs DN
114 CHARAFE_BREAST_CANCER_BASAL_VS_MESENCHYMAL_DN 1e+00 o/ WIR H_Thalamus 1755 SPANG_BCR UP
—(\){alue ;2"&1“/']!2“ %@m \;I Wé})‘{éme MJ”H&QP et §§ S%@J‘Dsws susceptlblllty to
0 25/321 G-protein COUpled receptor activity 0.002 4/15 AGCG 518F——518E——518A 0 Myeloflbrosls idiopatl
12/112 heparin binding 0.010 9/09: CTT-498 0 %/stemlc lupus erf{!hematosus (SLE)
7144 collagen blndlng 0.015 8/8 AAAC 140 3 oke, susceptibil
414 calcium-activated potassium channel activity 0.016 8/8 GGA 516 3P Myocardial infarction, susceptibility to
11/102 ion channel activity 0.024 12/161 C-137 2 Bladder cancer X
21/280 receptor bindin 0.029 19/303 AAGC 218 6 Cervical cancer somatic
13/143 transmembrane signaling receptor activity 0.035 473 ACAA-453 1 Gastromtest
4/18 slalyltransferase activit 0.041 718 TGCA-452 2 Gli oblastoma multlforme somatic
47119 5'—cyclic-nucleotide phosphodiesterase activity 0.054 12/182 CTGA-24 Muscular dystrop y
3/10 dlpemldyl peptidase activity 0.059 718 ATGC-338 Miyoshi m?lo
35/579 calcium ion bindin 0.063 5/5 GGGG-296 3 Hepatocellular carcmoma
6/48 ghosphoprotEIn phosphatase activity 0.066 9/129 CTCT-520A--525 Hodgkin lymphoma
7163 polymerase || core promoter proximal region sequence-specific DNA bir 0.066 2/1 AGCG-191 7 Colorectal cancer
113 a|Pha—aC'(lmn binding 0.070 20/358 TGCA-519C--519B--519A 0 Ovarian canct
/13 insulin-like ?rowlh factor receptor binding 0.073 6/75 CCAG-331 1 Mefanonia, Gitaneous malignant, 2
/113 mitogen-acfivated protein kinase binding 0.076 6/76 CAAT-33 2 Leukemia
4/24 cation channel activity 0.085 5/60 AGGG-328 4 Pancreatic cancer
/114 actin monomer bindini q 0.087 24 | 457 TGCC-124A 4 Squamous cell carcinoma, head and neck
114 calmodulin—-dependent protein kinase activity 0.088 8/117 CCCA-326 4 Hematological
WS LRINAN LR Lo b Dase WV pzbuueuma
. ;l I lﬁ@n&set ém Q‘ I a=MIR 3 / ACIEJ L 14
0. ! miR-18 0.07 3/2 hsa-miR-941 0.4 1/14 ACIEJ] L
0.11 ! miR-203 0.09 4/ 4 .0 0/16 ACIEJ] L
0.11: ! miR-214 0.09 4/4 .0 0/13 ACIEJ”] L 10
0.11: ! miR-25 0.14 4/5 .0 0/ ACIEJ] L 13
0.11: ! miR-373 0.15 2/1 .0 0/11 ACIEJ”] L15
0.14 14 miR-27a 0.17 415 .0 0/15 ACIEJ”] L 16
0.147 14 miR-429 0.17 5/7 — .0 0/ ACIEJ”] 7
8 ! miR-141 0.18 120 = .0 0/14 ACIEJ”] L 19
8 ! miR-200a 0.20 121 :R— 9b .0 0/4 ACIEJ”| L
0.18 ! miR-200b 0.21 141 .0 0/5 ACIEJ”] L 20
0.18 ! miR-205 0.23 123 .0 0/15 ACIEJ”] L 22
0.18 ! miR-372 0.23 1106 .0 0/4 ACIEJ”] L 23
0.21 16 miR-200c 0.24 14 .0 0/12 IACIEJ”]| L 24
0.21 16 miR-221 0.26 12! .0 0/14 IACIEJ]| L 26
0.24! 17 miR-210 0.27 1 4 0 .0 0/ ACIEJ] L 27
0.27: 18 miR-222 0.29 1 4 0 0/ ACIEJ] L 28
0.30: 19 miR* 7 0.30 12 hsa-mi *1936 5p .0 0/ ACIEJ] L 29
0.355 /11 let-7a 0.30 19 hsa-miR-373* 0 0/11 IACIEJ”]| L
1.000 0/6 let-7b 0.31 1188 hsa-miR-9 .0 0/14 IACIEJ”] L 30
AllWas K poyalue 4 Rk pIRSUe
a r} %{a” &ﬁﬂ%?gyl al k [?e—oaa ue %Wﬂu %H\%SI'QEIT low expression TF al k .001 g{all ﬁ U E
0.4 1/13 GUSTAFSO 13K_UP e-01 15 YC_TF and cofactors 0.014 5/37 VAQUERIZAS] Prostale .
0 0/15 e-01 19 YCTargelS DOWN 0.025 5/43 VAQUERIZAS”Whole brain
0/12 e-01 163 YCTa%; 0.041 3/20 VAQUERIZAS”Adrenal cortex
0/11 e-01 4/1095  HEBENS REIT hlgh expression TF 0.056 2710 VAQUERIZAS”Skeletal. muscle psoas
.0 0/14 e+00 3 /1233 1M, 0.114 2/15 VAQUERIZAS, Adrena\ glan
.0 0/12 e+00 114 OW F 0.128 2/16 VAQUERIZAS Heal
.0 0/15 e+00 0/5 0.223 462 VAQUERI ZASWhoIe blood
.0 0/13 e+00 0/4 Y Apoptosls up 0.223 4162 VAQUERIZAS Lun
.0 0/14 BENTINK Src 2 e+00 0/8 'YC”Cell cycle UP 0.380 1/12 VAQUERIZAS”Kidney
A 0/0 e+00 0/2 YC Cell cycle Dt 0.404 1/13 VAQUERIZAS Ovar
A 0/0 e+00 0/4 Cell growth and prohferauon upP 0.454 2/39 VAQUERIZAS Thyroid
A 0/0 e+00 0/2 C_vhromatln modification UP 0.467 2740 VAQUERIZAS”Fetal brain
A 0/0 e+00 0/7 YC”DNA repal 0.472 1/16 VAQUERIZAST] Fetal thyr0|d
A 0/0 e+00 0/3 YC_DNA repllcatlon UP 0.517 2/44 VAQUERIZAS_Pla
A 0/0 e+00 0/2 ECM cell adhesion DOWN 0.685 1/29 VAQUERIZAS™! Smooth muscle
A 0/0 e+00 0/20 YC~Metabolism UP 0.978 21144 VAQUERIZAS”Gen
A 0/0 e+00 0/16 YC”Protein synthesis degradation UP 1.000 0/28 VAQUERIZASLive
A 0/0 e+00 0/8 YC_RNA processing binding UP 1.000 0/22 VAQUERIZAS™S |na| cord
A 0/0 e+00 0/2 'YC—Signal transduction UP 1,000 0/41 VAQUERIZAS Thymus
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Spot Summary: Q

# metagenes = 76
# genes = 710

<r> metagenes = 0.85
<r>genes =0.21
beta: r2=3.42 / log p= -Inf

# samples with spot =0 (0 %)
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ID

10413
2354
8349
91612
329
147463
100008589
1843
114908
1647
25800
23645
1958
79659
57214
150094
10972
10950
7538

5366

max e
min e
2.32 -1.54
213 -2.88
2.04 -1.67
2 -1.22
1.92 -0.97
1.9 -1.14
1.84 -1.52
1.8 -2.27
1.77 -1.52
1.77 -1.07
1.74 -1.25
1.71 -1.84
1.66 -2.12
1.63 -0.75
1.61 -1.51
1.57 -1.48
1.55 -1.23
154 -1.34
1.53 -2.16
1.49 -1.15

r

0.46

0.43

0.46

0.2

0.36

0.29

0.6

0.42

0.3

0.54

0.38

0.48

0.28

0.27

0.38

0.61

0.46

0.59

0.43

Description
Symbol
YAP1  Yes-associated protein 1 [Source:HGNC Symbol;Acc:16262]
FOSB  FBJ murine osteosarcoma viral oncogene homolog B [Source

HIST2H2B&tone cluster 2, H2be [Source:HGNC Symbol;Acc:4760]
CHURC1churchill domain containing 1 [Source:HGNC Symbol;Acc:20(
BIRC2 baculoviral IAP repeat containing 2 [Source:HGNC Symbol;A
ANKRD2@nkyrin repeat domain 29 [Source:HGNC Symbol;Acc:27110]
RNA28SRNA, 28S ribosomal 5 [Source:HGNC Symbol;Acc:37659]
DUSP1 dual specificity phosphatase 1 [Source:HGNC Symbol;Acc:3(
TMEM128&ansmembrane protein 123 [Source:HGNC Symbol;Acc:301¢
GADD454rowth arrest and DNA-damage-inducible, alpha [Source:HC
SLC39A6solute carrier family 39 (zinc transporter), member 6 [Source:
PPP1R15%otein phosphatase 1, regulatory subunit 15A [Source:HGN(
EGR1 early growth response 1 [Source:HGNC Symbol;Acc:3238]
DYNC2Hdynein, cytoplasmic 2, heavy chain 1 [Source:HGNC Symbol;
KIAA119KIAA1199 [Source:HGNC Symbol;Acc:29213]

SIK1 salt-inducible kinase 1 [Source:HGNC Symbol;Acc:11142]
TMED10 transmembrane emp24-like trafficking protein 10 (yeast) [Sot
BTG3 BTG family, member 3 [Source:HGNC Symbol;Acc:1132]

ZFP36 ZFP36 ring finger protein [Source:HGNC Symbol;Acc:12862]

PMAIP1 phorbol-12-myristate-13-acetate-induced protein 1 [Source

Geneset Overrepresentation

Rank p-value #in/all

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

8

6

2
2
& 4
@]
2
0

Geneset

82/436 miRN. hsa-miR-548n

62/313 Glio willscher_GBM_Verhaak-CL_expression_D_up

62/313 Glio  willscher_GBM_Verhaak-MES_expression_D_down

62/313 Glio  willscher_GBM_Verhaak-PNwt_expression_D_up

791517 miRN. hsa-miR-106a

55/269 miRN hsa-miR-1244

59 /310 miRN hsa-miR-340

76 /511 miRN. hsa-miR-106b

791565 miRN hsa-miR-20b

521262 miRN hsa-miR-548|

62 /368 miRN hsa-miR-144

771545 miRN hsa-miR-93

76538 miRN hsa-miR-17

81/603 miRN hsa-miR-20a

38/150 miRN  hsa-miR-200c

45/217  mIiRN hsa-miR-548m

547313 miRN hsa-miR-559

687494 miRN hsa-miR-107

60 /399 miRN hsa-miR-519¢-3p

48 /271 miRN  hsa-miR-548h

36/155 miRN hsa-miR-200b

58 /387 miRN hsa-miR-519a

51/307 miRN  hsa-miR-548c-5p

56 / 364 miRN hsa-miR-519b-3p

64/463  MIRN hsa-miR-301a

53/335 miRN  hsa-miR-142-5p

53/336 miRN  hsa-miR-548d-5p

66 / 495 miRN hsa-miR-103

39/189 miRN hsa-miR-513a-3p

38/180 miRN  hsa-miR-374a

50/315 miRN hsa-miR-30e

34/151 miRN  hsa-miR-429

59 /426 miRN hsa-miR-519d

61 /456 miRN hsa-miR-130a

42234 miRN hsa-miR-26a

48/ 300 miRN  hsa-miR-561

50/324  miRN hsa-miR-18a

571412 miRN hsa-miR-372

54 /376 miRN  hsa-miR-373

35/169 miRN hsa-miR-374b
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P{%” @s% gted transport Ee%@lne #JWQ‘)” Q?E%I—indexz #7119/?5'4!0 nu(%r\}seset
347290 intracellular protein transport 2e-04 8 /316 SPANG_BCL6-i |ndex2 61/686 Golgi apparatus
461478 protein transport 2e-02 /1 GENTLES modull6 41/ 455 perlnuc ear region of cytoplasm
21/149 ubiquitin-dependent proleln catabolic process le-01 115 SOTIRIOLTBREAST CANCER_GRADE_1_VS_3_DN 144 /2378  cytosol
29/262 protein ubiquitination 1le-01 115 ENTLES 38/436 olgi membrane
6/13 COPI coating of Golgi vesicl le-01 11 GENTLES modul 232 /4310  cytoplasm
13/72 roteasome-mediated ublqumn—dependem protein catabolic process 3e-01 1 4 PER_NMM poor survival 14 COPI vesicle coat
8129 protein autoubiquitination 4e-01 /14 LIU COMMO CANCER GENES 46 1621 endoplasmic reticulum
47 protein ubiquitination involved in uhlqumn dependent protein catabolic proces 4e-01 /3 KUIPER_MM good survival 44614 endo Iasmlc retlculum membrane
8 protein K48-linked ubiquitinatiol 4e-01 /1! RHODES CANCER_META_SIGNATURE 6/27
113 ransforming growth factor beta receplor si nallnlgF?athway 5e-01 11 GENTLES modull3 411 Golgl assomated vesicle
5 retrograde vesicle-mediated transport, Golgi to 5e-01 13! HANG MM up 4/1 trans-Golgi network transport vesicle
9 ER to Golgi vesicle-mediated transport 5e-01 11 WOLFER overlap genes 11/87 trans-Golgi network
0 cellular reSponse to calcium ion 5e-01 /1 GENTLES m 10/80 earIP/ endosome membrane
5 COPII vesicle coati g 8e-01 / 6 SHAUGHN’ESSY MM high risk 59 /949 nucleoplasm
5 phosphatldyhnosnol lephosphorylation 1e+00 1/530 Lembcke. Normal'vsAdenoma 12/116 Iamelhpodlum
4 pro ein K11-linked ubiquitination 1e+00 /553 Lembcke Colonic Inflammatio 9/7 PML b d
485 ative re?‘ulatlon of apoptotic process 1e+00 0/ 1 ES” UNDIFFERENTIATED CANCER 4/ 1 podost
134 PTO ein dephosphorylation 1e+00 0/1! SOTIRIOU BREAST CANCER_GRADE_1_VS_3_UP 715! endoplasmlc reticulum-Golgi intermediate compartment
7 skeletal muscle cell differentiation 1e+00 0/10 LIU_BREAST_CANCER 9/8 ruffle
all  Gepeset ISGASL siga  Gengser o, niall - GENESEI vermaak-ct exprecsion 0 up
699 Chr5 1.0 9/375 GUDJ_psoriasis down 2/ willscher_GBM”Verhaak-MES_expression_D_down
618 Chr4 1.0 13/572 GUDé_Ipsorlass up 2/ 13 willscher_GBM_Verhaak-PNwt_expression_D_up
/1033 Chr2 1.0 0/17 EBM up 3 /328 UF
519 Chr 14 1.0 0/2 BCHETNIA_EBM down 0/73 GIEZELT_GBM_WT_down_VS _mut
32/504 Chr 15 NA 0/0 170 willscher "GBM “prot€omics_wtOnly_SpotJ
39/714 Chr 6 NA 0/0 14 Vlshal s‘bnetwork signature of survwal in GBM
33/602 Chr 10 NA 0/0 /7 EZELT_GB! Tmethyl_down VS _nonmethyl
49 /957 Chr 11 NA 0/0 0/105 W|Ilscher'GBM “proteomics_wiOnly_Spof
45/914 Chr3 NA 0/0 3/169 willscher_GBM_proteomics wlOnly Differencelist_
41/ 866 Chr 12 NA 0/0 /6. Stuehler_Proteins_up_in_STS
25/534 Chr8 NA 0/0 3/391 Down b~
27/630 Chr X NA 0/0 /1. W|Ilsch'er GBM LTSwl proleomlcs C_UP
10/232 Chr18 NA 0/0 /1 VERHAAK _MES subtype
81187 Chr 21 NA 0/0 /16 willscher_GBM_STSwt_proteomics—O_UP
30/743 Chr7 NA 0/0 /4 willscher_GBM_Verhaak-PNmut_expression_A down
22/633 Chr9 NA 0/0 5/71 willscher_GBM”Verhaak-CL_expression_H_dowi
2 Chr HSCHR6_MHC_QBL NA 0/0 5/71 wisc 1er_GBM Verhaak-MES_expression_H up
58/1720 Chr1l NA 0/0 5/71 wi her_GBM_Verhaak-PNwi_expression_H_up
207717 Chr 16 NA 0/0 1/5 F'1|I||ps Prolif up vs PN & MES
é}nga” @em& EGF SIGNALING_UP nk !.ooég ue ?]!plﬁ“ %LHES stem 4.4;
0 CHASSOT_SKIN_WOUND 0.105 2/13 WIRTH Sec. lympl owd organs 242
5 AMIT_EGF_RESPONSE 40 HELA 0.133 2/15 WIRTH Telencephalon 2212
6 AMIT_DELAYED_ EARLY_GENES 0.355 1/10 WIRTH B-cells 48/ 7
6 SCIAN INVERSED TARGETS OF TP53 _AND_TP73_DN 0.459 1/14 WIRTH Globus allidus 30/ 426
6 ONSE_4( CF10A 0.482 1/15 WIRTH_Cerebellum 10/ 1
6 JI RES ONSE T F 0.967 21120 WIRTH Testis 7169
4 CHNG MULTIPLE MYELOMA HYPERPLOID DN 0.975 21127 WIRTH Muscle 81786
5 FRASOR RESPONSE TO SERM_OR_FULVESTRANT_UP 1.000 5/400 WIRTH”]| Nervous System 18/2 ul
5 GENTILE_UV_RESPONSE_CLUSTER D9 1.000 0/5 WIRTHPituitary gland 97119 ROSOLOWSKI |_green total
6 Al PONSE 1.000 o/ WIRTHPancreas 7186 ROSOLOWSKI_green UP
6 AMIT_EGF"RESPONSE 40 MCFIDA 1.000 0/ WIRTH_Prim. Iymphold organs 5/54 SPANG_BAFF Ohrs DN
6 DORSAM_HOXA9 TARGETS DN 1.000 o/ WIRTH Tonsil /4 IASCQUE_mBL DOWN
6 UZONYI RESPONSE T0 LEUKOTRIENE AND_THROMBIN 1.000 o/ WIRTH Thymus / IASCQUE m! P
0 REACTOME_COPI_MEDIATED TRAI 1.000 [ WIRTH Lymphocytes /20 ROSOLOWSKI_red UP
1 REACTOME BETACATENIN PHOSPHORYLATION_CASCADE 1.000 o/ WIRTH_Bone marrow / IASCQUE_GCB
2 ESTO _RESPONSE TO UV _C3 1.000 0/13 WIRTH Cortex cerebri / IASCOUE_ABC UP
4 TIAN TNFE SIGNALING NOT_VIA NFKB 1.000 0/16 WIRTH Hippocampus 113 BENTINK mBLU
4 KEGG_EPTTHELIAL CELL_SIGNALING_IN_HELICOBACTER_PYLORI_INF 1.000 0/13 WIRTH_Thalamus 113 BENTINK™m
4 BIOCARTA_IL2_PATHWAY — 1.000 0/50 WIRTH_Homeostasis 138 ROSOLOWSKI blue DOWN
Mo paive RN A3l Reenes JS8
Be fgp/g) 3 Sl%%m%ﬁgrtg . o e-11 12 ?‘F] )
2e- 10 5 /238 Ublﬂullln—PFOlEIn ligase activity 3e-10 52/ z TGTT- 30A 5P--30C--30D--30B--30E-5P /3 Thyroid carclnoma papillary
5/ 361 bindin 5e-10 46/ TGAA-181A--181B--181C--181D /5 Duchenne muscular dystrophy
142 protein serine/threonine dphosphatase activity 1le-09 19/ 1 AACT-22! 3 /5 Gastroesphageal reflux
1/69 hosphatidylinositol bin 7e-09 41354 CTTT-524 / Muscular dystrophy
/48 hosphoprotein hosphatase activity 9e-09 31/225 TATT 374 / Miyoshi myopathy
1/86 anyl-nucleotide exchange factor activity 2e-08 271182 TTTT: /10 Esophageal cancer
4 | 288 oroteln kinase bindin . 2e-08 481470 GCAC*1775Pff20A77106A77106E577208”519D / Pituitary adenoma
e-0: 131 RNA polymerase Il activating transcription factor binding 4e-08 25/ 165 TTTG-518A-2 / Myocardial infarction, susceptibility to
e—0. 157 [ifOtem transporter activity 6e-08 28 /205 GTAC-101 ! Cardlomyopathy, idiopathic dilate
-0 4116 3-3 protein bindin 1le-07 30/240 ACAT-1--206 112 Bladder
e-0: 6/37 androy en receptor bindin le-07 30/240 CAGT-141--200A ! Systemlc Iupus erythematosus, susceptibility
e—0 14 /148 ubiquitin protein ligase bindin 3e-07 231158 ATAT-448 / Dermatitis, atopic
e—0: 18/216 transcription coaciivator activity 5e-07 23/163 CTTG-381 115 Gastric cancer
e—0. 7151 Ub'g'—"“" specific protease activity 6e-07 30/257 TTTG-520 14 Thyroid carcinoma, follicular
e-0: 10/92 dependent helicase activity le-0f 40/ 415 TTTG-19A--19B 117 Cardiomyopathy, dilated
e—0. 3/10 lamin binding 2e-0t 24/189 -145 /19 Multiple myeloma
e—0: 3/10 Rolgﬁ) RNA bmdlng 2e-0 21/151 GTAT-369-3P /5 Autism, susceptibility to
e—0; 4719 bind "&% 2e-0 20/ 140 —-496 /21 Gastrointestinal
e-0: 6/42 acid-amino acid'ligase activity 2e-0f 36 /362 CAGT-200B--200C--429 /6 Psoriasis, susceptibility to
UEe ElgldlDase 9 cenese
&l I Lﬁsnﬁset gl %aeﬂ'*.!. -w. / ACIEJ T L 50
/ miR-373 2e- 791517 hsa-mi 06a /13 ACIEJ] L 10
! miR-101 le- 55 /269 hsa-mi 44 /15 ACIEJ] L 22
! miR-372 2e- 59/310 1 ACIEJ] L 28
110 miR-146a 8e- 76/511 /111 ACIEJ”] L31
/11 let-7a 6e- 79 1 565 ! ACIEJ] L 49
! miR-153 8e- 521262 112 ACIEJ”] 24
! miR-328 9e- 62 /368 114 ACIEJ”] 0
! miR-19a 1le-20 771545 ! ACIEJ]| L 29
! miR-223 2e-20 76 /538 / ACIEJ| L 48
0.12: ! miR-302d 2e-20 81/603 /11 ACIEJ”] L
0.16 14 miR-122 2e- 38/150 /14 ACIEJ| L
0.16: 14 miR-128b 6e— 45/217 /15 ACIEJ”] L 16
0.16 14 miR-133b le- 54/313 0/16 IACIEJ”]| L
0.16: 14 miR-195 9e- 68 /494 0/ IACIEJ]| L13
0.16: 14 miR-204 le- 60 /399 0/ IACIEJ]| L 14
0.16: 14 miR-34b 3e-17 481271 0/11 IACIEJ”]| L 15
0.16! 14 miR-34c 4e-17 36 /155 'miR-200b 0/ ACIEJ”] L17
0.16: 14 miR- 5e-17 58 /387 hsa miR-519a 0/14 ACIEJ] L 19
0.19 /5 miR-200a 5e-17 51/307 hsa-miR-548c-5p 0/4 IACIEJ”] L
AUNLL K poyalue 3 Kk batlg
a r} %a” &ﬁﬂ%%‘; ahk E)efOS ’%W@g@ QIEIT high expresslon TF ahk %*O nl{a” ﬁ L%t _Pancreas
0.4 1/13 GUSTAFSDN PI3K up 8e-02 1/2 YC_Signal transduction U e-0 9/62 VAQUERIZAS”Lun
0.4 1/13 BENTINK_src: e-01 2114 JOWIC e—0. 5/24 VAQUERIZAS Trachea
1/14 BEI TINKﬁmyc 1 e-01 1/5 YC_TFand cofactors e—0. 6/39 VAQUERIZAS Thyroid
1/14 BENTINK_src.. e-01 5871233 IM_MYC targets e—0 4/20 VA UERIZASAdrenal cortex
1/15 GUSTAFSON_PI3K_DN e—01 1/9 YC_Targets DOWI e-0. 7162 UERIZAS”Whole blood
0/12 BENTINK _e: e-01 1/16 YC_Prot eln S! nthesls degradation UP e-0. 5/37 UERIZ Prostale
0/11 BENTINK 92f3 2 e-01 2/63 ch'affll 4e-0; 4/30 | Iung
0/12 ENTINK ras.1 e+00 1171146 -lEBENS REIT_low expression TF 4e-0; 5/44 UERIZAS
0/11 BENTINK ras4 e+00 0/5 C TFs 7e-0. 2110 UERIZAS”! Skeletal muscle.psoas
0/0 e+00 0/4 YC Apopt05|s up 9e-0. 2112 VA UERIZAS Kid
0/0 e+00 0/8 'YC”Cell cycle UP e-0 2/14 ERIZAS_FetaI iver
0/0 e+00 0/2 YC Cell cycle D e-0; 2115 RIZAS”Adrenal gland
0/0 e+00 0/4 C_Cell growth and prol\feratlon uP e-0. 2/19 VA UERIZAS ituitar
0/0 e+00 0/2 YC Chromatin_modification UP e-0. 2/21 ERIZAS Tonsil
0/0 e+00 0/7 'YC_DNA repair UP e—0! 3/41 VA UERIZAS Thymu:
0/0 e+00 0/3 YC_DNA replication UP e-0 1/7 UERIZAS™Appendix
0/0 e+00 0/2 YC_ECM cell adhesion DOWN e—0! 1/8 VA ERIZASangue
0/0 e+00 0/20 YC MetabolismUP e—0! 2128 UERIZAS_L|
0/0 e+00 0/8 'YCZRNA processing binding UP 4e-0 2129 VA UERIZAS_ Smooth muscle
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Spot Summary: R Spot Genelist Geneset Overrepresentation

- -

# metagenes = 50 Rank max e r Description Rank p-value #in/all Geneset
ID min e Symbol
# genes = 596 y
1 100008588 2.37 -0.91 0.23 RNA18SHRNA, 18S ribosomal 5 [Source:HGNC Symbol;Acc:37657] 1 1e-99 98 /142 Glio  willscher_GBM_Verhaak-CL_expression_C_up
2 1le-99 98/ 142 Glio  willscher_GBM_Verhaak-PNmut_expression_C_down
<r> metagenes = 0.92 2 908 196 -089 063 CCT6A chaperonin containing TCP1, subunit 6A (zeta 1) [Source:HG 3 6e-78 116/370 BP  mitotic cell cycle
<r>genes = 0.32 451 5e-60 117/530  Cance Lembcke_Normal vs Adenoma
3 8500 1.93 -1.22 043 PPFIAL1 protein tyrosine phosphatase, receptor type, f polypeptide (P1 le-51 143/949 CC  nucleoplasm
beta: r2=6.9 / log p= ~Inf 6 9e-37 62/232 BP mitosis
4 9918 193 -1.18 052  NCAPD2non-SMC condensin | complex, subunit D2 [Source:HGNC S 7 3e-27 43/149  BP  DNAreplication
. 2e-22 276/4640 CC  nucleus
# samples with spot =25 (9.1 %) . 8
) 5 793 183 -0.42 029 CALB1 calbindin 1, 28kDa [Source:HGNC Symbol;Acc:1434] 9 3e-21 15/16 GSE/ FINETTI_BREAST_CANCER_BASAL_VS_LUMINAL
Atypical : 5 (6.8 %) 10 9e-21 172/2378 CC  cytosol
Classical : 6 (18.8 %) 6 23480 183 -104 049  SEC61G Sec6l gamma subunit [Source:HGNC Symbol;Acc:18277) 11 2e-20 24186 CC  chromosome, centromeric region
M I |:13 0 12 5e-20 50/298 BP  DNA repair
esenc “”na $13 ( 15.3% ) 7 8836 1.83 -1.06 0.52 GGH gamma-glutamyl hydrolase (conjugase, folylpolygammagluta 13 8e-20 14715 GSE# FINETTI_BREAST_CANCER_KINOME_RED
Basal - 1 ( 1.2 % ) 14 1le-19 25/66 CC  condensed f:hr.omosome kinetochore
8 387103 183  -144 062  CENPW centromere protein W [Source:HGNC Symbol;Acc:21488] 15 le-19 70/572  Disea GUDJ_psoriasis up
16 3e-19 35/148 BP  GL/S transition of mitotic cell cycle
9 2631 1.79 -0.97 04 GBAS glioblastoma amplified sequence [Source:HGNC Symbol;Acc %g 6e-19 14716 GSE/ FARMER_BREAST_CANCER_CLUSTER_ 2
2e-18 13/14 MMM MACIEJ_MMML 4
10 26872 1.76 -129 041 STEAP1 six transmembrane epithelial antigen of the prostate 1 [Sourc 19 3e-18 24ar61 BP ch.romosome _Seg_rega“on
20 le-17 14718 BP  spindle organization
" ; ; 4e-17 KIM_MYC targets
11 81831 1.76 -165 052 NETO2 neuropilin (NRP) and tolloid (TLL)-like 2 [Source:HGNC Sym %% 29 16 ;25/ ;233 E de e_lop'ng as?m e
e 10 Ve 1l Y
9e-16 64/579  CC leol
12 86 175 -1.06 0.84  ACTL6A actin-like 6A [Source:HGNC Symbol;Acc:24124] 23 fucleolus
24 2e-15 107/1344 MF  ATP binding
. 25 7e-15 12/16 GSE# EGUCHI_CELL_CYCLE_RB1_TARGETS
h -1. . i id di ! ;Acc:: _ - o -
Ove rview M ap S pot 13 3992 1.73 129 047  FADSL fatty acid desaturase 1 [Source:HGNC Symbol;Acc:3574] 26 7e-15 12116 GSE¢ CROONQUIST NRAS__SIGNALING. DN
27 9e-15 11/13 GSE# CROONQUIST_IL6_DEPRIVATION_DN
50 — 14 3945 173 -1.73 0.38 LDHB lactate dehydrogenase B [Source:HGNC Symbol;Acc:6541] 28 le-14 16135 BP  mitotic nuclear envelope disassembly
- ‘ 29 2e-14 20/61 CC  kinetochore
| 15 5984 1.72 -1.26 0.89 RFC4 replication factor C (activator 1) 4, 37kDa [Source:HGNC Syn 2e-14 15730 BP  DNA strand elongation involved in DNA replication
40
) . ) 31 4e-14 11/14 GSE# ZHAN_MULTIPLE_MYELOMA_PR_UP
16 116832 1.7 -1.8 0.61 RPL39L ribosomal protein L39-like [Source:HGNC Symbol;Acc:17094 32 6e-14 13722 BP  CENP-A containing nucleosome assembly at centromere
30 33 1e-13 19/59  CC  nuclear pore
17 7153 1.7 -184 083  TOP2A topoisomerase (DNA) Il alpha 170kDa [Source:HGNC Symbc 34 1e-13 11715 Canci SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
20 - 35 2e-13 20/68 Canci SHAUGHNESSY_MM high risk
18 1894 1.64 -1.47 0.85 ECT2 epithelial cell transforming sequence 2 oncogene [Source:HG 36 2e-13 261122 BP  G2/M transition of mitotic cell cycle
37 4e-13 11/16 GSE/ SCIAN_CELL_CYCLE_TARGETS_OF_TP53_AND_TP73_DN
10 — 19 10635 1.63 -1.2 0.84 RAD51AMRADS1 associated protein 1 [Source:HGNC Symbol;Acc:169: 38 4e-13 11/16 GSE/ REACTOME_G2_M_CHECKPOINTS
39 5e-13 17149 BP  telomere maintenance
1 20 31901 162 -154 022 HNRNPLheterogeneous nuclear ribonucleoprotein L [Source:HGNC S' 40 9e-13 10/13 GSE# REN_BOUND_BY_E2F
I I I I
1 10 20 30 40 50 1 10 20 30 40 50
0.4 p-values
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ﬁlé’]/ §/U %ﬁ@?sﬁ g}cle ! l eféoe lne ?H‘/ @J grﬁlﬂgsﬁotrmal vs Adenoma &fé&alue #Alg/ QU Sé(?e@&éﬁt
62/232 mitosis e-13 11/15 SOTIRIOU BREAST CANCER_GRADE_1_VS_3_UP 2 76 /4640 nucleus
431149 DNA replication e-13 20/68 SHAUGHNESSY_MM high risk 6-21 7212378  Cytosol
0/ 298 DNA repair o e-10 6 WOLFER_overlap genes e-20 4/ 56 chromosome, centromeric region
5 /148 G1/S transition of mitotic cell cycle e-08 115 GENTLES_modulé e-19 5/66 condensed chromosome kinetochore
4/ 67 chromosome segregation e-08 116 RHODES UNDIFFERENTIATED_CANCER e-16 4. /579 nucleolus
4/18 spindle organization " e-05 /10 GENTLES modul3 e-14 0/ 61 kinetochore
6/35 mitotic nuclear envelope dlsasse_mblxl o e-04 115 GENTLES modull e-13 9/59 nuclear pore
5/30 DNA strand elongation involved in DNA replication e-04 116 GENTLES modul2 e-12 42335 centrosome
3/22 CENP-A containing nucleosome assembly at centromere 4e-04 139 ZHANG_MM up . e-11 0/83 spindle pole
6 /122 G2/M transition of mitotic cell cycle 2e-03 7148 KUIPER_ MM poor survival e-10 1/109 indle
7149 telomere majntenance . . . 2e-03 4115 BEN-PORATH_UP X e-10 2/33 spindle microtubule
1/21 telomere maintenance via semi-conservative replication 6e-03 133 KUIPER_MM good survival e-07 817120 nuclear envelope
12/29 regulation of glucose transport e-02 115 RHODES CANCER_META_SIGNATURE 4e-07 /10 nuclear pore outer ring
587649 gene expression e-02 114 LIU COMMON_CANCER_GENES e-07 08 /4310  cytoplasm ) .
1/24 telomere maintenance via recombination e-02 /16 GENTLES_modul4 e-06 134 chromosome, telomeric region
/1 mitotic metaphase plate congression N e-01 /16 GENTLES modul7 e-06 /26 condensed chromosome
7174 anaphase-promoting compléx-dependent proteasomal ubiquitin-dependent | e-01 116 GENTLES modul10 e-06 01/45 kinesin complex
0/22 DN, rEFhCaUCIH initiation e-01 110 LIU_BREAST_CANCER 5e-06 3/80 chromatin
8 /213 cell cycle 4e-01 114 LIUZPROSTATE_CANCER_UP 1e-05 123 mitotic spindle
ﬁjp‘!ﬁll (g%neset I'l@% 19 %'f‘é@z” Q’Egﬁgnﬁ;sls up &JN@" 1 Q_%étm Verhaak-CL_ex| ression_c_ug
44866 Chr12 6e-01 1/26 BCHETNIA_EBM-DM up 8 /142 willscher_ GBM”Verhaak-PNmut_expression_C_down
76/ 1720 Chr 1 1e+00 3/375 GUDJ_psoriasis down 1/57 developing astrocytes
43/914 Chr3 1e+00 0/17 BCHETNIA_EBM up 1/68 cultured astroglia vs. in vivo astrocytes
25/519 Chr 14 1e+00 o/ BCHETNIA_EBM down /5 Phillips Prolif up vs PN & MES
241504 Chr 15 0/0 1/313 willscher_GBM_Verhaak-CL_expression_D_up
421033 Chr2 NA 0/0 1/313 willscher_GBM_Verhaak-MES_expression_D_down
8 /699 Chr5 NA 0/0 1/313 willscher” _Verhaak-PNwi_expression ’UE
8 /743 Chr7 NA 0/0 113 Christensen_hypomethylated_in_grade2_astrocytoma
2 /602 Chr 10 NA 0/0 113 Christensen_hypome ed_in_grade2_oligodendroglioma
5/ 714 Chr 6 NA 0/0 114 Christensen_hypomethylated_in_grade2_oligoastrocytoma
/232 Chr 18 NA 0/0 114 Christensen_hypomethylated_in_grade3”oligoastrocytoma
2 /918 Chr17 NA 0/0 /15 VERHAAK_PN subtype
5 /449 Chr 20 NA 0/0 6/328 Y .
/280 Chr13 NA 0/0 /4 willscher_GBM_Verhaak-CL _expression_E_up
0/618 Chr 4 NA 0/0 /4 willscher_GBM_Verhaak-PNwt_expression_E_down
1187 Chr 21 NA 0/0 /4 willscher_GBM”Verhaak-PNmut_expression_E_down
/5 Chr HSCHR6_MHC_QBL NA 0/0 /37 willscher_GBM_proteomics_wtOnly_SpotH
0/717 Chr 16 NA 0/0 4/58 OopPC
67633 Chr9 NA 0/0 1/5 laffaire_hypometh_LGG_vs_control
il GERESEL.c: concen cron vs Lowia ikl BB gingall  Geneser,, A Geneset o,
4115 FINETTI_BREAST_CANCER_KINOME_RED 0.10 2/15 WIRTH_Cerebellum 18/100 ROSOLOWSKI_blue total
4/16 FARMER_ BREAST CANCER_CLUSTER_2 0.36 1712 WIRTH_II._ym hocytes 8/18 DAVE cfrrg:yc BL UP
2/16 EGUCHI CELL_CYCLE_RB1 TARGETS 0.42 1/15 WIRTH Telencephalon 45]755 SPANG_BCR UP
2/16 CROONQUIST NRAS SIGNALING_DN 0.64 1417417 WIRTH Immune system 9/86 ROSOLOWSKI_green UP
1/13 CROONQUISTIL6 DEPRIVATION DN 0.93 21120 WIRTHTestis 10/119 ROSOLOWSKI_green total
1/14 ZHAN_MULTI MYE R UP 1.00 2 /400 WIRTH Nervous System 38/852 SPANG_BCR DI
1/15 SOTIRIOU_BREAST_CANCER_ GRADE 1 VS 3 UP 1.00 0/5 WIRTH_Pituitary gland 4754 SPANG_BAFF 9hrs DN
1/16 SCIAN_CELL_CYCLE _TARGETS OF_TP53_AND_TP73_DN 1.00 0/26 WIRTH_Pancreas 1/12 DAVE BL_DN
1/16 REA( E G2_M_CHECKPOINTS 1.00 0/13 WIRTH”Sec. lymphoid organs 1/13 BENTINK_mBL UP
0/13 REN BOUND BY E2F 1.00 0/12 WIRTH_Prim. lymphoid organs 1/14 WRIGHT GCB UP
0/13 WINNEPENNINCKX MELANOMA METASTASIS UP 1.00 0/10 WIRTH_B-cells 15/426 SPANG_CD40 6hrs DN
/10 MONTERO_THYROID CANCER POOR SURVIVAL_UP 1.00 0/13 WIRTH Tonsil 81274 SPANG_1L21 DN
0/14 ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER 1.00 0/6 WIRTH Bone marrow 2/86 ROSOLOWSKI red total
0/15 CHANG_CYCLING "GENES 1.00 0/14 WIRTH Globus pallidus 8/291 SPANG_IL21 UP
0/16 KANG _DOXORUBICIN_RESISTANCE _UP 1.00 0/13 WIRTH”Cortex cerebri 71275 ZHANG_DLBCL mutated
115 FOURNIER_ACINAR DEVELOPMENT LATE_DN 1.00 0/16 WIRTH Hippocampus 1/59 LENZ_Stromal signature 2
115 SMID_BREAST_CANCER_LUMINAL_A_DN 1.00 0/13 WIRTH Thalamus 1/69 SPANG_LPS 6hrs
115 LY_AGING MIDDLE DN 1.00 0/50 WIRTH Homeostasis 1/118 SPANG_LPS 6hrs UP
115 REACTOME_ACTIVATION_OF_ATR_IN_RESPONSE_TO_REPLICATION_S 1.00 0/62 WIRTH Liver 41327 SPANG_CDA40 6hrs UP
H<_ ]'Je_y alue %P/ ?3'14 Q‘@%ﬁgt J éos“ é; be %14” %gg_gaet é’gsl é%gigﬁ%t\oma, papillary
1 366 /8023 protein binding 0.12 452 GTGT-514 0/34 Pancreatic cancer. .
Of 19/ 145 microtubule binding 0.14 4156 ATCT-31 0/22 Glioblastoma multiforme, somatic
0f 45 /595 RNAbinding 0.17 71127 GACT-212--132 0/21 Gastrointestinal
Of 14/88 unfolded protein binding 0.21 124 TTCC-191 0/ Pituitary adenoma
Of 12/71 microtubule motor activity 0.24 147 AGTC-345 0/36 Cancer
5 11/62 single-stranded DNA binding 0.24 126 TAGA-182 0727 Qlorectal cancer
0! 38/504 nucleotide binding 0.24 /189 AAGC-520F 0/ Adenomas, multiple colorectal
6/141 ATPase activity 0.27 0/220 CATT-203 0/35 Prostate cancer -
0/60 histone bmd‘m‘? 0.29 1198 ATGT-302C 0/11 Alzheimer disease, susceptibility to
4/115 helicase activit 0.32 1129 ACCA-522 0/ Schizophrenia, susceptibility to
/21 nuclease activity 0.32 1129 TAAT-323 0/ Parkinson d‘sease .
8 /361 binding . - 0.32 132 CTCT-368 0/23 He?amcellu ar carcinoma
4 4/ 288 protein kinase binding 0.33 156 ACAA-382 0/29 Melanoma and neural system tumor syndrome
125 an GTPase binding 0.33 /11 GCGC-525--524 0/30 Ovarian cancer
11/92 ATP-dependent helicase activity 0.33 97208 ATTC-186 0/38 Breast cancer
4113 nucleocytoplasmic transporter activity 0.36 484 ATGC-217 0/15 Gastric cancer )
13/132 kinase acnwg/ o 0.36 2/35 CAGT-134 0/4 Thyroid carcinoma, follicular
6/33 DNA-dependent ATPase activity 0.37 4/85 ACTG-17-3P 0/36 Lung cancer
24335 protein serine/threonine kinase activity 0.37 2/36 GGGA-324-5P 0/12 Bladder cancer
%elCH I LS?SD?set L"u-(é%elcg”%p P DASE LLJUEL’HQ PEILI
.003 i e-07 ! a~mIR™ E e ! ACIET L4
. /11 miR-16 4e-05 9/185 hsa-miR-548a-3p 6 6/14 ACIEJ”] L19
12 miR-152 9e-05 71336 hsa-miR-548d-5p 2/4 ACIEJ] L 41
113 miR— 9e-05 6 /318 3/13 ACIEJ”] L 10
13 miR-148a le-04 4 /288 2/11 ACIEJ”] L 15
14 et-7¢ 2e-04 1/83 1/12 ACIEJ”] L 24
14 et-79 2e-04 2 /262 1/14 ACIEJ”] L
14 miR-206 2e-04 8/193 1/15 ACIEJ”] 6
14 miR-34b 3e-04 4 /302 1/15 ACIEJ”] L 22
14 miR-34c 3e-04 71179 0/16 ACIEJ”| L
15 miR-15a 3e-04 517148 0/7 ACIEJ”] L13
16 let-7b 3e-04 77181 0/9 ACIEJ| L 14
16 let-7d 3e-04 4 /307 0/2 ACIEJ| L17
! miR-15b 4e-04 6/167 0/4 IACIEJ”]| L
! miR-26a 5e-04 2/108 hsa-| -154 0/5 IACIEJ]| L 20
/11 let-7a 5e-04 5 /336 hsa-miR-548b-5p 0/4 ACIEJ”] L 23
/113 miR-34a 6e-04 4 /321 hsa-miR-548a-5p 0/14 ACIEJ”] L 26
/26 miR-21 6e-04 /6 hsa-miR-140-3p 0/2 ACIEJ”] L 27
0/ miR-101 7e-04 8/54 hsa-miR-384 0/5 ACIEJT| L 28
o/ miR-101b 7e-04 21/268 hsa-miR-30b 0/6 IACIEJ”] L29
( ;I[ l]_ —val I]_ ?
4 all &E&%g&I}7PISK7UP al k E)e717a ue % %3 g’\ﬁ Wéﬁt ets al k . #J[l]({a” tiskeletal.muscle.psoas
3/14 BENTINK_myc.1 4e-08 141763 YC _Targets UP . 138 VAQUERIZAS Testis
3/14 BENTINK src.2 5e-05 417 YC”DNA repair UP . 114 VAQUERIZASFetal liver
3715 BENTINK ras.6 2e-03 3/8 'YC_Cell cycle UP . /39 VAQUERIZAS Thyroid
2/11 BENTINK e2f3.2 5e-03 4/20 YCMetabolism UP . . 141 ERIZ
1/12 BENTINK ras.1 7e-03 2/4 YC”Cell growth and proliferation UP 0.! /20 VAQUERIZAS”Bone marrow
0/15 GUSTAFSON_PI3K_DN 2e-02 52 /1095 HEBENSTREIT_high expression TF 0. /21 VAQUERIZAS Tonsil
0/12 BENTINK_e2f3.1 3e-02 2/8 YC_RNA processing binding UP 0.1 122 VAQUERIZAS”Spinal cord
0/11 BENTINK ras.4 1le-01 1/3 'YC_DNA replication UP 0. /28 VAQUERIZASLiver
0/13 BENTINK src.10 1e-01 1/3 'YC_Tumor supressor genes UP 0.7 /29 VAQUERIZAS”Smooth muscle
0/0 le-01 1/4 YC Aﬁoq_toss UP 0.7 129 VAQUERIZAS”Lymph node
0/0 4e-01 1/14 OWICK_TF . ) 0.7 130 VAQUERIZAS Fetal lun
0/0 4e-01 1/16 'YC_Protein synthesis degradation UP 0. 140 VAQUERIZAS_Fetal brain
0/0 1e+00 6/1146 HEBENSTREIT_low expression TF 0.; 143 VAQUERIZAS
0/0 1e+00 0/5 YC_TFs 0. 143 VAQUERIZAS”Whole brain
0/0 1e+00 0/9 YC_Targets DOWN 0. 1144 VAQUERIZAS General
0/0 1e+00 0/2 YC_Cell cycle DOWN 0. 162 VAQUERIZAS”Whole blood
0/0 1e+00 0/2 YC_Chromatin_modification UP 0.! 162 VAQUERIZAS Lung
0/0 1e+00 0/2 YC_ECM cell adhesion DOWN 1.0 144 VAQUERIZAS Placenta
0/0 1e+00 0/2 YCZSignal transduction UP 1.0 0/37 VAQUERIZAS”Prostate




K—Means Cluster

Spot Summary: S Spot Genelist Geneset Overrepresentation

# metagenes = 117 Ranl|<D maxe T S bDlescrlptlon Rank p-value #in/all Geneset
min e ymDo
# genes = 517
1 3933 2.9 -0.29 0.26 LCN1 lipocalin 1 [Source:HGNC Symbol;Acc:6525] 1 2e-04 10/79 BP  vitamin metabolic process
2 3e-04 4/11 BP fatty acid beta—oxidation using acyl-CoA oxidase
<r> metagenes = 0.81 2 140683 196 -022 023  BPIFA2 BPIfold containing family A, member 2 [Source:HGNC Symb 3 3e-04 9/69 BP  sphingolipid metabolic process
<r>genes = 0.14 4 4e-04 9/73 BP  water-soluble vitamin metabolic process
' 3 3849 185 -046 031 KRT2 keratin 2 [Source:HGNC Symbol;Acc:6439] 5 9e-04 6/37 BP fatty acid beta—oxidation
beta: r2=1.25 / log p= -Inf 6 1e-03 4715 GSE/ GARGALOVIC_RESPONSE_TO_OXIDIZED_PHOSPHOLIPIDS_RED_DN
4 10913 1.63 -0.56 0.38 EDAR ectodysplasin A receptor [Source:HGNC Symbol;Acc:2895] 7 le-03 4/16 BP  very long-chain fatty acid metabolic process
i 8 2e-03 6/44 CC  keratin filament
# samples with spot =2 (0.7 % i
p p ( ) 5 79746 163 -128 023  ECHDC3enoyl CoA hydratase domain containing 3 [Source:HGNC Sy1 9 2e-03 57/1253 BP  small molecule metabolic process
Basal : 2 ( 2.4 % ) 10 2e-03 4119 BP  ceramide biosynthetic process
6 3656 146  -091 033 IRAK2 interleukin-1 receptor-associated kinase 2 [Source:HGNC s 11 3e-03 20/320  BP  small GTPase mediated signal transduction
12 3e-03 33/633  Chr Chr9
7 10331 144 -051 042  B3GNT3 UDP-GIcNACbetaGal beta-13-N-acetylglucosaminyltransfc 13 3e-03 5/32 CC  peroxisomal matrix
14 3e-03 4/20 BP histone deacetylation
8 3359 1.44 -0.35 0.36 HTR3A 5-hydroxytryptamine (serotonin) receptor 3A, ionotropic [Sou 15 3e-03 4l20 BP nitrogen compound metabolic process
16 3e-03 3/10 BP  epoxygenase P450 pathway
9 10451 1.43 -1.18 0.34 VAV3  vav 3 guanine nucleotide exchange factor [Source:HGNC Syr 17 3e-03 3/10 BP  pantothenate metabolic process
18 3e-03 3/10 GSE# REACTOME_SYNTHESIS_OF_BILE_ACIDS_AND_BILE_SALTS_VIA_7A
— hingolipid bi theti
10 55344 1.42 -0.83 0.29 PLCXD1 phosphatidylinositol-specific phospholipase C, X domain con 19 3e-03 5733 B8P sphingolip! .|osyn elic process
20 4e-03 4/21 BP  drug metabolic process
. 4e-03 30/572 Di GUDJ_psoriasis uj
11 3850 141 -04 054 KRT3 keratin 3 [Source:HGNC Symbol;Acc:6440] %% 42703 s Bsea alpha—_lllnj'mlenlc acz metabolc process
K 761s HGNG Symbol-Acc:24430 23 4e-03 3/11 BP  unsaturated fatty acid metabolic process
12 51350 14 -021 033  KRT76 keratin 76 [Source: ymbol;Acc: I 24 46-03 311 GSE? RICKMAN_METASTASIS_DN
4e-03 26 /478 BP protein transport
1 i leukin 19 [St IGNC Symbol 990 .
Ove ereW Map SpOt 13 29940 14 04 0.25 1L1o interleukin 19 [Source:HGNC SymbolAce:5090] 26 4e-03 5/35 MF  monooxygenase activity
. 27 5e-03 26/481  miRN TGCT-15A--16--15B--195--424--497
50 — 14 2952 138 -177 021  GSTT1 glutathione S-transferase theta 1 [Source:HGNC Symbol;Acc 28 56-03 3/12 ME  hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in fin
29 5e-03 3/12 CC  Sin3 complex
40 - 15 4217 1.33 -0.95 0.18 MAP3K5 mitogen—activated protein kinase kinase kinase 5 [Source:HC 30 5e-03 3/12 GSEZ MANALO_HYPOXIA_UP
31 5e-03 3/12 GSE# KEGG_PRIMARY_BILE_ACID_BIOSYNTHESIS
16 1373 1.32 -0.55 0.24 CPS1  carbamoyl-phosphate synthase 1, mitochondrial [Source:HG 32 56-03 3/12 GSE# REACTOME_JNK_PHOSPHORYLATION_AND_ACTIVATION_MEDIATED
30 33 6e-03 7169 BP  response to toxic substance
17 ss5277 129  -064 032 FGGY FGGY carbohydrate kinase domain containing [Source:HGNC 34 6e-03 7169 mMiRN hsa-miR-578
2 35 6e-03 137186 MF  structural molecule activity
0 18 158158 1.29 -0.96 0.3 RASEF RAS and EF-hand domain containing [Source:HGNC Symba 36 6e-03 2/4 GSE# GRAHAM_CML_QUIESCENT_VS_NORMAL_QUIESCENT_DN
37 6e-03 6/54 BP  JNK cascade
10 19 55640 1.26 -0.72 041 FLVCR2 feline leukemia virus subgroup C cellular receptor family, men 38 6e-03 8/89 CC  peroxisome
39 7e-03 3/13 GSE/ BLALOCK_ALZHEIMERS_DISEASE_INCIPIENT_DN
1 20 116362 1.25 -0.68 041 RBP7 retinol binding protein 7, cellular [Source:HGNC Symbol;Acc:: 40 7e-03 3/13 GSE# KEGG_GLYCOSPHINGOLIPID_BIOSYNTHESIS_LACTO_AND_NEOLAC
I I I I
1 10 20 30 40 50 1 10 20 30 40 50
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|t -value #j ra-ngc'ﬁlne j —yalue #j
k Pe—o4 ﬁ”‘!@” &%m E\EU"C process .07 #J I:'Ma” ﬁpmkE CANCER_UP .OO¥ }QJ all kera |n§|ament
3e-04 4/11 fatty acid beta-oxidation usmg acyl-CoA oxidase 0.08 /15 SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_DN 0.003 5/3 eroxisomal matrix
3e-04 9/69 5phlngoll?ld metabolic process 0.25 /9 WANG_ER_DN 0.005 /1 in3 complex
9/73 water—soluble vitamin metabolic process 0.28 2/316 SPANG_BCL6-index2 0.006 / 8 peroxlsome
6/37 fatty acid beta—oxidation 0.34 113 GENTLES_modul12 0.008 1/153 endosome membrane
4/16 very long—chain fatty acid metabolic process 0.34 113 GENTLES modull6 0.009 / 5 ubl umn Icg;rase compIex
57 /1253 small molecule metabolic process 0.36 114 WANG_ER_UP 0.010 /1!
4/19 ceramide biosynthetic process 0.38 /14 LIU_LIVER_CANCER 0.014 5746 Intermedwate fllamem cytoskeleton
20/320 small GTPase mediated signal transduction 0.40 116 GENTLES "modulll 0.015 3/17 alpha—ammo—3— ydroxy—5-methyl-4-isoxazolepropionic acid selective gluta
4120 histone deacetylation 0.40 116 GENTLES modul14 0.015 32 /686 Golgi af)
4120 nitrogen compound metahullc process 0.65 133 KUIPER_NMM good survival 0.017 473 cell=cell adherenswnctlon
3/10 epoxygenase P450 pathway 0.78 148 KUIPER”MM poor survival 0.025 7109; tlgh!]unc lon
3/10 pantothenate metabolic process 0.93 1185 SPANG_TPS-index2 0.043 46 /1142 ll?tracg
5/3 sphingolipid biosynthetic process 0.99 1530 Lembcke_Normal vs Adenoma 0.044 11 po ium membrane
412 drug metabolic process 1.00 51/553 Lembcke”Colonic Inflamma ion 0.044 /11 HOPS complex
3/1 alpha-linolenic acid metabolic process 1.00 0/15 RHODES” CANCER _META SIGNATURE 0.044 11 trans—Golgl network transport vesicle
3/1 unsaturated fatty acid metabolic process 1.00 0/16 JODES DIFFERENTIATED_C, 0.046 121 autophagic vacuole
267478 protein transpor 1.00 0/15 SOTIRIOU_BREAST_CANCER GRADE 1 VS_3_UP 0.049 7 | 2659 plasma membrane
7169 response to toxic substance 1.00 0/10 LIU_BREAST CANCER 0.065 130 rough endoplasmic reticulum
6154 JNK cascade 1.00 0/14 LIU_COMMON_CANCER_GENES 0.068 /115 cell=cell junction
e J@%&ﬁ@ Ilo —value #j
gniall - Gepeset o8 gniall - GRoesel ., P Aniall gset
18 Chr4 0.046 8/375 GUDJ SOrIaSIS down 0.07 5/313 willscher_GBM_Verhaak-CL_expression_D_up
033  Chr2 0.097 117 8 0.07 5/313 willscher_GBM”Verhaak-MES_expression_D_down
04 Chr 15 0.193 126 BCHETNIA EBM M up 0.07 5/313 willscher GBMVerhaak-| PNWFegipressmn D_up
02 Chr 10 1.000 0/2 BCHETNIA_EBM down 0.09 171 GIEZELT_GBM_STSwt_up_VS_
Chr 18 A 0/0 0.15 15 Iaffalre hypome‘fh LGG_vs_control
720 Chrl A 0/0 0.19 4173 EZELT_GBM_WT_down_VS_mut
19 Chr 14 A 0/0 0.20 149 m_ature a§lrocyles
30 Chr X A 0/0 0.20 17 willscher_GBM_LTSmut_proteomics—P_DOWN
14 Chr3 A 0/0 0.24 5/391 Down_b .
Chr HSCHR6_MHC_QBL A 0/0 0.25 19 Colman_survival robus
18 Chr17 A 0/0 0.27 110 willscher  GBM_TTSwt_proteomics-G_UP
Chr HSCHR6_MHC_DBB A 0/0 0.29 /11 KIM am;%Tfled & overexpressed inLTS™
43 Chr7 A 0/0 0.30 /117 WT_up_VS_mut
99 Chr5 A 0/0 0.32 /12 a trocyles lio™
4 ChrY A 0/0 0.32 /37 willscher_GBM_proteomics_wtOnly_Spotl
86 Chr 22 A 0/0 0.34 /13 ChristenSen_hypomethylated grade2_. astrocy! ma
7 Chr 21 A 0/0 0.34 /13 Christensen_hypomethylated_in_grade2_oligodendroglioma
714 Chr 6 A 0/0 0.36 /14 Christensen”_hypomethylated_in_grade2_oligoastrocytoma
866 Chr12 0/0 0.36 /14 Christensen_hypomethylated_in_grade3_oligoastrocytoma
n‘!a” g?\?zeg_%gﬂ: RESPONSE TO_OXIDIZED_PHOSPHOLIPIDS RED_DN nk ! 2ﬁ ue fﬁgga” %sﬂ-ﬁﬁgcg lJ &g 07 allsg Ellﬂ&” ﬁ\ﬂ,eﬁ&t UpP
0 REACTOME_SYNTHESIS_OF_BILE_ACIDS_AND_BILE_SALTS_VIA_7ALP 0.12 17 /400 WIRTHZI Nervous System 0.12 3/291 SPANG_IL21 UP
RICKMAN_METASTASIS_DN — 0.13 4162 WIRTH Liver 0.17 124 SPANG_BAFF 9Shrs UP
MANALO HYPOXIA UP 0.34 1/13 WIRTH Thymus 0.31 5/118 SPANG_LPS 6hrs UP
KEGG PRIMARY BILE_ACID _BIOSYNTHESIS 0.34 1/13 WIRTH Cortex cerebrl 0.43 1/18 DAVE_BL Inter
REACTOME JNI(PHOSPHOR LATION AND ACTIVATION MEDIATED_B 0.34 1/13 WIRTH Thalami 0.44 11/327 SPANG_CD40 6hrs UP
GRAHAM _CML ESCENT_VS N 0.56 1/26 WIRTH Pancreas 0.49 9/275 ZHANG_DLBCL mutated
3 BLALOCI(ALZH MERS DISEASE INC PI D 0.73 3/120 WIRTH Testis 0.55 /59 LENZ_Stromal signature 2
3 EGG GLYCOSPHINGOI:IPID BIOSYNTHESIS_LACTO_AND_NEOLACTO 0.93 21135 WIRTH Mucosa 0.72 4 [ 852 SPANG_BCR DN
3 EACTO PK EVENTS 0.98 17127 WIRTH Muscle 0.78 1/426 SPANG_CD40 6hrs DN
3 REACTOME ACTIVATED TAK1_MEDIATES_P38_MAPK_ACTIVATION 1.00 517417 WIRTH Immune system 0.89 /69 SPANG_LPS 6hrs DN
4 MAINA_VHL T/ 1.00 0/ WIRTH”Pituitary gland 0.93 /86 ROSOLOWSKI_green UP
4 CAIRO HEPATOBLASTOMAﬁDN 1.00 0/13 WIRTH Sec. lymphoid organs 0.93 186 ROSOLOWSKI red total
5 DO_EZH2 TARGETS 1.00 0/12 WIRTH”Prim. lymphoid organs 0.96 /100 ROSOLOWSKI blue total
5 W/ T_LIVER _CANCEI 1.00 0/10 WIRTH B—Cels 0.97 41274 SPANG_IL21 DN
5 KEGG "PANTOTHENATE AN OA BIOSYNTHESIS 1.00 0/13 WIRTH Tonsil 0.98 1/119 ROSOLOWSKI_green total
5 REACTOME_SPHINGOLIPID _METABOLISM 1.00 0/12 WIRTH”Lymphocytes 0.99 1/140 DAVE_BL-vs-DLBCL
6 CHI LI CAN L. TNNB1 DN 1.00 o/ WIRTH_Bone marrow 1.00 1/ 50 LENZ_StrDmaI signature 1
. 6 ACTOM EROXISOMAL LIPID METABOLISM 1.00 0/14 WIRTH Globus pallidus 1.00 0/ BENTINK_m
. GRAHAM_CML_DIVIDING_VS_NORMAL QUIESCENT DN 1.00 0/15 WIRTH Telencephalon 1.00 0/ BENTINKZ] mBL DOWN
alue P A3 L R, IRNA Uégﬁ
P ooy #}an” % %git&se activity .00! /z( I @Iﬂ§§€_‘t_16__155__195__424__497 e ) St\oma papillary
hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear 0.008 6/57 CTCA-526B 0/34 Pancreallc cancel
. 3 / 186 uctural molecule activity 0.015 187329 AATG-23A--23B 0/22 Glioblastoma muluforme somatic
. /15 histone deacetylase activity 0.026 8/114 TGTA-485-3P 0/21 Gastrointestinal
X 116 MAP kinase kinase activity 0.026 19/375 ACTG727A~27B 0/ F’IIUIISI'V adenoma
X 163 oxidoreductase activity, acting on paired donors, with incorporation or reductic 0.031 10/163 TAAT-126 0/36
. 17 sulfunc ester hydrolase activity 0.032 18/358 TGCA- 51907—51957—51% 0/27 Cglorectal cancer
. 87339 0.036 71100 ACAG-10, 0/ lenomas, multlple colorectal
110 heme bindin 0.048 8/129 TAAT*323 0/35 Prostate canci
voltage—gated ion channel activity 0.049 5/64 TCTG-361 0/11 Alzhelmerdlsease susceptibility to
296 oxidoreductase activit 0.050 71107 ACAC-142-3P 0/ Schlzophrenla susceptlm ity to
7 receptor sig nallnngro ein activity 0.051 5/65 CAGG-504 0/ Parkmson |sea
3 extracellular ligand-gated ion channel activity 0.057 10/181 CCTG-214 0/23 ?atocellu ar carcmoma
238 ubiquitin—protein ligase activity 0.062 448 ACAT-190 0/29 elanoma and neural system tumor syndrome
0 arylsulfatase activity 0.065 13/261 CTCA-125B--125A 0730 Ovarlan cancer
0 fucosXItransferase activity 0.065 3730 GGCA-346 0738 Breast cancer
0 —A receptor activity 0.070 4150 TACA-508 0/15 Gastric cancel
4/41 transferase activity, transferring acyl groups other than amino-acyl groups 0.074 4/51 ATAA—154 0/4 ‘Thyroid carclnoma follicular
24 /529 protein homodimerization activity 0.077 5/73 GGT-500 0/36 Lung cancer
6/82 phosphotransferase activity, alcohol group as acceptor 0.080 20/ 457 TGCC 124A 0/12 Bladder cancer
HE LRI LR sl Dase VI ka8 ceness
&l I lﬁl@@éa‘bset éOO I %e” E .1 4/ ACIET L 44
miR=302d 0.00¢ 24 /456 hsa-mi 30a 0.3 1/11 ACIEJ] L 49
¢] 0.00¢ 10/134 hsa-mi 36 0.3 1/13 ACIEJ] L 10
miR-429 0.01: 5746 hsa-m 60 .0 0/16 ACIEJ”] L
miR-141 0.024 0 /396 hsa-mi 01b .0 0/7 ACIEJ”] L13
miR-143 0.025 21449 hsa-m 30b .0 0/ ACIEJ”] L 14
miR-200a 0.026 /121 hsa-mi 62 .0 0/11 ACIEJ”] L 15
miR-200b 0. 2 /206 hsa-miR-148b .0 0/15 ACIEJ”] 6
miR-372 0.03f /22 1sa-miR-516a-5p .0 0/ IACIEJ| L17
let-7b 0.03: 2 /463 hsa-miR-301a .0 0/14 ACIEJ”| L 19
let-7d 0.03: 123 1sa-miR-24-1* .0 0/4 ACIEJ”] L
miR-133a 0.03:! 3 /240 1sa-miR-152 .0 0/5 ACIEJ| L 20
miR-200c 0. 0 /421 sa-let-7I .0 0/15 ACIEJ| L 22
miR-145 0.054 817382 1sa-miR-454 .0 0/4 IACIEJ”]| L 23
0 miR-146a 0.059 1/207 sa-miR-432 .0 0/12 IACIEJ]| L 24
1 let-7a 0.060 168 sa-miR-649 .0 0/14 IACIEJ]| L 26
3 - 0.06; 4148 hsa-miR-518a-3p .0 o/ IACIEJ”] L 27
. 3 miR-34a 0.06: 5/69 hsa-miR-648 .0 0/ ACIEJ] L 28
. 6 miR-21 0.06 11/211 hsa-miR-148a 0 0/ ACIEJ] L 29
. let-7c 0.07: 211479 hsa-miR-15b .0 0/11 ACIEJ] L
WaAAGEy b povalue 4 nes  plesue
: all - Geneset , ahk P fin/all - Reneset , ahk by pfall - GENeSEL sone marow
. 1/12 BENTINK e2f3 1 0.3 8 / 1095 HEBENSTREIT. hlgh expression TF 0.3 1/13 VAQUERIZAS_Skin
1/13 BENTINK 0.5 /20 YC_Metabolism 0.4 2743 VAQUERIZAS"Whole brain
1/15 USTAI 0.5 9 /1233 IM_MYC t: argﬁts 0.4 1/16 VAQUERIZA Sallvary gland
0/13 0.9 /63 YC Ta% 0.5 5/144 VAQUERIZA
X 0/11 0.9 8 /1146 -IEBENS REIT_low expression TF 0.6 2/62 VAQUERIZA Whole blood
. 0/14 1.0 114 CK_TF 0.6 1/29 VAQUERIZAS”Smooth muscle
. 0/12 1.0 0/9 YC Targets DOWN 0.9 1/62 VAQUERIZAST] un%
. 0/15 10 0/4 YC_Apoptosis UP 10 0/40 VAQUERIZASFetal brain
. 0/14 BENTINK src2 1.0 0/8 'YC”Cell cycle UP 1.0 0/44 VAQUERIZASPlacenta
NA 0/0 1.0 0/2 YC Cell cycle DOWI 1.0 0/28 VAQUERIZAS”Li
NA 0/0 1.0 0/4 Cell growth and proIIferatlon uP 1.0 0/37 VAQUERIZAS Prostate
NA 0/0 1.0 0/2 YC Chromatin_modification UP 1.0 0/43 VAQUERIZAS Uterus
NA 0/0 1.0 0/7 C”DNA repair UP 1.0 0/12 VAQUERIZA ne
NA 0/0 1.0 0/3 YC_DNA replication UP 1.0 0/22 VAQUERIZAS”Spinal cord
NA 0/0 1.0 0/2 'YC_ECM cell adhesion DOWN 1.0 0/41 VAQUERIZA lymus
NA 0/0 1.0 0/16 YC_Protein synthesis de radanon up 1.0 0/39 VAQUERIZAS Thyroid
NA 0/0 1.0 0/8 YC”RNA processing binding 1.0 0/7 VAQUERIZAS”Appendix
NA 0/0 1.0 0/2 YC~Signal transduction UP 1.0 0/30 VAQUERIZAS_Fetal lung
NA 0/0 10 0/3 YCZTumor supressor genes UP 1.0 0/16 VAQUERIZAS”Pancreas




K—Means Cluster

Spot Summary: T

# metagenes = 19
# genes = 260

<r> metagenes = 0.97
<r>genes = 0.46
beta: r2=56.45 / log p= —Inf

# samples with spot = 101 ( 36.7 % )
Atypical : 11 (149 %)
Classical : 7 (21.9 %)
Mesenchymal : 10 ( 11.8 %)
Basal : 73 (86.9 %)
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max e
min e

4.75 -1.88
4.24 -3.19
4.24 -3.23
3.95 -3.23
3.86 -0.97
3.84 -3.54
3.84 -2.1
3.77 -1.96
3.77 -2.67
3.74 -3.05
3.69 -1.77
3.69 -3.11
3.66 -2.9
3.52 -3.39
3.51 -1.97
3.4 -1.83
3.37 -2.96
3.36 -1.82
3.36 -2.37
3.29 -1.18

r

0.67

0.57

0.72

0.61

0.67

0.75

0.46

0.71

0.71

0.81

0.44

0.68

0.81

0.78

0.73

0.4

0.74

0.72

0.39

Description
Symbol
KRT1 keratin 1 [Source:HGNC Symbol;Acc:6412]
KRT4  keratin 4 [Source:HGNC Symbol;Acc:6441]
CRNN  cornulin [Source:HGNC Symbol;Acc:1230]
MAL mal, T—cell differentiation protein [Source:HGNC Symbol;Acc
LOR loricrin [Source:HGNC Symbol;Acc:6663]

DEFB4B defensin, beta 4B [Source:HGNC Symbol;Acc:30193]
SPRR2B small proline-rich protein 2B [Source:HGNC Symbol;Acc:112
TCN1 transcobalamin | (vitamin B12 binding protein, R binder family
DEFB103#fensin, beta 103B [Source:HGNC Symbol;Acc:31702]
SPRR2Gsmall proline-rich protein 2G [Source:HGNC Symbol;Acc:112
SLURP1 secreted LY6/PLAUR domain containing 1 [Source:HGNC Sy
GPX2 glutathione peroxidase 2 (gastrointestinal) [Source:HGNC Sy
S100A7AS100 calcium binding protein A7A [Source:HGNC Symbol;Ac
TGM3 transglutaminase 3 [Source:HGNC Symbol;Acc:11779]
DSG1 desmoglein 1 [Source:HGNC Symbol;Acc:3048]
DEFB103#fensin, beta 103B [Source:HGNC Symbol;Acc:31702]
AKR1C3 aldo-keto reductase family 1, member C3 [Source:HGNC Sy
SPINK?7 serine peptidase inhibitor, Kazal type 7 (putative) [Source:HG
LCE3D

late cornified envelope 3D [Source:HGNC Symbol;Acc:16615

C6orfl5 chromosome 6 open reading frame 15 [Source:HGNC Symbc

Geneset Overrepresentation

Rank p-value #in/all

Geneset

1 1e-99 87/135  H.Tist WIRTH_Mucosa
2 2e-74 96 /572 Disea GUDJ_psoriasis up
3 3e-28 23/53 BP  keratinocyte differentiation
4 5e-28 17/21 CcC  cornified envelope
5 Te-24 19/42 BP  keratinization
6 Te-24 23/76 BP  epidermis development
7 7e-16 11/19 BP  peptide cross-linking
8 2e-15 10/15 GSE# WANG_BARRETTS_ESOPHAGUS_AND_ESOPHAGUS_CANCER_DN
9 2e-14 56/1182 CC extracellular region
10 le-12 21/186 MF  structural molecule activity
11 5e-12 51/1146 TF  HEBENSTREIT low expression TF
12 6e-10 15/122  MF  serine-type endopeptidase activity
13 1e-09 7115 GSE# HINATA_NFKB_TARGETS_KERATINOCYTE_DN
14 2e-09 7/16 GSE# SENGUPTA_NASOPHARYNGEAL_CARCINOMA_DN
15 2e-09 7116 GSE# WANG_BARRETTS_ESOPHAGUS_DN
16 2e-09 7116 GSE/ ONDER_CDH1_TARGETS_3_DN
17 2e-08 6/13 BP  negative regulation of peptidase activity
18 3e-08 11/79 MF  serine-type endopeptidase inhibitor activity
19 5e-08 11/82 CC intermediate filament
20 9e-08 9/52 BP  negative regulation of endopeptidase activity
21 9e-08 6/16 GSE# JAEGER_METASTASIS_DN
22 9e-08 6/16 GSE# COLDREN_GEFITINIB_RESISTANCE_DN
23 9e-08 6/16 GSE# CROMER_TUMORIGENESIS_DN
24 1e-07 8/38 BP  epithelial cell differentiation
25 2e-07 5/10 MF  RAGE receptor binding
26 2e-07 5/10 GSE# KEGG_LINOLEIC_ACID_METABOLISM
27 3e-07 8/44 CC  keratin filament
28 6e-07 10/83 CC  anchored to membrane
29 1e-06 5/13 H.Tis: WIRTH_Tonsil
30 1e-06 8/53 MF  serine-type peptidase activity
31 2e-06 5/14 GSE# CHARAFE_BREAST_CANCER_BASAL_VS_MESENCHYMAL_UP
32 2e-06 5/15 GSE/ RICKMAN_HEAD_AND_NECK_CANCER_E
33 2e-06 5/15 GSE/ LIN_SILENCED_BY_TUMOR_MICROENVIRONMENT
34 3e-06 5/16 GSE# LEE_LIVER_CANCER_MYC_TGFA_UP
35 3e-06 5/16 GSE# HUPER_BREAST_BASAL_VS_LUMINAL_UP
36 4e-06 25/579 MF  calcium ion binding
37 5e-06 6/29 BP  regulation of proteolysis
38 1e-05 4/10 GSE# SMID_BREAST_CANCER_ERBB2_UP
39 1e-05 7151 MF  protein binding, bridging
40 1e-05 5/21 CC  desmosome
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#CJ n!?” g’gm&§§glﬁefem\al\bn g.ooglne {@ I/’]JQJ” grﬁlﬂgsﬁotrmal Vs Adenoma %m{?” gﬁﬂ@%ﬁ/&ope
9/42 keratinization 0.010 0/15 LIU_PROSTATE_CANCER_DN 56/1182 extracellular region
3/76 epidermis development 0.049 14 /553 Lembcke Colonic Inflammation 11/82 intermediate filament
1/19 peptide cross-linking 0.131 1/9 WAN 97 N 8744 keratin filament
/13 negative regulation of peptidase activity 0.196 1/14 WANG_ER 10/83 anchored to membrane
152 negative regulation of endopeptidase activity 0.221 1/16 GENTI:ES mod 111 5/21 desmosome
/38 eplthellal cell differentiation 0.527 1/48 UIPER_NM poor survwal 3/201 apical plasma membrane
129 g?ulauon of proteolysis 0.945 17185 SPANG LPS-i 5/ 683 extracellular space
/73 lefense response to bacterium 0.958 2/316 SPANG | BCLe—ind 7 /2659 plasma membrane
8/434 o><|dat|on reduction process 1.000 0/15 RHODES CANCER META SIGNATURE 4 / 4310 cytupas
4119 phosphatidylethanolamine acyl-chain remodeling 1.000 0/16 S_UNDIFFERENTIATED CAI 4/58 n‘l ‘R]ane . .
4120 phosghaudylcholme acyl-chain remodeling 1.000 0/15 SOTIRIOU_BREAST _CANCER_GRADE_1_VS 3 DN 132 ce ~cell adherens junction
1119 xenobiotic metabolic process 1.000 0/15 SOTIRIOU”BREAST_CANCER_GRADE 136 rushb rder membrane
/44 steroid metabollc process 1.000 0/10 LIU BREAST CANCER 137 ateralpasma membrane
6 /405 eolysis 1.000 0/14 LIUUCOMMON_CANCER_GENES 138 clathnn coated vesn:le
112 cellular aldehyde metabolic process 1.000 0/14 LIU_LIVER_CANCER 115 connexol mple;
4127 response to bacterium 1.000 0/14 LIU"PROSTATE_CANCER_UP 116 mlcrovlllus membrane
5/49 arachidonic acid metabolic process 1.000 0/16 WOLFER overlaé) enes 4177 apical part of
4130 excretion 1.000 0/12 BEN-POR; 2/21 gap junction
114 defense response to fungus 1.000 0/15 BEN-PORATH_UP 2123 brush border
%Nﬁu g‘l?lneset Aﬁ%—aﬁl ﬁﬂ'fgﬁz” 5] &ﬁ;sis up #} all Cchr nescﬁt'l pomethylated_in_secondary_glioblastoma
1232 Chr 18 3e-02 2117 BCHETNIA_EBM ulg 4/49 Christensen_hypomethylated_in_primary_glioblastoma
6 /1135 Chr 19 3e-01 1/26 BCHETNIA_EBM-DM up /37 Christensen_hypom d_in_ependymoma
. — risten
6. 3/618 Chr4 8e-01 4375 GUDJ_psoriasis down 5/110 Cl | _grade3_astrocytoma
. /52 Chr HSCHR6_MHC_QBL 1e+00 o/ BCHETNIA_EBM down 5/112 Christensen_hypermet _grade2_oligoastrocytoma
. 2602 Chr 10 NA 0/0 4/ Christen permet econdary_glioblastoma
. 0/504 Chr 15 NA 0/0 / Christen perme primar’ qlﬁ) lastoma
. 0/519 Chr 14 NA 0/0 5/132 Christen permet grade3 “oligoastrocytoma
. /123 Chr HSCHR6_MHC_DBB NA 0/0 5/142 Chr cn perme Ialed in_grade2_oligodendroglioma
. 57866 Chr12 NA 0/0 164 Chr en; ermethylated_in_grade2_astrocytoma
. 1/633 Chr9 NA 0/0 / cultured astroglia_vs. in Vivo astrocytes
. 1449 Chr 20 NA 0/0 / willscher GBM_LTSmut_proteomics—P_DO'
. 3/187 Chr 21 NA 0/0 17 KIM epnﬁellal -mesenchymal-transition related genes_decreased expressior
. 8/534 Chr8 NA 0/0 /10 willscher_ GBM_LTSwt_proteomics-G_UP
. 14 /957 Chr11 NA 0/0 /85 Iaffalre h ermeth LGG_vs_control
. 41280 Chr13 NA 0/0 / Braln
. 12/918 Chr17 NA 0/0 / neuronsm%
O VR | 2 Rt e
.88 hr . ristensen_hypermet yae in_ependymoma
. 71714 Chr6 NA 0/0 . /14 VERHAAK_NL subtype
A4 1Sg TOATSTINY
e-1 EJP{?” QA%IEGB%%EETTS ESOPHAGUS AND ESOPHAGUS_CANCER_DN nk e-99 ue ?7“/1{%” %9’@?&&[&6\ . a } ” geﬁieksc UP
e—0 7115 HINATA_ NFKB_TARGETS _KERATINOCYTE DN e-06 5/13 WIRTH Tonsil . 71275 ZHANG_DLBCL mutated
e-0 7116 UPTA NASOPHARYNGEAL CARCINDMA DN e-02 2/12 WIRTHT] Pl'lm Iymphold organs 114 WRIGHT_GCB UP
— e~ 1/13 hymi 116
e-0 7116 WAN R'RETTS ESOPHAGUS_ 01 WIRTH_Thy WRIGHT_ABC UP
e—0 7116 ONDER CDH DN e-01 1/15 WIR’ H7Cerehellum 120 DAVE_Imimune response 2
e—0 6/16 JAEGER METATSTASS DN e-01 1/62 WIRTH Liver 122 DAVE_NFkB BL DN
e—0: 6/16 COLDREN GEFITINIB "RESISTANCE_DN e-01 1/120 WIRTH Testis 124 SPANG_BAFF 9hrs UP
e-0 6/16 CROMER _TUMORIGENESIS DN e-01 17127 WIRTH Muscle /250 LENZ_Stromal signature 1
110 KEGG_LINOLEIC ACID METABOLISM e+00 2 /400 WIRTH Nervous System /10 ROSOLOWSKI_blue total
114 CHARAFE CER_BASAL VS MESENCHYMAL_UP e+00 0/5 WIRTH Pituitary gland 1274 SPANG _1L21
/15 |CKMAI "HEAD AND_NECK CA| e+00 0/26 WIRTH_Pancreas /119 ROSOLOWSKI_green total
6 115 LIN_SILENCED BY TUMOR_MICROENVIRONMENT e+00 0/417 WIRTH”]| Immunes stem /327 SPANG_CD40 Bhrs UP
e-06 116 LEE_ LIVER_CANCER MYC TGFA e+00 0/13 WIRTH”Sec. Ymp oid organs /140 DAVE BL-vs-DLBCL
/16 HU BREAS BASAL_VS LUM'INAL UpP e+00 0/10 WIRTH B-—cell /426 SF’ANG CD40 6hrs DN
4/10 ID_BREAST CANCER e+00 0/12 WIRTH Lymphocytes /1852 SPANG_BCR DN
4714 KIM RESPONSE_TO_TSA AND DECITABINE_UP e+00 o/ WIRTH_Bone mairo 4755 SPANG BCR UP
4715 AIGNER ZEB1 e+00 0/14 WIRTH Globus pallidus 0/13 BENTINK
4/15 LI MYC_E2F1 UP e+00 0/15 WIRTH Telencephalon 0/ 3 BENTINK mBL DOWN
4115 CHANG_IMMORTALIZED BY HPV31 e+00 0/13 WIRTH_Cortex cerebri 0/ DAVE_BL_DN
4116 HAHTOEA MYCOSIS_| FU'NGOIDES S'KIN _DN e+00 0/16 WIRTH Hippocampus o/ DAVE_BLTnter
—;Yzalue #1“/’]{ I &%&mg%‘ecule activity é € H{J” EE@E—%E%——&;NC é}g‘!ﬁ ﬁ%ﬁ ?ﬁ:§gt\oma papillary
5/122 serine—type endopeptidase activity 0. 1/20 GTAG-189 0/34 Pancreatic cancel
1/79 serine-type endopgptldase inhibitor activity 0. 2173 AGGT-500 0/22 Glioblastoma muluforme somatic
110 RAGE receptor binding 0. 3/12 CTCT-520A--525 0/21 Gastrointestinal
/153 serine—type peptidase activity 0. 5/ 24 TACT-26A--26B 0/ F’Ilunary adenoma
5 /579 calcium on binding 0.4 37142 GTGC-183 0/36
/51 protein hinding, bridging 0.4 2189 ATGC-338 0/27 Cglorectal cancer
16 /296 oxidoreductase activity 0.4 1/33 TCTG-383 0/ lenomas, multlple colorectal
4715 retinol dehydrogenase activity 0.4 1/34 TCTA-517 0/35 Prostate canc
9/125 |ron ion blndlng 0.4 1/36 GGGA-324-5P 0/11 Alzheimer dlsease susceptibility to
4723 eptidase inhibitor activity 0.4 1/37 TAGG-192--215 0/ Schlzophrenla susceptlbl ity to
19/531 a'Y“C activity 0. 1742 GTAC-486 0/ Parkmson Isea
3/12 Iysophosphollpase activity 0. 1/43 CCCA-299-3P 0/23 ?atocellu ar carcmoma
3/15 interleukin—1 receptor bindin 0. 1743 GACA-339 0/29 elanoma and neural system tumor syndrome
4734 endopeptidase inhibitor activity 0. 21107 ACAC—].42—3P 0/30 Ovanan cancer
4/35 mUHOOXng"ase activity 0. 2/110 512-3P 0/38 Breast cancer
119 laminin bindin 0. 57309 CTACLET TA-LET-7B-LET-7C-LET-7D-LET-7E-LET-7F--98-LET-7G- 0/15 Gastric cancel
122 cysteme—tyé)e endopepudase inhibitor activity 0. 1/50 TACA-508 0/4 ‘Thyroid carcmoma follicular
126 i/gen bindint 0. 4252 AGCA 93--302A--302B--302C--302D--372--373--520E--520A--526 0/36 Lung cancer
127 cium— d9pendem phospholipid binding 0.6 1/52 CAC-147 0/12 Bladder cancer
hel A HE L LN AL pt \d|base VIV UdobasP ceness
I !F?néaﬁ§et 2 R 2 ACIET Y L 26
1/6 miR-200c 0.11 3/75 0.2 1/16 ACIEJ] L
1/7 miR-145 0.11 3/75 .0 0/13 ACIEJ”] L 10
1/7 miR-210 0.14 2143 3p .0 0/7 ACIEJ] L 13
1/8 miR- 0.16 5/186 82 .0 0/9 ACIEJ”] L 14
0/11 let-7a 0.17 71294 02 .0 0/11 ACIEJ”] L 15
0/6 let-7b 0.20 2/53 8f .0 0/15 ACIEJ”] L 16
0/4 let-7c 0.20 3/99 590-5p .0 0/2 IACIEJ| 7
0/6 let-7d 0.20 2/54 09-5p .0 0/14 ACIEJ”] L 19
0/4 let-7g9 0.21 4/151 .0 0/4 ACIEJ| L
0/13 miR-. 0.21 4153 -506 .0 0/5 ACIEJ”] L 20
0/5 miR-101 0.22 157 hsa-miR-532-5p .0 0/15 ACIEJ”] L 22
0/2 miR-101b 0.22 116 1sa—mi .0 0/4 ACIEJ”] L 23
0/4 miR-106b 0.24 118 1sa—M| .0 0/12 IACIEJ”]| L 24
0/2 miR-107 0.25 /111 sa—mi .0 0/2 IACIEJ]| L 27
0/4 miR-122 0.26 164 sa—m .0 0/5 ACIEJ”] L 28
0/2 miR-124a 0.29 169 hsa-m .0 0/6 ACIEJ”] L 29
0/6 miR-125a 0.30 41179 hsa-mi .0 0/11 ACIEJ] L
0/9 miR-125b 0.30 1/23 hsa-mi 0 0/14 ACIEJ] L 30
0/5 miR-126 0.30 1/23 hsa-mi .0 0/11 IACIEJ”] L31
AUIWLL K povalue # . k bl
a r} %glall al k pef12 #]_Imﬁlg E‘\%‘?’Q&IT low expression TF al k %704 4 g‘a” ﬁ Lwt Trachea
0/13 e-02 12 YC_Cell ¢ cle"DOW e-03 218 VAQUERIZAS Tongue
0/15 e-01 19 YCTar? e-02 27113 VAQUERIZAS_Skin
0/12 e-01 /16 YC_Pr eln S| thSIS degradation UP e-02 2/16 VAQUERIZAS”Pancreas
0/11 e—-01 163 YCTa% e-01 2/44 VAQUERIZA Placenta
.0 0/14 e+00 6/1095 HEBENS REIT hlgh expression TF e-01 2/62 VA UER ung
X e+ e itui ary
0 0/12 00 5/1233 |M C 01 1/19 VAQUERIZAS”Pituit;
s o B g femac B bR e
0 e+ 4e-01 1/30 etal lung
.0 0/14 BENTINK Src 2 e+00 0/4 YC ApoprIS UF' 4e-01 1/37 VAQUERIZAS_Prostate
A 0/0 e+00 0/8 YCCell'cycle e-01 1/144 VA UER ZAS”General
A 0/0 e+00 0/4 'YC_Cell growth and proliferation UP e+00 0/40 VAQUERIZAS Fetal brain
A 8;8 e+88 8;% YC ¢ SRJrRma"n modification UP e+88 8;%8 vﬁ HEE %ﬁ _gver th '
A 0/0 E+00 0/3 _DNA regl cation UP e+00 0/43 VAQUERIZA _U?wo museie
A e+ D icati e+ _Uterus
A 0/0 e+00 0/2 ECM cell adhesion DOWN e+00 0/12 VAQUERIZASKidne:
S SE g Wemmme sE o fE el
N e+ processing binding e+ ole brain
0/0 e+00 0/2 C_Signal transduction UP e+00 0/41 VAQUERIZAS Thymus
A 0/0 e+00 0/3 —Tumor supressor genes UP e+00 0/39 VAQUERIZAS Thyroid
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K—Means Cluster

Spot Summary: U

# metagenes = 22
# genes = 241

<r> metagenes = 0.95
<r>genes = 0.38
beta: r2=28.45 / log p= -Inf

# samples with spot =89 (32.4 %)
Classical : 2 (6.2 %)
Mesenchymal : 36 (42.4 %)
Basal : 51 (60.7 %)
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max e
min e

5.04 -2.11
3.79 -1.25
33 -0.91
3.17 -0.81
3.12 -11
297 -1.01
2.81 -2.42
2.81 -2.26
2.78 -1.85
2.63 -0.92
2.62 -1.39
2.61 -2.47
2.59 -2.33
2.59 -0.82
2.56 -1.8
2.54 -2.24
251 -2.89
2.51 -2.5
2.48 -0.81
2.48 -1.6

r

0.33

0.43

0.51

0.37

0.52

0.59

0.69

0.64

0.55

05

0.45

0.7

0.61

0.39

0.56

0.64

0.7

0.52

0.49

Description
Symbol

FABP4 fatty acid binding protein 4, adipocyte [Source:HGNC Symbol

IGFL1  IGF-like family member 1 [Source:HGNC Symbol;Acc:24093
SPINK6 serine peptidase inhibitor, Kazal type 6 [Source:HGNC Symb
MUCL1 mucin-like 1 [Source:HGNC Symbol;Acc:30588]

CDSN  corneodesmosin [Source:HGNC Symbol;Acc:1802]

ASPRV1 aspartic peptidase, retroviral-like 1 [Source:HGNC Symbol;A
IGFBP6 insulin-like growth factor binding protein 6 [Source:HGNC Sy
CA2 carbonic anhydrase Il [Source:HGNC Symbol;Acc:1373]
CPA4  carboxypeptidase A4 [Source:HGNC Symbol;Acc:15740]
KRT75 keratin 75 [Source:HGNC Symbol;Acc:24431]
SERPINBserpin peptidase inhibitor, clade B (ovalbumin), member 7 [Sc
RBP1 retinol binding protein 1, cellular [Source:HGNC Symbol;Acc:!
PTHLH parathyroid hormone-like hormone [Source:HGNC Symbol;A
DSC1 desmocollin 1 [Source:HGNC Symbol;Acc:3035]

NELL2 NEL-like 2 (chicken) [Source:HGNC Symbol;Acc:7751]
LEPREL1eprecan-like 1 [Source:HGNC Symbol;Acc:19317]
COL17AIcollagen, type XVII, alpha 1 [Source:HGNC Symbol;Acc:2194
S100A2 S100 calcium binding protein A2 [Source:HGNC Symbol;Acc

FOLR3 folate receptor 3 (gamma) [Source:HGNC Symbol;Acc:3795]

APCDD1adenomatosis polyposis coli down-regulated 1 [Source:HGN!

Geneset Overrepresentation

Rank p-value #in/all
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Density
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Geneset
571572 Disea GUDJ_psoriasis up
2417135 H.Tiss WIRTH_Mucosa
13/76 BP  epidermis development
13/82 CC intermediate filament
8/21 CC  desmosome
6/16 GSE# HUPER_BREAST_BASAL_VS_LUMINAL_UP
15/186 MF  structural molecule activity
10/82 MF  structural constituent of cytoskeleton
67/2659 CC  plasma membrane
4/12 BP hemidesmosome assembly
6/44 BP  skin development
4115 GSE# AIGNER_ZEB1_TARGETS
4115 GSE/# RICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_POORLY_DN
4115 GSE# RICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_MODERATELY_DN
9/117 Glio GIEZELT_GBM_WT_up_VS_mut
3/6 GSE# SMID_BREAST_CANCER_RELAPSE_IN_PLEURA_UP
4116 GSE/ ELVIDGE_HIF1A_TARGETS_DN
4/21 BP filopodium assembly
422 MF  cadherin binding
18/488 miRN hsa-miR-16
3/10 BP  negative regulation of interleukin-2 production
3/10 GSE/ DAZARD_UV_RESPONSE_CLUSTER_G3
5/44 CC  keratin filament
3/11 GSE# GAUSSMANN_MLL_AF4_FUSION_TARGETS_G_UP
6/70 BP  cell junction assembly
3/12 CC fascia adherens
3/12 BP  keratinocyte proliferation
7/100 BP  cell-cell adhesion
5/50 MF  Rab GTPase binding
3/13 BP intermediate filament cytoskeleton organization
3/13 GSE# KUROKAWA_LIVER_CANCER_CHEMOTHERAPY_DN
85/4310 CC  cytoplasm
5/51 cc lipid particle
9/170 miRN hsa-miR-29a
8/137 CC  basolateral plasma membrane
3/14 GSE# BERTUCCI_MEDULLARY_VS_DUCTAL_BREAST_CANCER_DN
10/210 miRN hsa-miR-29b
4132 cC  cell-cell adherens junction
9/177 miRN  hsa-miR-29c
3/15 BP response to osmotic stress
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jp/all - Genesels
Lembcke Colomc Inflammauon
LIU_BREAST _CANCER
LIUPROSTATE CANCER_UP
LIU PROSTATE_CANCER_DN
ENTLES modul4
L mbcke_Normal vs Adenoma
NG index2
KUIPER_ MM good survival
SPANG TPS-index2
SHAUGHNESSY MM hégl' risk
RHODES_CANCER META SIGNATURE
RHODES UNDIFFERENTIATED CANCER
SOTIRIOU_BREAST _CANCER_GRADE_1_VS_3 DN
SOTIRIOU”]| BREAST_CANCER GRADE_ 1_VS _3_UP
LIU_COMMON_CANCER_GENES
LIU LI\/ER CA'NCER
WANG ER D
WOLFER_o6verlap genes

Grhesel, HOp-yalue ginjal  Genaset, . up vS o
BCHETNIA_EBM ulg 0. 71132 Christensen_hypermet 'Ialeﬁ |n grade3 ollgoastrocytoma
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RICKMAN_TUMOR DIFFERENTIATED WELL_VS_POORLY DN
RICKMAN_TUMOR”| DIFFERENTIATED_WELL_VS MODERATELY_DN
EMID BREAST. '/FiNR TSR%L,\/‘\PSE IN_PLEORA_UP

WIRTH Globus pall|dus 8 ROSOLOWSKI_blue DOWN
WIRTH_Pancreas 6 ROSOLOWSKI_green UP
WIRTH Nervous System 3 BENTINK_mBL DOWN
WIRTH_Placenta NG_BAFF 9hrs DN
WIRTH” leer 1 SPANG_IL21 UP
WIRTH Testis SPANG_LPS 6hrs DN
WIRTH”] Pnunary gland 5! SPANG| P

7 SPANG_CDA40 6hrs UP

4

WIRTH Immune system
WIRTH Sec. IYmp oid organs SPANG_IL21 DN
WIRTH B—cel ROSOLOWSKI_red total
ROSOLOWSKI _blue total
SPANG_BCR DN

WIRTH Lymphocytes
H_Bone marrow
SPANG CDA40 6hrs DN
DAVE_BL-vs-DLBCL
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WIRTH Telencephalon
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Gastrointestinal
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TGCA- 5190——5198——519A

d :bLoolé‘é be 1%!3!8] I :Q&”?&-- 68 .
0.017 11 / 362 CAGT 2008——200C——429
0.019 12/415 TTTG-19A--19B
0.019 13 /467 TGTT- 30A 5P**3OC**30D**SOB**3OE 5P
0.020 12 /420 TGGT-29A--29B:
0.026 4177 GGTG-329
0.032 6/163 CTTG-381
0.034 4184 ATAG-202
0.045 4192 GCTT-498
0.050 41795 GGGC-365
0.050 3/57 GTTA-302B
6/ 1 CTGA:
9/3. B
712
712
3/6!
6/ 1
5/151
9/358

N WEHT NN AL UL ol Dase IVID B9 gepess
palabel AP teeneer 55 o A Leatdl 5P Geneser,
1/4 miR-12. 9e- 01 9/170 1sa m 9a 1/4 ACIEJ] L 47
1/4 miR- 33b e-0 10/210 hsa-mi 9b 0.10 1/7 ACIEJ] L 13
1/ miR-126 e-0: 9/177 hsa-miR-29¢ 0.15 1/11 ACIEJ] L 31
1/ miR-196a e-0 157438 hsa-miR-424 0.17 1/13 ACIEJ”] L
1/26 miR-21 e-0 71122 hsa-miR-105 1.00 0/16 ACIEJ”] L
0/11 let-7a e-0: 6/96 hsa-miR-133a 1.00 0/13 ACIEJ] L 10
0/ let-7b e—0 157464 hsa-miR-195 1.00 0/9 ACIEJ”] 4
0/4 let-7c e—0 157494 1sa-miR-107 1.00 0/11 ACIEJ”] L 15
0/6 let-7d e—0 6/114 1sa-miR-875-3p 1.00 0/15 ACIEJ| L 16
0/4 let-79 e-0: 5/83 1sa—-miR-433 1.00 0/2 ACIEJ”] L17
0/13 miR- e—0: 13/414 1sa-miR-497 1.00 0/14 ACIEJ”] L19
0/5 miR-101 e-0; 147479 1sa-miR-15b 1.00 0/4 ACIEJ”] L
0/2 miR-101b e-0. 5/95 1sa-miR-133b 1.00 0/5 ACIEJ] L 20
0/4 miR-106b e-0. 14 /495 sa-miR-103 1.00 0/15 ACIEJ] L 22
0/ miR-107 e-0; 9/267 sa-miR-577 1.00 0/4 IACIEJ]| L 23
0/ miR-124a e-0; 147512 hsa-miR-15a 1.00 0/12 IACIEJ”]| L 24
0/ miR-125a e-0; 3/40 hsa-miR-450a 1.00 0/14 ACIEJ] L 26
0/ miR-125b e-0: 4175 hsa-miR-1290 1.00 0/2 ACIEJ] L 27
o/ miR-127 e-0: 4176 hsa-miR-1261 1.00 0/5 ACIEJ] L 28
Gl K pyalue 3 kbRl

e a” §§II1 PI3K_DN al k EOOQa ue %'ﬂfﬁu %B\%SI"QE T_low expressmn TF al k .1 ﬁggall U E Thy: r0|d
1/12 0.254 1/20 YC_Metabolism UP 0.1 143 VAQUERIZAS Utel
0/13 0.604 1/63 YC_Tar ets UP 0.1 143 VAQUERI ZASWhoIe brain
0/12 0.720 16 /1233 IM_MY! ?T 0.1 144 VAQUERI ZAS Placen a
0/11 0.961 10 /1095 4EEENSTRE _high expression TF 0.2 /13 VAQUERIZ,
0/14 1.000 0/14 0.2 /16 VAQUERI ZAS Pancreas
0/11 1.000 0/5 0.2 116 VAQUERIZAS”| H t
0/15 . 1.000 0/9 YCjarge!S DOWN 0.2 /62 VAQUERIZAS
0/13 1.000 0/4 'YC”Apoptosis UP 0.3 122 VAQUERIZAS Splnal cord
0/14 BENTINK src2 1.000 0/8 YC”Cell'cycle UP 0.3 128 VAQUERIZAS L
0/0 1.000 0/2 YC Cell cycle DOWI 0.3 129 VAQUERIZAS Fy Fh node
0/0 1.000 0/4 Cell growth and prollferauon uP 0.4 /30 VA UERIZAS etal lung
0/0 1.000 0/2 YC Chromatin_modification UP 0.4 137 VA RIZAS”Prostate
0/0 1.000 0/7 C”DNA repair UP 0.4 138 VA UER IZAS  Testis
0/0 1.000 0/3 YC_DNA replication UP 0.6 162 VAQUERIZAS”Whole blood
0/0 1.000 0/2 'YC_ECM cell adhesion DOWN 0.6 1144 VAQUERIZAS General
0/0 1.000 0/16 YC_Protein synthesis de fadatlon up 1.0 0/40 VAQUERIZAS”Fetal brain
0/0 1.000 0/8 YC_RNA processing binding 1.0 0/29 VAQUERIZAS™Smooth muscle
0/0 1.000 0/2 YC_Signal transduction UP 1.0 0/12 VAQUERIZAS Kidne:
0/0 1.000 0/3 YC_Tumor supressor genes UP 1.0 0/41 VAQUERIZAS”Thymus




K—Means Cluster

Spot Summary: V Spot Genelist Geneset Overrepresentation

# metagenes = 48 Rank max e r Description Rank p-value #in/all Geneset
ID min e Symbol
# genes = 395 y
1 780854 3.58 -1.9 0.24 SNORD3gmall nucleolar RNA, C/D box 3D [Source:HGNC Symbol;Acc 1 2e-11 43 /572 Disea GUDJ_psoriasis up
2 2e-05 29/519  Chr Chri4
<r> metagenes = 0.93 2 780851 323 -191 023  SNORD3small nucleolar RNA, C/D box 3A [Source:HGNC Symbol:Acc 3 4e-05 10/88  mIRN hsa-miR-1265
<r>genes = 0.25 4 7e-05 39/852  Lympl SPANG_BCR DN
beta: r2= /1 _ 3 780853 315 -174 025  SNORD3gmall nucleolar RNA, C/D box 3C [Source:HGNC SymbolAcc 5 1e-04 4712 GSE# SESTO_RESPONSE_TO_UV_C3
eta: r2=7.98 / log p= —Inf 6 3e-04 4715 GSE# NAGASHIMA_NRG1_SIGNALING_UP
4 2731 2.65 -0.96 0.22 GLDC glycine dehydrogenase (decarboxylating) [Source:HGNC Syn 7 4e-04 241470 miRN. GCAC-17-5P--20A--106A--106B--20B--519D
. 4e-04 5/27 miRN hsa-miR-675
# samples with spot = 25 (9.1 % 8
p P ( ) 5 4015 263 -1.39 041 LOX lysyl oxidase [Source:HGNC Symbol;Acc:6664] 9 4e-04 3/7 MMM MACIEJ_MMML 9
Mesenchymal : 12 (14.1 %) 10 5e-04 4/16 GSE# AMIT_EGF_RESPONSE_120_MCF10A
Basal : 13 (15.5%) 6 948 241 -099 034 CD36 CD36 molecule (thrombospondin receptor) [Source:HGNC sy 11 5e-04 11/140 ~ mRN hsa-miR-138
12 6e-04 2/2 miRN miR-199a*
7 387882 228 -150 037  Clzorf75chromosome 12 open reading frame 75 [Source:HGNC symt 13 6e-04 131/4310 CC  cytoplasm
14 7e-04 7163 miRN hsa-miR-455-3p
8 84250 228 -119 04  DCUNIDBCNL, defective in cullin neddylation 1, domain containing 5| 19 8e-04 20/380  CC intracellular membrane-bounded organelle
16 8e-04 6/47 CC  nucleosome
9 135398 222 -1 0.39 C6orf141chromosome 6 open reading frame 141 [Source:HGNC Symt %g 1e-03 137204 BP  cell surface receptor signaling pathway
1e-03 8/89 miRN hsa-miR-608
10 8339 21 -101 037  HIST1H2BiStone cluster 1, H2bc [Source:HGNC Symbol:Acc:4757] 19 1e-03 86/2659 CC plasmamembrane
20 2e-03 12/185  Cance SPANG_LPS-index2
" . - ) ) 2e- lipid bindin
11 200315 2.02 -0.86 0.45 APOBEC8polipoprotein B mRNA editing enzyme, catalytic polypeptide 21 e-03 9/115 MF P 9
22 2e-03 3/11 GSE# HOFMANN_CELL_LYMPHOMA_DN
23 2e-03 3/11 GSE# DANG_MYC_TARGETS_UP
12 353141 1.96 -0.38 043 LCE2D late cornified envelope 2D [Source:HGNC Symbol;Acc:16518 - N -
24 3e-03 10/147  miRN hsa-miR-143
. ! | 5 2883 1S e o 25 3e-03 7180 miRN  hsa-miR-339-5p
Ove rview Map Spot 13 723790 191 -15 035  HIST2H2hiaBne cluster 2, H2aa3 [Source:HGNC Symbol;Acc:4736] 26 36-03 33/835  CC  integralto plasma membrane
) o 27 3e-03 8/102 miRN ' hsa-miR-600
50 14 1466 1.9 -1.81 0.32 CSRP2 cysteine and glycine-rich protein 2 [Source:HGNC Symbol;Al 28 36-03 5/42 ME  acid-amino acid ligase activity
. 29 3e-03 3/13 MF  phosphatidylinositol-3,4-bisphosphate binding
40 15 8942 1.87 -1.87 032 KYNU  kynureninase [Source:HGNC Symbol;Acc:6469] 30 36-03 5/43 MIRN hsa-miR-661
31 3e-03 171342 MF  protein heterodimerization activity
16 1984 1.86 -1.04 035 EIF5A  eukaryotic translation initiation factor 5A [Source:HGNC Syml| 32 4e-03 13/234 MIRN hsa—miR-26a
30 33 4e-03 11/181  miRN ACTG-34B
17 so117 184  -09 038  ARL14 ADP-ribosylation factor-like 14 [Source:HGNC Symbol:Accz 34 4e-03 4128 BP  neurotransmitter transport
20 - 35 4e-03 4128 MF  small GTPase regulator activity
18 148304 1.78 -1.23 051 Clorf74 chromosome 1 open reading frame 74 [Source:HGNC Symbc 36 4e-03 16 /320 BP  small GTPase mediated signal transduction
37 4e-03 9/132 miRN hsa-miR-485-5p
10 — 19 5091 1.78 -0.99 0.55 PC pyruvate carboxylase [Source:HGNC Symbol;Acc:8636] 38 4e-03 7186 Lymp ROSOLOWSKI_green UP
39 5e-03 13/238  miRN hsa-miR-214
1 20 353139 1.76 -0.36 048 LCE2A late cornified envelope 2A [Source:HGNC Symbol;Acc:29469 40 5e-03 3/15 MF  retinol dehydrogenase activity
I I I I
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K E)OOYaIue %’M@l” gl &qgceptor slgnallng pathway lé.ooglne #}'ﬂf&” gé‘ENrLEE%I—m dex2 %et
neurotransmitter transpor 0.049 19/530 Lembcke_Normal vs Adenoma 0/ 38 intracellular membrane-bounded organelle
16 / 320 small GTPase mediated s|gna| transduction 0.075 12/316 SPANG BCL6-index2 e | 47 nucleosome
.005 3/1! striated muscle cell differentiation 0.219 3/68 AUGFl ESSY_MM high risk e-0. 6/ plasma membrane
0.00f 6/ 69 MAPK cascade 0.236 2139 IANG_MM UE e-0; 3/ integral to plasma membrane
. 3/16 cellular reSponse to extracellular stimulus 0.250 0/14 LIU PROSTAT CANCER_UP e—0. 6/ cytoskeleton
. 8/115 endocytosis 0.268 0/15 HODI NCER_META_SIGNATURE e-0. 120 protein phosphatase type 2A complex
5/52 Peplldyl lgrosme dephosphorylation 0.268 1/13 GENTLES:modu e-0: /109 cytoplasmic vesicle membrane
X 9/158 ipid meta olic process 0.268 1/13 GENTLES modull6 e-0. 6/88 melanosome
X 4139 glycolysis 0.319 1/16 GENTLES modul2 e—0. 57/1837 membrane
X 71107 négative regulation of neuron apoptotic process 0.319 1/16 GENTLES modul e-0. 4145 ?
6/86 nucleosome assembly 0.548 1/33 KUIPER_MM good survival e-0. 21710 spem ic granu e
3/24 regulation of neuron apoptouc process 0.685 1/48 KUIPER_MM poor survival e—0; 3127 basal plasma membrane
4/43 receptor-mediated endocytos 0.997 5/553 Lembcke Colonic Inflammatio 4e-0; 71134 early endosome
71114 positive regulatlon of cell mlgratlon 1.000 0/16 DES” UNDIFFERENTIATED CANCER 4e-0; 114 COPI vesicle coat
4144 skin developmet 1.000 0/15 SOTIRIOU BREAST CANCER GRADE_1_VS_3_DN 5e-0 134 extrinsic to cytoplasmlc side of plasma membrane
3125 pyruvate metabf}'lc process 1.000 0/15 SOTIRIOU”| BREAST_CANCER _GRADE_1_VS_3_UP 5e-0. 115 connexon complex
3/25 substrate adhesion-dependent cell spreading 1.000 0/10 LIU BREAST CANCER 5e-0 735 cell leading edge
2110 positive regulation of cardiac muscle hypertrophy 1.000 0/14 LIUZCOMMON CANCER GENES 5e-0; 116 extrinsic to plasma membrane
2/10 positive regulation of keratinocyte differentiation 1.000 0/14 LIU_LIVER_CANCEI 6e-0 /116 cytoplasmic membrane-bounded vesicle
r —-value  #j rl@%aﬁ@ ! llo = i
pe—O %NE” g?ﬂeset e-11 4#§'f'£?z” Q’Egﬁ&ﬁ;sls up 9 Value ﬂlﬂ’ E;” QS;%tM Verhaak-CL_expression_D_up
e-0: 25/633 Chr 5e-02 1/ BCHETNIA_EBM down 4/313 willscher_GBM”Verhaak-MES_expression_D_down
e-0: 49/1720  Chr 7e-01 8/375 GUDé_IJJSOrIaSIS down 41313 willscher_GBM_Verhaak-PNwt_expression_D_up
e-0. 7/918 Chr 17 1e+00 0/17 BCHETNIA_EBM ulg 5/391 Down b~ X
e-0; 8 /957 Chr11 1e+0 0/26 BCHETNIA_EBM-DM up /169 willscher_GBM_proteomics_wtOnly_Differencelist_
e—0; 5/ 866 Chr 12 0/0 117265 willscher_GBM”Verhaak-CL_expression_B_up
e—0; 1/714 Chr A 0/0 11265 willscher_GBM_Verhaak-MES Sion_]
e-0; 817602 Chr 10 A 0/0 11265 willscher_GBM_ Ver aa —PNwi express B_
e—0. 71618 Chr 4 A 0/0 1/265 willscher_GBM_ Vert —PNmut_expression_B_( down
e—0. 9/717 Chr 16 A 0/0 4170 willscher_GBM_| proleomms wtOnly_SpotJ
-0’ 817699 Chr A 0/0 3/46 OL vs. OPC
5e-0: 17449 Chr 20 A 0/0 3/ 4 Noushmehr Pron GCIMP hypermelh DN
e-0; 2 /1033 Chr A 0/0 5/117 GIEZE|
e—0. 0/504 Chr 15 A 0/0 2/3: Donson M|sc |mmune funcuon assouated with LTS in HGA
e—0; 1386 Chr 22 A 0/0 2/ 3 W|Ilscher GBM proteomms wtOnly_Spol
e-0; 41280 Chr13 A 0/0 4/9 ELT_GBM_MGMTmethyl_up_' VS _nonmethyl
e-0. 21187 Chr21 A 0/0 213 Colman survival_associated
e—0. 8/534 Chr A 0/0 3/ 6 cuIIuretfaslrog/llm Vs. in vivo astrocytes
10/743 Chr A 0/0 3/7 GIEZELT MTmethyl_down VS ,_nonmethyl
17/1135 Chr 19 A 0/0 317 GIEZELT_GBM_ STSWt down_VS_LTSwi
EAule 4 S I SRe 4 Ik
e—04 j;n!all &ngPONSE TO UV_C3 nk .03 ue g;n!all ﬁsﬂ-ﬁﬁ'ﬁl lymphoid organs d/ I g’ﬁ\lr};e§8$
4/15 NAGASHIMA_NRG1 SIGNALING_UP 0.10 6/135 WIRTH_Mucosa 7186 ROSOL'C)WSKI green uP
4/16 AMIT_EGF_RESPONSE 120 MCF10A 0.21 2/36 WIRTH Placenta 71119 ROSOLOWSKI_green total
/11 NN LYMPT—ION@LDN 0.27 1/13 WIRTH Tonsil 10/250 LENZ_Stromal Signature 1
/11 DANG_MYC_TARGETS_UP 0.27 1/13 WIRTH_Thymus 3/59 LENZ”Stromal signature 2
115 NIKOLSKY_BREAST CFNCER 8({12 Q22_AMPLICON 0.43 2/62 WIRTH_Liver 1/12 AV DN
115 NAKAMURF METASTASIS_M 0.46 1/26 WIRTH”Pancreas 1/18 DAVE_BLTnter
115 CHIANG_LIVER_CANCER SUBCLASS CTNNB1 U! .00 3/400 WIRTH”Nervous System 417140 DAVE BL-vs-DLBCL
115 KEGG AT\/lINO SUGAR AND NUCLEOTIDE SUGAR METABOLISM .00 31417 WIRTH Immune system 6/274 SPANG_IL21 D
/ REACTOME_FRS2 MEDIATED ACTIVATION .00 0/5 WIRTH Pituitary gland 5/29 SPANG7|L21 UP
/ REACTOME - SEMA4D_IN_SEMAPHORIN_SIGNALI .00 0/13 WIRTH_Sec. IYmphold organs 14 /755 SPANG BC
/ GARGALOVIC RESPONSE_TO OXIDIZED PHOSPHOLIPIDS MAGENTA_ .00 0/10 WIRTH_B—cell 1/8 ROSOLOWSKI red to[al
/ AMUNDSON DNA DAMAGE_RESPONSE ~ .00 0/12 WIRTH_Lymphocytes 71426 SPANG_CDA40 Bhr:
/ AMIT SERUM RESPONSE_480 MCF10, .00 0/6 WIRTH_Bone marrow 41275 ZHANG DLBCL tat d
/ OME_INSULIN_TARGETS”IN MUSCLE upP .00 0/14 WIRTH Globus pallidus 1/100 ROSOLOWSKI blue total
/ MORETRA RESPONSE_TO_TSA_DI .00 0/15 WIRTH Telencephalon 1/118 SPANG_LPS
/ SA G2 _AND_M_PHA! .00 0/13 WIRTH”Cortex cerebri 1/327 SPANG_CD40 6hrs UP
18 HASLINGERB CLL_WITH 13014 DELETION .00 0/16 WIRTH”Hippocampus 0/13 BENTINK_mBL
19 KOMMAGANT_TP63 GAMMA T/ .00 0/13 WIRTH_Thalamus 0/13 BENTINK”mBL DOWN
19 WANG_RESPONSE:TO_PACI:ITAXEL_VIA_MAPKB_UP .00 0/15 WIRTH_Cerebellum 0/12 DAVE_BLUP
IRINAeS kil diRge = LIef
#}EI ?” ﬁ@ IiLe—oz /1(44 E‘q§%L——ZOA——106A——106B——208——519D éz ) Ltaneous malignant, 2
514 acid— am|no ac|d ligase activit) ¥] 4e-0: 11/181 ACTG- 0.4 1/23 Stroke, suscepnbnny to
3/ 1 phosphatidylinositol-3,4-bisphosphate binding 7e-0: 433 TCTG- 383 0.6 1/36 Lung cancer
17 /342 protein heterodimerization activity e-0; 13/261 TTGC-18: 0 0/ Thyroid carcmoma papillary
42 small GTPase regulator activity e-0; 17 /401 A -9 0 0/34 Pancreatic cancel
3/1! retinol deh dro enase activity e-0. 219 TCCG-184 0 0/22 Glioblastoma muluforme somatic
413 coenzyme binding e—0 7/116 GACA7219 0 0/21 Gastromte tinal
3/2 (e;pldermal growth factor receptor binding e-0:; 2/10 0 0/ Ul ary adenoma
15/339 TP bindi e—0; 11/240 CAGT 141**200A 0 0/36
4/4 oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP e—0 5/73 C-515-3P 0 0/27 C Iorectal cancer
3/24 glokme receptor activity 4e-0; 4156 T— 0 0/ Kde nomas mulnple colorectal
12 /256 TPase activity 4e-0; 6/108 AGCA—155 0 0/35 [Osta
3125 ﬁhnn receptor binding 5e-0. 9/199 CAGC- 0 0/11 helmer sease susceFtlbmtyto
3125 osphatidylinositol-3,4,5-trisphosphate binding 6e-0. 6/115 TTGG- 515 5P--519E 0 0/ Schizophrenia, susceptibility to
9/172 magn95lum ion bindin 7e-0. 6/120 GAGC 0 0/ Parkmson disease
2110 3-beta—hydroxy-deltab-steroid dehydrogenase activity 7e-0. 4165 TCTG—198 0 0/23 epatocellular carcinoma
2/10 jap junction channel activi 8e-0. 9/220 CATT-203 0 0/29 elanoma and neural system tumor syndrome
2/10 low-density lipoprotein receptor activity 8e-0. 8/190 CACT-520G--520H 0 0/30 Ovarlan cancer
3/26 lyase activity 9e-0. 6/129 CTCT-520A--525 0 0/38 Breast cancer
3127 calcium-dependent phospholipid binding 9e-0. 16 /467 TGTT-30A-5P--30C--30D--30B--30E-5P 0 0/15 Gastric cancer
U tengser NN Adel A jpase L3 cepose
IR-1 e-05 ! 65 ACIET Y L9
2/9 miR-17 4e-04 57127 75 1/ ACIEJ] L 43
1/2 miR-659 5e-04 11/140 38 1/ ACIEJ”] L 20
1/4 miR-206 7e-04 716 55-3p 1/11 ACIEJ”] L 15
1/4 miR-20a 1le-0: 8/8 R-608 1/11 ACIEJ”] L
1/4 miR-29a 3e-0: 107147 -143 1/14 ACIEJ”] L19
1/ miR-126 3e-0: 7180 -339-5p 1/14 ACIEJ] L 30
1/ miR-155 3e-0: 8/102 -600 0/16 ACIEJ”]
1/ miR-125b 3e-0: 5/ 4 IR-661 0/13 ACIEJ”] L 10
1/12 miR-29b 4e-0: 137234 iR-26a 0/ ACIEJ”| L13
1/12 miR-29¢ 4e-0: 97132 IR-485-5p 0/9 ACIEJ| L 14
1/13 miR-1 5e-0: 137238 R-214 0/15 ACIEJ| L 16
1/26 miR-21 5e-0: 2/5 R-1268 0/2 ACIEJ| L17
0/11 let-7a 7e-0: 8/118 R-519e 0/4 IACIEJ”]| L
0/ let-7b 8e-0: 3/1 63 0/15 ACIEJ] L 22
0/ let-7c 9e-0: 81122 IR-515-3p 0/4 ACIEJ] L 23
0/6 let-7d 9e-0: 6/7 hsa—m| -513c 0/12 IACIEJ”] L 24
0/4 let-7g 9e-0. 5/5: 384, 0/14 ACIEJ”] L 26
0/5 miR-101 1e-0. 4] 3 hsa mlR 1277 0/2 IACIEJ”]| L 27
0/2 miR-101b 1le-0: 12/242 hsa-miR-26b 0/5 IACIEJ”] L28
AUNLL K povalue kbRl .
a Q %ﬁ" Genesat 4 ahk oy #n ReShe ahk P nall - GENeset e,
1/13 GUSTAFSON_PI3K_UP 0.175 31/1095 HEBENSTRE! h|gh expression TF 0.05 2116 VAQUERIZAS”Salivary gland
1/13 BENTINK_src.10 0.319 1/1 YC Protem synthesis degradation UP 0.27 1/13 VAQUERIZAS”Skin
1/15 GUS TAFSTJN PI3K DN 0.780 1/6: YCTarﬁ; P 0.38 1/20 VAQUERIZAS”Adrenal cortex
0/12 K_e: 0.980 18/1146 HEBENS REIT low expression TF 0.44 1/24 VAQUERIZAS Trachea
.0 0/11 1.000 0/14 0.49 1/28 VAQUERIZA iver
.0 0/14 1.000 0/5 0.50 1/29 VAQUERIZA 7Smooth muscle
.0 0/12 1.000 0/9 YCﬁargets DOWN 0.50 1/29 VAQUERIZAS Lymph node
.0 0/15 1.000 0/4 YC~Apoptosis UP 0.59 1/37 VAQUERIZAS”Prostate
.0 0/14 BENTINK src2 1.000 0/8 'YC”Cell cycle UP 0.60 1/38 VAQUERIZAS Testis
A 0/0 1.000 0/2 YC Cell cycle DOWI 0.64 1/43 VAQUERIZAS Uterus
A 0/0 1.000 0/4 Cell growth and prollferatlon uP 0.65 1/44 VAQUERIZAS”Placenta,
A 0/0 1.000 0/2 C_vhromatln modification UP 1.00 0/40 VAQUERIZAS”Fetal brain
A 0/0 1.000 0/7 YC”DNA repal 1.00 0/144 VAQUERIZAS General
A 0/0 1.000 0/3 YC_DNA repllcatlon UpP 1.00 0/22 VAQUERIZAS”Spinal cord
A 0/0 1.000 0/2 ECM cell adhesion DOWN 1.00 0/43 VAQUERIZAS”Whole brain
A 0/0 1.000 0/20 YC—Metabolism UP 1.00 0/41 VAQUERIZAS Thymus
A 0/0 1.000 0/8 YC_RNA processing binding UP 1.00 0/39 VAQUERIZASThyroid
A 0/0 1.000 0/2 YC_Signal transduction UP 1.00 0/62 VAQUERIZA! 7Wh0|e blood
A 0/0 1.000 0/3 'YC_Tumor supressor genes UP 1.00 0/7 VAQUERIZAS_Appendix




K—Means Cluster

Spot Summary: W Spot Genelist Geneset Overrepresentation

# metagenes = 142 Rank max e r S bDlescrlptlon Rank p-value #in/all Geneset
ID min e mbo
# genes = 556 y
1 1907 1.81 -0.7 0.26 EDN2 endothelin 2 [Source:HGNC Symbol;Acc:3177] 1 6e-07 50/717 Chr Chr16
2 le-04 10/71 miRN. hsa-miR-331-3p
<r> metagenes = 0.86 2 170680 171  -044 043  PSORSL@goriasis susceptibility 1 candidate 2 [Source:HGNC Symbol; 3 2e-04 11/88 miRN. hsa-miR—-423-5p
<r>genes = 0.15 4 3e-04 6/28 CC  Golgi stack
3 10809 135 -0.99 0.37 STARD1(StAR-related lipid transfer (START) domain containing 10 [Sc 5 4e-04 6/30 miRN. hsa-miR-631
beta: r2=1.55 / log p= ~Inf 6 8e-04 30/481 RN TGCT-15A--16--15B--195--424--497
4 159686 131 -0.36 0.27 ccDc14toiled-coil domain containing 147 [Source:HGNC Symbol:Ac 8e-04 9/75 miRN. CCAG-331
# samples with spot = 0 (0 %)) 8 2e-03 4716 GSE# BIOCARTA_RHO_PATHWAY
5 55004 129 -0.83 032 LAMTORIate endosomal/lysosomal adaptor, MAPK and MTOR activatc 9 2e-03 9/83 miRN hsa-miR-486-3p
10 2e-03 22/336 BP intracellular signal transduction
6 388555 127 -05 03 |GFL3  IGF-like family member 3 [Source:HGNC Symbol;Acc:32030 11 2e-03 6/41 MF  kinase binding
12 2e-03 6/42 BP  keratinization
7 83648 126 -067 022  FAM167Aamily with sequence similarity 167, member A [Source:HGNC 13 3e-03 147181  miRN CCTG-214
14 3e-03 4/19 BP  protein peptidyl-prolyl isomerization
8 8689 124 -035 055 KRT36 keratin 36 [Source:HGNC Symbol:Acc:6454] 15 3e-03 4719 MF  SNARE binding
16 4e-03 3/10 CC  paranode region of axon
9 118663 1.24 -0.39 0.34 BTBD16 BTB (POZ) domain containing 16 [Source:HGNC Symbol;Acc 17 4e-03 3/10 GSE# REACTOME_ADENYLATE_CYCLASE_ACTIVATING_PATHWAY
18 4e-03 22/354  miRN CTTT-524
10 7172 1.22 -1.1 0.21 TPMT thiopurine S-methyltransferase [Source:HGNC Symbol;Acc:1 19 4e-03 4120 BP (?arboh.ydrale transport
20 5e-03 4/21 BP filopodium assembly
) -~ ositi lati i i
11 9914 1.19 -0.65 0.41 ATP2C2 ATPase, Ca++ transporting, type 2C, member 2 [Source:HGN 21 5e-03 7163 BP  posilive regulation of type | interferon production
22 5e-03 12/152  miRN GGGA-133A--133B
5e-03 3/11 BP  activation of innate immune response
12 4821 117 -0.26 0.28 NKX2-2 NK2 homeobox 2 [Source:HGNC Symbol;Acc:7835] 23 © P
24 5e-03 3/11 GSE/ GALE_APL_WITH_FLT3_MUTATED_DN
i 13 389084 1.16 0.41 h 2 ding fi 82 [S :HGNC Symb 25 5e-03 4122 8P methyiaton
Ove rV|eW Map Spot . -0. 0.35 C2orf82 chromosome 2 open reading frame 82 [Source: ymbc 26 6e-03 15/215 cC  lysosomal membrane
] : 27 6e-03 206/8023 MF  protein binding
50 14 6326 1.15 -0.34 03 SCN2A sodium channel, voltage—gated, type Il, alpha subunit [Source 28 6e-03 3/12 BP long term synaptic depression
29 6e-03 3/12 BP  peptidyl-proline modification
40 15 o964 112 -0.63 0.32 KIAA051%KIAA0513 [Source:HGNC Symbol;Acc:29058] 30 6e-03 3/12 BP  RNA transcription
31 6e-03 3/12 Glio  willscher_GBM_Verhaak-PNwt_expression_|_up
16 9322 1.11 -0.83 0.48 TRIP10 thyroid hormone receptor interactor 10 [Source:HGNC Symb 32 6e-03 3/12 Glio  willscher_GBM_Verhaak-PNmut_expression_|_up
30 33 6e-03 3/12 miRN hsa-miR-671-3p
17 1606 111 -0.91 0.34 DGKA  diacylglycerol kinase, alpha 80kDa [Source:HGNC SymbolAc 34 6e-03 4123 BP  endosome organization
- 35 7e-03 7168 BP  positive regulation of MAPK cascade
20 18 23085 11 -0.81 0.32 ERC1 ELKS/RAB6-interacting/CAST family member 1 [Source:HGI 36 8e-03 4124 BP  photoreceptor cell maintenance
37 8e-03 9/104 miRN ACTG-139
10 — 19 2582 1.08 -0.82 0.53 GALE UDP-galactose—-4-epimerase [Source:HGNC Symbol;Acc:41 38 8e-03 10/123 BP defense response to virus
39 8e-03 5/38 BP  post-Golgi vesicle-mediated transport
1 20 448835 1.08 -0.23 042 LCE6A late cornified envelope 6A [Source:HGNC Symbol;Acc:31824 40 8e-03 3/13 MF  FK506 binding
I I I I
1 10 20 30 40 50 1 10 20 30 40 50
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alue R Re 4 .
k E) 00¥ #H‘!&%” ﬁgégﬁﬁp;gnal transduction 1 e ﬁl}h%” gé‘ENrL'e§8_tB—index2 #} all &8Q§§<et
keratinization 0.3 1/14 LIU_PROSTATE CANCER_UP /10 Faranude region of axon
4/19 protein peptld%/ prolyl isomerization 0.4 1/15 LIU"PROSTATE_CANCER”_DN — 57215 sosomal membrane
4120 carbohydrate tral or 0.4 1/ GENTLES_modul2 e—0: 2/164
4/21 filopodium assembl 0.4 1/ GENTLES modul7 e-0; / 5 Ime ral to endoplasmic reticulum membrane
7163 positive regulation of type | interferon production 0.4 1/ GENTLES_modul1l e-0 /1! —directed RNA polymerase Ill complex
3/11 activation of innate immune response 0.4 1/ GENTLES modull4 e-0: 4/30 SNARE complex
4122 methylation 0.5 214 KUIPER_MM poor survival e-0. /17 alpha—amino—3-hydroxy—-5-methyl-4-isoxazolepropionic acid selective glut
3/12 Iong erm synaptic depression 0.9 1/6: SHAUGHNESSY MM high risk e-0. 2/181 neuron projection
3/12 eptidyl prollne modification 0.9 13/530 Lembcke Normal'vs Adenoma e—0 8/318 %roteln complex
3/12 A transcription 0.9 3/185 SPANG_[PS-index2 e—0 3 /436 Igi membrane
4123 endosome organization 1.0 6/553 Lembcke_Colonic Inflammation e—0; 4/3 mediator complex
7168 positive regulation of MAPK cascade 1.0 o/ RHODES” CANCER META SIGNATURE e—0; 30/621 endoplasmlc reticulum
4124 photoreceptor cell malntenance 1.0 o/ RHODES_UNDIFFERENTIATED CAN ER e—0; 718 ?
10/123 defense response to vi 1.0 o/ SOTIRIOU _BREAST _CANCER_GR. 3 DN e—0; 17 celprolect on
5/38 post-Golgi vesicle-i mediated transport 10 0/ SOTIRIOU_BREAST_CANCER_ GRADE 1‘vs _3_UP 4e-0; 9 /614 endoplasmic reticulum membrane
26/478 protein transport 1.0 0/10 LIU_BREAST CANCER 4e-0. 0/157 nuclear membrane
3/14 activation of protein kinase A activity 10 0/14 LIUZCOMMON CANCER GENES 4e-0: 11 DNA-directed RNA polymerase | complex
3/14 vasoconstriction 1.0 0/14 LIU_LIVER_CAN 4e-0; /10 IkappaB kinase complex
11/150 protein folding 1.0 0/14 WANG_ER_UP 4e-0; 17184 lysosome
r e #i leGase 1[e]
?QWE" g?%eset .5 fﬂ'f‘! I %&ﬁ;sls up 9 Xalue H[E‘ a” Lg%%tm Verhaak-PNwt, expressmn I_up
7411720 Chr 0.9 8/375 GUDJ soriasis down 0.006 /1 willscher " GBMVerhaak-PNmut exgrresslon'l up
21/386 Chr 22 1.0 0/17 BCHETNIA_EBM up 0.032 /7 GIEZELT_GBM_STSwt_down VS
241504 Chr 15 1.0 o/ BCHETNIA_EBM down 0.064 /8! IEZELT ¢ lown
261633 Chr 1.0 0/26 BCHETNIA_EBM- DM up 0.07 /14 VERHAAR_NL Subtype
35/918 Chr 17 A 0/0 0.108 117 Shinawi_with_increased_methylation_in_STS
71449 Chr 20 A 0/0 0.188 145 wnlscher GBM _Verhaak—=PNwt_expréssion_J_up
4/ 957 Chr11 A 0/0 0.209 5/95 EZELT_GBM_MGMTmethyl_tp_VS_nonméthyl
4 6/ 743 Chr A 0/0 0.211 1/7 ollﬁ) dend’roc es lio
4 9 /1135 Chr19 A 0/0 0.211 1/7 scher_Gl mut_proteomics—P_DOWN
4 1/602 Chr 10 A 0/0 0.222 3/49 Vishal S—bnetwork slgna ure of survivalin GBM
5 123 Chr HSCHR6_MHC_DBB A 0/0 0.232 4174 GIEZELT Vi
6 71519 Chr 14 A 0/0 0.287 1/10 WIIISCherEBM "LTSmut ‘proteomics-A_UP
/34 ChrY A 0/0 0.311 1/11 KIM amprled & overexpressed in LTS
9/714 Chr 6 A 0/0 0.322 15/391
/232 Chr 18 A 0/0 0.332 71169 wllscﬁer GBM Ermeomlcs wtOnly_Differencelist_
3 /866 Chr12 A 0/0 0.334 /1 willscher_GBM_LTSmut_proteomics=B_UP
3/534 Chr A 0/0 0.334 /12 willscher_GBM_STSwt_proteomics-B. DOWN
/280 Chr A 0/0 0.350 /37 ChristenSen_hypomethylated_in_eperidymoma
6 /1033 Chr A 0/0 0.356 /13 Christensen_hypomethylated_in_gradeZ_astrocytoma
BAule 4 I S% AR L) -
1002 f} nga” Q&lﬁﬁe& O_PATHWAY nk .09 ue g) ngall %Lcenhalon . a 7) I SRE §§1tF 9hrs DN
0.004 110 REACTOME_ADENYLATE CYCLASE ACTIVATING_PATHWAY 0.33 1712 WIRTH”Lymphocytes . 14 /291 SPANG_IL21 UP
0.005 /111 GALE_APL_WITH_FLT3_MUTATED_DN 0.36 1/13 WIRTH Cortex cerebri 2124 SPA AFF 9hrs
0.008 113 REACTOME_PKA“ACTIVATI ON 0.37 5/120 estis 4169 SPANG_LPS 6hrs DN
0.010 114 KOLSKY_BREAST_CANCER _6P24 P22_AMPLICON 0.50 2/50 WIRTH Homeostasis 71426 SPANG_CDA40 6hrs DN
0.010 114 Q_ACTOME PI3K_ART SIGNALLING™ 0.57 13 /400 WIRTH”Nervous System 2/ 852 SPANG BCR DN
0.012 115 RICKMAN_TUMOR _DIFFERENTIATED WELL_VS_POORLY_DN 0.62 2162 WIRTHLiver 1/274 SPANG_IL21 DN
0.012 115 BILD SRC ONCOGENIC_SIGNATURE 0.70 1/36 WIRTH”Placenta 6/ 755 SPANG_BCI P
0.012 115 REACTOME_RNA POLYMERASE |l TRANSCRIPTION INITIATION FRO! 0.94 91/417 WIRTH Immune system /18 DAVE In
0.012 115 REACTOME_ASSOCIATION_OF_TRIC_CCT_WITH_TARGET_PROTEINS_| 0.99 1/135 WIRTH_Mucosa 4/118 SPANG_LPS 6hrs UP
0.015 116 LAU APOPTOSIS CDKN2A"UP 1.00 0/5 WIRTH Pituitary gland 1/28 AVE_Immune responsel
0.015 116 SCHEIDEREIT IKK INTERKCTING PROTEINS 1.00 0/26 WIRTH_Pancreas 1327 SPANG_CDA40 6hrs UP
0.015 /16 AMIT_SERUM RESPONSE MCF10 1.00 0/13 WIRTH Sec. I){mphowd organs /100 ROSOLOWSKI blue total
0.015 116 BOCARTA_AF(AP PATHWAY 1.00 0/12 WIRTH”Prim. lymphoid organs /119 ROSOLOWSKI_green total
0.015 116 BIOCARTA_CERAMIDE PATHWAY 1.00 0/10 WIRTH B—cells /250 LENZ_Stromal Signature 1
. / BIOCARTA STRESS PKI'HWAY 1.00 0/13 WIRTH Tonsil /140 DAVE BL-vs-DLBCL
/ ORKOLA 1.00 0/13 WIRTHThymus 1275 ZHANG DLBCL mutated
! OR OLA CHORIOCARCINOMA DN 1.00 0/ WIRTH_Bone marrow 0/ 3 BENTINK_mBL
! 1.00 0/14 WIRTH”Globus pallidus 0/ BENTINKT mBL DOWN
! 3IOCARTA RELA | PATFlWAY 1.00 0/16 WIRTH_Hippocampus o/ DAVE_BL_DI

- p-value v 14 <BL edMA I (Q Uégﬁ
POO\! #} n{a” gfi%@@% e—-04 /t( I QPQ§ =16--15B--195--424--497 ) St\oma papillary
003 SNARE binding 8e-04 9/75 CCAG-331 0/34 Pancreallc cance
0 006 96/8023 ETOIEIH binding 3e-0: 14/181 CCTG-214 0/22 Glioblastoma muluforme somatic
0.008 113 K506 binding 4e-0: 22354 CTTT-524 0/21 Gastrointestinal
0.009 154 translation initiation factor activity 5e-0. 12 /152 GGGA-133A--133B 0/ PIIUIISI’V adenoma
0.009 71270 signal transducer activity 8e-0: 9/104 ACTG-139 0/36
0.012 115 ymskeletal adaptor acfivity 1e-0. 215 AGTG-521 0/27 C Iorectal cancer
0.018 117 AR| guan yl-nucleotide exchange factor activity 2e-0: 147225 TATT-374 0/ Kdenomas, muItlFJle colorectal
0.019 4/31 pe tidyl—-prolyl cis-trans isomerase activity 2e-0; 12/182 CTGA-24 0/35 Prostate canc
0.024 3/19 ogen activated protein kinase kinase kinase binding 2e-0: 24 ] 457 TGCC-124A 0/11 Alzheimer dlsease susceptibility to
0.026 7187 gﬁ\se acnvn¥ 2e-0. 5/4 CCAG-490 0/ Schlzophrema susceptlbl ity to
0.031 3/21 AP receptor activity 2e-0: 8/102 AGGG-18A 0/ Parkmson \
0.035 3122 kinesin binding 2e-0: 6/65 CAGG-504 0/23 ?atocellu ar carcmoma
35 3/22 NF-| kaappaB bindil r)g 2e-0 9/125 GAGC-337 0/29 elanoma and neural system tumor syndrome
37 4/38 DNA-directed RNA polymerase activity 3e-0. 8/107 ACAC-142-3P 0/30 Ovarlan cancer
.040 /123 galactosyltransferase activity 3e-0 217401 ACCA-9 0/38 Breast cancer
.042 /10 adenylate cyclase activity 3e-0 15/261 CTCA—125B——125A 0/15 Gastric cancel
.042 110 voltage-gated sodium channel activity 4e-0; 14248 TACT—ZGA—— 0/4 Thyroid carclnoma follicular
0 /111 DNA-| Lapunmc or apyrimidinic site) lyase activity 4e-0: 8/117 CCA-326 0/36 Lung cancer
0 /111 phospholipase C activity 5e-0. 271577 GTGC 506 0/12 Bladder cancer

Vel AL Lssa?n@set L g Al A Lomls Abod 530 Geneser, .,
. 1/2 2e-04 1 hsa mIR 423 5 0.07 2/ 1 ACIEJ”] L 10
. 1/2 i 4e-04 6/ hsa-m| .00 0/ 1 ACIEJ] L
. 1/2 2e-0: 9/ 83 hs: a,m .00 0/ 7 ACIEJ] L13
. 1/4 6e-0: 3/12 hsa-m .00 0/ ACIEJ]”] L 14
1/4 1le-0: 10/132 hsa-m .00 0/11 ACIEJ”| L 15
1/4 2e-0. 6/67 hsa-mi .00 0/15 ACIEJ”] L 16
1/5 2e-0. 5/50 hsa-m .00 0/ ACIEJ”] 7
1/6 3e-0. 8/109 hsa-mi .00 0/14 ACIEJ”] L 19
1/6 4e-0; 4/38 hsa-i .00 0/4 ACIEJ| L
1/7 4e-0; 4/38 hsa-mil .00 0/5 ACIEJ”] L 20
1/ 4e-0; 3/23 hsa-mil .00 0/15 ACIEJ”] L 22
1713 8e-g i11°  MeamiRa o 811 ACIETMMML 26
e sa- | 0/14 L
0/11 5e-0. 5/61 S| -514 .00 0/2 IACIEJ]| L 27
0/ 6e-0. 5/64 hsa-miR-324-5p .00 0/5 ACIEJ”] L 28
0/ 6e-0:; 8/128 hsa—mi —320d .00 0/ ACIEJ] L 29
X 0/6 6e-0: 5/65 hsa-miR-127! .00 0/ ACIEJ] L
. 0/4 7e-0. 8/130 hsa-miR- 155 .00 0/14 ACIEJ] L 30
X 0/5 7e-0. 4147 hsa-miR-362-3p .00 0/11 IACIEJ”] L31
a@ rézt € H ‘(all ah_k .Oavalue %W@QQ QIEIT high expression TF am bZ S %%a" ﬁ LrJ}:%Sﬁt _Spinal cord
0.4 1/15 0.10 2/16 MYC Proteln synthesls degradation UP 0.2 3/44 VAQUERI ZA | Fcenta
6 9113 0% 17117 Nowd 1t 83 17 VASHERIZAS Ronera:
. . ppendix
0/11 0.62 2/63 MYC Tar 0.2 1/ VAQUERIZAS Tongue
.0 0/14 0.99 26 /1146 HEBEN %REIT low expression TF 0.4 1/13 VAQUERIZAS ™ vagry
.0 0/12 1.00 0/5 MYC TFs 0.5 1/20 VAQUERIZAS”Bone marrow
.0 0/11 1.00 0/9 MYC~Targets DOWN 0.5 1/20 VAQUERIZAS”Adrenal cortex
9 8; 3 BENTINK go 160 8;3 MXC‘épﬁpwslls HFF: 8 1; 2 VAQUERIZA ~ohoe b
. src. . ell'cycle . 1/43 ole brain
A 0/0 1.00 0/2 MYC~Cell C)}jcle 0.9 1/62 VAQUERIZAS”Whole blood
A 0/0 1.00 0/4 Cell growth and prol\feratlon uP 0.9 1/62 VAQUERIZAS] ungi i
ﬁ 8;8 %.88 8;% C_ SRJrRma"n modification UP %8 0;10 vﬁ HEE %ﬁ _Eeta brain
8 . 0/28 iver
A 0/0 1.00 0/3 DNA reghcauon UP 1.0 0/37 VAQUERIZAS Prostate
A 0/0 1.00 0/2 ECM cell adhesion DOWN 1.0 0/29 VAQUERIZA _Smooth muscle
A 0/0 1.00 0/20 C”Metabolism UP 1.0 0/43 VAQUERIZA
A 0/0 1.00 0/8 ,QNA processing binding UP 1.0 0/12 VAQUERIZAS _Kldney
A 0/0 1.00 0/2 MYC”Signal transduction UP 1.0 0/41 VAQUERIZAS Thymus
A 0/0 1.00 0/3 MYCZTumor supressor genes UP 1.0 0/39 VAQUERIZAS_Thyroid




K—Means Cluster

Spot Summary: X Spot Genelist Geneset Overrepresentation

# metagenes = 68 Rank max e r Description Rank p-value #in/all Geneset
# genes = 585 ID min e Symbol
1 1109 3.73 -2.74  0.69 AKR1C4 aldo-keto reductase family 1, member C4 [Source:HGNC Syi 1 2e-11 183/3274 CC integral to membrane
2 3e-09 18/92 cC  tight junction
<r> metagenes = 0.83 2 57834 291 -153 07 CYP4F11cytochrome P450, family 4, subfamily F, polypeptide 11 [Sour 3 3e-08 48/572  Disea GUDJ_psoriasis up
<r>genes = 0.2 4 7e-08 31/296 MF  oxidoreductase activity
3 1749 2.89 -1.7 0.51 DLX5 distal-less homeobox 5 [Source:HGNC Symbol;Acc:2918] 5 2e-07 141/2659 CC  plasma membrane
beta: r2=8.97 / |Og p= —Inf 6 3e-07 79/1253 BP  small molecule metabolic process
4 1066 2.8 -0.72 047 CES1 carboxylesterase 1 [Source:HGNC Symbol;Acc:1863] 7 6e-07 47/614  CC  endoplasmic reticulum membrane
i 8 8e-07 104/1837 CC  membrane
# samples with spot = 25 (9.1 % o !
p p ( ) 5 1717 2.74 -1.44 042 DHCR7 7-dehydrocholesterol reductase [Source:HGNC Symbol;Acc: 9 8e-07 37/434  BP  oxidation-reduction process
Classical : 5 (15.6 %) 10 1e-06 34/390 BP  metabolic process
Basal : 20 (23.8%) 6 5327 256 -174 035 PLAT  plasminogen activator, tissue [Source:HGNC Symbol:Acc:o0t 11 1e-06 9/33 BP  tightjunction assembly
: . 12 3e-06 6/13 GSE# SINGH_NFE2L2_TARGETS
7 140809 251 -138 073  SRXN1 sulfiredoxin 1 [Source:HGNC Symbol:Acc:16132] 13 4e-06 11/57 BP  cell-cell junction organization
14 6e-06 18/149 BP  cellular lipid metabolic process
8 9073 247  -088 044  CLDN8 claudin 8 [Source:HGNC Symbol:Acc:2050] 15 7e-06 6/15 GSE# REACTOME_CHOLESTEROL_BIOSYNTHESIS
16 le-05 5/10 BP  response to food
9 5413 239 175 034 SEPT5  septin 5 [Source:HGNC Symbol:Acc:9164] %g le-05 5/10 GSE/ f{EACTCIJME_TRANSFORMATION_OF_LANOSTEROL_TO_CHOLESTER
3e-05 31/395 BP ranspor
— fatt id metaboli
10 7102 239 -141 04  TSPAN7 tetraspanin 7 [Source:HGNC Symbol:Acc:11854] 19 5e-05 9749 BP  fatty acid metabolic process
20 6e-05 5/13 H.Tist WIRTH_Tonsil
U - : 21 8e-05 19/198  miRN ATGT-302C
4 2.34 -2. . insulin-like growth factor binding protein 2, 36kDa [Source:H(
11 a4 8 39 036 IGFBP2 9 op [ 22 8e-05 5/14 GSE/ KEGG_BIOSYNTHESIS_OF_UNSATURATED_FATTY_ACIDS
23 9e-05 6/22 BP  response to axon injury
12 5217 222 -2.55 0.59 PFN2  profilin 2 [Source:HGNC Symbol;Acc:8882] 24 le-04 41/621 cC  endoplasmic reficulum
. ATPase. H/K ) . aloha pol de I 25 le-04 5/15 BP  pentose-phosphate shunt
Overview Map Spot 13 410 222 066 039  ATP12A ATPase, Hr/k+ ransporting, nongastric, alpha polypeptide [€ 5 g 1e-04 5/15 GSE/ WAMUNYOKOLI_OVARIAN_CANCER_LMP_UP
o ) 27 le-04 5/15 GSE/ WANG_ESOPHAGUS_CANCER_VS_NORMAL_DN
50 14 10135 215 -1.34 0.38 NAMPT nicotinamide phosphoribosyltransferase [Source:HGNC Symi 28 le-04 5/15 GSE/ AIGNER_ZEB1_TARGETS
i X 29 le-04 5/15 GSE/ REACTOME_TIGHT_JUNCTION_INTERACTIONS
40 - 15 7062 214 -0.7 0.4 TCHH  trichohyalin [Source:HGNC Symbol;Acc:11791] 30 1e-04 7/33 BP  cholesterol biosynthetic process
31 2e-04 5/16 GSE# KEGG_STEROID_BIOSYNTHESIS
16 200958 21 -1.52 057 MUC20 mucin 20, cell surface associated [Source:HGNC Symbol;Acc 32 26-04 10/71 BP  response to nutrient
30 33 2e-04 7/35 miRN hsa-miR-127-3p
17 729 2.07 -0.96 0.54 TXNRD1 thioredoxin reductase 1 [Source:HGNC Symbol;Acc:12437] 34 2e-04 241303 mMiRN AAGC-218
2 35 2e-04 8/47 miRN hsa-miR-302b*
0 18 493861 2.06 -0.82 049 EID3  EP300 interacting inhibitor of differentiation 3 [Source:HGNC 36 2e-04 15/147 CC  endosome
37 2e-04 33/481 miRN TGCT-15A--16--15B--195--424--497
10 — 19 10457 2.06 -2.32 042 GPNMB glycoprotein (transmembrane) nmb [Source:HGNC Symbol;A 38 2e-04 5/17 BP  long—chain fatty—acyl-CoA biosynthetic process
39 2e-04 6/26 MF  virus receptor activity
1 20 2064 2.05 -1.36 0.52 ERBB2 v-erb-b2 avian erythroblastic leukemia viral oncogene homo 40 3e-04 37 /565 BP  transmembrane transport
I I I I
1 10 20 30 40 50 1 10 20 30 40 50
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tk ?e Aéalue #d?‘(%ﬁ 9\9 gﬁe metabolic process l g.oo@me #JQ/ all &%ﬂ.%é%odula - #@/@4 ﬁ%gﬁ§ﬁ£mbrane
371434 oxidation-reduction process 0.048 4/39 3 9 tight junction
34390 metabolic process 0.076 2713 GENTLES modul12 e-07 141 / 2659 plasma membray
9/33 tight junction assembly 0.253 22 /530 Lembcke Normal vs Adenoma 471614 endoplasmlc retlculum membrane
11/57 cell-cell junction organization 0.328 1/11 GENTLES_moduls 104 /1837  membra
18/149 cellular lipid metabolic process 0.352 0/14 LU PROSTATE CANCER_UP 1e-04 41/621 endoplasiic reticulum
5/10 response to food 0.397 1/14 LIU_LIVER_CANCER 2e-04 15/147 endosome
31/395 transport 0.418 1/15 LIU PROSTATE CANCER_DN 3e-04 7137 adherens junction
91749 fatty acid metabolic process 0.418 1/15 POR U 4e-04 47137 basolateral plasma membrane
6/22 response to axon injury 0.418 1/15 GENTLES moﬂu 5e-04 88 /4310 (c:’ytoplasm
5/15 pentose-phosphate shunt 0.435 3/68 SHAUGHNESSY MM high risk 2e-03 /63 olgi lumen
7133 cholesterol biosynthetic process 0.439 1/16 WOLFER_overlap genes 2e-03 1/109 mItOCthdl’Ia| outer membrane
10/71 response to nutrient 0.439 1/16 GENTLES modul2 4e-03 71436 Golgi m
5/17 long—chain fatty—acyl- CoA biosynthetic process 0.439 1/16 GENTLES modul4 4e-03 8 / 686 Golgi apparatus
371565 transmembranée tranp 0.439 1/16 GENTLES modul7 5e-03 5/32 peroxisomal matrix
7138 triglyceride blosynthe ic process 0.512 2148 IPER_MM poor survival 5e-03 15/201 apical plasma membrane
4/11 ear developmel 0.568 11/316 SPANG_BCL6-index 6e-03 5/33 intercalated disc
5/20 regulation of nltrlc oxide synthase activity 0.898 41185 ANG_LPS~index: 6e-03 4721 gap junction
6/30 protein localization to plasma membrane’ 0.959 13 /553 Lembcke_Colonic Inflammation 6e-03 8177 late endosome membrane
7144 steroid metabolic process 1.000 0715 RHODES_CANCER_META_SIGNATURE 7e-03 6/49 peroxisomal membrane
finall - Geneset 1SEASE vz GRNeSeL.. u, UOpvalue g BRNCSE v rovus
8 / 504 Chr 15 6e-02 3/26 BCHETNIA_EBM-DM up 0.04 1/391
2 g;%gg gwr 1118 ge—g% %O/ /1%75 gﬁ%ETNIA EBMdup 0.04 522 Klnll dr:eletegg‘wtliolyrnre ulatetd in LTSC P
.02 hr e soffasis down 0.07 12 willscher _proteomics
. 4 /534 Chr8 1e+00 0/2 BCHETNIA_EBM down 0.08 /105 wnlscher GBM __proteomics_wtOnly_SpotB
. 2/ 743 Chr 0/0 0.08 9/379 Dow
. 3 /866 Chr12 NA 0/0 0.09 114 VERHA/—\K_N,L Subty?e
. 6 /957 Chr11 NA 0/0 0.10 /131 KIM E'rognostlc signature LTS vs. STS
. 4/ 633 Chr9 NA 0/0 0.11 116 VERHAAK_MES subtype
. 4 /918 Chr 17 NA 0/0 0.13 135 Colman_survival_associated
. 711033 Chr2 NA 0/0 0.13 455 OL vs. MOG- OL _
. 5/714 Chr 6 NA 0/0 0.13 14 willscher_GBM_STSwt_proteomics-L_UP
. 2/ 630 Chr X NA 0/0 0.13 /4 willscher_GBM_Verhaak—-CL _expression_E_up
. 123 C rHSCHRG MHC_DBB NA 0/0 0.13 /4 willscher_GBM_Verhaak-PNwt_expression_E_down
. 8/519 Chr NA 0/0 0.13 /4 willscher_GBM_Verhaak—PNmut expresslon E down
. 4/ 717 C"II’ 16 NA 0/0 0.14 /37 Christensen_hypomethylated_in_ependymol
. 6/187 Chr 21 NA 0/0 0.15 4/58 Christensen”| hypomethylateL in_secondary_( gllohlastoma
. 8/280 Chr13 NA 0/0 0.17 1/5 Phillips Prolif up vs PN
.84 54 /1720 Chr1 NA 0/0 0.17 5/83 Christensen hypermetréylaled in secondary glioblastoma
. 12 /449 Chr 20 NA 0/0 0.18 5/85 laffaire_hypérmeth_LGG_vs_control
N finjall - Genesel,, ocers ikl B5RIue  ginjall - Genese R T
! REACTOME_CHOLESTEROL BIOSYNTHESIS 1e-03 13/135 WIRTH Mucosa 0.; /8 ASCQU
! 0 REACTOME“I'RANSFORMATIDN OF LANOSTEROL_TO CHOLESTEROL 5e-02 2/10 WIRTH B-cells 0.. 2/291 SPANG_IL. U
114 IOSYNTHESIS OF UNSATURATED_FATTY_ACIDS 4e-01 1/12 WIRTHT] an lymphoid organs 0.4 11275 ZHANG_DLBCL mutated
115 WAMU'NYOKOLI OVARIAN CTANCER _LMP 4e-01 2/36 WIRTH_Placenta . 0.4 138 ROSOLOWSKI blue DOWN
5115 WANG _ESOPHAGUS CANCER_VS_NORMAL_DN 4e-01 1/13 WIRTH”Cortex cerebri 0.4 2 [ 852 R IjN
5/15 AIGNER_ZEB1 TARGETS 4e-01 1/13 WIRTH Thyroid g}Land 0.4 /14 WRIGH‘I‘ GC
115 REACTOME_TIGHT JUNCTION INTERACTIONS 4e-01 1/15 WIRTH Telencephalon 0.4 /118 SPANG LCPS 6hrs upP
116 KEGG_STEROID BIOSY 4e-01 1/15 WIRTH_Cerebellum 0.4 /16 WRIGHT C UP
4112 DELLA" RESPONSE_TO TSA AND _BUTYRATE 6e-01 14/ 400 WIRTH Nervous System 0. /24 SF’ANG BAFF 9hrs UP
4/13 BAELDE_DIABETIC_NEPHROP/ 6e-01 1/26 WIRTH Pancreas 0.1 6 /755 PANG_BCR UP
4/14 STEI EN PONSE_NOT VIA_ESRRA 6e-01 4/120 WIRTH Testis 0.1 /86 ROSOLUWSKI _green UP
4115 FARMER _BREAST TANCER_CI 7e-01 2162 WIRTH Live . 0.6 /59 LENZ_Stromal slgnaturez
4715 PODAR RESPON T DAPHOSTINTN 8e-01 1/50 WIRTH Homeostasis 0.7 4426 SPANG_CDA40 6hrs DN
4/15 KE! PENTOSE_PHOSPHATE_PATHWAY 9e-01 2/127 WIRTH_Musi 0. /119 Rosomwsm_gfeentotal
4115 KEGG ALDOSTERONE REGULATED SODIUM_REABSORPTION 1e+00 31417 WIRTH Immune system 0. /86 ROSOLOWSKI red total
4115 REACTOME CELL_J UNCTION ORGANIZATION™ 1e+00 0/5 WIRTH Pituitary gland 0. 1274 SPANG_IL21 DN
4116 ICCABE_HOXC6_TAR S DN 1e+00 0/13 WIRTH”Sec. lymphoid organs 0.! 6/250 LENZ Slromal 5|gnaturel
4116 TING SILENCED BY. F\’_ 1e+00 0/13 WIRTH_Thymus 0. 1/69 SPANG_L|
4116 REACTOME_CELT__C'ELL_ADHESION_SYSTEMS 1e+00 0/12 WIRTH_Lymphocytes 1.0 21140 DAVE_B'L vs DLBCL
—value #i lJ'(BNéPg| d%@ I'(Qgp IRN&USS _
yl“/y&” § m@&%@e aClIVItY € gé@t € ) St\oma papillary
6/26 virus receplor activity 4 | 3 0/34 Pancreallc cance|
4/10 1= acg%lycerol 3-Phﬂsphal90 acyltransferase activity 2e oz 3/4 TGCT 15A——16——155——195——424——497 0/22 Glioblastoma muttiforme, somatic
6/32 NAD! 3e-04 148 CCAT: 0/21 Gastrointestinal
15/175 ?roteln domain specific binding 4e-04 7 /1577 GTGC*506 0/ Pnunary adenoma
8/66 lavin adenine dinucleotide binding 1e-0: 0/ 261 —18: 0/36
4117 proline- rlch region binding 2e-0: 8/64 AAGG-188 0/27 Cglorectal cancer
7156 motor activi i’ 6e-0; 177243 ATGT—49 0/ enomas, multlple colorectal
28/ 456 identical pro ein binding 7e-0: 7164 ACAC-12. 0/35 Prostate canc
12/141 ATPase activit 9e-0. 71467 TGTT- SOA 5P——3OC——3OD——3OB——3DE 5P 0/11 Alzhelmerdlsease susceptibility to
4120 oxidoreductase activity, acting on the CH-CH group of donors 1le-0: 21362 CAGT ZODB——ZODC -429 0/ Schlzophrenla susceptlm ity to
5/32 ATPase activity, coupled to transmembrane movement of substances 1e-0. 71257 -520D 0/ Parkmson
5/33 cation-transporting ATease activity le-0 0/124 ATG - 0/23 ?atocellu\ar carcinoma
8177 actin filament bindin: 1e-0. /89 TCCA-516-5P 0/29 elanoma and neural system tumor syndrome
3/11 guanylate kinase aciivi 1e-0: 0/329 G-23A--23 0/30 Ovanan cancer
3/11 almitoyltransferase activity 1e-0: 71266 \GC-135A-— B 0/38 Breast cancer
5/35 ransmembrane receptor protein tyrosine kinase activity 1e-0: 1/146 ACTG-30A-3P--30 0/15 Gastric cance
307529 protein homodimerization activity 2e-0. 6/ 470 GCAC-17- 5P——20A——106A——106B——208——519D 0/4 Thyroid carclnoma follicular
64/1344  ATP binding 2e-0. /94 ATAA-21 0/36 Lung cancer
5/38 glycoprotein binding 2e-0. 517240 CAGT-141--200A 0/12 Bladder cancer
S S LN AN AR Lep il DASE e ;
5!' 2 I d ng§et e I =hirR=127-3p 102 ! 'A%untp_ L
2/9 miR-125b 2e-04 8/47 hsa-miR-302b* 0.17 1/ ACIEJ] L 28
1/2 miR-124a 6e-04 8/212 hsa-i 82 0.28 1/ ACIEJ] L 14
1/2 n‘llR 129 8e-04 0/85 hsa-m *188*3% 0.33 1/11 ACIEJ”] L31
2/13 2e-0: 9/253 hsa-miR-520a-3p .00 0/16 ACIEJ] L
1/4 mlR 128b 2e-0: 2 /127 hsa-miR-335 .00 0/13 ACIEJ”] L 10
1/4 2e-0: 2 /316 hsa-miR-302a .00 0/ ACIEJ”] L13
1/4 2e-0: 8 /440 hsa-miR-19a .00 0/11 ACIEJ”] 5
1/5 2e-0: 1/113 hsa-miR-499-5p .00 0/15 ACIEJ”] L 16
1/6 2e-0: 139 hsa-miR-484 .00 0/ ACIEJ”| L17
1/8 3e-0: 71433 1sa-miR-19b .00 0/14 ACIEJ”] L 19
1/9 4e-0: 57192 1sa-miR-641 .00 0/4 ACIEJ”] L
0/11 4e-0: 817251 1sa-miR-92b .00 0/5 ACIEJ”] L 20
0/6 4e-0: 71234 sa-miR-124 .00 0/15 IACIEJ”]| L 22
0/4 4e-0: 6/215 sa-miR-199a-3p .00 0/4 IACIEJ]| L 23
0/6 4e-0: 2 /336 hsa-let-7e .00 0/12 ACIEJ]| L 24
0/4 4e-0: 47178 hsa-miR-520f .00 0/14 ACIEJ] L 26
0/5 5e-0: 47179 hsa-miR-302e .00 0/ ACIEJ”] L 27
0/2 5e-0. 8/7 hsa-miR-375 .00 0/ ACIEJ] L 29
0/4 5e-0. 11/126 hsa-miR-145 .00 0/11 ACIEJ] L
ﬁ%‘!a” ah_k .05va|ue #l”/’l{ﬁll(! QEWJOW expression TF am boBﬁﬁ:!J% /all ﬁ L%t Tongue
2113 0.40 1/14 OWICK_TF 0.07 4144 VAQUERIZASPlacenta
1/15 0.51 1/20 YC_Meftabolism UP 0.08 2/13 VAQUERIZAS™Skin
0/11 0.63 421233 IM_MYC t: ar ets 0.11 2/16 VAQUERIZA 7Fetal thyroid
0/14 0.90 1/63 YC Ta%; 0.11 2/16 VAQUERIZAS” Salivary gland
0/12 0.92 31/1095 -iEBENS REIT. hlgh expression TF 0.14 3/37 VASUERIZA Proslale
0/11 1.00 0/5 C _TFs 0.18 3/41 VA ZAS_Thym
0/15 . 1.00 0/9 YCjargets DOWN 0.21 2124 VAQUERIZAS Trachea
0/13 1.00 0/4 'YC”Apoptosis UP 0.38 3/62 VAQUERIZAS”Lung
0/14 BENTINK src2 1.00 0/8 'YC”Cell cycle UP 0.40 21739 VAQUERIZAS™ r&yrol
0/0 1.00 0/2 YC Cell cycle DOWI 0.42 1/15 VAQUERIZAS”Adrenal gland
0/0 1.00 0/4 Cell growth and prohferauon upP 0.44 1/16 VAQUERIZAS”Pancre:
0/0 1.00 0/2 YC Chromatin_modification UP 0.51 1/20 VAQUERIZAS”Adrenal cortex
0/0 1.00 0/7 C”DNA repair UP 0.53 1/21 VAQUERIZAS™ |
0/0 1.00 0/3 YC_DNA replication UP 0.58 5/144 VAQUERIZAS”General
0/0 1.00 0/2 'YC"ECM cell adhesion DOWN 0.64 1/28 VAQUERIZAS Liver
0/0 1.00 0/16 YC_Protein synthesis de fadaﬂon up 0.75 1/38 VAQUERIZAS Testi
0/0 1.00 0/8 YC_RNA processing binding 0.89 1/62 VAQUERIZAS”Whole blood
0/0 1.00 0/2 YC_Signal transduction up’ 1.00 0/40 VAQUERIZAS Fetal brain
0/0 1.00 0/3 YC_Tumor supressor genes UP 1.00 0/29 VAQUERIZAS”Smooth muscle
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K—Means Cluster

Spot Summary: Y

# metagenes = 73
#genes =734

<r> metagenes = 0.88
<r>genes = 0.2
beta: r2=3.43 / log p= -Inf

# samples with spot =10 (3.6 %)
Atypical : 1 (1.4%)
Classical : 1 (3.1 %)
Mesenchymal : 2 (2.4 %)
Basal : 6 (7.1%)

Overview Map
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Rank
ID
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max e
min e

18 -0.75
1.65 -0.85
1.52 -1.35
1.51 -0.79
1.49 -0.94
1.47 -1.34
1.42 -0.97
1.39 -0.48
1.39 -1.04
1.36 -0.87
1.36 -0.79
1.35 -1.31
1.34 -0.94
1.27 -0.85
1.25 -0.91
1.23 -1.12
121 -0.73
121 -0.8
121 -0.84
12 -0.91

r

0.34

0.46

0.49

0.47

0.49

0.27

0.4

0.53

0.26

0.59

0.45

0.32

0.45

0.53

0.45

0.29

0.6

0.6

0.36

0.56

Description
Symbol

LANCL2 LanC lantibiotic synthetase component C-like 2 (bacterial) [S
PLA2G4#Aphospholipase A2, group IVA (cytosolic, calcium-dependent)
CLNS1A chloride channel, nucleotide-sensitive, 1A [Source:HGNC Sy
TRIT1 tRNA isopentenyltransferase 1 [Source:HGNC Symbol;Acc:2(
LYRM5  LYR motif containing 5 [Source:HGNC Symbol;Acc:27052]

SNHG8 small nucleolar RNA host gene 8 (non—protein coding) [Sourc
USMGS5 up-regulated during skeletal muscle growth 5 homolog (mous
PSPH  phosphoserine phosphatase [Source:HGNC Symbol;Acc:957
POLB  polymerase (DNA directed), beta [Source:HGNC Symbol;Acc
TOMMS translocase of outer mitochondrial membrane 5 homolog (yez
CHCHD2coiled-coil-helix-coiled-coil-helix domain containing 2 [Sout
SPIN4  spindlin family, member 4 [Source:HGNC Symbol;Acc:27040]
PLGRKT plasminogen receptor, C-terminal lysine transmembrane prot
Clorf53 chromosome 1 open reading frame 53 [Source:HGNC Symbc
TRMT112RNA methyltransferase 11-2 homolog (S. cerevisiae) [Sourc
DNAJA1 DnaJ (Hsp40) homolog, subfamily A, member 1 [Source:HGN
RPL26 ribosomal protein L26 [Source:HGNC Symbol;Acc:10327]
ACN9  ACN9 homolog (S. cerevisiae) [Source:HGNC Symbol;Acc:2!
LSM1

LSM1 homolog, U6 small nuclear RNA associated (S. cerevis

RPL31 ribosomal protein L31 [Source:HGNC Symbol;Acc:10334]

Geneset Overrepresentation

Rank p-value #in/all

1 5e-37
2 5e-26
3 2e-24
4 le-23
5 9e-22
6 6e-20
7 5e-19
8 7e-19
9 2e-18
10 8e-16
11 2e-15
12 2e-13
13 3e-13
14 3e-13
15 8e-13
16 le-12
17 3e-12
18 6e-12
19 6e-12
20 6e-11
21 Te-11
22 le-10
23 8e-10
24 9e-10
25 1e-09
26 3e-09
27 3e-08
28 3e-08
29 7e-07
30 9e-07
31 1e-06
32 2e-06
33 2e-06
34 3e-06
35 3e-06
36 4e-06
37 9e-06
38 2e-05
39 2e-05
40 2e-05

12

10

2 8

2

o 6

O 4

2

0

165/13
58 /253
441153
33/83

58 /304
4117167

Geneset

18 CC  mitochondrion
BP translation
MF  structural constituent of ribosome
BP  respiratory electron transport chain
CC  mitochondrial inner membrane
CC  ribosome

124/1233 TF

KIM_MYC targets

38/152 BP  cellular metabolic process
82 /649 BP gene expression
48 /287 BP  viral process
29/109 BP  SRP-dependent cotranslational protein targeting to membrane
24187 BP translational termination
40/ 242 BP  RNA metabolic process
23/81 BP  viral transcription
24192 BP translational elongation
28/128 BP translational initiation
26/115 BP  nuclear-transcribed mRNA catabolic process, nonsense-mediated decay
36/219 BP  mRNA metabolic process
23/92 BP  viral life cycle
63 /595 MF  RNA binding
55/482 BP  cellular protein metabolic process
14/36 CcC  mitochondrial respiratory chain complex |
13/34 MF  NADH dehydrogenase (ubiquinone) activity
11/23 CC  mitochondrial ribosome
13/35 BP  mitochondrial electron transport, NADH to ubiquinone
15/51 CC  cytosolic large ribosomal subunit
7110 cC large ribosomal subunit
9/19 CC  mitochondrial proton—transporting ATP synthase complex
23/163 BP  mRNA splicing, via spliceosome
9/26 MF  cytochrome-c oxidase activity
7115 BP  ATP synthesis coupled proton transport
51/579 CC  nucleolus
7116 Canct GENTLES_modul10
6/11 Canct GENTLES_modul5
6/11 MMM MACIEJ_MMML 49
16 /96 BP  rRNA processing
6/13 GSE# REACTOME_FORMATION_OF_ATP_BY_CHEMIOSMOTIC_COUPLING
6/14 BP  mitochondrial ATP synthesis coupled proton transport
5/9 GSE/ REACTOME_FORMATION_OF_A_POOL_OF_FREE_40S_SUBUNITS
5/9 GSE# REACTOME_GTP_HYDROLYSIS_AND_JOINING_OF_THE_60S_RIBOS(
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|t -value ra-
k ? gnall - Geneset f Finjall - Genesel o ﬁ!é‘/?ﬂs Gensset
3 /83 respiratory electron transport chain 6/11 GENTLES modul5 8 /304 mitochondrial inner membrane
e 8/ 152 cellular metabolic process 5/15 GENTLES modul 6e-20 32138 rihosome
2e-1 2 [ 649 gene expression 7139 HANG_MM up le-10 14 /36 mitochondrial respiratory chain complex |
48 /287 viral process 0 3/16 GENTLES moduld 9e-10 11/23 mitochondrial ribosome
29/109 SRP-dependent cotranslational protein targeting to membrane le-0: 2/15 RHODES TANCER_META_SIGNATURE 3e-09 15/51 cytosolic large ribosomal subunit
2487 translational termination le-0: 2/15 GENTLES modull 3e-08 7/10 large ribosomal subunit
40/ 242 RNA metabolic process 3e-0 4/68 SHAUGH NESSY MM high risk 3e-08 9/19 mnochondrlal proton—transporting ATP synthase complex
3 /81 viral transcription 4e-0; 1/14 LIU_COMMON_CANCER_GENES 2e-06 51/579 ucleol
4/ 92 translational elongation 4e-0: 0/15 LIU PROSTATE_CANCER_DN 4e-05 10/ 49 mltochondrlal intermembrane space
8 /128 translational initiation 4e-0 1710 ENTLES modi3 5e-05 14793 spliceosomal complex
6 /115 nuclear-transcribed mRNA catabolic process, nonsense-mediated decay 5e-0. 1/15 SOTIRIOU‘BREAST CANCER GRADE 1 VS_3_UP 5e-05 16/118 fl onucleoprotein complex
6 /219 mRNA metabolic process 5e-0. 1/16 RHODES UNDIFFERENTIATED_CANCER™ e-04 231220 mltochondrlal matrlx
3/92 viral life cycle 5e-0. 1/16 GENTLES_modul2 e-04 10/55 mplex
5 /482 cellular protein metabolic process 5e-0 1/16 GENTLES modul7 e—04 5/13 Rkochonarial resplratory chain
3/35 mitochondrial electron transport, NADH to ubiquinone 6e-0. 2/48 UIPER_MM poor survival e—04 4/10 ER membrane protein complex
3/163 mRNA splicing, via spllceosome 8e-0. 1/33 KUIPER MM good survival e-0. 7137 cytosolic small ribosomal subunit
/15 ATP synthesis. coupled proton transport 8e-0 6/185 SPANG_LPS-index2 e-0; 10/76 catalytic step 2 spliceosome
16796 rRNA processil _P 1e+00 16 /530 Lembcke Normal vs Adenoma e—0 4713 cullin-RING ubiquitin ligase complex
6/14 mitochondrial ATP synthesis coupled proton transport 1e+00 6/316 SPANG_BCL6-index2 e—0. 6/33 mediator complex
value ,||S %a&@ ;l Op- i >
R fingl - Geneset fnal - Genesel. ., yalue ginfall - Genestlan up in sts
/618 Chr4 3/375 GUDJ_psoriasis down 5e-04 9/54 willscher_GBM_proteomics_wtOnly_Spott
66 /957 Chr 11 0/17 BCHETNIA_EBM up e-0: 1717169 willscl nﬂ_GBM_pro eomics_wtOnly | leferencehst
71 Chr6 0/2 BCHETNIA_EBM down e-0; 5/3 willscher_GBM_proteomics_wtOnly_S;
59/1033 Chr2 0/26 BCHETNIAZEBM-| DM up e-0; 3/1: willscher_GBM_LTSmut_proteomics-| UP
417699 Chr5 A 0/0 e-0; 3/1; willscher_GBM_STSwt_proteomics—-B_DOWN
6 /280 Chr13 A 0/0 e—0; 3/ 1 willscher_GBM_STSwt_proteomics-O_UP
8/ 743 Chr7 A 0/0 e—0; 20/328 Up
1/602 Chr 10 A 0/0 e-0; 2/1 willscher  GBM_LTSwt_proteomics—C_UP
6 /519 Chr 14 A 0/0 e-0. 2/14 VERHAAK_NL Subtype
0/187 Chr 21 A 0/0 e-0! 5/70 willscher_GBM_profeomics_wtOnly_SpotJ
0 /633 Chr9 A 0/0 e-0! 3/37 WIIISCher GBM ;}rmeomlcs _wtOnly_SpotH
4/ 630 Chr X A 0/0 e—0! 2128 Barbus TS
1232 Chr18 A 0/0 4e-0 1/10 willschér GBM LTSmut_proteomics-A_UP
8 /504 Chr 15 A 0/0 4e-0 15/313 willscher_GBM_Verhaak=CL_expression_D_up
1 /866 Chr12 A 0/0 4e-0. 15/313 wi L rer_GBM_Verhaak-MES_expression_D_down
/52 Chr HSCHR6_MHC_QBL A 0/0 4 15/313 Wi GBM " Verhaak-PNwi_ expresslon D_up
2 /918 Chr 17 A 0/0 4e 4/7 GIEZE fGBMWT down_VS_m
371717 Chr 16 A 0/0 ze 474 GIEZELT_GBM_STS_up _LTS .
21449 Chr 20 A 0/0 e 3/71 willscher "GBM “Verhaak=CL “expression_H_down
finjall - GeRRSeL: orvaTion OF ATP BY CHEMIOSMOTIC_COUPLING éﬁ ue #nall  Gepeset, lJ Hooi allsg {!llﬂ?” REBERRL) red total
! REACTOME_FORMATION _OF A POOL OF FREE_40S SUBUNITS 0.5 1/14 WIRTH”( Globus pallldus 0.042 3/18 DAVE_c-i m c BL UP
! REACTOME_GTP HYDROLYSIS_AND_JOINING_OF_THE_60S_RIBOSON 0.8 15/417 WIRTH Immune system 0.064 42 /755 SPANG_B R UP
110 REACTOME_TRANSLATION 0.9 1/50 WIRTH_Homeostasis 0.141 44 /852 SPANG_BCR
116 IOREAUX MULTIPLE MYELOMA BY_TACI DN 1.0 1/127 WIRTH Muscle 0.217 2120 ROSOLOWSKI red up
5/13 SAKAI_TUMOR_INFI TRATING MONOCYTES DN 1.0 1/400 WIRTH] Nervous System 0.323 5/86 ROSOLOWSKI_green UP
4/ REACTOME_REGULATION OF GENE_EXPRESSION_IN_BETA_CELLS 1.0 0/5 WIRTHPituitary gland 0.465 1/14 WRIGHT _GCBUP
5/15 BARRIER CANCER_RELAPSE_TUMOR_SAMPLE_UP 1.0 0/26 WIRTH_Pancreas 0.499 2/38 ROSOLOWSKI_blue DOWN
4/ EGG_RIBOSOME — 1.0 0/13 WIRTHSec. I){mphowd organs 0.599 5/119 ROSOLOWSKI_green total
4/ REACTOME INFLUENZA VIRAL RNA_TRANSCRIPTION_AND_REPLICAI 1.0 0/12 WIRTH_Prim. lymphoid organs 0.642 47100 ROSOLOWSKI blue total
4/ REACTOME_PEPTIDE_CRAIN_ELONGATION 1.0 0/10 WIRTH B—cells 0.686 171426 SPANG_CD40 Bhrs DN
4/ REACTOME_REGULATION_OF BETA CELL DEVELOPMENT 1.0 0/13 WIRTH Tonsil 0.690 2154 SPANGT| BAFF Qhrs DN
4/ REACTOME VIRAL MRNATRKNS \TION 1.0 0/13 WIRTH_Thymus 0.731 11/291 SPANG_|
4111 OSMAN BLADDER CAN 1.0 0/12 WIRTH_Lymphocytes 0.948 3/140 DAVE BL DLBCL
4711 DER_IFN BETA RESPO! N E 'U 1.0 0/6 WIRTH_Bone marrow 0.955 1/69 SPANG LP
4712 REACTOME_FORMATION_OF THE TERNARY_ COMPLEX AND SUBSE( 1.0 0/15 WIRTH Telencephalon 0.983 6/275 ZHANG_ DLBCL mutated
4112 REAC OME_T ANSLATION_INITIATION COMPLEX_FORMATION 1.0 0/13 WIRTH_Cortex cerebri 0.994 5/274 SPANG1L21 DN
4/14 DIAZ Cl RO'N IC MEYLOGENOUS LEUREMIA_UP 1.0 0/16 WIRTH Hippocampus 0.995 1/118 SPANG_LPS 6hrs UP
31/ EGG_PROTEASO 1.0 0/13 WIRTH Thalamus 1.000 41327 SPANG_CDA40 6hrs UP
317 ?EACTOME VIF MEDIATED DEGRADATION_OF_APOBEC3G 1.0 0/120 WIRTH Testis 1000 0/13 BENTINK_mBL UP
b p-value # u-(é%e\j %J H@ Uf] G
e-24 ﬂp{ I sct;ucmraﬁgnsmuem of ribosome . I Spgﬁet ~2 e )4 1"5‘5 SuSCeﬁ)llblhty to
11 63 /595 0. 35 GCAA-431 .0 0/ Thyroid carclnoma papil
13/34 NADH dehydrogenase (ubiquinone) activity 0. 9 CTGT-194 0 0/34 Pancreatic cancer
9/26 cytochromé-c oxidase activity 0. 10 /182 TAGC- 9 .0 0/22 Glioblastoma multiforme, somatic
16/112 methyltransferase activity 0. 3/43 CCCA -0 0/21 Gastrointestinal
13/79 electron carrier activity 0. 465 CTA 376Aﬁ3763 0 0/ Pnunary adenoma
8e-05 6/18 2 iron, 2 sulfur cluster binding 0. 1/9 0 0/36
7127 rRNA bindin 0.4 2/32 CTCT7368 .0 0/27 Cglorectal cancer
12/88 unfolded protein bmdm% 0.4 71140 CATG-496 0 0/ lenomas, multlple colorectal
4 6/25 hydrogen ion transmembrane transporter activity 0.4 4175 ATGT-489 0 0/35 Stat
7136 tRNA bindin: 0. 6/124 CT- .0 0/11 A[zhelmer |sease SLISCelJ'llblhty to
5/18 Bfmem methyltransferase activity 0. 2137 CTCT-526C--518F--526A .0 0/ Schlzophrenla susceptlbl ity to
7138 NA-directed RNA polymerase activity 0. 1/15 9 0 0/ Parkmson
6/29 iron—sulfur cluster binding 0. 4185 ATTA-380-3P .0 0/23 atocellular carcmoma
36 /504 nucleotide bindin g, 0. 1/17 TC-1 .0 0/29 elanoma and neural system tumor syndrome
6/35 aminoacyl-tRNAligase activity 0. 2/41 GTCA-378 .0 0/30 Ovanan cancer
8/64 MRNA bindin 0. 3/65 TCTG-19: i} 0/38 Breast cancer
4/18 1hreonlne-type endopeptidase actwl% 0. 4789 TCCA-516-5P .0 0/15 Gastric cance
3/10 oxidoreductase activity, acting on NAD(P)H 0.6 1/18 CT-! .0 0/4 Thyroid carclnoma follicular
7154 translation initiation factor activity 0.6 10/232 ACTT-142-5P .0 0/36 Lung cancer
el A4 LRI IR sl Dase MIMRACSEP geness
l I Lg’l?g%set é ﬂ I %afm! = ACIET
1/2 miR-659 0. 005 20 /241 hsa-miR-122 4115 ACIEJ]
1/9 miR-24 0.005 8/6 24! 215 ACIEJ]
1/11 let-7a 0.007 23/300 i 217 ACIEJ”]
1/11 miR-16 0.009 10/95 — 03 1/2 ACIEJ”]
0/6 let-7b 0.010 9/8 hsa-miR-433 1/4 ACIEJ”]
0/4 let-7c 0.014 11/118 hsa-miR-509-3p 1/8 ACIEJ]
0/6 let-7d 0.040 23/ 356 hsa-let-7d 1/13 ACIEJ”]
0/4 let-7g 0.048 3/1 1sa-mi 54 1/14 ACIEJ”]
0/13 R-1 0.049 413 hsa-miR-17* 1/15 ACIEJ”|
0/5 miR-101 0.050 6/6 1sa—mi 5! 0/16 ACIEJ”]
0/2 miR-101b 0.052 10/127 1sa-miR-1272 0/7 ACIEJ”]
0/4 miR-106b 0.054 137181 1sa-miR-381 0/9 ACIEJ”]
0/2 miR-107 0.056 8/9 1sa—M| 88 0/11 IACIEJ”]|
0/4 miR-122 0.057 5/ 4 sa—mi ?—gl&e* 0/4 IACIEJ]|
0/ miR-124a 0.058 11 /147 sa—m ? 0/5 IACIEJ]|
0/ miR-125a 0.071 4] 3 hsa-miR 3 g 0/4 ACIEJ]
0/ miR-125b 0.077 3/2. hsa-miR- 1225 P 0/12 ACIEJ”]
o/ miR-126 0.077 3/2 hsa-miR-451 0/14 ACIEJ]
o/ miR-127 0.081 6/6 hsa-miR-502-5p 0/2 ACIEJ]
ATWLACE, R poplue 4 Rk plesue .
AU fall - Gengset, ahk  pyalue  #injal, Geneselo. B njall - GENBSEL yos
.0 0/13 GU UP 1e-02 64 /1095 HEBENSTREI hlgh expression TF 0.9 4144 VAQUERIZAS General
0 0/15 2e-02 7163 YC Tar% 0.9 1/62 VAQUERIZAS”Whole blood
0/12 4e-02 2/8 YC_RNA processing binding UP .0 0/40 VAQUERIZAS Fetal brain
0/11 2e-01 2/16 YC_Protein synthesis degradaﬂon uP 0 0/44 VAQUERIZASPlacenta
.0 0/14 2e-01 1/4 YC AR‘/{Jmsls up .0 0/28 VAQUERIZAS Liver
.0 0/12 3e-01 1/7 repair UP .0 0/37 VAQUERIZAS”Prostate
.0 0/11 3e-01 1/8 YC Cell cycle UP .0 0/29 VAQUER ZASismooth muscle
.0 0/15 5.6 6e-01 1/20 'YCMetabolism UP .0 0/12 VAQUERIZASKidne?
.0 0/13 BENTINK src 10 1e+00 0/14 IOWTC . .0 0/22 VAQUERIZAS”Spinal cord
A 0/0 1e+00 6/1146 -<EBENSTREIT low expression TF .0 0/43 VAQUERIZAS”Whole brain
A 0/0 1e+00 0/5 C TFs .0 0/41 VAQUERIZAS Thymus
A 0/0 1e+00 0/9 YC—I'ar ets DOWN .0 0/39 VAQUERIZAS Thyroid
A 0/0 1e+00 0/2 'YC_Cell cycle DOWI -0 0/7 VAQUERIZAS”Appendix
A 0/0 1e+00 0/4 'YC_Cell growth and prohferatlon upP 0 0/30 VAQUERIZAS] Fe al lung
A 0/0 1e+00 0/2 'YC_Chromatin_modification UP .0 0/62 VAQUERIZAS” Luni
A 0/0 1e+00 0/3 YC_DNA replication U .0 0/16 VAQUERIZAS Pancreas
A 0/0 1e+00 0/2 YC_ECM cell adhesion DOWN .0 0/24 VAQUERIZAS Trachea
A 0/0 1e+00 0/2 YCSignal transduction UP .0 0/14 VAQUERIZASFetal liver
A 0/0 1e+00 0/3 YCZTumor supressor genes UP .0 0/21 VAQUERIZAS Tonsil




