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Spot Summary: A

# metagenes =7
# genes = 126

<r> metagenes = 0.96
<r>genes = 0.32
beta: r2= 15.03 / log p= -Inf

# samples with spot = 35 (12.7 %)
Atypical : 10 (13.5 %)
Classical : 6 (18.8%)

Basal : 11 (13.1 %)
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Spot Genelist

Rank

ID
1 92747
2 11272
3 7033
4 92304
5 5304
6 124220
7 51297
8 10232
9  wr
10 6422
11 10851
12 80341
13 352999
14 7018
15 8842
16 389816
17 5284
18 124
19 9071
20 7103

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
3.15 -0.53
3.14 -0.47
3.1 -1.18
3.09 -1
3.08 -1.05
3.04 -0.77
3.01 -0.85
2.87 -1.22
2.85 -0.83

r

0.64

0.67

0.72

0.65

0.69

0.51

0.3

0.46

0.28

0.59

0.63

0.51

0.68

0.64

0.77

0.69

0.47

0.64

0.75

Description
Symbol

BPIFB1 BPI fold containing family B, member 1 [Source:HGNC Symb
PRR4 proline rich 4 (lacrimal) [Source:HGNC Symbol;Acc:18020]
TFF3  trefoil factor 3 (intestinal) [Source:HGNC Symbol;Acc:11757]
SCGB3Asecretoglobin, family 3A, member 1 [Source:HGNC Symbol;A
PIP prolactin-induced protein [Source:HGNC Symbol;Acc:8993]
ZG16B zymogen granule protein 16B [Source:HGNC Symbol;Acc:30.
BPIFA1 BPI fold containing family A, member 1 [Source:HGNC Symb
MSLN  mesothelin [Source:HGNC Symbol;Acc:7371]

MSMB microseminoprotein, beta— [Source:HGNC Symbol;Acc:7372]
SFRP1 secreted frizzled-related protein 1 [Source:HGNC Symbol;Ac
AGR2 anterior gradient 2 [Source:HGNC Symbol;Acc:328]

BPIFB2 BPI fold containing family B, member 2 [Source:HGNC Symb
C6orf58 chromosome 6 open reading frame 58 [Source:HGNC Symbc
TF transferrin [Source:HGNC Symbol;Acc:11740]

PROM1 prominin 1 [Source:HGNC Symbol;Acc:9454]

LRRC26 leucine rich repeat containing 26 [Source:HGNC Symbol;Acc
PIGR  polymeric immunoglobulin receptor [Source:HGNC Symbol;A
ADH1A alcohol dehydrogenase 1A (class 1), alpha polypeptide [Sourc
CLDN10 claudin 10 [Source:HGNC Symbol;Acc:2033]

TSPANS tetraspanin 8 [Source:HGNC Symbol;Acc:11855]

Geneset Overrepresentation

Rank p-value #in/all

1 2e-20
2 9e-12
3 4e-09
4 1e-08
5 1e-07
6 4e-06
7 2e-05
8 2e-05
9 le-04
10 le-04
11 2e-04
12 2e-04
13 2e-04
14 2e-04
15 2e-04
16 2e-04
17 2e-04
18 2e-04
19 5e-04
20 8e-04
21 9e-04
22 1e-03
23 1e-03
24 1e-03
25 1e-03
26 1e-03
27 2e-03
28 2e-03
29 2e-03
30 2e-03
31 3e-03
32 3e-03
33 3e-03
34 3e-03
35 3e-03
36 3e-03
37 3e-03
38 3e-03
39 3e-03
40 3e-03
15
-'? 10
(2}
c
[¢]
O s
0

Geneset
11/16 GSE# RICKMAN_HEAD_AND_NECK_CANCER_D
20/375 Disea GUDJ_psoriasis down
30/1182 CC extracellular region
221683 CC  extracellular space
2711146 TF HEBENSTREIT_low expression TF
4/15 GSE# POOLA_INVASIVE_BREAST_CANCER_DN
3/7 GSE# LOPEZ_MESOTELIOMA_SURVIVAL_TIME_DN
12 /364 BP negative regulation of cell proliferation
5/61 CC  secretory granule
3/13 GSE# WONG_ENDMETRIUM_CANCER_UP
3/14 BP negative regulation of epithelial to mesenchymal transition
3/14 MF  selenium binding
3/14 GSE/# SMID_BREAST_CANCER_RELAPSE_IN_LUNG_DN
3/16 GSE# TURASHVILI_BREAST_DUCTAL_CARCINOMA_VS_LOBULAR_NORMA|
3/16 GSE# TURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_LOBULAR_NORM
3/16 GSE# HWANG_PROSTATE_CANCER_MARKERS
3/16 GSE/ CROMER_TUMORIGENESIS_DN
3/16 TF Tic VAQUERIZAS_Salivary gland
3/20 BP actin filament polymerization
3/24 TF Tic VAQUERIZAS_Trachea
71201 CC  apical plasma membrane
5/100 BP  regulation of cell shape
217 GSE# LOPEZ_MESOTHELIOMA_SURVIVAL_WORST_VS_BEST_DN
217 GSE# LOPEZ_MESOTHELIOMA_SURVIVAL_OVERALL_UP
2/7 TF Tic VAQUERIZAS_Appendix
3/28 BP  branching morphogenesis of an epithelial tube
2/8 GSE# LEE_SP4_THYMOCYTE
5/112 MF  heparin binding
3/32 BP  metanephros development
2/9 GSE/ REACTOME_ETHANOL_OXIDATION
2/10 BP hormone biosynthetic process
2/10 BP  negative regulation of vascular permeability
2/10 Glio  willscher_ GBM_LTSwt_proteomics-G_UP
1/15 Canct LIU_PROSTATE_CANCER_DN
2/10 GSE# LUI_THYROID_CANCER_CLUSTER_5
2710 GSE# YAMASHITA_LIVER_CANCER_WITH_EPCAM_DN
3/37 CC  actin filament
3/37 TF Tit VAQUERIZAS_Prostate
2/11 BP  cellular response to stress
2/11 BP  dorsallventral axis specification
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K %f(yalue #ﬂl‘!ﬁ” Q&iﬂ/@%@&la\non of cell prollferanon g.ooglne #} nga” ﬁpmkE CANCER_DN e—0! dl;lf( gion
negative regulation of epithelial to mesenchymal transition 0.005 2/14 LIU LIVER CANCER 1 22683 extracellular space
e acfin filament polymerization 0.074 1/10 REAST_CANCER e-04 5/61 secretory granul
regulation of cell shape 0.110 1/15 GENTLES modull3 71201 apical plasma membrane
branchmﬁ morpho enes|s of an epithelial tube 0.388 5/530 Lembcke_Normal vs Adenoma 0. 3/37 actin filament
metanephros developm 0.620 4/553 LembckeColonic Inflammation 0; 4/81 ruffle
hormone biosynthetic process 0.915 1/316 SPANG_BCL6-index2 0; 3/ 4 extrinsic to membrane
ﬁ;atlve regulation of vascular permeability 1.000 0/15 RHODES _CANCER META SIGNATURE 0: 2/ 1. aplcal ]unC!IOn complex
ular response to stress 1.000 0/16 RHODES UNDIFFERENTIATED CANCER 0: 3/4 er
dorsal/ventral axis specification 1.000 0/15 SOTIRIOU BREAST CANCER_GRADE 1 VS 3 DN 0: 4/9; tlght]uncnon
urogenital system development 1.000 0/15 SOTIRIOU BREAST CA NCER GRADE_1_VS”: 3 UpP 7e-0. 241837 membrane
ureteric bud development 1.000 0/14 LIU_COMMON_CANCER _GENES 1e-0 71330 cell surface
somitogenesis. 1.000 0/14 LIU PROSTATE CANCER‘ upP 1e-0 16/1142 intracellular
neuron projection morphogenesis 1.000 0/14 WANG_ER U 1e-0 71333 cytoskeleton
negative regulation of epithelial cell proliferation 1.000 0/ WANG ER_D 3e-0 3/ 8 me[lanosome .
cellular protein localization 1.000 0/16 WOLFER overla@ enes 4e-0; 2/ 3 endocytic vesicle
digestive tract morphogenesis 1.000 0/12 BEN-P 4e-0; 2] 4; myosin complex
iron ion transport 1.000 0/15 BEN—PORATH UpP 5e-0 47183 proteinaceous extracellular matrix
positive regulation of protein serine/threonine kinase activity 1.000 0/15 GENTLES_modull 5e-0. 41184 actin cytoskeletol
positive regulation of smoothened signaling pathway 1.000 0/16 GENTLES_modul2 6e-0 3/116 cell cortex
Gepeset ISGASC o gepeser, . HOp:value  sinjall  Gengsety rew pocomie-o vr
Chry 7e-03 2117 BCHETNIA_EBM US 0.004 / astrocytes_glio ~
Chr 21 2e-01 1/26 BCHETNIA_EBM-DM up 0.008 / Chnstensen hypermethylated_i |n_£nmary /_glioblastoma
Chr 20 8e-01 3/572 GUDJ_psoriasis up 0.024 / KIM prognostic signaturé LTS Vs.
Chr 12 1e+00 o/ BCHETNIA_EBM down 0.028 / laffaire_hypermeth_LGG vs_control
Chr9 NA 0/0 0.053 14 N ymehr_Pron_GCIMP_fypermeth_| DN
Chr3 NA 0/0 0.054 51265 willscher_GBM erhaak—C‘L expressio up
Chr7 NA 0/0 0.054 5/265 willscher_GBM_Verhaak-MES_expres: J)
Chr 18 NA 0/0 0.054 5/265 willscl |e| —GBM_Verhaak-PNwi_expression_| E lown
Chr X NA 0/0 0.054 5/265 willscher_GBM —Verhaak-PNmut_expression_B_down
Chr 2 NA 0/0 0.082 I KIM ampTﬂed & overexpressed in LTS
Chr8 NA 0/0 0.087 164 Chrlstensen Wpermethylated in_grade2_astrocytoma
Chr13 NA 0/0 0.089 112 RHAAK
Chr 6 NA 0/0 0.089 /12 WIIISCher GBM_LTSwt_proteomics-C_UP
Chr17 NA 0/0 0.123 /17 Donson-chemokine/cyfokine—receptors—associated with LTS in HGA
Chr 11 NA 0/0 0.134 / Chrlstensen hypermethylaled in_secondary_glioblastoma
Chr 14 NA 0/0 0.139 / EZELT G STS_dowl LT
Chr1 NA 0/0 0.157 / KIM delefed & dbwnregulated inT
Chr 16 NA 0/0 0.163 / Christensen_hypomethylated_in grades astrocytoma
Chr 10 NA 0/0 0.208 /110 Christensen_hypermethylated_in_grade3_astrocytoma
1 %§¢-}’EAD AND_NECK CANCER D nk 5.08ﬁ ue g}@!a” s;ls'rllpﬁgt lJ &5,09 a"sg fl} ” &%"QLS
! POOLA_INVASIVE BREAST CANCER DN 0.09 1/12 WIRTH_Prim. lymphoid organs 0.14 2186 OSO'LOWSKI red total
! LOPEZMESOTEL'IDMA SURVIVAL TIME_DN 0.10 1/13 WIRTH_Sec. lymphoid organs 0.14 1/20 ROSOLOWSKI_red UP
/ G_ENDMETRIUM_CTANCER_UP 0.20 517400 WIRTH_| Nervous System 0.16 41275 ZHANG DLBCEmutared
/ SM BREAST CANCER RELAP'SE IN_LU 0.61 1/120 WIRTH Tes 0.19 128 DAVE_Immune responsel
! TURASHVILI_BREAST DUCTAL CARCINOMA VS LOBULAR_NORMAL | 1.00 0/5 WIRTH] Pnunary gland 0.23 1118 SPANG_LPS 6hrs
A TURASHVILI BREASfLOBULAR CARCINO _VS_LOBULAR_NORMAL 1.00 0/26 WIRTH_Pancreas 0.30 /250 LENZ_Stromal Slgnaturel
! STATE C?\ RS 1.00 0/417 WIRTH_Immune system 0.34 /54 SPANG_BAFF 9hrs DN
! CRO ER TUMORIGE D'N 1.00 0/10 WIRTH_B-cells 0.37 /59 LENZ_Stromal s|gnalure2
/ LOPEZ_MESOTHELIOM URVIVAL WORST VS BEST_DN 1.00 0/13 WIRTH Tonsil 0.41 /69 SPANG_LPS 6hr:
17 LOPEZ | MESOTHELIOMA SURVIVAL_OVERALL_UP 1.00 0/13 WIRTH Thymus 0.54 /100 ROSOLOWSKI blue total
/ LEE_SP4 THYMOCYTE 1.00 0/12 WIR H Lymphocytes 0.65 / 852 SPANG_BCR DN
/ REACTOME ETHANOL_OXIDATION 1.00 o/ WIRTH_Bone marrow 0.72 1327 SPANG CD40 Ghrs upP
/15 LIU_PROSTATE_CANCER DN 1.00 0/14 WlRTH Globus pallidus 0.88 1274 SPANG_IL21
/10 LUI"THYROID_CANCER CL 1.00 0/15 WIRTH Telencephalon 0.90 /291 SPANG_IL21 UP
/10 YAMASHITA LI CANCE 1.00 0/13 WIRTH Cortex cerebri 0.93 /755 ANG_BCR UP
/ BERTUCCI _TNVASIVE CARCFNOMA DUCTAL \/S LOBULAR_DN 1.00 0/16 WIRTH Hippocampus .00 0/ BENTINK_mBL
! I B "LUNG_CANCEI 1.00 0/13 WIRTH Thalamus .00 0/ BENTINK”mBL DOWN
! KLEIN _PRIMARY EFFUSION'LYMPHO'MA UP 1.00 0/15 WIRTH Cerebellum .00 0/ VE_BL-vs-DLBCL
! HUANG_DASATINIB_RESISTANCE_DN 1.00 0/50 WIRTH_Homeostasis .00 o/ DAVE_BL Inter
g} lla” g’l ﬁl% Emg J éoz e ,éldll %EB—%?(?t € é}g‘!ﬁ ﬁ%ﬁ ?ﬁ:§gt\oma papillary
5/112 he arm binding 0.04 194 ATAA-21 0/34 Pancreatic cancel
2/12 calcium-dependent cysteine-type endopeptidase activity . TCCA-518C 0/22 Ghloblastoma multiforme, somatic
71 actin binding . /53 GCAA-502 0/21 Gastrointestinal
21/21 glycosaminoglycan binding . 155 GGGG-296 0/ F’nunary adenoma
412 serine-type endopeptidase activity X / AACG-451 0/36
2127 estrogen receptor binding . 1225 TATT-374 0/27 08lorectal cancer
2127 rRNA binding 0.10 / ACTT-142-5P 0/ lenomas, multlple colorectal
3/75 RNA polymerase Il distal enhancer sequence-specific DNA binding transcript 0.12 / CAAT-33 0/35 Prostate canci
3177 actin filament binding 0.13 / AACT—223 0/11 Alzhelmerdlsease susceptibility to
2141 transferase activity, fransferring acyl groups other than amino-acyl groups 0.14 / 0/ Schlzophrenla susceptlbr ity to
2143 scavenger receptor activity 0.14 / ATGC 103——107 0/ Parkmson |sea
2144 structural constituent of muscle 0.18 / AAGC-520F 0/23 ?atocellu ar carcmoma
2146 GDP binding 0.18 ! ACTA 196A——1968 0/29 elanoma and neural system tumor syndrome
2150 Rab GTPase binding 0.20 ! 0/30 Ovar|an cancer
3/115 lipid bindin 0.20 / AACA 409 3P 0/38 Breast cancer
81549 molecular_function 0.22 ! CTCT-368 0/15 Gastric cance
3/121 cytokine dctivity 0.22 ! GACA 219 0/4 Thyroid carcmoma follicular
215l motor activity L 0.24 / CATT-203 0/36 Lung cancer
1/10 armadillo repeat domain binding 0.26 1127 GACT 212--132 0/12 Bladder cancer
LA Al e LR INA AU S Dase WIMLGEEFP  enese
é 4 I l?gﬁset .008 .05 / ACIEJ L
1/6 miR-133a 0.043 2/ 4 0.10 1/ ACIEJ] L 26
1/26 miR-21 0.054 3/ R*491*3p 0.10 1/ ACIEJ] L 30
0/11 let-7a 0.063 3/ R-509-3p .00 0/16 ACIEJ] L
0/6 let-7b 0.096 1/ R-614 .00 0/13 ACIEJ”] L 10
0/4 let-7c 0.107 a4/ R-26a .00 0/ ACIEJ”] L13
0/6 et-7d 0.117 a4/ R-26b .00 0/ ACIEJ”] L 14
0/4 et-79 0.118 3/ R-31 .00 0/11 ACIEJ”] 5
0/13 miR-. 0.131 3/ R-1297 .00 0/15 ACIEJ”] L 16
0/5 miR-10: 0.142 3/ R-183 .00 0/ ACIEJ”| L17
0/2 miR-101b 0.163 1/ 225-5p .00 0/14 ACIEJ”] L 19
0/4 miR-106b 0.166 2/9 R-1259 .00 0/4 ACIEJ”] L
0/2 miR-10’ 0.172 4] 2 70 .00 0/5 ACIEJ”] L 20
0/4 miR-122 0.174 2/9 26 .00 0/15 IACIEJ”]| L 22
0/ miR-124a 0.180 2/ R-516b .00 0/4 IACIEJ]| L 23
0/ miR-125a 0.183 21/ R-410 .00 0/12 ACIEJ] L 24
0/ miR-125b 0.195 1/ R-597 .00 0/ ACIEJ] L 27
0/ miR-126 0.207 1/ R-1237 .00 0/ ACIEJ] L 28
0/ miR-127 0.207 1/ R-626 .00 0/ ACIEJ] L 29
o/ miR-128 0.211 2/111 hsa-miR-376¢c .00 0/11 ACIEJ] L
@%a” &ﬁﬂ%ggﬂ 1 ah_k D f(\)/7a|ue %Wﬁu g\%sl; IT low expression TF am h*(@w %[ﬂl{a" ﬁ Lmt _Salivary gland
0/13 GUSTAFSON._| e+00 571233 KIM_MYC tar %_ 8e-04 124 VAQUERIZAS Trachea,
0/15 e+00 1/1095 HEEENSTRE __high expression TF 1e-03 17 VAQUERIZAS”Appendix
0/11 e+00 0/14 3e-03 137 VAQUERIZA Prostale
0/14 e+00 0/5 le-01 /13 VAQUERIZAS Ovar
0/12 e+00 0/63 YCﬁar ets UP le-01 /15 VA UERIZA Adrenal gland
0/11 e+00 0/9 YCjargets DOWN le-01 /16 VA( _Fetal thyroid
0/15 e+00 0/4 'YC_Apoptosis UP 1le-01 /20 VA( UERIZAS _Adrenal cortex
0/13 e+00 0/8 'YC”Cell cycle UP 2e-01 122 VA UERIZAS _Spinal cord
0/14 e+00 0/2 YC Cell cycle DOWI 2e-01 129 VA RIZAS”Smooth muscle
0/0 e+00 0/4 Cell growth and prollferauon upP 2e-01 /30 UERIZAS Fetal lun
0/0 e+00 0/2 C_"hromatln modification UP 3e-01 /39 VAQUERIZAS™ i
0/0 e+00 0/7 'YC”DNA repai 3e-01 /40 VA ERIZAS_FetaI braln
0/0 e+00 0/3 YC_DNA rEPIIcatlon upP 3e-01 143 UERIZAS
0/0 e+00 0/2 ECM cell adhesion DOWN 3e-01 143 VA UERIZAS‘WhoIe brain
0/0 e+00 0/20 'YC~Metabolism UP 4e-01 162 UERIZAS”|
0/0 e+00 0/16 YC_Protein synthesis degradation UP 7e-01 1144 VAQUERIZAS General
0/0 e+00 0/8 YC_RNA processing binding UP 1e+00 0/44 VAQUERIZAS”Placenta
0/0 e+00 0/2 YC_Signal transduction up’ 1e+00 0/28 VAQUERIZASLiver
0/0 e+00 0/3 'YC_Tumor supressor genes UP 1e+00 0/12 VAQUERIZAS Kidney
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Spot Summary: B Spot Genelist Geneset Overrepresentation

# metagenes = 13 Rank maxe T Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 198
1 54959 2.94 -0.58 0.36 ODAM odontogenic, ameloblast asssociated [Source:HGNC Symbol 1 5e-07 9/81 miRN. hsa-miR-188-5p
2 9e-07 5/16 GSE# RICKMAN_HEAD_AND_NECK_CANCER_A
<r> metagenes =0.97 2 4602 2.8 -1.04 0.76 MYB  v-myb avian myeloblastosis viral oncogene homolog [Source 3 2e-05 41/1749 MF  DNA binding
<r> genes = 0.34 4 2e-05 4/15 GSE/£ GOLUB_ALL_VS_AML_UP
3 728715 26 -1.25 05 RP11-726G1.1 5 7e-05 10/182 miRN TTTT-373
beta: r2=8.48 / |Og p= —Inf 6 8e-05 4120 MF  RNA polymerase |l transcription coactivator activity
4 83988 2.43 -129 053 NCALD neurocalcin delta [Source:HGNC Symbol;Acc:7655] 7 le-04 10/189  miRN CTTT-527
. 8 le-04 22/755 Lympl SPANG_BCR UP
# samples with spot = 38 ( 13.8 % L
p p ( ) 5 26002 242  -128 041 MOXD1 monooxygenase, DBH-like 1 [Source:HGNC Symbol:Acc:21C 9 le-04 13/318  MF  chromatin binding
Atypical : 36 (48.6 %) 10 2e-04 11/247  miRN GTGC-96
6 1208 241 -114 055  COL9A2 collagen, type IX, alpha 2 [Source:HGNC Symbol;Acc:2218] 11 3e-04 35/1581 BP  regulation of transcription, DNA-dependent
12 3e-04 5/48 BP  cilium morphogenesis
. 0, i —miR- -
Basal 1 ( 12% ) 7 6263 2.31 -0.72 041 RYR3 ryanodine receptor 3 [Source:HGNC Symbol;Acc:10485] 13 3e-04 107215 MIRN. hsa-miR-199a-3p
14 3e-04 9/179 miRN hsa-miR-34b
8 10439 2.3 -1.77 044 OLFM1 olfactomedin 1 [Source:HGNC Symbol;Acc:17187] 15 3e-04 157449 MIRN hsa-miR-130b
16 3e-04 6/78 BP  positive regulation of angiogenesis
9 399948 2.29 -0.65 0.68 COLCAL1 colorectal cancer associated 1 [Source:HGNC Symbol;Acc:3! 17 3e-04 7814640 C(; nucleus
18 4e-04 8/146 miRN . hsa-miR-494
10 2248 221 -033 04 FGF3 fibroblast growth factor 3 [Source:HGNC Symbol;Acc:3681] %8 je_gj E;ig; m!g: EACT_;ZBS;_HBB
e mi sa-miR-130a
11 6542 215 111  0.53 SLC7A2 solute carrier family 7 (cationic amino acid transporter, y+ sys 21 de-04 5153 MIRN. GCAA-502
' ’ ’ Y porien y* sys 22 4e-04 4130 BP  response to steroid hormone
23 4e-04 9/187 miRN  hsa-miR-520d-5p
12 21 213 -0.7 0.74 ABCA3 ATP-binding cassette, sub—family A (ABC1), member 3 [Soul 24 46-04 127316 MIRN hsa-miR-302a
. o 25 4e-04 3/13 Lymp BENTINK_mBL UP
Ove rview Map Spot 13 9603 2.1 -175 0.49 NFE2L3 nuclear factor, erythroid 2-like 3 [Source:HGNC Symbol;Acc: 26 56-04 147415  mRN TTITG-19A-—198
: 27 5e-04 9/193 miRN hsa-miR-330-3p
50 — 14 1365 2.05 -0.55 0.63 CLDN3 claudin 3 [Source:HGNC Symbol;Acc:2045] 28 76-04 71122 MIRN hsa-miR-380
29 7e-04 3/15 GSE# DAVICIONI_PAX_FOXO1_SIGNATURE_IN_ARMS_DN
40 15 494470 2.04 -1.37 0.6 RNF165 ring finger protein 165 [Source:HGNC Symbol;Acc:31696] 30 7e-04 3/15 GSE/ MASSARWEH RESPONSE TO ESTRADIOL
31 7e-04 4/34 BP  thymus development
16 1959 2.02 -1.28 0.36 EGR2 early growth response 2 [Source:HGNC Symbol;Acc:3239] 32 8e-04 10/ 246 miRN TGCT-330
30 33 8e-04 3/16 GSE/ BILBAN_B_CLL_LPL_DN
17 909 1.99 -1.12 0.34 CD1A CD1la molecule [Source:HGNC Symbol;Acc:1634] 34 8e-04 3/16 GSE# RICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_POORLY_UP
20 35 9e-04 16/545  miRN hsa-miR-93
l 18 3670 1.98 -0.84 0.35 ISL1  ISL LIM homeobox 1 [Source:HGNC Symbol;Acc:6132] 36 9e-04 21/823 MF  sequence-specific DNA binding transcription factor activity
37 1e-03 5/64 mMIRN hsa-miR-324-5p
10 — 19 9915 19 -0.54 07 ARNT2 aryl-hydrocarbon receptor nuclear translocator 2 [Source:HG 38 1e-03 11/301 miRN  hsa-miR-18b
39 1e-03 33/1574 BP transcription, DNA-templated
1 20 63917 1.86 -1.59 042 GALNT11JDP-N-acetyl-alpha-D-galactosamine:polypeptide N-acet 40 1e-03 8/171 miRN CTAT-153
I I I I
1 10 20 30 40 50 1 10 20 30 40 50
06 p-values
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Sample—Overexpression

Spot Summary: C

# metagenes = 17
# genes = 185

<r> metagenes = 0.96
<r>genes = 0.32
beta: r2=4.79 / log p= -Inf

# samples with spot =14 (5.1 %)
Atypical : 8 (10.8 %)

Basal:1(1.2%)

Overview Map
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Spot Genelist

Rank

ID
1 3303
2 23338
3 2026
4 51477
5 93109
6 80728
7 729021
8 401357
9 55653
10 1951
11 100170841
12 ss871
13 9862
14 27161
15 128710
16 22913
17 64710
18 6526
19 10948
20 149473

max e
min e
19 -2.49
1.78 -1.12
1.72 -1.27
1.71 -0.85
1.63 -0.99
1.6 -1.29
152 -0.97
151 -0.94
1.45 -0.87
1.4 -1.06
1.36 -0.75
1.35 -1.14
1.33 -0.73
1.33 -1.09
1.31 -1.16
1.26 -0.67
1.25 -0.99
1.24 -0.84
1.24 -0.47
1.22 -0.99

r

0.33

0.43

0.54

0.61

0.64

0.41

0.45

0.53

0.45

0.58

0.46

0.48

0.68

0.42

0.57

0.67

0.57

0.61

0.47

Description
Symbol

HSPA1A heat shock 70kDa protein 1A [Source:HGNC Symbol;Acc:52¢
JADE2 jade family PHD finger 2 [Source:HGNC Symbol;Acc:22984]
ENO2 enolase 2 (gamma, neuronal) [Source:HGNC Symbol;Acc:33
ISYNAL1 inositol-3-phosphate synthase 1 [Source:HGNC Symbol;Acc

TMEM44transmembrane protein 44 [Source:HGNC Symbol;Acc:2512(

ARHGAPBH0 GTPase activating protein 39 [Source:HGNC Symbol;Ac

BCAS4 breast carcinoma amplified sequence 4 [Source:HGNC Symkt
CELSR3 cadherin, EGF LAG seven—pass G-type receptor 3 [Source:F
C17orfg6chromosome 17 open reading frame 96 [Source:HGNC Symt
MAP4K2 mitogen-activated protein kinase kinase kinase kinase 2 [Sot
MED24 mediator complex subunit 24 [Source:HGNC Symbol;Acc:22¢
AGO2 argonaute RISC catalytic component 2 [Source:HGNC Symb:
SLX4IP SLX4 interacting protein [Source:HGNC Symbol;Acc:16225]

RALY  RALY heterogeneous nuclear ribonucleoprotein [Source:HGN
NUCKS1nuclear casein kinase and cyclin-dependent kinase substrate
SLC5A3 sodium/myo-inositol cotransporter [Source:RefSeq peptide;/

STARD3 StAR-related lipid transfer (START) domain containing 3 [Sot

CCDC24 coiled—coil domain containing 24 [Source:HGNC Symbol;Acc

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

Density

p-value #in/all

5e-08
3e-07
le-04
le-04
6e-04
9e-04
9e-04
1le-03
1le-03
2e-03
2e-03
2e-03
2e-03
3e-03
3e-03
3e-03
4e-03
4e-03
5e-03
5e-03
5e-03
5e-03
7e-03
8e-03
8e-03
8e-03
8e-03
8e-03
8e-03
8e-03
8e-03
9e-03
9e-03
9e-03
9e-03
9e-03
9e-03
le-02
1le-02
le-02

15

10

31/940
33/113
5/45
20/717
6/93
22/949
17/649
4141
2/5
70/ 464
3/23
3/24
71163
3/25
3/26
2/8
3/28
5/96
12/ 449
2/10
2/10
2/10
10/361
2/12
2/12
2/12
2/12
2/12
2/12
2/12
47171
28/157
6/159
2/13
2/13
2/13
3/39
3/40
4176
2/14

Geneset
MF  nucleic acid binding
5 Chr Chr19
Glio  willscher_GBM_Verhaak-PNwt_expression_J_up
Chr  Chr16
miRN. hsa-miR-125a-5p
CC  nucleoplasm
BP gene expression
miRN. hsa-miR-532-3p
GSE/# DASU_IL6_SIGNALING_UP
0 CC nucleus
Chr  Chr HSCHR6_MHC_DBB
BP tissue development
BP mRNA splicing, via spliceosome
BP RNA splicing, via transesterification reactions
BP histone acetylation
GSE# BARRIER_CANCER_RELAPSE_NORMAL_SAMPLE_DN
MF  ribosome binding
BP  chromatin modification
Chr  Chr20
BP  positive regulation of macroautophagy
GSE/ BORCZUK_MALIGNANT_MESOTHELIOMA_DN
GSE/ XU_GH1_AUTOCRINE_TARGETS_DN
MF  binding
BP long term synaptic depression
BP MRNA cleavage
MMM MACIEJ_MMML 24
GSE/ TIMOFEEVA_GROWTH_STRESS_VIA_STAT1_DN
GSE/ KIM_WT1_TARGETS_12HR_UP
GSE/ CREIGHTON_AKT1_SIGNALING_VIA_MTOR_UP
GSE/ BROWNE_HCMV_INFECTION_14HR_UP
miRN hsa-miR-331-3p
4 BP transcription, DNA-templated
CC  nuclear speck
CC  STAGA complex
GSE/# COLDREN_GEFITINIB_RESISTANCE_UP
GSE# REACTOME_POST_TRANSLATIONAL_PROTEIN_MODIFICATION
MF  histone acetyltransferase activity
BP histone H3 acetylation
CC catalytic step 2 spliceosome
BP  muscle cell cellular homeostasis

p-values
o= ¢ume wo -o—--%cD—Eo:—o-— -.-.-'—..[T — 1
n
--|F
BN I o 0K
- 06 ¥
&)
- 04 LL
- 0.2
11— | | [ 0
I I I I I I
0.0 0.2 0.4 0.6 0.8 1.0



fk p-value # AR
k poyalue #inall - Gengsel, ryalue gnfall - GERSSRIL cancer_cenes pyalue gl Gengset
3/24 Issue development 0.1 1/11 GENTLES modul5 70/4640 nucleu:
e 71163 mRNA splicing, via spliceosome 0.1 9/530 Lembcke_Normal vs Adenoma e 6/159 nuclear speck
e—0: 125 RNA SpllclnP via transesterification reactions 0.7 3/316 SPANG BCL6-index2 e-0. 2/13 STAGA comple:
e—0: 126 histone acetylation 1.0 0/15 RHODES_CANCER META SIGNATURE e-0. 4/76 catalytic slep 2 spllceosome
4e-0; /96 chromatin modification 1.0 0/16 RHODES UNDIFFERENTIATED CANCER e—0; /16 NuRI
-0 110 POSIIIVG regulation of macroautophagy 1.0 0/15 SOTIRIOU BREAST CANCER_GRADE_1 VS_3 DN e-0. /51 gytoplasmlc mRNA grocesslng body
e—0 112 term Synaptic depression 1.0 0/15 SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP e—0; 162 Olgl cisterna mem|
e—0 /12 mR] Aceavag 1.0 0/10 LIU_BREAST_CANCER 4e-0; 127 LL1 complex
e-0: 8 /1574 transcription, NA -templated 1.0 0/14 LIU_LIVER CANCER 5e-0. /419 cellular_component
e-0; 140 histone H3 aceya ion 1.0 0/15 LIUTPROSTATE_CANCER_DN 5e-0. 132 COP9 Signalosome
e-0; 114 muscle cF cellular homeostasis 1.0 0/14 LIU] PROSTATE CANCER_UP 5e-0. /33 cis-Golgi network
e-0: /15 |ntracellu ar estrogen receptor S'g”ahng pathway 1.0 0/14 WANG_ER U 5e-0. 133 mediator complex
e-0; 115 semaphorin— ?Iexm signaling pat! 1.0 o/ WANG ER_D e—0; 193 spliceosomal complex
e-0: 116 |ntracellulars roid hormone receptor 5|gna||ng pathway 1.0 0/16 WOLFER overlag enes e-0 110 ogosaccharyltransferase complex
e-0: /16 preassembly of GPI anchor in ER memb 1.0 0/12 BEN-P e-0. /11 0 receptor complex
e-0; 7/1581 regulation of transcription, DNA— dependent 1.0 0/15 BEN—PORATH UP e-0: /11 mRNA cap binding complex
e-0; 118 camera—type eye morphogenesis 1.0 0/15 GENTLES_modull e-0: /111 pre autophagosomal structure membrane
e—0. 121 chromatin organization 1.0 0/16 GENTLES modul2 e-0 47167
e—0: /121 sarcomere organization 1.0 0/10 GENTLES_modul3 e-0 1/12 |ntegrator complex
r —value #j J@Qaﬁﬁ Ilo = i
e-07 *?JWEQ (gi%geset g)“/?” %&ﬁ;sls up Pe—(\)/alue #}%a” Lg Verhaak-PNwt, expressmn J_up
0/717 Chr 16 0/375 GUDJ soriasis down 9e-0 /95 GIEZELT_GBM_MGMTmethyl_Up_VS_nonmeéthyl
/23 Chr HSCHR6_MHC_DBB 0/17 BCHETNIA_EBM up 1e-0 /11 KIM amplified & overexpressed in LTS
2449 Chr 20 o/ BCHETNIA_EBM down 1e-0 112 willscher_GBM_LTSmut_proteomics-B_UP
5/918 Chr 17 0/26 BCHETNIA_EBM- DM up 1e-0 /112 willscher GBM~STSwt_proteomics—-B_DOWN
2/743 Chr7 A 0/0 1le-0 1117 GIEZELT_GBM_WT_up_VS_mut
152 Chr HSCHR6_MHC_QBL A 0/0 1le-0 1391 Down b ™~
1519 Chr 14 A 0/0 2e-0 2/71 willscher_GBM_Verhaak-CL_expression_H_down
1187 Chr 21 A 0/0 2e-0 2171 willscher_GBM_Verhaak-MES_expression_H_up
1866 Chr 12 A 0/0 2e-0 2171 willscher_GBM”Verhaak—-PNwi_expression_H_up
1534 Chr8 A 0/0 3e-0 5/313 willscher_GBM™Verhaak—-CL_eXpression_D_up
711720 Chrl A 0/0 3e-0 5/313 willscher_GBM”Verhaak-MES_expression_D_down
1914 Chr3 A 0/0 3e-0 57313 willscher_GBM_Verhaak-PNwt exprresslon D_up
1386 Chr 22 A 0/0 3e-0 1/31 KIM prognosticsignature LTS vs.
1633 Chr9 A 0/0 3e-0 517328 ¢]
1957 Chr 11 A 0/0 3e-0 /37 willscher_GBM_proteomics_wtOnly_SpotH
4/714 Chr6 A 0/0 4 /49 Vishal_subnetwork signature of survival in GBM
317602 Chr 10 A 0/0 Se-| /54 willscher_GBM_proteomics_wtOnl yﬁSp G
6/1033 Chr2 A 0/0 5e-0 /70 willscher_GBM_proteomics_wtOnly”Spot.
3/699 Chr5 A 0/0 6e-0 /169 willscher_GBM_proteomics_wtOnly”| leferencehst
Eehude Gipra  Gepeset e o il b3%ae  ginvai (ERESocyes AR epeser . o,
X ! BARR] TER "CANCER_RELAPSE _NORMAL SAMPLE DN 0.1 1/13 WIRTH”Sec. Iymphowd organs 0.1 154 SPANG BAFF 9hrs D
110 BORCZUK MALIGNANT MESOTHELIOMA_DI 0.1 1/13 WIRTH_Tonsil 0.3 128 DAVE_Immune response 1
110 1 AUTOCRINE_TARGETS_DN 0.8 17127 WIRTH Muscle 0.4 1119 ROSOLOWSKI_green total
112 TIMDFEEVA GROWTH_ STRESSVIA STAT1_DN 0.8 31/417 WIRTH Immune system 0.5 1755 SPANG_BCR
112 KIM_WT1 TARGETS 12HR U 1.0 1/400 WIRTH”Nervous System 0.5 159 LENZ Slromal signature 2
112 CREIGHTON_AKT1 SIGNAEING VIA MTOR up 1.0 0/5 WIRTHPituitary gland 0.6 /852 SPANG R DI
112 BROWNE_HCMV_INFECTION_14H 1.0 0/26 WIRTH_Pancreas 0.8 1275 HANG— DLBCL mutated
/13 COLDREN GEFITINIB RESIST CE 1.0 0/12 WIRTH”Prim. lymphoid organs 0.8 /291 SPAN67 21
/13 REACTOME ST_TRANSLATIONAL_| PROTEIN MODIFICATION 1.0 0/10 WIRTH B-cells 0.9 /250 LENZ S!romal Slgnature 1
114 NUYTTEN N]PP TARGETS DN 1.0 0/13 WIRTH‘thmus .0 1274 SPANG_| DN
114 RIZKI_TUMOR_INVASIVENESS 1.0 0/6 Bone marrow .0 1327 SPANG CD40 6hrs UP
114 KEG GGLYCOSYLPHOSPHATIDYLI'NOSITOL GPI_ANCHOR_BIOSYNTHE 1.0 0/14 WIRTH Globus pallidus 0 0/13 BENTINK_mBL UP
/14 REACTOME SYNTHESS OF GPI_ANCHORED_PROTEINS 1.0 0/1! WIRTH Telencephalon .0 0/13 BENTINK”mBL DOWN
/15 O SSON_EZ2F3 TARGETS DN 1.0 0/1 WIRTH Cortex cerebri 0 0/140 DAVE_BL=vs-DLBCL
115 AUFFMANN D'NA REPLICATION GENES 1.0 0/ 1 WIRTH HIDpOCan‘IpUS .0 0/12 DAVE"BL_DN
115 DAIRKEE CANCER_PRONE_RESPONSE_BPA_E2 1.0 0/1 WIRTH Thalamus .0 0/18 DAVE_BLTnter
115 BIOCARTA_MAL_PATHWAY 1.0 0/1! WIRTH Cerebellum .0 0/12 DAVE™BL UP
.01 115 REACTOME_RNA_POLYMERASE_lll_TRANSCRIPTION 1.0 0/120 WIRTH Tes .0 0/18 DAVE_C*mgc BL UP
. 115 REACTOME_RNA_POLYMERASE_III_TRANSCRIPTION_INITIATION 1.0 0/50 WIRTH_ Homeostasls .0 o/ DAVE_MHCCII BL DN
l..l(_ #1'%??)” ﬁ%’l%%ﬁmdmg éol € %JIIH&EE §§t e é)gﬁ %St\oma papillary
/28 ribosome binding 0.02 3/55 0/34 Pancreatic cancel
0/361 binding 0.03 71261 CTCA 1258——125A 0/22 Glioblastoma muluforme somatic
/39 histone acetyltransferase activity 0.04 3/6 GC 0/21 Gastrointestinal
2 /504 nucleotide bindin, 0.05 4/125 GC 0/ PﬂUllal’V adenoma
142 ligand-dependent nuclear receptor transcription coactivator activity 0.05 3/7 GGCC 193A——1938 0/36
/16 histone acetyl-lysine binding 0.07 3/8 ATCA: 0/27 Cglorectal cancer
0/ 1820 metal ion bing 0.08 2/ 4 GTACf486 0/ lenomas, multlple colorectal
e-0: 119 hydrolase activity, actlng on acld anhydrides, in phosphorus-containing anhyc 0.08 3/9 CTGT-194 0/35 Prostate canct
e—0; /51 double stranded RNA 0.09 1/8 ACCG-423 0/11 Alzhelmerdlsease susceptibility to
e-0: 4192 P-dependent helicase acnvny 0.10 1/9 TCCG-184 0/ Schlzophrenla susceptlbl ity to
e-0. /141 ATPase activity 0.10 2/48 CCAT-432 0/ Parkmson \
e-0! 03/8023  protein binding 0.10 71354 C'I'I'T— 0/23 ?atocellu & carcinoma
e—0! 122 polyubiquitin binding 0.11 3/106 CAGC-4 0/29 elanoma and neural system tumor syndrome
e—0. 1318 chromatin bindin 0.12 5/235 C CT 34A——3AC——449 0/30 Ovanan cancer
e—0. 123 galactosyltransferase activity 0.13 2156 31 0/38 Breast cancer
e—0; 124 exonucléase activity. 0.16 3/124 ATGA 205 0/15 Gastric cancel
e—0 124 translation factor activity, nucleic acid binding 0.16 71401 ACCA-9 0/4 Thyroid carclnoma follicular
e-0: 1216 transcription coactivator activity 0.17 3/129 CTCT—SZOA——SZS 0/36 Lung cancer
4e-0; 4 1115 helicase activity 0.20 2173 0/12 Bladder cancer
aE l‘g;ngset LI INAN LG L t@ggg Dasec MMbdoba®  cepese
4 e-04 2~ 5p .008 ACIET L 24
1/13 miR- 1le-0: 4/4 .000 0/16 ACIEJ] L
0/11 let- 7a 8e-0: 47 .000 0/13 ACIEJ”] L 10
0/6 let-7b 2e-0. 5/132 .000 0/7 ACIEJ”] L13
0/4 let-7c 2e-0. 2/1 .000 0/ ACIEJ”] L 14
0/6 et-7d 2e-0. 3/5 .000 0/11 ACIEJ”] L 15
0/4 et-79 2e-0. 4/9 .000 0/15 ACIEJ”] L 16
0/5 miR-101 2e-0. 3/54 .000 0/ ACIEJ”] 7
0/2 miR-101b 2e-0. 3/5 .000 0/14 ACIEJ”] L 19
0/4 miR-106b 3e-0; 224 .000 0/4 ACIEJ”| L
0/2 miR-107 3e-0; 3/60 .000 0/5 ACIEJ”] L 20
0/2 miR-124a 3e-0; 3/61 .000 0/15 ACIEJ”] L 22
0/ miR-125a 4e-0; 2129 .000 0/4 ACIEJ”] L 23
0/ miR-125b 4e-0; 2/30 .000 0/14 IACIEJ”]| L 26
0/ miR-126 5e-0. 4/121 .000 0/2 IACIEJ]| L 27
0/ miR-127 5e-0. 3/7 .000 0/5 ACIEJ] L 28
0/ miR-128 5e-0; 2/3 .000 0/ ACIEJ] L 29
0/ miR-128b 5e-0. 3/7 22a .000 0/ IACIEJ”]| L
0/2 miR-129 5e-0. 3/7 1sa miR-939 .000 0/14 ACIEJ] L 30
0/6 miR-133a 5e-0. 213 hsa-miR-615-5p .000 o/ ACIEJ] L 31
a@ r} e H[!a” &ﬁﬂ@%@r‘éz ah_k .Olvalue #1“/’1{ B\%$§I£IT hlgh expression TF E?OZS gq‘lﬁ" ﬁ U E eneral
0.2 1/15 BENTINK T 0.09 19171233 KIM_MYC tar?_r 0.07 2/38 VA UERIZAST&SUS
0/13 GUST/ AFSDN PI3K upP 0.99 6/1146 HEBENSTREIT_low expression TF 0.37 1/41 VAQUERIZAS Thym
0/15 GUSTAFSON PI3K_DN .00 0/14 O C .00 0/40 VAQUERI ZASiFetaI braln
0/12 BENTINK_e2f3.1 .00 0/5 .00 0/44 VAQUERIZASPlacenta
.0 0/11 BENTINK e2f3.2 .00 0/63 YCﬁar ets UP .00 0/28 VAQUERIZASLiver
.0 0/14 BENTINK myc.l .00 0/9 YCjargets DOWN .00 0/37 VAQUERIZAS Prostate
0 0/12 BENTINK .00 0/4 YC_Apoptosis UP .00 0/29 VAQUERIZAS™ Smooth muscle
.0 0/11 BEN .00 0/8 YC”Cell cycle UP .00 0/43 VAQUER ZAS?U
.0 0/13 BENTINK src 10 .00 0/2 YC Cell cycle DOWI .00 0/12 VAQUERIZAS |dne
A 0/0 .00 0/4 Cell growth and prohferauon UP .00 0/22 VAQUERIZAS”Spinal cord
A 0/0 .00 0/2 C_"hromatln modification UP .00 0/43 VAQUERIZAS”Whole brain
A 0/0 .00 0/7 'YC”DNA repai .00 0/39 VAQUERI ZAS_th oid
A 0/0 .00 0/3 YC_DNA rephcanon UP .00 0/62 VAQUER ZAS_WhOIe blood
A 0/0 .00 0/2 ECM cell adhesion DOWN .00 0/7 VAQUERIZ, ppendix
A 0/0 .00 0/20 'YC”Metabolism UP .00 0/30 VAQUERI ZAS Fe IIung
A 0/0 .00 0/16 YC—Protein synthesis degradation UP .00 0/62 VAQUERIZ,
A 0/0 .00 0/8 YC_RNA processing binding UP .00 0/16 VAQUERI ZAS Pancreas
A 0/0 .00 0/2 YC_Signal transduction UP .00 0/24 VAQUERIZAS Trachea
A 0/0 .00 0/3 YCZTumor supressor genes UP .00 0/14 VAQUERIZAS Fetal liver




Sample—Overexpression

Spot Summary: D

# metagenes = 8
# genes = 139

<r> metagenes = 0.99
<r>genes = 0.26
beta: r2=2.03 / log p= -Inf

# samples with spot =11 (4 %)
Atypical : 5 (6.8 %)

Basal : 5(6 %)

Overview Map Spot

EE ; ‘\[I\LH[J r*\r“\'rll 'l“Jl'qw"rn"||“|||h' 1\11'ﬁ[h U‘(ﬂ"fLI\“’MJ\H

Spot Genelist

Rank

ID
1 10430
2 644928
3 400156
4 5438
5 7923
6 4713
7 140823
8 51647
O 84681
10 10591
11 10217
12 60386
13 27335
14 100131187
15 254863
16 51024
17 3615
18 26001
19 8673
20 4201

max e
min e
1.22 -0.82
121 -0.95
12 -0.87
1.19 -0.78
1.18 -0.96
1.15 -0.75
115 -0.93
112 -0.73
1.11 -0.82
11 -0.92
1.09 -1.08
1.07 -0.67
1.06 -1.02
1.05 -0.87
1.04 -0.95
1.04 -0.79
1.04 -1.16
1.04 -0.76
1.03 -1.25
0.99 -0.63

r

0.35

0.36

0.28

0.52

0.49

0.43

0.55

0.35

0.57

0.52

0.45

0.53

0.44

0.41

0.35

0.53

0.6

Description
Symbol

TMEM14wansmembrane protein 147 [Source:HGNC Symbol;Acc:3041

POLR2!I polymerase (RNA) Il (DNA directed) polypeptide I, 14.5kDa [¢
HSD17Bgwdroxysteroid (17-beta) dehydrogenase 8 [Source:HGNC S
NDUFB7 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 7, 1€
ROMO1 reactive oxygen species modulator 1 [Source:HGNC Symbol;
FAM96B family with sequence similarity 96, member B [Source:HGNC
HINT2 histidine triad nucleotide binding protein 2 [Source:HGNC Sy1
DNPH1 2'-deoxynucleoside 5'-phosphate N-hydrolase 1 [Source:HC
CTDSPL CTD (carboxy—-terminal domain, RNA polymerase II, polypept
SLC25A1splute carrier family 25 (mitochondrial thiamine pyrophosphat
EIF3K eukaryotic translation initiation factor 3, subunit K [Source:HCG
TSTD1 thiosulfate sulfurtransferase (rhodanese)-like domain contain
TMEM25@ansmembrane protein 256 [Source:HGNC Symbol;Acc:2861
FIS1 fission 1 (mitochondrial outer membrane) homolog (S. cerevis
IMPDH2 IMP (inosine 5'-monophosphate) dehydrogenase 2 [Source:t
RNF167 ring finger protein 167 [Source:HGNC Symbol;Acc:24544]

VAMPS vesicle-associated membrane protein 8 [Source:HGNC Syml

MEA1 male-enhanced antigen 1 [Source:HGNC Symbol;Acc:6986]

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

Density

p-value #in/all

3e-14
4e-09
2e-05
4e-05
4e-05
6e-05
6e-05
7e-05
le-04
le-04
2e-04
2e-04
2e-04
3e-04
3e-04
4e-04
6e-04
6e-04
1le-03
1le-03
1le-03
2e-03
2e-03
2e-03
2e-03
3e-03
3e-03
3e-03
3e-03
3e-03
3e-03
3e-03
3e-03
3e-03
4e-03
4e-03
4e-03
4e-03
4e-03
4e-03

15

10

o
o

Geneset
41/1318 CC  mitochondrion
16 /304 CC  mitochondrial inner membrane
25/1233 TF KIM_MYC targets
5/47 BP protein targeting to mitochondrion
3/9 GSE/ KEGG_RNA_POLYMERASE
6/83 BP respiratory electron transport chain
3/10 MF  NADH dehydrogenase activity
8/167 CC  ribosome
3/13 CC  mitochondrial respiratory chain
3/13 GSE# CHNG_MULTIPLE_MYELOMA_HYPERPLOID_UP
4/34 MF  NADH dehydrogenase (ubiquinone) activity
4/36 CC  mitochondrial respiratory chain complex |
3/15 GSE/ REACTOME_MRNA_SPLICING_MINOR_PATHWAY
71152 BP  cellular metabolic process
4/38 MF  DNA-directed RNA polymerase activity
21/1135 Chr Chr19
3/20 Lympl ROSOLOWSKI_red UP
6/128 BP  translational initiation
3/25 MF  hydrogen ion transmembrane transporter activity
8/253 BP translation
217 MMM MACIEJ_MMML 48
6/153 MF  structural constituent of ribosome
11/482 BP  cellular protein metabolic process
2/9 GSE# REACTOME_FORMATION_OF_THE_EARLY_ELONGATION_COMPLEX
2/9 GSE/ REACTOME_HIV1_TRANSCRIPTION_ELONGATION
2/10 BP peroxisome fission
2710 GSE# REACTOME_DUAL_INCISION_REACTION_IN_TC_NER
2/10 GSE# REACTOME_HIV1_TRANSCRIPTION_INITIATION
2/10 GSE/ REACTOME_MRNA_PROCESSING
2/10 GSE/ REACTOME_RNA_POL_II_CTD_PHOSPHORYLATION_AND_INTERACT
12/579 CC  nucleolus
3/35 BP  mitochondrial electron transport, NADH to ubiquinone
2/11 Canct GENTLES_modul5
2/11 GSE/ REACTOME_TRANSCRIPTION_COUPLED_NER
2/12 BP cellular aldehyde metabolic process
27112 GSE# KEGG_PYRIMIDINE_METABOLISM
2/12 GSE# REACTOME_ABORTIVE_ELONGATION_OF_HIV1_TRANSCRIPT_IN_TF
2/12 GSE/ REACTOME_ELONGATION_AND_PROCESSING_OF_CAPPED_TRANS
2/12 GSE/ REACTOME_FORMATION_OF_THE_TERNARY_COMPLEX_AND_SUBS
27112 GSE# REACTOME_NUCLEOTIDE_EXCISION_REPAIR
p-values
A= e et - o= - 1
[ n
! BN I o 0K
1
i - 0.6 D:
. o
l - 0.4 LL
t
i — 0.2
.
e —1 o
I I

o
N

0.4 0.6 0.8 1.0



-value #j M @ l i
R < S — RIMRle gal gepese,, final  Geneset
6/83 respiratory electron transport chain 0.094 0/14 LIU PROSTATE CANCER uP 16 / 304 mitochondrial inner membrane
e- 71152 cellular metabolic process 0.123 1/16 GENTLES 8/167 ribos:
6/128 translational initiation 0.275 1/39 HANG MM p 3/13 mltochondnal respiratory chain
81253 translation 0.735 2/316 SPANG _BCL6-index2 436 mitochondrial respiratory chain complex |
11/482 cellular protein melahollc process 0.988 1/530 Lembcke_Normal vs Aden 2 /579 nucleolus
2110 peroxisome fissiol 1.000 0/15 RHODES” CANCER META SIGNATURE /13 eukaryotic 48S preinitiation complex
3/35 mitochondrial elec!ron transport, NADH to ubiquinone 1.000 0/16 RHODES UNDIFFERENTIATED CANCER /13 |nle%al to perostomal membrane
2/12 cellular aldehyde metabolic process 1.000 0/15 SOTIRIOU BREAST CANCER_GRADE 1 VS 3 DN /13 STA om)
2114 formation of translation preinitiation complex 1.000 0/15 SOTIRIOU BREAST _CANCER_GRADE_1_VS_3"UP /14 eukaryouc4 Sprelnmanon complex
2114 mitochondrial ATP synthesis coupled proton transport 1.000 0/10 LIU EAST CANCER /14 transcription factor TFTC complex
2/15 ATP syntheS|s coup led proton transport 1.000 0/14 LIU COMMON CANCER_GENES /46 intermediate filament c toskeleton
127649 gene éxpressiol 1.000 0/14 LIUTLIVER_CANCER 115 DNA-directed RNA polymerase Il, core complex
2118 regulatlon of endocyt05|s 1.000 0/15 LIU”] PROSTATE _CANCER_DN 115 eukaryotic translation initiation factor 3 complex
71287 viral process 1.000 0/14 WANG_ER 149 mitochondrial mtermembrane spac
2120 aerol |c respiration 1.000 o/ WANG ER”] 1220 mitochon r|a|
3/66 1ranscr|Fuon elongation from RNA polymerase Il promoter 1.000 0/16 WOLFER overlalg enes 119 mitochondrial protonftransportmg ATP synthase complex
2125 protein tetramerization 1.000 0/12 BEN-P 119 mitochondrial small_ribosomal subunit
2/26 rqﬁylaﬂon of protein Slablllt¥ 1.000 0/15 BEN—PORATH UP 121 transcription factor TFIID complex
2129 hydrolysis coupled proton transport 1.000 0/15 GENTLES_modull 1318 protein complex
value J@Qaﬁﬁ j JO — i
gale #njall - Gepeset figjall - GRRGSEl. prvalue  gip/all $Feins up i st
2/918 Chr 17 0/375 GUDé_Ipsorlasls down 0.07 /54 willscher_ GBM_protedomics_wtOnly_SpotG
/91 Chr 0/17 BCHETNIA_EBM up 0.1 /14 VERHAAK_CLSubtype
11/1033 Chr o/ BCHETNIA_EBM down 0.1 /14 VERHAAK_NL subt Pe
Chr 0/26 BCHETNIAZEBM-| DM up 0.1 /16 willscher_GBM_STSwt_proteomics-O_U
10/957 Chr11 A 0/0 0.1 1169 willscher_GBM_proteomics_wtOnly_| D'fferencehst
1 Chr HSCHR6_MHC_QBL A 0/0 0.2 1105 willscher_GBM_proteomic: Only”SpotB
41386 Chr 22 A 0/0 0.3 158 Christen: euwpometh{lated n secondary glloblastoma
6/743 Chr7 A 0/0 0.44 171 willscher rhaak—-CL _expression_H
5/633 Chr A 0/0 0.44 171 willscher_GBM”Verhaak-MES_expression_H_up
41519 Chr 14 A 0/0 0.44 171 willscher_ GBM_Verhaak-PNwi_expression_H_up
5/699 Chr A 0/0 0.46 174 GIEZELT_GBM_STS_up_VS_LTS
31449 Chr 20 A 0/0 0.75 /328 Y|
6/866 Chr 12 A 0/0 0.8 /265 willscher_GBM_Verhaak-CL_expression_B_up
41602 Chr 10 A 0/0 0.8 /265 willscher_GBM_Verhaak-MES_expression B_u
2/1720 Chr A 0/0 0.8 /265 willscher_GBM_Verhaak—PNwi_expression_| E own
1504 Chr 15 A 0/0 0.8 /265 willscher_GBM”Verhaak-PNmut_expression_B_down
1187 Chr21 A 0/0 0.9 /391 Down b~
1280 Chr13 A 0/0 1.0 0/16 VERHAAK MES subtype
1618 Chr 4 A 0/0 1.00 0/15 VERHAAKZPN subtype
B4 I S% JTRLQIE,
o0 fig/all  Geneseloo verase kT pPvalue  in/all ﬁﬁﬂﬁéﬁ?&s pallidus e jell GeReSel: equp
e—04 113 CHNG_MULTIPLE_MYELOMA HYPERPLOID_UP .6 1/127 WIRTH Muscle e—-02 186 ROSOLOWSKI_red total
e—-04 115 REACTOME_MRNA_SPLICING_MINOR_PATHWAY .0 0/5 WIRTHT] Pltultary gland e-01 186 ROSOLOWSKI—green UP
e—0: ! REACTO EﬁFORMN’ION OF THE EARLY ELONGATION COMPLEX .0 0/2 WIRTH_Pancreas e—-01 1119 ROSOLOWSKI reentmal
e-0 / REACTOME_HIV1 TRAI RIPTION_ELONGATION .0 0/417 WIRTH”]| Immunes stem e-01 1755 SPANG_BCR
e-0. 110 REACTOME_DUAL_ INCISION REACTION IN TC NER .0 0/1 WIRTH_Sec. lymphoid organs e-01 1140 DAVE_BlL-vs-DLBCL
e—0. 110 REACTOI E HIV1 TRANSCRIPTION_INITTATIOI .0 0/1; WIRTH_Prim. lymphoid organs e-01 1274 SPANG_IL21 DN
e—0: 110 REACTOME_MRNA_PROCESSING .0 0/10 WIRTH_B-cells e-01 1327 SPANG_CDA40 6hrs UP
110 REACTOME_RNA POL II_CTD, PHOSPHORYLATION |_AND_INTERACTIO .0 0/13 WIRTH Tonsil e+00 1426 SPANG CD40 GhrS DN
/11 REACTOME TRANSCRIPTION COUPLED_N .0 0/13 WIRTH Thymus e+00 /852
112 EGG_P' RI'MIDINE METAB: M .0 0/12 WIRTH_Lymphocytes e+00 0/13 BENTINK
112 REACTO! BOR ELONGATION OF HIV1 TRANSCRIPT_IN THE .0 0/6 WIRTH_Bone marrow e+00 0/13 BENTINK mBL DOWN
— 112 REACTO! E ELONGATION AND PROCESSIN! G OF CAPPED TRANSCF .0 0/400 WIRTH Nervous System e+00 0/12 DAVE_BL
112 REACTOME_| O ON OF THE_TERNARY_CTOMPLEX_AND_SUBSE( .0 0/1 WIRTH Telencephalon e+00 0/18 DAVE BLTmer
112 REACTOME_N CL E_EXCISION_REPAI .0 0/1 WIRTH_Cortex cerebri e+00 0/12 WVE_BL
112 REACTO ETI'RANSLATION INITIATIO'N COMPLEX FORMATION .0 0/ 1 WIRTH HIDpOCan‘IpUS e+00 0/18 DAVE _c-myc BL U
113 REACTOME_FORMATION_AND N’ OF MRNA_TRANSCRIPT .0 0/1 WIRTH Thalamus e+00 0/ DAVE MH CII BL DN
113 REACTOME_| FORMATION OF Fl' MTOSMOTIC COUPLING .0 0/1! WIRTH Cerebellum e+00 0/22 |
113 REACTOME_TAT MEDIATED F|I\/1'ELO'NGATION _ARREST_AND_RECO\ .0 0/120 WIRTH Tes e+00 0/28 DAVE Immune response 1
114 REACTOME_MRNA_SPLICING .0 0/50 WIRTH_ HomeostaS|s e+00 0/20 DAVE_Immune response 2
‘alue #}nt{a” &%ngé%‘ogenase activity J é e 5,&54” %‘?@? et € é}g‘!ﬁ é%%gt\oma papillary
-04 4/34 NADH dehydrogenase (ublqumoneg activity 0. 120 TACG-99A ~100-99B 0/34 Pancreatic cancel
4/38 DNA-directed RNA polymerase activi \{ 0. 1129 CTCT-520A 0/22 Glioblastoma muluforme somatic
/25 hydrogen ion transmembrane transporter activity 0. 14 GCTG*51275P 0/21 Gastrointestinal
/153 structura\ consmuent of ribosome 0. 14 GACA-339 0/ Pnunarya lenoma
1/595 NA binding 0. 4 TCCC-491 0/36
/54 lranslatlon initiation factor activity 0. /52 CCAC-147 0/27 c Iorectal cancer
126 cytochrome~-c oxidase activity 0.4 /55 GGGG-296 0/ 8 lenomas, multlple colorectal
127 estrogen receptor bindin: ug 0.4 /6 CAGG-504 0/35 Prostate canc
127 protein disulfide oxidoreductase activity 0.4 /6! TCTG-198 0/11 Alzhelmerdlsease susceptibility to
179 electron carrier activit 0.4 /181 CCTG-214 0/ Schuophrema susceptibility to
139 histone acetyltransferase activity 0. 17! GTGT-505 0/ Parkmson
150 copper ion bindini 0. 17 CCAG—331 0/23 Fatocellu\arcarcmoma
/112 met] gltransferase activity 0. /80 GAGC-4: 0/29 elanoma and neural system tumor syndrome
1115 lipid bindin 0. 183 GCAC- 18A——1SB 0/30 Ovarlan cancer
/531 catalytic activity 0. /100 ACAG-10A--10B 0/38 Breast cancer
110 oxidoreductase activity, acting on NAD(P)H 0. 1232 ACTT-142-5P 0/15 Gastric cancel
/10 RAGE receptor binding 0. 1124 GTCT-7 0/4 ‘Thyroid carcmoma follicular
111 S-adenos rr_\ethlomne—de{)_endem methgltransferase activity 0. 1129 TAAT-323 0/36 Lung cancer
112 low-density lipoprotein particle receptor binding 0.7 1139 GCAA—lZQ 0/12 Bladder cancer
(% Ld L Badse -
—Naltie ! Senese
l I l‘&ggeset éos 4 I %afm = .001 / ACIEJ T L 48
0/6 let-7b 0.06 150 hsa-mi ?7940 0.032 1/4 ACIEJ] L 40
0/4 let-7c 0.08 / hsa-miR-1260 0.048 1/ ACIEJ] L 29
0/6 et-7d 0.10 164 hsa-miR-550 .087 1/11 ACIEJ”] L 15
0/4 et-7g 0.11 114 hsa-miR-452* .000 0/16 ACIEJ”] L
0/13 miR- 0.13 ! hsa-miR-513c .000 0/ ACIEJ”] L 10
0/5 miR-101 0.13 17! hsa-miR-708 .000 0/ ACIEJ”] L13
0/2 miR-101b 0.14 ! hsa-miR-339-5p .000 0/ IACIEJ| 4
0/4 miR-106b 0.14 ! hsa-miR-554 .000 0/ ACIEJ”] L 16
0/2 miR-107 0.14 / hsa-miR-542-5p .000 0/ IACIEJ”| L17
0/4 miR-122 0.17 ! 1sa-miR-1250 .000 0/14 ACIEJ”] L 19
0/2 miR-124a 0.17 ! 1sa-miR-1227 .000 0/4 ACIEJ”] L
0/ miR-125a 0.17 ! 1sa-miR-24-1* .000 0/5 ACIEJ”] L 20
0/ miR-125b 0.17 19 1sa—M| ?—425 .000 0/15 IACIEJ”]| L 22
0/ miR-126 0.18 19 sa-miR-125b .000 0/4 ACIEJ] L 23
0/ miR-127 0.18 ! hsa-miR-125a-5p .000 0/12 IACIEJ]| L 24
0/ miR-12 0.19 ! hsa-miR-337-5p .000 0/14 ACIEJ] L 26
[\ miR-128b 0.20 /100 hsa-miR-377 -000 0/ ACIEJ”] L 27
0/2 miR-12 0.20 41284 hsa-miR-503 .000 0/ ACIEJ] L 28
0/6 miR-133a 0.21 1/ hsa-miR-1225-3p .000 0/11 ACIEJ] L
ATNWAACE, R pplue 4 LISRUE
a all - GRResal oo o ahk  poyalue ginjall - Geneselo. iall - GENSSEL o bran
0/15 e-02 1671095  HEBENSTREI hlgh expression TF 0/44 VAQUERIZAS™ Placema
0/12 e+00 2/1146 HEBENSTREIflowexmessmn TF 0/28 VAQUERIZASLiver
0/11 e+00 0/14 O 0/37 VAQUERIZAS”Prost:
0/14 e+00 0/5 0/29 VAQUERIZAS™Smooth muscle
0/12 e+00 0/63 YCﬁar ets UP 0/43 VAQUERIZAS Uter
0/11 e+00 0/9 YCjargets DOWN 0/144 VAQUERIZAS™General
0/15 e+00 0/4 'YC_Apoptosis UP 0/12 VAQUERIZAS Kidne?
0/13 e+00 0/8 'YC”Cell cycle UP 0/22 VAQUERIZAS”Spinal cord
0/14 e+00 0/2 YC Cell cycle DOWI 0/43 VAQUERIZAS”Whole brain
A 0/0 e+00 0/4 Cell growth and prohferauon uP 0/41 VAQUERIZAS”Thymus
A 0/0 e+00 0/2 C_"hromatln modification UP 0/39 VAQUERIZAS Thyi
A 0/0 e+00 0/7 'YC”DNA repai 0/62 VAQUERIZAS”Whole blood
A 0/0 e+00 0/3 YC_DNA repllcatlon upP 0/7 VAQUERI ZAS_ApPencllx
A 0/0 e+00 0/2 ECM cell adhesion DOWN 0/30 VAQUERIZAS Fetal lung
A 0/0 e+00 0/20 'YC”Metabolism UP 0/62 VAQUERIZAS Lung
A 0/0 e+00 0/16 YC_Protein synthesis degradation UP 0/16 VAQUERIZAS _Pancreas
A 0/0 e+00 0/8 YC_RNA processing binding UP 0/24 VAQUERIZAS Trachea
A 0/0 e+00 0/2 YC_Signal transduction up’ 0/14 VAQUERIZAS Fetal liver
A 0/0 e+00 0/3 YCZTumor supressor genes UP 0/21 VAQUERIZAS Tonsil




Sample—Overexpression

Spot Summary: E Spot Genelist Geneset Overrepresentation

# metagenes = 2 Rank max e r Description Rank p-value #in/all Geneset
ID min e Symbol
# genes = 66 y
1 1429 1.26 -1.33 044 CRYZ crystallin, zeta (quinone reductase) [Source:HGNC Symbol;A 1 5e-07 11/396 miRN. hsa-miR-301b
2 1e-06 5/45 miRN. hsa-miR-411
<r> metagenes =1 2 64747 1.18 -0.88 0.33 MFSD1 major facilitator superfamily domain containing 1 [Source:HGI 3 2e-06 6/93 miRN. hsa-miR-10b
<r> genes = 0.36 4 6e-06 71172 mfRN hsa-miR-607
57763 1.1 -0.72 0.75 ANKRAZ ankyrin repeat, family A (RFXANK-like), 2 [Source:HGNC S 5 2e-05 10/ 463 miRN hsa-miR-301a
beta: r2= 4.93 / log p= -Inf g
eta: r2=4.93 / log p= -In 6 2e-05 6/142  MIRN hsa-miR-522
4 26996 11 -052 05 GPR160 G protein-coupled receptor 160 [Source:HGNC Symbol:Acc: 3e-05 5/90 miRN hsa-miR-10a
# samples with spot = 14 (5.1 %) o 8 8705 5790 mRN hsa-miR-362°5p
) 5 4942 109 -101 051 OAT  ornithine aminotransferase [Source:HGNC Symbol:Acc:8091] 9 4e-05 4149 MIRN. GTAT-154--487
Atypical : 10 (13.5 %) 10 5e-05 5/100  mMIRN hsa-miR-544
Classical : 1 (3.1%) 6 25874 1.08 -1 048  MPC2 mitochondrial pyruvate carrier 2 [Source:HGNC SymbolAce: 11 5e-05 10/538  MRN hsa-miR-17
12 7e-05 5/107 miRN AACA-409-3P
7 5612 108 -118 04 PRKRIR protein-kinase, interferon-inducible double stranded RNAde 13 1le-04 5/114 MRN TGTA-485-3P
Basal:2 (2.4 %) 14 1e-04 10/603  MIiRN hsa-miR-20a
8 11064 108 -065 062 CNTRL centriolin [Source:HGNC Symbol:Acc:1858] 15 2e-04 33/4640 CC  nucleus
16 2e-04 71300 miRN hsa-miR-561
9 1105 106 -086 055 CLKI CDC-like kinase 1 [Source:HGNC SymbolAcc:2068] 17 2e-04 7/303  mIRN hsa-miR-302b
18 3e-04 71318 miRN hsa-miR-590-3p
. — iRN hsa-miR-!
10 9061 1.05 -0.88 0.59 PAPSS1 3'-phosphoadenosine 5'-phosphosulfate synthase 1 [Source %8 2e 22 ijz;g m!RN hsa m!i Zzgg
e mil Sa—-mIR—:
- - : . 21 4e-04 8/440 miRN . hsa-miR-19a
287 1.0! -0.57 0.37 biquitin specific peptidase 9, Y-linked [Source:HGNC Symb .
11 828 5 3 USP9Y  ubiquitin specific pepti inked [Sou Y/ 22 4e-04 5/153  miRN hsa-miR-450b-5p
12 6146 105 -125 bosomal protein L22 [Source:HGNC Symbol;Acc:10315 23 de-04 67240 miRN ACAT-1--206
. . 0.65 RPL22 ribosol protein [Source: ymbol;Acc:. ] 24 4e-04 /565 MIRN hsa-miR-20b
i 13 1975 karyotic translation initiation factor 4B [Source:HGNC Syml 25 de-04 8/449  MIRN hsa-miR-130b
Ove rview Map Spot 1.02 -096 0.6 EIF4B  eukaryotic translation initiation factor 4B [Source:| ym 56 se-04 8456 MIRN heaemiR-130a
) ) : . 27 5e-04 3/38 miRN hsa-miR-1277
50 — 14 22862 1.01 -0.87 05 FNDC3A fibronectin type Ill domain containing 3A [Source:HGNC Sym 28 5e-04 4793 cc  spliceosomal complex
_ o 29 6e-04 5/169 MIiRN hsa-miR-374b
a 15 10289 1 -073 045  EIF1B eukaryotic translation initiation factor 18 [Source:HGNC Syml 3y 6e-04 5/172 MIRN hsa-miR-520h
40
31 7e-04 8/479 miRN hsa-miR-15b
[ 16 10015 1 -0.95 0.6 PDCD6IPprogrammed cell death 6 interacting protein [Source:HGNC € 32 7e-04 6/264 mMIRN hsa-miR-449a
30 7 33 7e-04 2/10 MF  NADPH binding
17 3150 0.99 -0.94 0.64 HMGN1 high mobility group nucleosome binding domain 1 [Source:H( 34 7e-04 2/10 BP  negative regulation of DNA damage response, signal transduction by p53 c
35 7e-04 8/488 miRN hsa-miR-16
20 18 51124 0.99 -0.96 0.52 IER3IP1 Immediate early response 3-interacting protein 1 [Source:Ur 36 8e-04 5/180 miRN hsa-miR-374a
37 9e-04 71382 miRN  hsa-miR-454
10 19 34 0.98 -1 0.69 ACADM acyl-CoA dehydrogenase, C-4 to C-12 straight chain [Sourc 38 9e-04 3/47 MIRN hsa-miR-302b*
39 9e-04 6/280 miRN hsa-miR-320a
1 20 54495 0.97 -1 0.62 TMX3 thioredoxin-related transmembrane protein 3 [Source:HGNC 40 9e-04 5/186 miRN hsa-miR-382
I I I I
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#} nf{a” g’gn@%@sla\non of DNA damage response, signal transduction by p53 clas ! g,oo@lne ?} néa” §QT‘T ul14 %Wﬁu nu(?rl set
2115 3'-phosphoadenosine 5'-phosphosulfate metabolic process 0.040 1/ LIU BREAST_CANCER 4/93 spllceosomal complex
2/21 regulation o RNA SP"CIHQ 0.171 2/ 85 G_LPS=index2 47120 nuclear envell ope
4/163 mRNA splicin, Ilceosome 0.365 2/316 SPANG BCL6~-index2 3/76 catalytic step spliceosome
2/31 peptidyl- Ihreonmep osphorylat 1.000 0/15 0D NCER META SIGNATURE 4/159 nuclear spe:
6/423 negative reg*ulanon of lranscnpuon DNA-dependent 1.000 0/16 IODES_UNDIFFERENTIATED CAN 18/2378 cytosol
2137 re ulauon translational initiation 1.000 0/15 SOTIRIOU_BREAST CANCI RADE 1 VS 3 DN 2129 nuclear inner membrane
2141 3'-end ETOCSSSIH 1.000 0/15 SOTIRIOU | BREASfC NCER GRADE 1"VS_3_UP 2135 vesicle
2144 Iermlnauon of RNA polymerase Il transcription 1.000 0/14 LIU_COM 41220 mitochondrial matrix
41229 RNA splicing 1.000 0/14 LIUTLIVER CANCER 3/118 rlbonucleoproteln complex
3/128 translatlonal |n|uauon 1.000 0/15 LIUTPROSTATE_CANCER_DN 2574310 cytoplas
71649 ene ex| 1.000 0/14 LIU] PROSTATE CANCER_UP 8/949 nUC|€0P|35m
2/50 MP si nalm athway 1.000 0/14 WANG_ER_| U 2/80 chromatin
2/50 protein homotetramerization 1.000 0/ WANG E 2/81 nuclear matrix
2159 pe&mdyl serine phosphorylation 1.000 0/16 WOLFER overlag enes 1/12 ESCI/E(Z) complex
2161 NA export from nucleus 1.000 0/12 BEN-P 1/13 nuclear euchromatin
2172 proteasome mediated ubiquitin-dependent protein catabolic process 1.000 0/15 BEN—PORATH UP 1/15 vesicle membrane
2/74 Ftldyl tyrosine phosphorylation 1.000 0/15 ENTLES_modull 1/16 viral nucleocapsid
1/10 |ular glucose homeostasis 1.000 0/16 GENTLES modul2 1/17 nuclear heterochromatin
1/10 fany acid homeostasis 1.000 0/10 GENTLES_modul3 1/18 nuclear chromosome, telomeric region
#’%?’” gpgeset A@Q‘a g}m@” %&ﬁ;sls up ?}9{?" Q% Verhaak-CL_expression_D_up
317187 Chr 21 0/375 GUDJ soriasis down 5/313 willscher_GBM”Verhaak-MES_expression_D_down
8/1033 Chr 0/17 BCHETNIA_EBM up 5/313 willscher_ GBM—Verhaak-PNwt_expression_D_up
.075 71914 Chr o/ BCHETNIA_EBM down 2/71 GIEZELT_GBM_MGMTmethyl down_VS_nonmethy!
. 1602 Chr 10 0/26 BCHETNIAZEBM-| DM up 4328 Up
. 134 Chr A 0/0 133 willscher_GBM_proteomics_wtOnly_Spott
1! /699 Chr A 0/0 1169 willscher_GBM_proteomics_wtOnly”| leferencehst
. 0/1720 Chr A 0/0 154 willscher_GBM_proteomics_wtOnly_SpotG
. 1714 Chr A 0/0 162 Stuehler_Proteins_up_in_STS
. 1280 Chr13 A 0/0 171 willscher_GBM Verhaak CL_expression_H_down
. 41957 Chr11 A 0/0 171 willscher_GBM_Verhaak-MES_expression_H_up
X 1504 Chr 15 A 0/0 171 willscher_ GBM_Verhaak—PNwi_ expresslon H_up
5 1618 Chr 4 A 0/0 173 GIEZELT_ GBM_WT down_VS_m
. 1866 Chr12 A 0/0 176 GIEZELrGBM STSWLU[LVS:LTSW[
. /519 Chr 14 A 0/0 /391
. 1633 Chr A 0/0 0/14 HAAK CL Sub%
. 918 Chr17 A 0/0 0/16 VERHA K”MES subtype
. /1135 Chr19 A 0/0 0/14 ERHAAKTNL subtype
: 0/717 Chr 16 A 0/0 0/15 VERHAAK™PN subtype
X 0/449 Chr 20 A 0/0 0/27 WIRTH_PN subtype
Bl 4 I 5R1e dl )k
. ﬂ nXaH R‘EgthRNA 3 _END PROCESSING nk 5 g} El{?” s‘p _IﬁJ%Lne system } ” §§§F 9hrs DN
. 114 REACTOME_MRNA_SPLICING 0 0/5 WIRTH Pituitary gland 118 DAVE —myc BL UP
115 TIEN_INTESTIN P'ROBIOTICS 6HR_UP 0 0/26 WIRTH_Pancreas 120 ROSGLO 'SKI_red UP
115 ONDER_CDH1 TA DN 0 0/13 WIRTH_Sec. I¥mph0\d organs /118 SPANG_LPS 6hrs UP
115 DE_YYI TARGETS DN 0 0/12 WIRTH_Prim. lymphoid organs 1119 ROSOLOWSKI_green total
115 GENTILE UV RESRONSE CLUSTER D6 0 0/10 WIRTH B—cells 1327 SPANG_CD40 Bhrs UP
116 ESTO SPDN [ 0 0/13 WIRTHTOnslI 169 SPANG_LPS 6hrs Dl
! KIM LRRC3B GET§ 0 0/13 WIRTH Thym /86 ROSOLOWSKI_green UP
! MYIlYKANGKS AMPLIFICATION | HOT_SPOT_7 0 0/12 WIRTH Lymphocytes /86 OSOLOWSKI red total
16 BIOCARTA PMI 0 0/6 WIRTH_Bone marrow 4755 SPANG_BCR
17 IIZUKA LIVER CANCER PROGRESSION_G2_G3_DN 0 0/400 WIRTH Nervous System /140 DA\ BL-vs
/ RUNNE_GENDER 0 0/14 WIRTH Globus pallidus /426 SPANG_CD40 6hrs DN
/ YAGI_AML WITH T S 21_TRANSLOCATION 0 0/15 WIRTH Telencephalon 1275 ZHANG_DLBCL mutated
/10 LUI THYROID _CANCER CL! 0 0/13 WIRTH”Cortex cerebri /291 SPANGTIL21 UP
110 E_NEUROBLASTOMA_WITH_IP36.3_DELETION 0 0/16 WIRTH HIDPOCan‘IPUS /852 AN CR DN
110 LIU BREAST CANCER 0 0/13 WIRTH Thalamus 0/13 BENTINK
110 LIU"NASOPHARYNGEAL CARCINOMA 0 0/15 WIRTH Cerebellum 0/13 BENTINK mBL DOWN
110 LEE LIVER CANCER MYC TGFA_DN 0 0/120 WIRTH Tes 0/12 WE_BL_DI
110 HETLGAARD_NEUTROPHIC_AT_SKIN_WOUND_UP 0 0/50 WIRTH” HomeostaS|s 0/18 DAVE_BL'Inter
110 JISON SICKLE CELL DISEASE_DN 0 0/62 WIRTH Liver 0/12 DAVE_BL UP
#}n({a” % - ée—og € MJ” g E %%et487 é)gé;i ﬁ%ﬁ ?ﬁ:§gt\oma papillary
120 rotein serine/tl reonlne/t%{rosme kinase activity 7e-05 5/ A-409-3P 0/34 Pancreatic cancel
127 nucleotidyltransferase acfivity 1le-04 5/114 TGTA-485-3P 0/22 Glioblastoma muluforme somatic
/595 binding 4e-04 6/240 ACAT-1—- 0/21 Gastrointestinal
139 calcium—dependent protein binding 2e-0. 41127 GACT-212--132 0/ F’IIUIIal'Va lenoma
/41 non-membrane spanning protelntyrosme kinase activity 3e-0 3/ AGGC-515- 0/36
/940 nucleic acid binding 5e-0; 41168 ATAC-144 0/27 Cglorectal cancer
1361 inding 5e-0. 6/391 TGAA-181A--181B--181C--181D 0/ lenomas, multlple colorectal
/51 damaged DNA bi inding o 7e-0: 3/ GGGC-365 0/35 Prostate canc
/54 translation initiation factor activity 7e-0 41189 AACT-145 0/11 Alzhelmerdlsease susceptibility to
110 co-SMAD bndmg 8e-0. 3/101 AAG-501 0/ Schlzophrenla susceptlm ity to
/10 ulncne bindin 8e-0: 4/198 ATGT- 302(: 0/ Parkmson
110 Elol merase Il transcription factor binding transcription factor activity e-0: 317107 ACAC-142-3| 0/23 Fatocellu\ar carcinoma
/11 Flutat ione bln ing e-0; 2/ CTCT 526C——518F——526A 0/29 elanoma and neural system tumor syndrome
111 bindi |n% e-0:. 2140 0/30 Ovanan cancer
/11 elomerlc DNA binding e-0: 21 4: GTAC—486 0738 Breastcancer
112 low-density lipoprotein particle receptor binding e-0: 3/126 ATGT-494 0/15 Gastric cancel
112 JAD+ binding e—0! 3/129 GTGA-224 0/4 Thyroid carclnoma follicular
112 phospholipase binding e-0. 517362 CAGT- 2008——200(3——429 0/36 Lung cancer
113 core promoter proximal region sequence-specific DNA binding e—0! 2/50 TACA-5( 0/12 Bladder cancer
el AL LI INAN LA U Lonks HVIDALd S Gepese
I .r@@?set e-07 17 afm .03 & ACIET L
1/4 let-7¢c 1le-06 5/45 hsa-m| 0.05 1/ ACIEJ] L 24
1/4 let-7g 2e-06 6/93 hsa-mi 0.06 1/ ACIEJ] L 19
1/ let-7b 6e-06 71172 hsa-m .00 0/16 ACIEJ”] L
1/ let-=7d e-05 10/463 .00 0/13 ACIEJ”] L 10
1/ miR-26a e-05 6/142 .00 0/ ACIEJ”] L13
1/ miR-125b e-05 5/90 .00 0/ ACIEJ”] L 14
1/ let-7a e-05 5/90 .00 0/11 ACIEJ”] 5
1/13 miR-34a e-05 57100 .00 0/15 ACIEJ”] L 16
0/ miR-. e-05 10/538 .00 0/ ACIEJ”| L17
o/ miR-101 e-04 10/603 .00 0/4 ACIEJ”] L
o/ miR-101b e-04 717300 .00 0/5 ACIEJ”] L 20
0/4 miR-106b e-04 717303 .00 0/15 ACIEJ”] L 22
0/2 miR-107 e-04 71318 .00 0/4 IACIEJ”]| L 23
0/4 miR-122 e-04 617229 .00 0/14 IACIEJ]| L 26
0/ miR-124a e—-04 4/82 .00 0/ ACIEJ] L 27
o/ miR-125a 4e-04 81440 .00 o/ ACIEJ”] L 28
0/ miR-126 4e-04 5/153 hsa-miR-450b- 5p .00 0/ ACIEJ”] L 29
0/ miR-127 4e-04 9 /565 hsa-miR-20b .00 0/11 ACIEJ] L
o/ miR-128 4e-04 8/449 hsa-miR-130b .00 0/14 IACIEJ”] L 30
ATWLAGT, R poyalie  plseue .
a all - GRResal oo o ahk  poyalue  #injall - Geneselo. n gfall - GEBSEL coan msc
0/15 0.012 10/ 1095 HEBENSTRE! hlgh expression TF 0.1 1/29 VAQUERIZAS™ mph node
0/12 0.063 1/16 YC Proteln synthesis degradation UP 0.2 1/43 VAQUERIZAS™| L}/
0/11 0.225 1/63 YCTar%; P .0 0/40 VAQUERI ZASiFetaI braln
0/14 0.951 211146 HEBENS REIT low expression TF .0 0/44 VAQUERI ZAS Placenta
0/12 1.000 0/14 .0 0/28 VAQUERIZAS Liver
0/11 1.000 0/5 .0 0/37 VAQUERI ZASiPrOSta!e
0/15 1.000 0/9 Ycﬁargets DOWN .0 0/144 VAQUERIZAS”General
0/13 1.000 0/4 'YC”Apoptosis UP .0 0/12 VAQUERIZAS Kidne?
0/14 1.000 0/8 'YC”Cell cycle UP 0 0/22 VAQUERIZAS”Spinal cord
A 0/0 1.000 0/2 YC Cell cycle DOWI 0 0/43 VAQUERIZAS”Whole brain
A 0/0 1.000 0/4 Cell growth and prol\ferauon upP 0 0/41 VAQUERIZAS_Thymus
A 0/0 1.000 0/2 C_vhromatln modification UP .0 0/39 VAQUERIZAS”Thyroi
A 0/0 1.000 0/7 YC”DNA repal .0 0/62 VAQUERIZAS”Whole blood
A 0/0 1.000 0/3 YC_DNA repllcatlon uP .0 0/7 VAQUERIZAS”Appendix
A 0/0 1.000 0/2 ECM cell adhesion DOWN .0 0/30 VAQUERIZAS Fetal lung
A 0/0 1.000 0/20 YC—Metabolism UP .0 0/62 VAQUERIZAS”Lung
A 0/0 1.000 0/8 YC_RNA processing binding UP -0 0/16 VAQUERIZAS Pancreas
A 0/0 1.000 0/2 YC”Signal transduction UP .0 0/24 VAQUERIZAS Trachea
A 0/0 1.000 0/3 YCZTumor supressor genes UP .0 0/14 VAQUERIZAS Fetal liver




Sample—Overexpression

Spot Summary: F

# metagenes =9
# genes = 130

<r> metagenes = 0.98
<r>genes = 0.43
beta: r2= 10.55 / log p= -Inf

# samples with spot =58 (21.1 %)
Atypical : 16 (21.6 %)

Basal : 15 (17.9 %)

Overview Map
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Spot Genelist

Rank
ID

3627
6373
9560
9636
10964
8743
629
7453

115362
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3433
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1591

94240

= e
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3135

55008
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10561

max e
min e

3.43 -2.5
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 -17
2.34 -1.91
2.33 -1.11
2.3 -1.49
2.23 -1.43
2.23 -1.74
2.2 -0.71
2.19 -1.63
2.19 -1.48
2.04 -2.07
1.98 -1.39
1.98 -2.07
1.95 -1.98

r

0.75

0.54

0.49

0.38

0.6

0.73

0.73

0.62

0.54

0.33

0.44

0.41

0.69

0.24

0.81

0.66

0.61

0.74

Description
Symbol

CXCL10 chemokine (C-X-C motif) ligand 10 [Source:HGNC Symbol;/
CXCL11 chemokine (C-X-C motif) ligand 11 [Source:HGNC Symbol;/
CCL4L1 chemokine (C-C motif) ligand 4-like 1 [Source:HGNC Symbc
1ISG15  1SG15 ubiquitin-like modifier [Source:HGNC Symbol;Acc:40%
IFI44L  interferon-induced protein 44-like [Source:HGNC Symbol;Ac

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

CFB complement factor B [Source:HGNC Symbol;Acc:1037]
WARS tryptophanyl-tRNA synthetase [Source:HGNC Symbol;Acc:1:
GBP5  guanylate binding protein 5 [Source:HGNC Symbol;Acc:1989

CCL4L1 chemokine (C-C motif) ligand 4-like 1 [Source:HGNC Symbc
CCL8 chemokine (C-C motif) ligand 8 [Source:HGNC Symbol;Acc::
PTGES prostaglandin E synthase [Source:HGNC Symbol;Acc:9599]

MMP12 matrix metallopeptidase 12 (macrophage elastase) [Source:+
CD70 CD70 molecule [Source:HGNC Symbol;Acc:11937]
IFIT2  interferon-induced protein with tetratricopeptide repeats 2 [Sc
CYP24Acytochrome P450, family 24, subfamily A, polypeptide 1 [Sour
EPSTIL epithelial stromal interaction 1 (breast) [Source:HGNC Symbc
HLA-G major histocompatibility complex, class I, G [Source:HGNC S
HERC6 HECT and RLD domain containing E3 ubiquitin protein ligase

IF144 interferon—induced protein 44 [Source:HGNC Symbol;Acc:16'

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 4e-49 29/51 BP type | interferon signaling pathway
2 7e-39 31/123 BP  defense response to virus
3 5e-36 34/204 BP  cytokine-mediated signaling pathway
4 1le-35 471572 Disea GUDJ_psoriasis up
5 1le-33 27/109  BP  response to virus
6 2e-27 31/274  Lympl SPANG_IL21 DN
7 6e-23 12/16 GSE# MOSERLE_IFNA_RESPONSE
8 5e-22 28/312 BP  immune response
9 8e-21 16 /60 BP interferon-gamma-mediated signaling pathway
10 2e-20 11/16 GSE# EINAV_INTERFERON_SIGNATURE_IN_CANCER
11 2e-20 11/16 GSE# ZHANG_INTERFERON_RESPONSE
12 4e-20 13/31 BP  negative regulation of viral genome replication
13 2e-19 10/13 GSE/# BOWIE_RESPONSE_TO_TAMOXIFEN
14 8e-19 9/10 GSE# BOWIE_RESPONSE_TO_EXTRACELLULAR_MATRIX
15 5e-18 10/16 GSE/£ UROSEVIC_RESPONSE_TO_IMIQUIMOD
16 5e-16 8/10 GSE/ GRANDVAUX_IFN_RESPONSE_NOT_VIA_IRF3
17 2e-15 8/11 GSE/# BENNETT_SYSTEMIC_LUPUS_ERYTHEMATOSUS
18 2e-13 7110 CC  MHC class | protein complex
19 2e-13 6/6 Lympl DAVE_MHCCII BL DN
20 2e-13 12/70 BP  antigen processing and presentation of exogenous peptide antigen via MH(¢
21 4e-13 25/530 BP  innate immune response
22 5e-13 12/74 BP antigen processing and presentation of exogenous peptide antigen via MH
23 5e-13 8/18 BP  positive regulation of T cell mediated cytotoxicity
24 le-12 16/185  Cance SPANG_LPS-index2
25 5e-12 7114 Glio Donson-immune cell intra signaling—associated with LTS in HGA
26 5e-12 19/316 BP  modulation by virus of host morphology or physiology
27 5e-12 19/316  Canct SPANG_BCL6-index2
28 6e-12 6/8 GSE# ROETH_TERT_TARGETS_UP
29 6e-12 12/91 BP  antigen processing and presentation of peptide antigen via MHC class |
30 le-11 11/74 BP  regulation of immune response
31 2e-11 7116 GSE/ MAHADEVAN_RESPONSE_TO_MP470_UP
32 5e-11 7118 MF  peptide antigen binding
33 9e-11 9/47 BP  antigen processing and presentation
34 2e-10 6/12 GSE/ TSAI_DNAJB4_TARGETS_UP
35 2e-10 9/51 MF  double-stranded RNA binding
36 6e-10 6/14 GSE# XU_AKT1_TARGETS_6HR
37 6e-10 6/14 GSE/ RADAEVA_RESPONSE_TO_IFNA1_UP
38 2e-09 6/16 GSE/ XU_HGF_TARGETS_INDUCED_BY_AKT1_6HR
39 2e-09 6/16 GSE/ ZHANG_ANTIVIRAL_RESPONSE_TO_RIBAVIRIN_UP
40 6e-09 8/52 Chr  Chr HSCHR6_MHC_QBL
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&g n$§§x)n slg[nallng pathway

lefense response to
cytokine-mediated signaling pathway
résponse to virus
immune response
interferon-gamma-mediated signaling f)athway
negative regulation of viral genome replication

antigen processing and presentation of exogenous peptide antigen via MHC ¢

innate immune response

positive regulation of T cell mediated cytotoxicity
modulation by virus of host morphology or physiolo

antlglen processing and presentation of peptide ant%yen via MHC class |

ation of immune response
antigen processing and presentation
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Sample—Overexpression

Spot Summary: G Spot Genelist Geneset Overrepresentation

# metagenes = 11 Rank max e r S bDlescrlptlon Rank p-value #in/all Geneset
ID min e mbo
# genes = 229 y
1 260436 4.41 -1.73 0.46 FDCSP follicular dendritic cell secreted protein [Source:HGNC Symbc 1 8e-82 88/417 H.Tis« WIRTH_Immune system
2 8e-59 7917553 Canc¢ Lembcke_Colonic Inflammation
<r> metagenes =0.99 2 6363 3.84 -1.64 0.79 CCL19 chemokine (C-C motif) ligand 19 [Source:HGNC Symbol;Acc 3e-35 471312 BP  immune response
P
<r>genes = 0.62 £5]. 4e-22 33/265  Glio willscher_GBM_Verhaak-CL_expression_B_up
3 3512 3.8 -2.52 0.56 1GJ immunoglobulin J polypeptide, linker protein for immunoglobu 4e-22 33/265 Glio willscher_GBM_Verhaak-MES_expression_B_up
beta: r2=44.95 / |Og pP= -Inf 6 4e-22 33/265 Glio  willscher_GBM_Verhaak-PNwt_expression_B_down
4 3620 3.29 -136 05 IDO1  indoleamine 2,3-dioxygenase 1 [Source:HGNC Symbol:Acc: 1 4e-22 33/265  Glio willscher_GBM_Verhaak-PNmut_expression_B_down
# samples with SpOt =63 ( 22.9 9 ) 8 2e-20 12/15 CC  MHC class Il protein complex
K ’ 5 10537 3.29 -1.89 0.78 UBD  ubiquitin D [Source:HGNC Symbol;Acc:18795] 9 6e-17 23/162  CC  external side of plasma membrane
Atyplcal 148 ( 64.9 % ) 10 2e-16 17174 BP  regulation of immune response
6 930 328 -112 082 CD19 CD19 molecule [Source:HGNC Symbol;Acc:1633] 11 le-15 14/47 BP  antigen processing and presentation
B 156 (7.1% 12 3e-15 15/60 BP T cell costimulation
asal: 6(7.1%) 7 5730 315 -143 071 PTGDS prostaglandin D2 synthase 21kDa (brain) [Source:HGNC Syn 13 Se-15 28/316  Cance SPANG_BCL6-index2
14 le-14 23/204 BP cell surface receptor signaling pathway
8 6366 315 -126 057 CCL21 chemokine (C-C moif) ligand 21 [Source:HGNC SymbolAcc 19 2e-13 9/16 GSE# FARMER_BREAST_CANCER_CLUSTER 1
16 6e-13 81/2659 CC  plasma membrane
9 57172 31 -2.31 0.69 CAMK1Gcalcium/calmodulin-dependent protein kinase IG [Source:HG 17 le-11 8/16 GSE/# SU_THYMUS
18 3e-11 221269 BP  inflammatory response
lO 4069 3.05 152 062 %4 lysozyme [Source:HGNC Symbol;Acc:6740] 19 3e-11 7711 GSE# .BIOCARTAiTCYTOTOXICiPATHWAY
20 3e-10 37/835 CC integral to plasma membrane
. " . — T cell ignali h
11 9806 3.05 -1.59 0.84 SPOCK2sparc/osteonectin, cwev and kazal-like domains proteoglycar 21 2e-09 12184 BP c.e receptor s‘lgna ng pathway .
22 3e-09 12/87 BP antigen processing and presentation of exogenous peptide antigen via MH
3e-09 6/11 GSE# BIOCARTA_THELPER_PATHWAY
12 4283 2.98 -1.9 0.55 CXCL9 chemokine (C-X-C motif) ligand 9 [Source:HGNC Symbol;Ac 23 © - -
24 6e-09 6/12 GSE# BIOCARTA_CTL_PATHWAY
. 13 962 202 CD48 molecule [ -HGNC Symbol:ACC-1683 25 6e-09 9/43 BP  positive regulation of T cell proliferation
Ove ereW M ap S pOt | 166 0.95 CD48 molecule [Source: ymboliAcc:1683] 26 9e-09 7121 cC clathrin—coated endocytic vesicle membrane
o i 27 9e-09 10/60 BP interferon—gamma-mediated signaling pathway
50 — ]_4 25849 2.86 -141 061 PARM1 prostate androgen-regulated mucin-like protein 1 [Source:H( 28 9e-09 9/45 BP T cell activation
o - 29 1e-08 6/13 Canct GENTLES_modul18
40 - 15 3120 2.85 -1.57 0.37 HLA-DQBm®jor histocompatibility complex, class I, DQ beta 2 [Source: 30 2e-08 7123 cc  integral to lumenal side of endoplasmic reticulum membrane
» _ 31 2e-08 26 /530 BP  innate immune response
16 51755 2.83 -2.17 0.66 CDK12 cyclin—dependent kinase 12 [Source:HGNC Symbol;Acc:242: 32 3e-08 6/15 GSE/ FINAK_BREAST CANCER_SDPP_SIGNATURE
30 33 8e-08 13/140  Lymp DAVE_BL-vs-DLBCL
17 54855 2.8 -2.28 0.76 FAM46C family with sequence similarity 46, member C [Source:HGNC 34 8e-08 7128 CC  transport vesicle membrane
9e-08 40/1167 BP  signal transduction
20 ' '
18 4050 28 -1.39 09 LTB lymphotoxin beta (TNF superfamily, member 3) [Source:HGN 36 2e-07 15/ 204 BP  cytokine-mediated signaling pathway
37 2e-07 5/11 BP positive regulation of B cell differentiation
10 — 19 1236 2.76 -1.33 0.86 CCR7 chemokine (C-C motif) receptor 7 [Source:HGNC Symbol;Ac 38 2e-07 7132 cC  ERto Golgi transport vesicle membrane
39 3e-07 11/106 BP  leukocyte migration
1 20 713 2.72 -1.99 0.76 C1QB  complement component 1, g subcomponent, B chain [Source 40 3e-07 8/49 Glio Donson-innate immunity-associated with LTS in HGA
I I I I
1 10 20 30 40 50 1 10 20 30 40 50
p-values
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Sample—Overexpression

Spot Summary: H Spot Genelist Geneset Overrepresentation

# metagenes = 6 Rank maxe T Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 68
1 3127 447  -124 019 HLA-DRBSjor histocompatibility complex, class II, DR beta 5 [Source: ] 9e-06 10/426  Lympl SPANG_CDA40 6hrs DN
2 4e-05 8/312 BP  immune response
<r> metagenes =0.98 2 3123 3.58 -1.81 0.25 HLA-DRB1ajor histocompatibility complex, class II, DR beta 1 [Source: 3 2e-04 6/204 BP  cytokine-mediated signaling pathway
<r>genes = 0.42 4 4e-04 9/553 Cance Lembcke_Colonic Inflammation
3 6364 3.07 -3.08 0.26 CCL20 chemokine (C-C motif) ligand 20 [Source:HGNC Symbol;Acc 5 5e-04 2/8 GSE# OSAWA_TNF_TARGETS
beta: r2=18.38 / log p= -Inf 6 7e-04 2/10 GSEF LEE_EARLY_T_LYMPHOCYTE_DN
4 169044 2.78 -111  0.36 coL22AKcollagen, type XXII, alpha 1 [Source:HGNC Symbol:Acc:229¢ 7 9e-04 6/274 Lympl SPANG_IL21 DN
. 8 9e-04 2/11 GSE# PAPASPYRIDONOS_UNSTABLE_ATEROSCLEROTIC_PLAQUE_UP
# samples with spot = 50 ( 18.2 %) - - 9 96-04 s/184  CC  lysosome
5 22809 2.1 -1.19 0.63 ATF5  activating transcription factor 5 [Source:HGNC Symbol;Acc:7! e y
Atypical : 41 (55.4 %) 10 1e-03 2/13 MMM MACIEJ_MMML 6
6 6376 205 -153 043  CX3CL1 chemokine (C-X3-C motif) ligand 1 [Source:HGNC Symboly 11 1e-03 3/52 miRN. hsa-miR-513a-5p
12 2e-03 71417 H.Tis¢ WIRTH_Immune system
. 0,
Basal: 3 (3.6 %) 7 428 2 -096 065 MGAT3 mannosyl (beta-14-)-glycoprotein beta-1,4-N-acetylglucos 13 2e-03 2115 CC  MHC class Il protein complex
14 2e-03 2/15 GSE# SABATES_COLORECTAL_ADENOMA_SIZE_UP
8 3902 1.91 -0.73 0.72 LAG3 lymphocyte-activation gene 3 [Source:HGNC Symbol;Acc:64 15 2e-03 2115 GSE# BASSO_B_LYMPHOCYTE_NETWORK
16 2e-03 2/15 GSE# ZHAN_MULTIPLE_MYELOMA_CD1_UP
9 80307 189 _084 064 17 2e-03 9/686 CC  Golgi apparatus
' ’ ' 18 2e-03 3/60 BP  interferon-gamma-mediated signaling pathway
10 10062 1.87 -0.99 0.68 NR1H3 nuclear receptor subfamily 1, group H, member 3 [Source:HC 19 2e-03 3/60 8P Tcel .cosumulat.lon .
20 2e-03 2/16 BP  negative regulation of neurogenesis
. . 2e-03 2/16 GSE/ PARK_TRETINOIN_RESPONSE_AND_PML_RARA_FUSION
11 9235 1.87 -1.47 0.61 1L32 interleukin 32 [Source:HGNC Symbol;Acc:16830] 21 € - - == -
22 2e-03 3/65 CC  lysosomal lumen
23 3e-03 2/19 BP negative regulation of extrinsic apoptotic signaling pathway via death doma
12 11067 1.82  -1.18 053  Cl0orflochromosome 10 open reading frame 10 [Source:HGNC Symt 24 36-03 4143 ME  transmembrane signaling receptor activity
. . § 25 3e-03 2/21 cc clathrin—coated endocytic vesicle membrane
OVe ereW M ap S pOt 13 sowe2 179 097067 ATHLL  ATHL, acid trehalase-like 1 (yeast) [Source:HGNC Symbol:A 26 4e-03 2122 MF  Rab guanyl-nucleotide exchange factor activity
- 27 4e-03 3/76 BP  defense response
50 14 s8e4 1.76 -1.54  0.69 RUNX3 runt-related transcription factor 3 [Source:HGNC Symbol;Acc 28 se-03 2723 cC  integral to lumenal side of endoplasmic reticulum membrane
29 5e-03 3/84 BP T cell receptor signaling pathway
84446 1.74 -1.13  0.68 BRSK1 BR serine/threonine kinase 1 [Source:HGNC Symbol;Acc:18¢ -
40 - 4 30 5e-03 3/86 Lymp ROSOLOWSKI_red total
31 5e-03 3/87 BP antigen processing and presentation of exogenous peptide antigen via MH
16 441168 1.72 -0.96 0.64 FAM26F family with sequence similarity 26, member F [Source:HGNC 32 6e-03 2/28 CC  transport vesicle membrane
30 33 6e-03 2/28 TF Tit VAQUERIZAS_Liver
17 2120 1.7 -1.04 072  ETV6 etsvariant 6 [Source:HGNC Symbol;Acc:3495] 34 6e-03 2729 TF Tic VAQUERIZAS_Lymph node
8e-03 2132 CC ERto Golgi transport vesicle membrane
2
0 18 7127 1.66 -0.92 0.42 TNFAIP2tumor necrosis factor, alpha-induced protein 2 [Source:HGN( 36 8e-03 2/33 BP  defense response to Gram—positive bacterium
37 8e-03 1/2 miRN miR-193a
10 — 19 64780 1.54 -0.81 0.72 MICAL1 microtubule associated monooxygenase, calponin and LIM d¢ 38 9e-03 2/34 BP  positive regulation of tumor necrosis factor production
39 9e-03 2735 CC trans—-Golgi network membrane
1 20 65108 1.52 -1.44 052 MARCKSMARCKS-like 1 [Source:HGNC Symbol;Acc:7142] 40 9e-03 5/316 Canct SPANG_BCL6-index2
I I I I
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k P -yalue g}?{?” ﬁ nse — #}Qg?” grﬁ&!% @lIomc Inflamma(lon — z ?}ng?” éset
4 6 / 204 cytokine-mediated signaling pathway 5/316 SPANG_BCL6-int 2/15 MHC class Il proteln complex
e interferon-gamma-mediated s|gna||ng pathway 5e-02 1/ ENTLES_modi I e 9/686 Golgi apparatus
e-0: /60 T cell costimulation 6e-02 1/15 LIU PROSTATE_CANCER_DN e-0. /65 lysosomal lumen
e-0. 116 negative regulation of neurogenesis 2e-01 21185 S| G_LPS-ini e-0. /21 clathrin—coated endocytic vesicle membrane
e—0: /19 negative regulation of extrinsic apoptotic signaling pathway via death domain 9e-01 1/530 Lembcke_Normal vs Aden 4e-0 123 integral to lumenal side of endoplasmic reticulum membrane
4e-0; 176 defense response 1e+00 0/15 RHODES” CANCER META SIGNATURE e—0; /28 transport vesicle membrane
e—0: 184 T cell receptor signali é; pathway 1e+00 0/16 RHODES”UNI DIFFERENTIA‘I’ED CANCER e—0; /32 ER to Golgi transport vesicle membrane
e—0: 187 antigen processing and presentation of exogenous peptide antigen via MHC ¢ 1e+00 0/15 SOTIRIOU BREAST CANCER_GRADE_1_VS_3 D e-0. /35 trans—Golgi network membrane
e—0 133 defense response to Gram-positive bacterium 1e+00 0/15 SOTIRIOU BREAST _CANCER_GRADE_1_VS_3_l U 1e-0 4/215 lysosomal’ membrane
e—0: 134 positive regulation of tumor necrosis factor production 1e+00 0/10 LIU EAST CANCER 2e-0. 2146 endocytic vesicle membrane
e-0; 138 positive regulation of |nter|euk|n 6 production 1e+00 0/14 LIU COMMON CANCER_GENES 2e-0 71683 extracellular space
e-0: /123 defense response to vi 1e+00 0/14 LIU_LIVER_CANCER 4e-0; 177 Iate endgsome membrane
e-0: 145 positive regulation of catalync activity 1e+00 0/14 LIU”] PROSTATE . CANCER_UP 40 178
e-0. 147 antl%en processing and presentation 1e+00 0/14 WANG_ER 56-0 112 exocyst
e-0: /141 ive regulation of I-kappaB kinase/NF-kappaB signaling 1e+00 0/ WANG ER_ 56-0 188 nucleay clhroma in
e—0: 166 ipid catabolic process 1e+00 0/16 WOLFER overlalg enes 7e-0: 4380 mtrace Iu lar membrane- bounded organelle
e-0. 1174 cellular response to DNA damage stimulus 1e+00 0/12 BEN-P 8e-0 1/19 histone methyltransferase complex
4e-0: 173 cellular resBonse to lipopolysaccharide 1e+00 0/15 EN—PORATH upP 9e-0: 1/23 clathrin adaptor complex
4e-0; 110 biotin metabolic process 1e+00 0/15 GENTLES_modull le-0: 1/29 dendritic shaft
r —value J@%aﬁﬁ j Ilo = j
P ﬁ;n{&u Geneset s figjall - GRRGSEle o prpvalue  fip/all - GENESEh) srow procomcs 1 up
Chr 6 0.8 1/375 GUDé_Ipsorlass down /15 Nson-— okines— assoc1aled with LTS in HGA
019 / Chr HSCHR6_MHC_QBL 1.0 0/17 BCHETNIA_EBM up 009 /265 willscl I:‘I_Ga Ver*laa ~CL_expression_B_up
.21 3/ Chr 22 1.0 o/ BCHETNIA_EBM down 0.09 /265 willscher_GBM”Verhaak-MES_expression B _u
. 41602 Chr 10 1.0 0/26 BCHETNIA_EBM-| DM up 0.09 /265 willscher_GBM_Verhaak—PNwt_expression_B_down
. 4/ Chr 16 A 0/0 0.09 1265 willscher_GBM_Verhaak-PNmut_expression_B_down
. 3/ Chr 15 A 0/0 0.11 128 Barbus_GB STS _vs. LTS
. 3/ Chr 14 A 0/0 0.12 132 Donson-Misc immune flinction-associated with LTS |n HGA
. 4/ Chr 17 A 0/0 0.18 149 Donson-innate immunity—associated with LTS in
. 1/ Chr 21 A 0/0 0.18 149 Vlshal subnetwork signature of survival in GBM
. 4/ Chr11 A 0/0 0.20 155
. / Chr 18 A 0/0 0.21 157 evelopln%astrocyles
X Chr8 A 0/0 0.25 170 willscher GBM proteomics_wtOnly_Spot.
. Chr 12 A 0/0 0.32 195 GBM_MGMTmethyl_up VS nonmethyl
X Chr 9 A 0/0 0.35 /105 WIIIScherEBM | _proteomics_wiOnly_Spoti
. Chr 2 A 0/0 0.48 /391 .
X 1743 Chr7 A 0/0 0.50 /169 W|IIscﬁerﬁGBMiprmeom|csim0nly7D|fferenceI|st7
. Chrl A 0/0 0.74 /328 Y
. Chr3 A 0/0 0.79 /379 Down_a
. Chr X A 0/0 1.00 0/14 VERHAAK_CL subtype
nESL il BRue gingall  Geneset,e . AR aepeser, .o
LEE_EARLY T LYMPHOCYTE DN .000 0/5 WIRTH Pituitary gland 1274 SPANG IL21 DN
PAPASPYRIDONOS UNSTABLE ATEROSCLEROTIC _PLAQUE_UP .000 0/26 WIRTH_Pancreas 186 ROSOLOWSKI_red total
SABATES_COLORECTA DENOM. .000 0/13 WIRTH_Sec. I¥mphoId organs 138 ROSOLOWSKI_blue DOWN
ASSO FLYMPHOCYTE NETW RI( .000 0/12 WIRTHZPrim. lymphoid organs 154 SPANG_BAFF
ZHAN T Y .000 0/10 WIRTH B—cells 1 MAS!
PARK_TRETINOIN SE AN'D PML RARA_FUSION .000 0/13 WIRTH“I'OnSII 169 SPANG_LPS 6hrs DN
G_GLUTAMINE DEPRIVATIO .000 0/13 WIRTH Thym /13 BENTINK_mBL DOWN
ST _INTERLEUKIN I3 .000 0/12 WIRTH Lymphocytes 116 WRIGHT “"ABC U
ST_IL 13 PATI .000 0/6 WIRTH_Bone marrow 122 DAVE NFkB DN
SA SIG ING .000 0/400 WIRTH”Nervous System /140 E_BL-vs-DL
GINESTIER ST _CANCER ZNF217 AMPLIFIED_DN .000 0/14 WIRTH Globus pallidus /327 SPANG CD40 6hr5 UP
MYLLYKANGAS AMPIIFICATION HOT SPOT 15 :000 0/15 WIRTH Telencephalon 1755 |
FL CHI NER PB NEY TRANSPLANT_REJECTED_VS_OK_UP .000 0/13 WIRTH”Cortex cerebri 4852 SF’ANG BCR
’8 STEM CE .000 0/16 WIRTH Hlppocampus 1/250 LENZ_Stromal signature 1
BUTSU SENSITIVITY TO MITOMYCIN .000 0/13 WIRTH Thalamus 1/275 ZHANG DLBCL mutated
NIELSEN LIPOSARCO .000 0/15 WIRTH Cerebellum 1/291 SPANG1L21 UP
TASTE, TRANSDUCTION .000 0/120 WIRTH Tes 0/ BENTIN'K_mBL Ul
S YP E_|_INTERFERON_PATH .000 0/50 WIRTH” Homeostasls 0/ AVE_BL_DN
GOERING_BLOOD_HDL _ CHOLESTEROL _QTL_CIS .000 0/62 WIRTH Liver o/ DAVE BLTnter

ﬁ} I:M?” %r%mg%e signaling receptor activity J éozt e %A” @8}&‘-‘3?9t é}g‘!ﬁ ﬁ%ﬁ ?ﬁ:§gt\oma papillary
2122 Rab guanyl-nucleotide exchange factor activity 0.07 /18 CGCT-503 0/34 Pancreatic cancel
%;22 grn]é%rgﬁlggtglgtlelrwactlvny 883 Hgo gTAGC—lag 8; % glloblastoma mluluforme somatic
. astrointestinal
4288 protein kinase binding 0.09 1261 CTCA-125B--125A 0/ F’m?nary adenoma
1/10 endodeoxyribonuclease activity 0.14 1314 TTGC-130A--301--130B 0/36
1/10 hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in cyclic 0.16 141 GTCA-378 0/27 C Iorectal cancer
1/10 hydrolase acnvn acnng on glycosyl bonds 0.18 148 CCAT-432 0/ 8 lenomas, multlple colorectal
1/11 F ospholipase C activity 0.18 149 AGGA-483 0/35 Prostate canci
1/11 au—protem kinase activ ty 0.20 /55 GGGG-296 0/11 Alzhelmerdlsease susceptibility to
1/12 histone methyltransferase activity (H3-K4 specific) 0.21 156 GTGG-197 0/ Schlzophrenla susceptlm ity to
2187 ligase activity 0.21 41577 GTGC 506 0/ Parklnson
5/500 sequence-specific DNA binding 0.22 160 0/23 ?atocelluIar carcinoma
%5 8 rsll')_lo;gcleasegctévny 8%2 542118 'I'rTG 19A——1QB 0/29 elanoma and neural system tumor syndrome
7 lomain bindin . 4 ACAT-1--206 0/30 Ovanan cancer
1/18 %mma—tubulm blngmg 0.27 75 CCAG 33 0738 Breastcancer
1/20 'W domain binding 0.27 246 CT-3. 0/15 Gastric cance!
1/21 Rac GTPase binding 0.27 76 GGCC 193A——1938 0/4 ‘Thyroid carcmoma follicular
2/121 cytokine aCllVlY 0.29 183 GCAC-18A-- 0/36 Lung cancer
1/24 cytokine receptor activity 0.29 /183 AGGA-516~ 3P 0/12 Bladder cancer
e IR AR L phdl Dase VYW &
- -y
l I Lﬁr@qg§a éom Ibe I a-5p 1001 ARG hvL 6
0/11 let-7a 0.039 176 0.012 1/ IACIEJ”]| L7
0/6 let-7b 0.052 113 R 574 3p .000 0/16 ACIEJ] L
0/4 let-7c 0.056 114 .000 0/13 ACIEJ”] L 10
0/6 et-7d 0.058 195 -133b .000 0/ ACIEJ”] L 13
0/4 et-79 0.059 ! 133a .000 0/ ACIEJ”] L 14
0/13 miR— 0.070 1106 —-361-5p .000 0/11 ACIEJ”] L 15
0/5 miR-10: 0.072 1108 49b .000 0/15 ACIEJ”] 6
0/2 miR-101b 0.086 1119 .000 0/ ACIEJ”] L17
0/4 miR-106b 0.090 123 .000 0/14 ACIEJ”| L 19
0/2 miR-107 0.094 1264 49a .000 0/4 ACIEJ”] L
0/4 miR-122 0.102 1132 85-5p .000 0/5 ACIEJ| L 20
0/2 miR-124a 0.112 1285 .000 0/15 ACIEJ”] L 22
0/ miR-125a 0.120 131 .000 0/4 IACIEJ”]| L 23
0/ miR-125b 0.123 132 — 89 .000 0/12 IACIEJ]| L 24
0/ miR-126 0.130 134 hsa-miR-615-5p .000 0/14 IACIEJ]| L 26
0/ miR-127 0.130 134 hsa—mi -1226 .000 0/ ACIEJ] L 27
. 0/ miR-128 0.134 135 -588 .000 0/ IACIE L 28
. o/ miR-128b 0.148 139 hsa mlR 502-3p .000 0/ ACIEJ”] L 29
. 0/2 miR-. 0.148 139 hsa-miR-501-3p .000 0/11 ACIEJ] L
a@ n\Mlﬁ%a” &E&%g&I}7PISK7UP ah_k 93 value gjnggj” E}@QIEIT hlgh expression TF am booéﬁwg%a" ﬁ L%t Liver
0/15 0.8 411233 KIM_MYC tar?T 0.006 2129 VAQUERIZASLymph node
0/12 0.9 3/1146 HEBENSTREIT_low expression TF 0.027 2162 VAQUERIZAS” Luni
0/11 .0 0/14 O C 0.056 1/14 VAQUERIZAS Fetal liver
0/14 .0 0/5 0.064 1/16 VAQUERIZA Sallvary gland
0/12 .0 0/63 YCﬁar ets UP 0.079 1/20 VAQUERIZAS Bone marrow
0/11 .0 0/9 chargets DOWN 0.083 1/21 VAQUERIZA 70ns|l
e § Y mvcmmoss GH LB VewssAsmnped
. cycle X S un,
0/14 .0 0/2 YCECeII c;%cle DOWI 0.145 1/38 VAQUERIZAS Testis o
A 0/0 .0 0/4 Cell growth and prohferauon uP 0.155 1/41 VAQUERIZAS Thymu
ﬁ 8;8 .8 8;; YE_;IR‘rRmatm modification UP 8%1212 H?[zu VA Rl%ﬁs_Whole I?Iood
. = epalil . eneral
A 0/0 .0 0/3 YC_DNA replication UP 1.000 0/40 VA UERIZAS_FetaI brain
A § g% e oo R
. X rostate
A 0/0 0 0/16 YC_Protein synthesis degradation UP 1.000 0/43 VAQUERIZAS Uterus
A 0/0 .0 0/8 YC_RNA processing binding UP 1.000 0/12 VAQUERIZASKidne?
A 0/0 .0 0/2 YC_Signal transduction up? 1.000 0/22 VAQUERIZAS™Spinal cord
A 0/0 .0 0/3 YC_Tumor supressor genes UP 1.000 0743 VAQUERIZAS_Whole brain
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Sample—Overexpression

Spot Summary: |

# metagenes = 3
# genes = 89

<r> metagenes = 0.98
<r>genes =0.44
beta: r2=19.35 / log p= -Inf

# samples with spot = 46 ( 16.7 %)
Atypical : 21 (28.4 %)
Classical : 2 (6.2 %)

Basal : 5(6 %)

Overview Map
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Spot Genelist

Rank
ID

347733
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6358
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max e
min e

3.34 -1.41
3.19 -1.49
2.7 -1.57
2.45 -0.92
2.36 -1.6
2.35 -1.37
2.29 -1.94
2.24 -1.01
2.23 -2.24
2.2 -1.21
2.2 -1.29
2.16 -1.27
214 -0.7
214 -1.67
2.07 -0.95
2.03 -1.02
1.96 -0.98
191 -0.89
19 -0.76
1.88 -1.23

r

0.47

0.74

0.74

0.74

0.74

0.64

0.67

0.37

0.55

0.7

0.54

0.57

0.46

0.51

0.58

0.81

0.64

Description
Symbol

TUBB2B tubulin, beta 2B class IIb [Source:HGNC Symbol;Acc:30829]
APOD  apolipoprotein D [Source:HGNC Symbol;Acc:612]

DARC Duffy blood group, atypical chemokine receptor [Source:HGN
CCL14 chemokine (C-C motif) ligand 14 [Source:HGNC Symbol;Acc
MGP matrix Gla protein [Source:HGNC Symbol;Acc:7060]

MFAP4 microfibrillar-associated protein 4 [Source:HGNC Symbol;Ac
SPARCLISPARC-like 1 (hevin) [Source:HGNC Symbol;Acc:11220]
DPT dermatopontin [Source:HGNC Symbol;Acc:3011]

IGFBPS5 insulin-like growth factor binding protein 5 [Source:HGNC Sy
TMEM11@&ansmembrane protein 119 [Source:HGNC Symbol;Acc:278¢

C8orf4 chromosome 8 open reading frame 4 [Source:HGNC Symbol

LEF1  lymphoid enhancer-binding factor 1 [Source:HGNC Symbol;/
PDK4  pyruvate dehydrogenase kinase, isozyme 4 [Source:HGNC S
CPA3  carboxypeptidase A3 (mast cell) [Source:HGNC Symbol;Acc:
L33 interleukin 33 [Source:HGNC Symbol;Acc:16028]

CADM1 cell adhesion molecule 1 [Source:HGNC Symbol;Acc:5951]
CLDNS5 claudin 5 [Source:HGNC Symbol;Acc:2047]

FCN1 ficolin (collagen/fibrinogen domain containing) 1 [Source:HG!
CXCL12 chemokine (C-X~-C motif) ligand 12 [Source:HGNC Symbol;/

CTSG cathepsin G [Source:HGNC Symbol;Acc:2532]

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

Density

p-value #in/all Geneset
5e-10 127190 CC  extracellular matrix
5e-10 20/683 CC extracellular space
1e-08 24/1182 CC extracellular region
le-08 141375 Disea GUDJ_psoriasis down
3e-07 13/403 BP  cell adhesion
4e-07 4112 GSE# BERTUCCI_INVASIVE_CARCINOMA_DUCTAL_VS_LOBULAR_DN
6e-07 4/13 Cance GENTLES_modull17
5e-06 5/46 Glio OLvs.OPC
7e-06 817183 CC  proteinaceous extracellular matrix
2e-05 5/59 Lymp! LENZ_Stromal signature 2
2e-05 3/10 BP germ cell migration
5e-05 3/14 GSE# SMID_BREAST_CANCER_RELAPSE_IN_LUNG_DN
7e-05 3/15 GSE/# TAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_10D_DN
8e-05 3/16 CC  dystrophin-associated glycoprotein complex
le-04 3/17 MF  metallocarboxypeptidase activity
le-04 3/19 BP  calcium-independent cell-cell adhesion
le-04 3/19 BP  positive regulation of epithelial to mesenchymal transition
le-04 3/19 TF Tis VAQUERIZAS_Pituitary
2e-04 3/20 BP complement activation
2e-04 2/4 GSE# LU_TUMOR_ENDOTHELIAL_MARKERS_DN
2e-04 11/553 Canct Lembcke_Colonic Inflammation
2e-04 4155 Glio OLvs. MOG- OL
3e-04 3/23 MF  peptidase inhibitor activity
3e-04 215 GSE# SMIRNOV_CIRCULATING_ENDOTHELIOCYTES_IN_CANCER_DN
4e-04 917407 BP  blood coagulation
4e-04 3/27 BP  negative regulation of smooth muscle cell proliferation
5e-04 4/68 Glio cultured astroglia vs. in vivo astrocytes
6e-04 3/31 BP  vasculature development
8e-04 3/34 MF  endopeptidase inhibitor activity
9e-04 4179 MF  serine-type endopeptidase inhibitor activity
1le-03 2/9 GSE# LEE_LIVER_CANCER
1le-03 2/9 GSE# LEE_LIVER_CANCER_TOP50
1le-03 5/142 MF  carbohydrate binding
1e-03 4185 MF  integrin binding
1e-03 2/10 BP  angiotensin maturation
1le-03 2710 BP cellular response to thyroid hormone stimulus
1le-03 2/10 GSE# LU_TUMOR_VASCULATURE_DN
1le-03 2/10 GSE/ FERRANDO_LYL1 _NEIGHBORS
1le-03 2/10 GSE/ EHRLICH_ICF_SYNDROM_UP
1le-03 2/10 GSE# REACTOME_INTRINSIC_PATHWAY
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k ?e (Ié %IPX@II %P@he? e-07 4#II:’lI£aII &%Hﬁé%odulﬂ . #JII‘I{Q)II extraceﬁ%r matrix
germ cell mlgratlon 2e-04 11 /553 Lembcke CTolonic Inflammation 0/ 683 extracellular space
3 / 19 calcium—indépendent cell-cell adhesion 3e-03 2/15 GENTLES _modul13 4/1182 extracellular region
3/19 positive regulation of epithelial to mesenchymal transition 5e-02 1/15 LIU PROSTATE CANCER_DN /183 proteinaceous extracellular matrix
3/20 complement activation 6e-02 1/12 EN-PORATH DN /16 dystrophin—associated glycoprotein complex
91407 blood coagulation 7e-02 1/14 LIU PROSTATE_CANCER_UP /41 transport vesicle
3/27 negative regulation of smooth muscle cell proliferation 8e-02 1/15 OTIRIOU BREAST CANCER_GRADE_1_VS_3 DN 143 platelet aIpha granule lumen
3/31 vasculature development 2e-01 37316 SPANGiBCLG_flndex? /50 coated p
2/10 angiotensin maturation 6e-01 1/185 SPANG_LPS-index2 162 sarcolem
2/10 cefllular response to thyroid hormune stimulus 8e-01 21530 Lembcke. Normal Vs Ad 41162 external slde of plasma membrane
2111 blood coagulation, intrinsic ﬁath 1e+00 0/15 HOD S_CANCER M SIG ATUR E 192 tight junction
2/12 mRNA transcription from RNA polymerase Il promoter 1e+00 0/16 RHODES UNDIFFERENTIA‘I’ED CANCE| 2/38 cytoplasmic side of plasma membrane
2112 regulation of glucose metabolic process 1e+00 0/15 SOTIRIOU BREAST _CANCER_GRADE_. 1 VS_3_UP 4/198 transcrlptlon factor complex
3/45 negative regulation of angiogenesis 1e+00 0/10 LIU BREAST CANCER 41207 lendrit
61242 extracellular matrix organization 1e+00 0/14 LIU_COMMON CANCER GENES /61 secretory granule
4199 glucose metabolic process 1e+00 0/14 LUl LI\/ER CANCI 1 /2659 plasma membrane
2114 regulation of Wnt signaling pathway 1e+00 0/14 WANG UpP 66 synaptic vesicle
3/51 ostegblast differentiation 1e+00 0/9 WANG ER DN 110 paranode reglon of axon
47114 ositive regulation of cell migration 1e+00 0/16 WOLFER_overlap genes /11 Schmidt-Lanterman incisure
5/188 rain development 1e+00 0/15 BEN-PORATH_UP 112 platelet alpha granule
#loall - Geneset ISGASC o geneser, o, #njall - Geneset
6/6 Chr4 8e-01 21572 GUDJ_psoriasis up 4/55 ?
1371720 Chrl 1e+00 0/17 BCHETNIA_EBM up 468 cul!ured astro%lavs in vivo astrocytes
. 71914 Chr3 1e+00 0/ BCHETNIA_EBM down 172 GIEZELT G STSwt_down_VS’ LTSwt
. 5/602 Chr 10 1e+00 0/26 BCHETNIA_EBM- DM up /85 laffaire. hygermeth LGG_vs_control
. 41534 Chr 8 NA 0/0 1105 willscher. _e/ﬁleomlcs “WtOnly_Spoti
. 5/699 Chrs NA 0/0 14 willscher_GBM_Verhaak—| PNmut expressmn A_down
. 5/714 Chr6 NA 0/0 1110 Christensen_hypermethylat _grade3_asfrocytoma
. 41633 Chr9 NA 0/0 /112 Christensen_} hypermenylated in_grade2_oli oastrot):&vtoma
. 6/1033 Chr2 NA 0/0 149 Donson-innate immunity—-associated with HG.
. 5/866 Chr 12 NA 0/0 1132 Christensen_hypermethylated_in_grade3_oligoastrocytoma
. 41743 Chr7 NA 0/0 17 oligodendrocytes_glio
. 1187 Chr 21 NA 0/0 /142 Christensen, ¥permethylaled in_grade2_oligodendroglioma
. 1232 Chr 18 NA 0/0 /18 Donson-migration tethering and rolling—associated with LTS in HGA
. 1504 Chr 15 NA 0/0 /83 Chnslensen hypermethyla ed_in_secondary_glioblastoma
5 1280 Chr13 NA 0/0 /85 ZELT_G! VS TIT
. 1630 Chr X NA 0/0 /16 wIIscherTSBM STSwt proreomlcs 0 U
X /386 Chr 22 NA 0/0 /33 willscher_GBM”proteomics_wtOnly_Spol
. 1918 Chr17 NA 0/0 /53 Christensen Bﬁ/permethylaled in pnmarg glloblastoma
. 1957 Chr11 NA 0/0 /54 willscher_GBM_proteonics_wfOnly_Spof
Bl | iSQie 4 JTHALIQIL),
e-07 fIIMaII &QI:IE%?I"NVASIVE CARCINOMA DUCTAL VS LOBULAR_DN nk .002 ue g}[’l!a” %E‘n—?i@tlymphmd organs I Il @ r%%tal 5|gnaturez
5e-0! 114 SMID_BREAST _CANCER RELAPSE_IN_LUNG DN 0.068 1/13 WIRTH Thalam 1250 LENZ_Stromal signature 1
7e-0! 115 TAKEDA TARGETS OF NUP98 HOXA9_FUSION_10D_DN 0.074 1/14 WIRTH GIObUS pallldus 14 WRIG'I'—IT custom GCB-DLBCL UP
e-04 14 LU TUMOR_ENDOTHELIAL MARKERS DN 0.084 1/16 WIRTH_Hippocampus 112 DAVE
e—04 ! SMIRNOV_CIRCULATING_ENDOTHELIOCYTES_IN_CANCER_DN 0.132 1/26 WIRTH_Pancreas 113 ENTINK”_mBL DOWN
e-0: ! LEE_LIVER CANCER 0.372 37400 WIRTH Nervous System 114 WRIGHT “GCB UP
e—0: A LEE_LIVER_CANCE! 0.501 1/127 WIRTH Muscle 116 WRIGHT_ABC
e-0: 110 O LATURE_DN 1.000 0/5 WIRTH_| Pnunary gland 41327 SPANG CD40 Ghrs upP
e-0: 110 ERRANDO_LYL1 NEIGHB! 1.000 0/417 WIRTH_Immune system 124 SPANG_BAFF 9hrs UP
e-0: /110 EHRLI | 1.000 0/12 WIRTH_Prim. lymphoid organs /28 DAVE_Immune response 1
/10 EACTOME INTRINSIC 1.000 0/10 WIRTH_B-cells /100 ROSOLOWSKI blue total
/111 R) IFEN RESIS 'ANCE_UP 1.000 0/13 WIRTH Tonsil 1274 SPANG_IL21
e /11 RIGGI EWINGSARCO A PROGENITOR_DN 1.000 0/13 WIRTH Thymus /291 SPANGT| IL21
112 Hl_SPAI T/ 1.000 0/12 WIRTH Lymphocytes /118 SPANG_| LPS 6hrs UP
112 Ll LIVER NCI F DI 1.000 [ WIRTH_Bone marrow /140 DAVE BL-vs-DLBCL
112 ZHAN_MULTIPLE_MY! MA DI 1.000 o/ WIRTH Telencephalon 1275 ZHANG DLBCL mutated
112 Z| V1 LATE DI FERENTMTION GENES upP 1.000 [ WIRTH_Cortex cerebri 1755 SPANG_BCR UP
113 KAYO CALORIE_RESTRIC 1.000 0/ WIRTH Cerebellum 1852 SPANG _BCR DN
113 EGG_RENI NSI 1.000 o/ WIRTH Tes! 0/13 BENTINK_mBL UP
114 VECCFII |_GASTRIC_CANCER_EARLY_DN 1.000 O/..U WIRTH_ Homeostasls 0/18 DAVE_BL Tnter

I.I'<_ pe_é{‘alue ?I E‘Ia” ﬁ, RIS I%peptldase activity I éol € M AII &Epg&%——zooc——ug éIgsI é}"g Eeﬁﬁ\oma papillary
e-04 3/23 peptldase inhibitor activi 0.03 3/120 GAGC: 0/34 Pancreatic cancel
3/34 endopeptidase inhibitor acl K 0.03 2/5 GCAA-! 502 0/22 Ghloblastoma multiforme, somatic
4179 serine-type endo J)epudase inhibitor activity 0.04 2/5 ATCT-31 0/21 Gastrolnte tinal
5/142 carbohydrate bin 0.04 3/136 GCAT-105 0/ I ul ary adenoma
485 |me rin binding 0.05 41247 GTGC—QG 0/36
2/13 polgmerase Il transcription regulatory region sequence-specific DNA bir 0.06 3/165 TTTG-5: 0/27 c Iorectal cancer
41112 hepann din 0.06 217 GGCC 193A~193B 0/ 8 lenomas, multlple colorectal
21 carboxyp eplldase activity 0.12 31220 CATT-203 0/35 Prostate canci
9/579 calcium ion binding 0.12 21110 CAGC 512 3P 0/11 Alzheimer dlsease susceptibility to
3/62 rotease binding 0.13 2/116 0/ Schlzophrenla susceptlm ity to
31/ DZ domain binding 0.16 21129 0/ Parkmson \
2126 E-box binding 0.16 3/252 AGCA—93——302A——302B——302C——302D——372——373——520E——520A——526 0/23 ﬁ)atocellu ar carcmoma
2127 RNAp e/merase 1} regulatory region sequence-specific DNA binding 0.17 1/35 0/29 elanoma and neural system tumor syndrome
41156 protein C—terminus bindin 0.19 2/145 1 0/30 Ovanan cancer
2/36 cell adhesion molecule binding 0.19 41415 TI'TG “19A--198B 0738 Breast cancer
2/37 RNA polymerase Il core promoter proximal region sequence-specific DNA bir 0.20 1/40 GTAA-200A 0/15 Gastric cancel
4/186 structural molecule activity 0.21 1/43 CCCA—299 3P 0/4 Thyroid Carcinoma, follicular
2142 DNA binding, bending 0.22 1/45 0/36 Lung cancer
2143 chemokine activity 0.23 1/48 ACAT 190 0/12 Bladder cancer
Ml G LWNINALELUE LS Base VDA S35 ceness
I !an%§et .002 I .01 / ACIEJ L 32
1/ miR-205 0.005 3/64 .00 0/16 ACIEJ] L
1/ miR-221 0.007 2124 .00 0/13 ACIEJ] L 10
1/ miR-222 0.036 2155 -miR— .00 0/7 ACIEJ”] L13
1/26 miR-21 0.048 5/364 .00 0/9 ACIEJ”] L 14
0/11 let-7a 0.059 41269 244 .00 0/11 ACIEJ”] L 15
0/ let-7b 0.060 5/387 .00 0/15 ACIEJ”] L 16
0/4 let-7c 0.061 2174 .00 0/2 ACIEJ”] 7
0/6 let-7d 0.063 6/517 .00 0/14 ACIEJ”] L 19
0/4 let-7g9 0.065 37169 b .00 0/4 ACIEJ”| L
0/13 miR-. 0.066 5/399 .00 0/5 ACIEJ”] L 20
0/5 miR-10: 0.068 1/13 .00 0/15 ACIEJ”] L 22
0/2 miR-101b 0.074 5/412 .00 0/4 ACIEJ”] L 23
0/4 miR-106b 0.077 6 /545 3 .00 0/12 IACIEJ”]| L 24
0/2 miR-10’ 0.087 6 /565 .00 0/14 IACIEJ]| L 26
0/4 miR-122 0.095 3/199 .00 0/2 IACIEJ]| L 27
0/2 miR-124a 0.103 1/20 .00 0/5 ACIEJ] L 28
0/6 miR-125a 0.110 6/603 .00 0/6 ACIEJ] L 29
0/9 miR-125b 0.116 3/218 .00 0/11 ACIEJ] L
0/5 miR-126 0.128 1/25 hsa-miR-1273 .00 0/14 ACIEJ] L 30
AUNLL K pvalue # Kk basue
a r} %{a” ahk .05 alue ﬁ“ﬂ{ﬁu EI\%SI’QIE low expression TF ahk P —-04 ﬂ[ﬂg all ﬁ U L _Pituitary
0/13 0.98 2/1095 HEBENSTREIthQh expression TF e-02 137 /AQUERIZAS Prostate
0/15 .00 1/1233 KIM MYCI r efs e-02 139 VAQUERIZAS Thyroid
0/12 .00 0/14 e-02 /40 VAQUERIZA Fetal braln
0/14 .00 0/5 e-02 143 VAQUERIZA Ie
0/12 .00 0/63 YCﬁar ets UP e-02 /16 VAQUERIZAS] I h roid
0/11 .00 0/9 YCjargets DOWN e-01 120 VAQUERIZAS Adrena cortex
0/15 .00 0/4 YC_Apoptosis UP e-01 /121 VA UERIZAS Tonsil
0/13 .00 0/8 'YC”Cell cycle UP e-01 /29 UERIZAS” Smuoth muscle
0/14 .00 0/2 YC Cell cycle DOW e-01 /29 VA UERIZAS”Lymph node
0/0 .00 0/4 Cell growth and prohferauon uP e-01 /38 VAQUERIZAS Testis
0/0 .00 0/2 C_"hromatln modification UP e-01 /41 VAQUERIZAS Thymus
0/0 .00 0/7 'YC”DNA repai e-01 /43 VA UERIZAS‘WhoIe braln
0/0 .00 0/3 YC_DNA repllcatlon UP e-01 144 VAQUERIZAS”Plac
0/0 .00 0/2 ECM cell adhesion DOWN e-01 162 VA UERIZAS‘WhoIe blood
0/0 .00 0/20 'YC”Metabolism UP e+00 0/28 VAQUERIZAS  Liver
0/0 .00 0/16 YC_Protein synthesis degradation UP e+00 0/144 VA UERIZAS_GeneraI
0/0 .00 0/8 YC_RNA processing binding UP e+00 0/12 VAQUERIZAS Kidne:
0/0 .00 0/2 YC”Signal transduction UP e+00 0/22 VAQUERIZAS”Spinal cord
0/0 .00 0/3 YCZTumor supressor genes UP e+00 0/7 VAQUERIZAS”Appendix




Sample—Overexpression

Spot Summary: J

# metagenes = 10
# genes = 211

<r> metagenes = 0.98
<r>genes = 0.51
beta: r2=11.17 / log p= -Inf

# samples with spot = 30 ( 10.9 %)

Atypical : 22 (29.7 %)
Classical : 1 (3.1 %)

Basal : 3 (3.6 %)

Overview Map
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Spot Genelist

Rank

ID
1 125050
2 84061
3 126205
4 51326
5 401261
6 79058
7 618
8 400818
9 29944
10 4851
11 25862
12 136051
13 23466
14 85452
15 55876
16 80224
17 375775
18 728903
19 399761
20 286257

max e
min e
2.79 -0.87
1.78 -1.53
1.77 -1.63
1.73 -1.07
1.68 -0.87
1.66 -1.01
1.64 -1.41
1.62 -1.99
1.58 -0.69
1.57 -1.35
1.53 -1.56
151 -1.26
1.49 -1.42
1.49 -1.23
1.48 -0.91
1.47 -1.22
1.46 -0.65
1.45 -1.04
1.43 -1.23
1.42 -0.82

r

0.28

0.84

0.93

0.41

0.63

0.41

0.69

0.61

0.44

0.93

0.92

0.45

0.78

0.71

0.9

0.63

0.66

0.72

0.51

Description
Symbol

RN7SK RNA, 7SK small nuclear [Source:HGNC Symbol;Acc:10037]
MAGT1 magnesium transporter 1 [Source:HGNC Symbol;Acc:28880]
NLRP8 NLR family, pyrin domain containing 8 [Source:HGNC Symbo

ARL17B ADP-ribosylation factor-like 17B [Source:HGNC Symbol;Acc

ASPSCRalveolar soft part sarcoma chromosome region, candidate 1 [
BCYRN1 brain cytoplasmic RNA 1 [Source:HGNC Symbol;Acc:1022]
AC23981MNeuroblastoma 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:2C
ZNF786 zinc finger protein 786 [Source:HGNC Symbol;Acc:21806]
CBX6 chromobox homolog 6 [Source:HGNC Symbol;Acc:1556]
Clorf222chromosome 1 open reading frame 222 [Source:HGNC Symt
GSDMB gasdermin B [Source:HGNC Symbol;Acc:23690]

NUBPL nucleotide binding protein-like [Source:HGNC Symbol;Acc:2(

PNPLA7 patatin-like phospholipase domain containing 7 [Source:HGN

BMS1P5 BMS1 pseudogene 5 [Source:HGNC Symbol;Acc:23653]

C9orf142chromosome 9 open reading frame 142 [Source:HGNC Symt

Geneset Overrepresentation

Rank
1 6e-06
2 4e-04
3 5e-04
4 7e-04
5 8e-04
6 1e-03
7 2e-03
8 2e-03
9 2e-03
10 3e-03
11 5e-03
12 6e-03
13 6e-03
14 7e-03
15 8e-03
16 8e-03
17 9e-03
18 9e-03
19 9e-03
20 9e-03
21 9e-03
22 9e-03
23 9e-03
24 1e-02
25 1e-02
26 le-02
27 1e-02
28 1e-02
29 1e-02
30 le-02
31 1e-02
32 1e-02
33 1e-02
34 le-02
35 1e-02
36 1e-02
37 1e-02
38 1e-02
39 1e-02
40 1le-02
15
2 10
(2}
c
(]
O s
0

p-value #in/all

31/113
3/13
3/14
3/16
2/4
3/19
34/ 174
4144
21/918
3/24
5/96
5/99
3/33
2/11
2/12
4169
3/38
2/13
2/13
2713
2/13
2/13
4172
2/14
2/14
2/15
2/15
2115
2/15
2/15
2/15
2715
2/15
2/15
2/15
2715
3/44
2/16
2/16
2/16

5  Chr
GSE#
MMM
GSE#
GSE#
BP

9 MF
BP
Chr
BP
BP
miRN
MF
GSE/
GSE/
miRN
MF
BP
GSE/
GSE/
GSE/
GSE/
BP
BP
BP
BP
Glio
GSE/
GSE/
GSE/
GSE/
GSE/
GSE/
GSE/
GSE/
GSE#
BP
BP
GSE/
GSE/

Geneset

Chr19

SPIRA_SMOKERS_LUNG_CANCER_DN
MACIEJ_MMML 8
HAMAI_APOPTOSIS_VIA_TRAIL_UP
BIOCARTA_CYTOKINE_PATHWAY

sprouting angiogenesis

DNA binding

meiosis

Chr17

negative regulation of T cell proliferation

chromatin modification

CCTG-513

DNA-dependent ATPase activity
STEIN_ESRRA_TARGETS_DN
BARRIER_COLON_CANCER_RECURRENCE_DN
hsa-miR-578

methylated histone residue binding

positive regulation of JAK-STAT cascade
BONOME_OVARIAN_CANCER_POOR_SURVIVAL_DN
REACTOME_GLYCOGEN_BREAKDOWN_GLYCOGENOLYSIS
ST_GAQ_PATHWAY

ST_GA13_PATHWAY

forebrain development

cellular response to estradiol stimulus

mitochondrion morphogenesis

female gamete generation
Donson-chemokines/cytokines—associated with LTS in HGA
ZHOU_INFLAMMATORY_RESPONSE_LIVE_DN
THUM_SYSTOLIC_HEART_FAILURE_DN
WANG_CLIM2_TARGETS_UP
ZHOU_INFLAMMATORY_RESPONSE_LPS_DN
FIRESTEIN_PROLIFERATION
CAIRO_HEPATOBLASTOMA_UP
JI_RESPONSE_TO_FSH_UP
REACTOME_DARPP32_EVENTS
REACTOME_SPHINGOLIPID_METABOLISM

regulation of Rab GTPase activity

cognition

LUI_THYROID_CANCER_CLUSTER_1
SCHLOSSER_SERUM_RESPONSE_AUGMENTED_BY_MYC

p-values
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n
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4144 meiosis 0.1 1/14 LIU LIVER CA'NCER 0.03 125 Enmary cilium
3124 negative regulation of T cell proliferation 0.1 1/14 0.04 129 istone deacetylase complex

X 5/96 chromatin modification 0.4 1/48 R MWl pOOI' survival 0.05 /31 condensed nuclear chromosome

. 2/13 ositive regulation of JAK-STAT cascade 0.5 1/68 SHAUGHNESSY MM high risk 0.06 /76 catalytic step 2 spliceosome

. 4172 orebrain development 0.7 3/316 SPANG_BCL6-index 0.06 /34 nuclear body

. 2/14 cellular response to estradlol stlmulus 0.9 1/185 SPANG LPS—indexZ 0.07 /38 cytoplasmic side of plasma membrane
2114 mitochondrion morphogen 0.9 3/530 Lembcke_Normal vs Adenoma 0.08 140 extrinsic to membrane
2/15 female gamete generailon 1.0 2/553 Lembcke Colomc Inflammation 0.10 /46 intermediate filament cytoskeleton
3144 regulation of Rab GTPase activity 1.0 0/ RHODES_CANCER META SIGNATURE 0.10 147 transcrlptlonal repressorcomplex
2/16 cognition 1.0 0/16 U IFFERENTIATED_CA| 0.11 /10 e}] mbral
2/17 gamete generation 1.0 0/15 SOTIRIOU_BREAST _CANCER_GRADE_1_VS 3 DN 0.11 /10 0|lﬁ05600 aryltransferase complex

X 2117 glycogen catabolic process 1.0 0/15 SOTIRIOU BREAST _CANCER_GRADE 0.11 1419 ular. componen

X 2122 negatlve regulation of interferon-gamma production 1.0 0/10 EAST CANC‘ER 0.12 / xolem

X 2123 damage checkpoint 1.0 0/15 LIU PROS TATE_C, 0.12 / mllar&transmon zone

. 2125 POSIUVG regulation of cytokine secretion 1.0 0/14 LIV PROSTATE CANCER UP 0.13 ! I

X 2127 popolysaccharide-meédiated signaling pathway 1.0 o/ WANG 0.13 / ESC/E(Z complex

X 2127 response to radiation 1.0 0/16 WOLFER overlaé) enes 0.13 1 T -B9D compl

. 3/66 lipid catabolic process 10 0/12 BEN-POR; 0.14 / smooth endoplasmic reticulum

X 2129 negative regulation of BMP signaling pathway 1.0 0/15 BEN-PORATH_UP 0.15 /14 Cul4-RING ubiquitin ligase complex

r -value #i J@%aﬁﬁ Ilo = j el .

Pe—o ?llm lal (g%geset .8 ?} r:"!é” %ngéﬁ;ss down 5)_01value ?}[11’ a” ro‘rgu Mmokines/cytokines—associated wnh LTS in HGA
e-0: 21/918 Chr 17 1.0 0/572 GUDé_Ipsorlass up 0.01 /4 willscher_GBM_Verhaak-PNwt_expression J_up
e—0; 41187 Chr 21 1.0 0/17 BCHETNIA_EBM up 0.05 /7 willscher_GBM”Verhaak-CL_eXpression_H_down
e-0; 1/717 Chr 16 1.0 o/ BCHETNIA_EBM down 0.05 17 willscher_GBM”Verhaak-MES_expression H_up
e—0; 1519 Chr 14 1.0 0/26 BCHETNIAZEBM-| DM up 0.05 /7 willscher_GBM_Verhaak-PNwt_expression_H_up
e—0! 1386 Chr 22 A 0/0 0.11 14 mature astrocytes
e—0; 1633 Chr9 A 0/0 0.13 /1. Phlllzps PN up vs MES & Prolif
-0’ 0/743 Chr7 A 0/0 0.20 17 GIE! M_STSwt_down_VS_LTS)

4e-0: 1504 Chr 15 A 0/0 0.29 5/313 nglscWer:GBM “Verhaak-CL_eéxpression_D_up

4e-0: 9/699 Chr5 A 0/0 0.29 5/313 willscher_GBM”Verhaak-MES_expression_D_down

5e-0: 71602 Chr 10 A 0/0 0.29 5/313 willscher_ GBM_Verhaak—-PNwi_expression_D_up
6e-0: 71618 Chr 4 A 0/0 0.30 2/95 G ELT_GBM_MGMTmethyl up_VS_nonmethyl
6e-0: 1/1033 Chr2 A 0/0 0.43 1/48 loushmehr_Pron_GCIMP. réypermel

7e-0: 1232 Chr18 A 0/0 0.58 1/74 GIEZEL _GBM_STS_up_V S
e—0; 6/1720 Chr1 A 0/0 0.64 4379
e-0. 1630 Chr X A 0/0 0.64 /89 WIRTH Normal Brain
e-0; 1449 Chr 20 A 0/0 0.73 /328 P
e-0. 1866 Chr 12 A 0/0 0.81 /265 willscher_GBM_Verhaak-CL_expression_B_up
e+00 1914 Chr 3 A 0/0 0.81 / 265 willscher_GBM”Verhaak-MES_expression B _u|
e+00 1714 Chr6 A 0/0 0.81 /265 willscher_GBM_Verhaak-PNwt_expression_B_down

o EAule 4 1 1SS INRLQIE,

) folall - GEREsRkers 1une cancer on nk? prvalue dinjall - GeRESOL ceren bratae FIRI - REBEREk e o

/ 16 HAMAI_ APOPTOSIS VIA TRAIL_UP 0.3 1/36 WIR Placenta 0.19 118 DAVE BL Inte
BIOCARTA CYTOKINE PAT] HWAY .8 1/127 WIR H Muscle 0.21 120 ROS SKI ed UP

/ STEIN_ESRRA_TARGETS DN .0 21417 WIR H_Immunes stem 0.26 186 ROSOLOWSKI red total
/ BARRIER_COLON CANCER RECURRENCE DN .0 0/5 WIRTH Pituitary gland 0.28 /28 DAVE Immune fesponse 1
! BONOME_OVARIAN_CANCI POOR_SURVIVAL D! .0 0/26 WIR H_Panc reas 0.52 0/852 SPANG_BCR DN
! REACTOME_GLYCOGEN_| BRE\KDOWN GLYCOGENOLYSIS .0 0/13 WIRTH Sec. I¥mph0\d organs 0.52 4]327 SPANG CD4O 6hrs UP
/ ST _GAQ PATHWAY .0 0/12 WIRTH_Prim. lymphoid organs 0.63 /86 ROSOLOWSKI_green UP
! ST_GA13_PATHWAY .0 0/10 WIRTH_| B—CeIIS 0.65 /291 SPANG_IL21 UP
/ ZHOU_INFL, AMMATORY RESPONSE LIVE_DN .0 0/13 WIRTH Tonsil 0.75 /119 ROSOLOWSKI_green total
/ THUM_SYSTOLIC HEART F, E_DN .0 0/13 WIRTHZThymus 0.80 /140 DAVE BL-vs-DLBCL

14 / WAN@CLIMZ TARGETS UP .0 0/12 WIRTH”Lymphocytes 0.83 1275 ANG DLBCL mutated

le: / ZHOU TINFLAMMATORY RESPONSE_LPS_DN .0 0/6 WIRTH_Bone marrow 0.87 /755 SF’ANG—B
/ FIRESTEIN PROLIFERATION .0 0/400 WIRTH Nervous System 0.95 /250 LENZ Stromal SIgnaturel
/ CAIRO HEPATO LASTOMA _UP .0 0/14 WIRTH Globus pallidus 0.96 /426 SPANG_CDA40 6hrs DN
/ |_RESPON TO FSH UF" .0 0/15 WIRTH Telencephalon 0.96 1274 SPANG ILZlD
/ REACTOME A PP32 EVEN .0 0/16 WIRTH_Hippocampus .00 0/13 BENTINK
! REACTOME " SPHINGO'I:IPID METABOLISM .0 0/13 WIRTH Thalamus .00 0/ 3 BENTINK mBL DOWN
116 LUl THYROID_CAI CLOSTER_1 .0 0/15 WIRTH Cerebellum .00 0/ AVE_BL
116 SCHLOSSER 'SERUM R'ESPONSE _AUGMENTED_BY_MYC .0 0/120 WIRTH Testis .00 0/ DAVE BL'UP
#1”1 ﬁu éDOL € %J” ﬁ’?@%??t e é)gé;i ﬁ%ﬁ ?ﬁ:§gt\oma papillary
13 DNA- dependent ATPase activi 0.105 2/48 CCAT-432 0/34 Pancreatic cancel
. /3 me‘h lated histone residue binding 0.116 2151 \TAA-1. 0/22 Glioblastoma muluforme somatic
. 1 4 TPase activator activity 0.125 3/107 CCA-518C 0/21 Gastrointestinal
. /119 mnogen activated protein kinase kinase kinase binding 0.132 2155 AATG-1. 0/ PIIUIISI’V adenoma
X 8 /940 nucleic acid binding 0.156 4/181 ACTG-34B 0/36
. /60 histone blndm? 0.168 2164 TCTG-361 0/27 Cglorectal cancer
X /1121 cytokine activi y 0.194 5/267 CA(;TflzsA——lsz 0/ lenomas, multlple colorectal
. 1/549 molecular_fun 0.196 4199 0/35 Prostate canci
X 134 hydrolasea actl\/lt hydro\yzmg 0O-glycosyl compounds 0.213 2175 0/11 A|ZhElm9fdlS€aSE susceptibility to
. 137 symporter activi |y 0.247 2/83 AGGA 516 3P 0/ Schlzophrenla susceptlbl ity to
. /83 protein N-terminus binding 0.273 2/89 ATGC-338 0/ Parkmson \
0.092 1/1344 ATP bindin: 0.285 41235 CACT-34A--34C--449 0/23 ?atocellu ar carcmoma
9. 145 manganese ion binding 0.298 41240 CAGT 141 —200A 0/29 elanoma and neural system tumor syndrome
0 4154 transcription regulatory region DNA binding 0.309 1/32 CTG-5 0/30 Ovanan cancer
. 148 cysteine-type endopeptidase activity 0.315 6/401 ACCA—Q 0/38 Breast cancer
. 110 armadillo repeat domain binding 0.317 1/33 CTG-383 0/15 Gastric cance
. /10 endodeoxyribonuclease activity 0.324 2/101 ACTA 196A--196B 0/4 Thyroid carclnoma follicular
/10 fucosyltransferase activity 0.328 27102 G- 0/36 Lung cancer
/10 lamin’binding 0.329 41252 AGCA 93--302A--302B--302C--302D--372--373--520E--520A--526 0/12 Bladder cancer
LI INAN LG L L N AL Lon gggg Bdse Whudoba® Gepese
}!' I r?@?set .008 g I z{ ACIET L8
0/11 let-7a 0.019 4188 hsa miR- 1/4 ACIEJ”] L 44
0 0/6 let-7b 0.029 4/101 1/7 ACIEJ] L 48
.0 0/4 let-7c 0.048 4/119 R-664 1/14 ACIEJ”] L 30
.0 0/6 et-7d 0.056 41125 sa mIR 520a-5p 1/15 ACIEJ] L 16
.0 0/4 et-79 0.063 4/130 hsa-miR-508-3p 0/16 ACIEJ] L
.0 0/13 miR— 0.067 3/81 hsa-miR-188-5p 0/13 ACIEJ] L 10
0 0/5 miR-10: 0.074 2139 hsa-miR-1258 0/7 ACIEJ”] 3
0/2 miR-101b 0.081 2/41 hsa-miR-490-5p 0/9 ACIEJ]| L 14
0/4 miR-106b 0.081 3/88 1sa—mi 8 0/11 ACIEJ”| L 15
.0 0/2 miR-107 0.085 4144 1sa-miR-24 0/2 ACIEJ”] L17
.0 0/4 miR-122 0.095 417150 1sa-miR-200c 0/14 ACIEJ”] L19
.0 0/2 miR-124a 0.097 4151 1sa—mi 29 0/4 ACIEJ”] L
.0 0/ miR-125a 0.102 2147 1sa—M| 5! 0/5 IACIEJ”]| L 20
.0 0/ miR-125b 0.103 3/98 sa-miR-376a 0/15 ACIEJ] L 22
.0 0/ miR-126 0.104 4/155 sa-miR-200b 0/4 ACIEJ] L 23
.0 0/ miR-127 0.109 1/10 hsa-miR-933 0/12 ACIEJ] L 24
.0 0/ miR-128 0.110 5/220 hsa-miR-185 0/14 ACIEJ] L 26
.0 0/ miR-128b 0.111 3/101 hsa-miR-574-5p 0/2 ACIEJ”] L 27
.0 0/2 miR-129 0.116 2/51 hsa-miR-370 0/5 ACIEJ] L 28
alNWaL K p-vauu Jﬁ&]%
a r} %a” &E&?ggla _DN al k 91 e ?}E‘l{a” | . . [ﬂéa” ﬁ U tiFetaI thyrcud
0/13 L 0.4 14 /1095 HEBENSTREIT_high expression TF 2137 VAQUERIZA
0 0/12 3.1 0.9 10/1233 IM_MY' tar?_?Ts i 2139 VAQUERIZ jhyrold
0/11 .0 5/1146 4EEENSTRE low expression TF 31/144 VAQUERIZASGeneral
0/14 .0 0/5 1/28 VAQUERIZAS Liver
.0 0/12 .0 0/63 YCﬁar ets UP 1/29 VA( UERIZA Smoolh muscle
.0 0/11 .0 0/9 YCjargets DOWN 1/29 VAQUE! l:y 5) node
.0 0/15 .0 0/4 'YC_Apoptosis UP 0/40 VA( UERIZAS etal brain
.0 0/13 .0 0/8 YC”Cell cycle UP 0/44 VAQUERIZAS™Placenta
.0 0/14 .0 0/2 YC Cell cycle DOWI 0/43 VAQUERIZAS” Uterus
A 0/0 .0 0/4 Cell growth and prol\ferauon upP 0/12 VAQUERIZASKidn
A 0/0 .0 0/2 YC_“hromatm modification UP 0/22 VAQUERIZAS”Spinal cord
A 0/0 .0 0/7 'YC_DNA repair UP 0/43 VAQUERIZAS Whole brain
A 0/0 .0 0/3 YC_DNA repllcatlon UP 0/41 VAQUERIZAS Thy
A 0/0 .0 0/2 ECM cell adhesion DOWN 0/62 VAQUERIZAS”Whole blood
A 0/0 .0 0/20 _Metabolism UP 0/7 VAQUERIZAS”Appendix
A 0/0 .0 0/16 Protein synthesis degradation UP 0/30 VAQUERIZASFef al lung
A 0/0 .0 0/8 RNA processing binding UP 0/62 VAQUERIZAS” Luni
A 0/0 .0 0/2 C_Signal transduction up’ 0/16 VAQUERIZAS Pancreas
A 0/0 .0 0/3 —_Tumor supressor genes UP 0/24 VAQUERIZAS Trachea




Sample—Overexpression

Spot Summary: K

# metagenes = 60
# genes = 766

<r> metagenes = 0.81
<r>genes =0.24
beta: r2=9.62 / log p= -Inf

# samples with spot =14 (5.1 %)
Atypical : 3(4.1%)
Classical : 8 (25 %)

Basal:1(1.2%)

Overview Map
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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
2.4 -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 [Sot
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 Geneset
1 le-92 95/142 Glio willscher_GBM_Verhaak-CL_expression_C_up
2 le-92 95/ 142 Glio  willscher_GBM_Verhaak-PNmut_expression_C_down
3 4e-67 118/370 BP  mitotic cell cycle
4 3e-56 127/530 Canc¢ Lembcke_Normal vs Adenoma
5 3e-35 139/949 CC  nucleoplasm
6 8e-31 51/149 BP  DNAreplication
7 le-27 59/232 BP  mitosis
8 4e-22 16/16 GSE£ EGUCHI_CELL_CYCLE_RB1_TARGETS
9 5e-21 411148 BP  G1/S transition of mitotic cell cycle
10 5e-20 26/57 Glio developing astrocytes
11 le-19 15/16 GSE# FINETTI_BREAST_CANCER_BASAL_VS_LUMINAL
12 6e-19 202/2378 CC  cytosol
13 9e-19 55/298  BP  DNA repair
14 le-18 19/30 BP  DNA strand elongation involved in DNA replication
15 3e-18 14 /15 GSE# FINETTI_BREAST_CANCER_KINOME_RED
16 8e-18 24 /56 cc  chromosome, centromeric region
17 6e-17 25/66 CC  condensed chromosome kinetochore
18 6e-17 13/14 MMM MACIEJ_MMML 4
19 3e-16 75/572  Disea GUDJ_psoriasis up
20 le-15 12/13 GSE# CROONQUIST_IL6_DEPRIVATION_DN
21 2e-15 13/16 GSE/ FARMER_BREAST_CANCER_CLUSTER_2
22 le-14 97/914 Chr Chr3
23 4e-14 12/15 GSE# CHANG_CYCLING_GENES
24 le-13 12/16 GSE# KANG_DOXORUBICIN_RESISTANCE_UP
25 le-13 12/16 GSE/ CROONQUIST_NRAS_SIGNALING_DN
26 le-13 12716 GSE/ REACTOME_DNA_STRAND_ELONGATION
27 2e-13 19/49 BP  telomere maintenance
28 3e-13 14/24 BP  telomere maintenance via recombination
29 6e-13 13/21 BP telomere maintenance via semi—conservative replication
30 7e-13 11/14 GSE/ ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER
31 7e-13 11/14 GSE# ZHAN_MULTIPLE_MYELOMA_PR_UP
32 le-12 12/18 BP  spindle organization
33 le-12 13/22 BP  DNA replication initiation
34 2e-12 20/61 CC  kinetochore
35 2e-12 303/4640 CC  nucleus
36 2e-12 11/15 Canci SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
37 7e-12 11/16 Canct WOLFER_overlap genes
38 7e-12 11/16 GSE/ GRAHAM_NORMAL_QUIESCENT_VS_NORMAL_DIVIDING_DN
39 7e-12 11/16 GSE/ SCIAN_CELL_CYCLE_TARGETS_OF_TP53_AND_TP73_DN
40 7e-12 11/16 GSE# FRASOR_RESPONSE_TO_SERM_OR_FULVESTRANT_DN
p-values
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|t alue l j
k He éé #Ié’]/élu %ﬁ@?sﬁ@ le grﬁlﬂgsﬁotrmal vs Adenoma 9 alue #@/&U ﬁ%@ﬁéﬁt
DNA repllca lon SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP 02/2378 cytosol
e 59/ 32 WOLFER overle})’aenes e 8 chromosome, centromeric region
5e—2 41/148 GllS Iransmon of mitotic cell cycle SHAUGHNESS M high ri 5 / 66 condensed chromosome kinetochore
9e-1 5 /298 DNA repai 116 RHODES UNDIFFERE TIATED CANCER 0 /61 kinetochore
le-1 9/30 DNA slrand elongation involved in DNA replication 6/15 BEN-PO! 03 /4640 nucleus
2e-1 91/49 telomere maintenance 3e-05 6/15 GENTLES moHuIG 7159 nuclear pore
3e-1: 4124 telomere maintenance via recombination 3e-04 9/48 UIPER_MM poor survival 3/109 spindle
6e-1 3/21 telomere maintenance via semi—conservative replication 7e-04 7133 KUIPER MM good survival 0/83 spindle pole
le-1; 2/18 spindle organization 8e-04 4/10 GENTLES modul3 437335 centrosome
le-1. 3/22 NA replication initiatiol 2e-0: 4/15 HODES CANCER_META_SIGNATURE 61/579 nucleolus
le-1 5/35 mitotic nuclear envelope disassembly 4e-0: 4/15 GENTLES odull 221120 nuclear envelope
le-1 0/67 chromosome segregation 5e-0: 4116 GENTLES™ modulz 7110 nuclear pore outer ring
4e-1 2/22 CENP-A comalnmg nucleosome assembly at centromere 5e-0! 4116 GENTLES moduld 7180 chrol
le-0 1/92 cell dlvd 9e-0: 139 HAN MMI\F 1/33 spche mlcrotubule
le-0 0/18 nucleotide—excision repair, DNA ?ap filling 8e-0; /14 LIU COMMON_CANCER_GENES 57/4310 cyto
2e-0 4122 G2/M transition of mitotic cell ¢ 2e-0: 116 TLES_modul 5/82 chromosome
3e-0 /1 mitotic metaphase plate congressmn 3e-0. /10 LIU BREAST_CANCER 0/ 157 nuclear membrane
4e-0 2 /213 cell cycl . . 4e-0; /11 NTLES modul 71121 microtubule cytoskeleton
2e-0 4148 transcnptlon—coupled nucleotide-excision repair 5e-0. /113 GENTLES_modul1l6 /31 condensed nuclear chromosome
r —-value #j J@%&ﬁ@ i
pe—14 zﬁ/ El” g%%neset e-16 %'f‘!ﬁ” Q’B %&ﬁ;sls up &JN@" Lg%%tm Verhaak-CL_ex| Pressmn C. ug
e-05 48534 Chr8 6e-01 171375 GUDJ psoriasis down 5 /142 willscher_ GBM”Verhaak-PNmut_expression_C_down
e—0: 5/1033 Chr 2 7e-01 1/26 BCI NIA_EBM*DM up 6/57 developing astrocytes
e-0; 4 | 866 Chr12 1e+00 0/17 BCHETNIAZEBM up 2168 cultured astroglia vs. in vivo astrocytes
e-0; 9 /504 Chr 15 1e+00 0/2 BCHETNIA_EBM down 15 Phillips Prolif up vs PN & MES
e-0: 4/232 Chr 18 A 0/0 137 willscher_GBM proteomlcs wtOnly_SpotH
e-0; 711720 Chrl A 0/0 162 Si uehler'Prolems _up_il
e—0; 8/ 743 Chr7 A 0/0 /53 Christensen hyperme‘fhyTated in_primary_glioblastoma
e—0; 2 /630 Chr X A 0/0 2 /328 Up
e-0; 9/618 Chr4 A 0/0 1/313 willscher_GBM_Verhaak-CL_expression_D_u
e—0; /187 Chr 21 A 0/0 1/313 willscher_GBM”Verhaak-MES_expression | D down
e-0; 27280 Chr 13 A 0/0 1/313 willscher_GBM_Verhaak—PNwi{_expression_D_up
e—0. 5/386 Chr 22 A 0/0 /21 Martinez_Glio_hypermeth
e—0; 9 /714 Chr 6 A 0/0 2/169 willscher_GBM_proteomics_wtOnly_Differencelist
e—0. 3 /602 Chr 10 A 0/0 /13 Christensen_hypomethylated_in_grade2_astrocytoma
e—g g;g?g 81r9 ﬁ O;O ;13 Christensen_hypomethylated_in_grade2_oligodendroglioma
e 0/0 5/58
e-0; /52 Chr HSCHR6_MHC_QBL A 0/0 2/14 Chncstensen hypomethylated in_grade2_oligoastrocytoma
e+00 4 /449 Chr 20 A 0/0 2114 Christensen”| ,\}/pomethylated in_grade3”oligoastrocytoma
41717 Chr 16 A 0/0 2115 VERHAAK_PN subtype
U o Y — il B5%ue  ginga ARRES Bbrocyes ¢ A geneser .,
5/16 FINETTI"BREAST CANCER BASAL VS LUMINAL 0. 2115 WIRTH Telencephalon 19/100 ROSO'LOWSKI blue total
4115 FINETTI_BREAST_CANCER KINOME_RED 0. 2/15 WIRTH Cerebelum 7118 DAVE_c-i m
2/13 CROONQUIST _IL6" DEPRIVATION DN 0. 1/13 WIRTH_Thymu: 5817755 SPANG_B
3/16 -ARMER BRE& CAN! _CLUSTER_2 0. 1/13 WIRTH_ThaIamuS 11/86 ROSOLOWSKI green upP
2/15 CHANG_CT EN 0. 1/36 WIRTH| Placema 3/13 BENTINK mBLUP
2/16 KANG DOXORUBICIN RESISTANCE_UP 0. 3/120 WIRTH Testis 11/119 ROSOLOWSKI_green total
2/16 CROONQUIST NRAS “SIGNALING 1.0 11/400 WIRTH Nervous System 47852 SPANG_BCI T\?
2/16 REACTOME_DNA STRAND ELONGATION 1.0 11/417 WIRTH_| Immune system 1/5 IASCQUE L UP
1/14 ROSTY CERVICAL CANCER_PROLIFERATION_CLUSTER 1.0 1/135 WIRTH_ 454 SPANG_BAFF 9hrs
1/14 ZHAN_MULTIPLE_MYELOMA PR UP 1.0 0/5 WIRTH”]| PIIuIIary gland 14 /275 ZHANG_DLBCL mutated
2 1/15 SOTIRIOU_BREAST_CANCER GRAI 1.0 0/26 WIRTH_Pancreas 4 211426 SPANG _CD: hrs
1/16 GRAHAM NORMAL QUIESCENT vs NO"RM)SL—DIVIDING DN 10 0/13 WIRTH Sec. I){mpho‘d organs e 1712 DAVE_BL.
1/16 SCIAN CELL CYCLE TARGETS OF TP53 1.0 0/12 WIRTH”Prim. lymphoid organs 4e-0 1/12 DAVE BL
1/16 S RESPONS RM OR_FU L S 1.0 0/10 WIRTH B—Cells 5e-0 1/14 WRIGHT_GCB UP
1/16 REACTOME ACTIVATI'ON _OF THE _PRE_| REPLICATIVE COMPLEX 1.0 0/13 WIRTH Tonsil 6e-0 1/18 DAVE_BL Inter
1/16 ECKPOINTS 1.0 o/ WIRTH”Bone marrow 6e-0 13/291 SPANG_IL21 UP
1 MONTERO THYROTD CANCER POOR_SURVIVAL_UP 1.0 0/14 WIRTH Globus pallidus 6e-0 3/69 SPANG_LPS 6hrs DN
/ KALMA_E2F1 TARGETS 1.0 0/13 WIRTH_Cortex cerebri 6e-0 5/118 SPANG_LPS 6hrs UP
! LIANG 'SILENCED BY_METHYLATION_DN 1.0 0/16 WIRTH_Hippocampus 8e70 10/274 SPANG_IL21 DN

H<_ Pe?}/ alue #'@/ ﬁth gt J éos ed M(és“ ﬁ/@—]?ﬁet é’g é}"g Eﬁ@ I\oma papillary
e-0 437 / 8023 proteln bin 0.03 7164 TCTG-361 0/34 Pancreatic cancel
e-0! /1. nucleoc oplasmlc transporter activity 0.04 15/198 ATGT-302C 0/22 Glioblastoma muluforme somatic
e-0! 4] 88 unfolded protein binding 0.06 3/19 GTCA-380-5P 0/21 Gastrointestinal
1/60 histone binding 0.06 6/60 AGGG-328 0/ PIIUIISI’V adenoma
; 27145 micotubule oo 308 10118 REEAEE T 0% Calecua
X ! orecta cancer
0/62 sm le-stranded DRIA binding 0.10 7184 ATGC-217 0/ 8 lenomas, multlple colorectal
3 Dy 80 e Ak B RS ey
X zheimer lsease susceptibility to
297335 protein serine/threonine kinase activity 0.12 5/57 GTTA 302B 0/ Schizophrenia, susceptlbl ity to
978 3% /2304 BLI.\ICAIS Oé:?:o?égdgﬂ/& polymerase activity 8%71 %0/ 2145 CGGT 2%10 85 3 Parkéngg” \ar carcinom
o X = u inoma
efg 7//2318 %Lﬂ?ﬁ?&?ﬂeﬁﬁnﬁgﬂaﬁ activity 8%3 2 ; éé é%T%—é%l 0/29 Fanoma and neural system tumor syndrome
e in bindi . 5 TC-335 0/30 Ovanan cancer
e-0; 5 /288 protein kinase bindi i 0.19 4149 TCCC-491 0/38 Breast cancer
e—0: 2/99 double-stranded DNA binding 0.22 3/35 CAGT-134 0/15 Gastric cance
e—0. /51 damaged DNA binding 0.23 11/ 1 TAGC-9 0/4 Thyroid carclnoma follicular
e—0: 5/141 ATPase activil 0.23 11/182 TTTT-373 0/36 Lung cancer
e—0. 8 /342 protein heterodimerization activity 0.23 10/163 TAAT-126 0/12 Bladder cancer
BRI AL A aeneser ENT plabel A tepigl] DASE B3P Genese
5 1R-; e-05 17 =MIR= i ACIET L4
/ miR-26a 5e-05 25/ 181b 7/14 ACIEJ] L19
e-0: /11 miR-16 e-04 32/ 36 2/4 ACIEJ”] L 41
e-0: ! miR-127 e-04 1717132 I 3/11 ACIEJ”] L 15
e-0: ! miR-152 e-04 221199 sa-mjR-181c 2/14 ACIEJ] L
e-0; ! miR-148a e-04 30/318 sa-mIR-590-3p 1/5 IACIEJ] L 20
e-0; 14 miR-34b —-04 20/181 hsa-miR-582-5p 1/8 ACIEJ”| L 50
e-0; ! miR-101 4e-04 19/171 hsa-miR-452 1/13 ACIEJ”] 0
e-0; ! miR-126 4e-04 2817302 hsa—mlR—548| 1/15 ACIEJ”] L 16
e-0; ! miR-15a 4e-04 271288 R-5 1/15 ACIEJ”| L 22
-0 ! miR-320 4e-04 3/95 0/16 ACIEJ”] L
e-0; ! miR-15b 5e-04 9 /321 0/7 ACIEJ| L 13
e—0; 17 miR-145 e-0: 8/172 — 0/9 ACIEJ| L 14
e—0; ! miR-222 e-0: 71307 0/2 IACIEJ”]| L17
e—0; 113 miR-1 e-0: 0 /202 0/4 IACIEJ]| L
e-0; 126 miR-21 e-0: 1/218 0/4 IACIEJ]| L 23
1e+00 0/11 let-7a e-0: 1/219 0/12 ACIEJ] L 24
1e+00 0/ Ietf7b e-0: 1/82 179 0/14 ACIEJ] L 26
1e+00 0/ let-7c e-0: 71313 1sa ‘miR-559 0/2 ACIEJ] L 27
1e+00 0/6 let-7d e-0: 71163 hsa-miR-1297 0/5 ACIEJ] L 28
a@ r}efOS e % ;[l!a” &E&%g&I}7PISK7UP ah_k ef]\.{lal ue %Q/ 3 %Wéﬁt ets am !%ooés %[ﬂr{a" ﬁ LrJ}:%Sﬁt 7Skeletal.muscle.psoas
3e-04 5/14 BENTINK_myc.1 9e-07 141763 YC_Targe! 0.259 138 VAQUERIZA
1e-03 4/11 BENTINK e2f3.2 2e-0! 7120 YC_Metabolism 0.272 139 VAQUERIZA ‘rhyrold
3e-02 3/15 BENTINK ras.6 3e-0: 71/1095 HEBENSTREIT. h| h expression TF 0.298 141 VAQUERIZAS"Thi %/
1le-01 2/14 BENTINK src.2 5e-0. /8 YC Cell cycle U 0.410 /30 VAQUERIZA al Iung
4e-01 1/12 BENTINK”e2f3.1 1e-0: 14 _Cell growth and proliferation UP 0.436 /112 /AQUERIZAS”] | ney
4e-01 1/12 BENTINK ras.1 4e-0; 17 Y _DNA'repair UP 0.462 /13 VA UERIZAS Skin
5e-01 1/13 BENTINK src. 1 5e-0; 18 YC_RNA processlng blndlng up 0.462 /13 ERIZAS”Ovary
1e+00 0/15 GUSTAFSON_PI3K_DN 1e-0. 13 'YC_DNA replication 0.487 /14 UERIZAS Fetal liver
19’\720 8;01 BENTINK_ras:4 ge—g 5114 Y\%II(A:EO tosis UP 8?%}1 Hg VA UEEI%ﬁg é\drena\ gland
e- .
NA 0/0 5e-0. /116 C Prc?rem §ynth9$ls degradation UP 0.534 /116 VA UERIZAS Fetal thyr0|d
VI B g Tty T e
e+ X erus
NA 0/0 1e+00 0/9 VC_ral' ets DOWN 0.601 143 VAQUERIZAS”Whole brain
NA 0/0 1e+00 0/2 YC_Cell cycle DOWN 0.615 120 VAQUERIZAS”Bone marrow
NA 0/0 1e+00 0/2 YC_Chromatin_modification UP 0.615 120 VAQUERIZAS”Adrenal cortex
NA 0/0 1e+00 0/2 YC”ECM cell adhesion DOWN 0.633 121 VAQUERIZAS Tonsil
NA 0/0 1e+00 0/2 YC_Signal transduction UP 0.650 122 VAQUERIZAS™ Splnal cord
NA 0/0 1e+00 0/3 'YC_Tumor supressor genes UP 0.737 128 VAQUERIZAS_Liv




Sample—Overexpression

Spot Summary: L

# metagenes = 18
# genes = 348

<r> metagenes = 0.92
<r>genes = 0.32
beta: r2=24.27 / log p= -Inf

# samples with spot =48 (17.5 %)
Atypical : 3(4.1%)
Classical : 1 (3.1 %)

Basal:1(1.2%)

Overview Map
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ID

4319
12
3040
401138
6696
4316
4322
4314
3569
3043
3039
6374
3553
414062
6372
55107
2201
3576
4320

8988

max e
min e

4.09 -2.68
3.84 -2.36
3.64 -2.76
3.58 -1.16
3.4 -1.67
3.39 -2.29
3.32 -1.16
3.31 -3.02
3.28 -15
3.2 -3.29
3.15 -1.75
3.14 -0.9
3.13 -2.37
3.13 -2.13
3.07 -1.65
3.05 -2.27
2.99 -1.35
2.96 -2.98
2.88 -1.94
2.87 -1.41

r

0.57

0.4

0.32

0.28

0.41

0.59

0.71

0.62

0.32

0.3

0.59

0.54

0.52

0.49

0.44

0.29

0.58

0.49

0.38

Description

Symbol

MMP10

matrix metallopeptidase 10 (stromelysin 2) [Source:HGNC Sy

RP11-986E7.7

HBA2

AMTN

SPP1

MMP7

MMP13

MMP3

IL6

HBB

HBA2

CXCL5

IL1B

CCL3L3

CXCL6

ANO1

FBN2

L8

MMP11

HSPB3

hemoglobin, alpha 2 [Source:HGNC Symbol;Acc:4824]

amelotin [Source:HGNC Symbol;Acc:33188]

secreted phosphoprotein 1 [Source:HGNC Symbol;Acc:1125!

matrix metallopeptidase 7 (matrilysin, uterine) [Source:HGNC

matrix metallopeptidase 13 (collagenase 3) [Source:HGNC S

matrix metallopeptidase 3 (stromelysin 1, progelatinase) [Sou

interleukin 6 (interferon, beta 2) [Source:HGNC Symbol;Acc:€

hemoglobin, beta [Source:HGNC Symbol;Acc:4827]

hemoglobin, alpha 2 [Source:HGNC Symbol;Acc:4824]

chemokine (C-X~C motif) ligand 5 [Source:HGNC Symbol;Ac

interleukin 1, beta [Source:HGNC Symbol;Acc:5992]

chemokine (C-C motif) ligand 3-like 3 [Source:HGNC Symbc

chemokine (C-X-C motif) ligand 6 [Source:HGNC Symbol;Ac

anoctamin 1, calcium activated chloride channel [Source:HGI

fibrillin 2 [Source:HGNC Symbol;Acc:3604]

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

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

heat shock 27kDa protein 3 [Source:HGNC Symbol;Acc:524€

Geneset Overrepresentation

Rank

1 2e-67
2 4e-62
3 4e-57
4 4e-53
5 3e-40
6 6e-34
7 8e-34
8 2e-30
9 2e-29
10 8e-25
11 8e-24
12 le-23
13 7e-23
14 7e-23
15 7e-23
16 7e-23
17 le-19
18 3e-18
19 le-17
20 4e-17
21 3e-16
22 le-14
23 2e-14
24 4e-14
25 4e-14
26 4e-14
27 le-13
28 le-13
29 2e-13
30 3e-13
31 5e-13
32 3e-12
33 6e-12
34 2e-11
35 2e-11
36 2e-11
37 4e-11
38 le-10
39 2e-10
40 2e-10
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p-value #in/all

751242
721250
62/190

BP
Lympl
cc

122/1182 CC

Geneset

extracellular matrix organization
LENZ_Stromal signature 1
extracellular matrix
extracellular region

83/683 CC extracellular space
31/69 BP extracellular matrix disassembly
60 /403 BP  cell adhesion
28/64 BP  collagen catabolic process
64/553  Cance Lembcke_Colonic Inflammation
15/16 MMM MACIEJ_MMML 1
26/83 CC  basement membrane
35/183 CC  proteinaceous extracellular matrix
40/ 265 Glio willscher_GBM_Verhaak-CL_expression_B_up
40/ 265 Glio willscher_GBM_Verhaak-MES_expression_B_up
40/ 265 Glio willscher_GBM_Verhaak-PNwt_expression_B_down
40/ 265 Glio willscher_GBM_Verhaak-PNmut_expression_B_down
201/57 MF  extracellular matrix structural constituent
12715 GSE# CROMER_TUMORIGENESIS_UP
12/16 GSE# FARMER_BREAST_CANCER_CLUSTER_5
24/119 Lymp/ ROSOLOWSKI_green total
12/19 MF  extracellular matrix binding
19/85 MF  integrin binding
34/330 CC  cell surface
17168 CcC collagen
17/68 Glio  cultured astroglia vs. in vivo astrocytes
10/15 GSE/ ONDER_CDH1_TARGETS_2_UP
13/35 Glio Colman_survival_associated
23/153 CcC  endoplasmic reticulum lumen
261204 BP  angiogenesis
13/37 BP  collagen fibril organization
20/117 Glio GIEZELT_GBM_WT_up_VS_mut
9/15 GSE# ONDER_CDH1_SIGNALING_VIA_CTNNB1
8/11 MF  platelet-derived growth factor binding
8/12 miRN miR-29¢
15/72 CC  extracellular vesicular exosome
12740 BP cellular response to amino acid stimulus
8/13 GSE# MAHADEVAN_GIST_MORPHOLOGICAL_SWITCH
39/579 MF  calcium ion binding
32/407 BP  blood coagulation
8/15 GSE# LEE_LIVER_CANCER_HEPATOBLAST
p-values
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positive regulation of cell migration
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glycosaminoglycan mef
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Geneset ’lls%’e-os
hr 11 9e-01
hr 4 1e+00
hr 1e+00
hr 1e+00
hr 20 NA
hr NA

r13 NA
HSCHR6_MHC_DBB NA

k % géalue %Mg” ngae Fnalrlx organization E;e;igel[;e grﬁ&!%s@ollomc Inflammation
extracellular matrix disassembly 4e-03 5 LIU PROSTATE C NCER_DN
e cell adhesio 4e-03 GENTLES_modulll
collagen catabohc process 3e-02 GENTLES™] modullﬁ
angiogenesis 3e-02 GENTLES modull7
collagen fibril organization 4e-02 RHODES TANCER META_SIGNATURE
cellular response to amino acid stimulus 2e-01 LIU BREAST CANCER
blood coagulation 2e-01 RHODES UNDIFFERENTIATED _CANCER
wound healing 2e-01 GENTLES modull.
cell migration 3e-01 GENTLES modullO
ﬁatlve regulation of cell proliferation 3e-01 Lembcke Normal vs Adenoma
3 ular component movement 4e-01 SPANG_BCL6-index2
1 posmve regulauon of cell-substrate adhesion 6e-01 SPANG LPS-index2 .
SHAUGHNESSY MM high risk
SOTIRIOU_BREAST CANCER_GRADE_1 VS 3 DN
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LIU_COMMON NC _GENES
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Sample—Overexpression

Spot Summary: M

# metagenes = 32
# genes = 354

<r> metagenes = 0.93
<r>genes = 0.27
beta: r2=5.97 / log p= -Inf

# samples with spot =13 (4.7 %)
Atypical : 3(4.1%)
Classical : 1 (3.1 %)

Basal : 3 (3.6 %)

Overview Map

Spot

Eg 'm W “\'f“'ﬂ}\“‘ .l,_||.|,||h”|‘,| ,||.|.Vl\l ,il,I“|J|||.||_|],..[HIJL’|‘|L|JI

Spot Genelist

Rank

ID
1 283869
2 4495
3 220064
4 10202
5 284085
6 131076
7 51083
8 8772
9 51702
10 wus2
11 219931
12 51373
13 2017
14 219927
15 2821
16 2326
17 93273
18 230
19 430
20 6884

max e
min e
2.84 -1.53
2.82 -1.79
2.61 -1.08
2.48 -0.58
2.29 -1.64
2.28 -1.53
2.28 -0.81
2.18 -1.29
213 -1.03
2.07 -1.8
2.01 -0.93
1.97 -111
1.86 -1.24
1.84 -0.94
1.69 -0.94
1.68 -1.14
1.67 -0.94
1.64 -1.33
1.64 -1.34
1.58 -1

r

0.53

021

0.48

0.41

0.33

0.5

0.52

0.26

0.37

0.56

0.64

0.42

0.54

0.44

0.75

0.31

0.36

0.32

0.52

Description
Symbol

NPW neuropeptide W [Source:HGNC Symbol;Acc:30509]

MT1G metallothionein 1G [Source:HGNC Symbol;Acc:7399]
ORAOV1oral cancer overexpressed 1 [Source:HGNC Symbol;Acc:175
DHRS2 dehydrogenase/reductase (SDR family) member 2 [Source:H
KRT18Pggeratin 18 pseudogene 55 [Source:HGNC Symbol;Acc:26874
CCDC58 coiled-coil domain containing 58 [Source:HGNC Symbol;Acc
GAL galanin/GMAP prepropeptide [Source:HGNC Symbol;Acc:41:
FADD Fas (TNFRSF6)-associated via death domain [Source:HGNC
PADI3  peptidyl arginine deiminase, type Ill [Source:HGNC Symbol;A
CKB creatine kinase, brain [Source:HGNC Symbol;Acc:1991]
TPCN2 two pore segment channel 2 [Source:HGNC Symbol;Acc:208
MRPS17 28S ribosomal protein S17, mitochondrial; HCG1984214, isol
CTTN  cortactin [Source:HGNC Symbol;Acc:3338]

MRPL21 mitochondrial ribosomal protein L21 [Source:HGNC Symbol;/
GPI glucose-6-phosphate isomerase [Source:HGNC Symbol;Acc
BOP1  block of proliferation 1 [Source:HGNC Symbol;Acc:15519]
LEMD1 LEM domain containing 1 [Source:HGNC Symbol;Acc:18725]
ALDOC aldolase C, fructose-bisphosphate [Source:HGNC Symbol;Ar
ASCL2

achaete-scute family bHLH transcription factor 2 [Source:HG

TAF13 TAF13 RNA polymerase Il, TATA box binding protein (TBP)-a

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 5e-19 82/1318 CC  mitochondrion
2 2e-14 241153 MF  structural constituent of ribosome
3 le-12 28/253 BP translation
4 Te-11 21/167  CC  ribosome
5 2e-10 16/96 BP  rRNA processing
6 1e-08 36/579 CC nucleolus
7 9e-08 39/717  Chr Chr16
8 2e-07 23/304 CC  mitochondrial inner membrane
9 2e-06 21/298  BP  DNArepair
10 2e-06 6/19 CC  mitochondrial small ribosomal subunit
11 4e-06 20/ 287 BP  viral process
12 4e-06 51/1233 TF  KIM_MYC targets
13 le-05 9/66 BP  positive regulation of ubiquitin—protein ligase activity involved in mitotic cell
14 1le-05 5/15 GSE# ZHANG_RESPONSE_TO_CANTHARIDIN_DN
15 2e-05 9/70 BP regulation of ubiquitin—protein ligase activity involved in mitotic cell cycle
16 2e-05 8/55 CC  proteasome complex
17 2e-05 419 GSE/# BIOCARTA_GLYCOLYSIS_PATHWAY
18 3e-05 31/649 BP  gene expression
19 3e-05 9/74 BP anaphase—promoting complex—-dependent proteasomal ubiquitin-depende
20 3e-05 27/530  Cance Lembcke_Normal vs Adenoma
21 4e-05 4110 MF  NADH dehydrogenase activity
22 4e-05 4/10 GSE# REACTOME_HIV_LIFE_CYCLE
23 5e-05 8/62 BP negative regulation of ubiquitin—protein ligase activity involved in mitotic cel
24 6e-05 4/11 GSE/ REACTOME_HIV_INFECTION
25 7e-05 7148 BP  regulation of cellular amino acid metabolic process
26 7e-05 9/83 BP  respiratory electron transport chain
27 8e-05 6/34 MF  NADH dehydrogenase (ubiquinone) activity
28 8e-05 8/66 BP transcription elongation from RNA polymerase Il promoter
29 9e-05 10/106 BP  protein polyubiquitination
30 9e-05 3/5 GSE/ NIKOLSKY_BREAST_CANCER_1Q21_AMPLICON
31 le-04 6/36 CcC  mitochondrial respiratory chain complex |
32 le-04 4/13 BP  ribosomal small subunit biogenesis
33 1e-04 4713 GSE/ XU_RESPONSE_TO_TRETINOIN_AND_NSC682994_DN
34 1e-04 4/13 GSE# REACTOME_GLYCOLYSIS
35 2e-04 4714 GSE/ LOCKWOOD_AMPLIFIED_IN_LUNG_CANCER
36 2e-04 4/14 GSE# CHANG_CORE_SERUM_RESPONSE_UP
37 2e-04 4/15 cCc  mitochondrial large ribosomal subunit
38 2e-04 4/15 GSE# WAMUNYOKOLI_OVARIAN_CANCER_LMP_UP
39 2e-04 4/15 GSE/ VANTVEER_BREAST_CANCER_BRCA1_UP
40 2e-04 46/1253 BP  small molecule metabolic process
p-values
i g - 2= L
12 4., - 2
-= r
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peneset

rRNA processing
DNA repair
viral process

positive regulation of ubiquitin—protein ligase activity involved in mitotic cell cy
regulation of ubiquitin—protein ligase activity involved in mitotic cell cycle

gene expression

anaphase—promoting complex—dependent proteasomal ubiquitin-dependent |
negative regulation of ubiquitin—protein ligase activity involved in mitotic cell ¢}

regulation of cellular amino acid metabolic process
respiratory electron transport chain

transcription elongation from RNA polymerase Il promoter
protein polyubiquitination . .

ribosomal Small subunit biogenesis

small molecule metabolic process

RNA metabolic process

BoNsmve regulation of viral transcription

IA damage response, signal transduction by p53 class mediator resulting in

protein targeting to mitochondrion

antigen processing and presentation of exogenous peptide antigen via MHC ¢

0%

sepeset

n
hr11

hr HSCHR6_MHC_DBB
hr 8
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RUERELronse TO_CANTHARIDIN_DN
BIOCARTA_GLYCOLYSIS_PATHWAY
RI | FE CYCLI
REACTOME _HIV_INFECTION
NIKOLSKY BREAST CANCER 1Q21 AMPLICON
XU_RESPONSE_TO TRETINOTN_AND_NSC682994_DN
REACTOME_GLYCOLYSIS
LOCKWOOD~ AMPLIFIED_IN_LUNG_CANCER
CHANG CORE SERUNI RESPONSE U

VANTVEER A NCE!

KORKOLA EMBRY( _CAI OMA TP
NG_MITOCHONDRIA_GENE_MODULE

MOOTHA_HUMAN_MI B_6

PARK_HST MARK

MUELTER “PLURINET

CAFFAREC, RESPONSE_TO_THC 8HR_3_DN
MOREIRA RESPONSE TO_TSA UP
REACTOME_LATE_PHASE _OF_HAIV_LIFE_CYCLE

sct;ruecmgﬁcgntstiluem of ribosome
NADH dehydrogenase activity -
NADH dehydrogenase (ubiquinone) activity
monosaccharide binding

chaperone binding

snoRNA binding

RNA bindin

ribonucleoprotein complex hindin%_ )
threonine—type endopeptidase activity
tRNA binding -
DNA-directed RNA polymerase activity
unfolded protein binding

DNA helicase activity

Ran GTPase binding

virus receptor activity .
four—wayéunctlon helicase activity

rRNA bin mﬂg ) o
ATP-dependent DNA helicase activity
ribosome hinding

glutathione binding

BENTINK

LHJ"Q;M | el.

ahx

I

NADBS
LTl

IS
POORROOOODPODD D
0000000000000

>
D
HHHH)—‘NNNNNMMMMU‘!@
=S

@D

=

£

77
€D
Q
®
e
5

=
—
=
©
e
D
Nt
=,
2

2e-

ormal vs Adenoma
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RHODES UNDIFFERENTIATED_CANCER
GENTLES modul2

GENTLES modul7 . )
SHAUGHNESSY _MM high risk

RHODES CANCER META SIGNATURE

n

¢

S

GENTLES modulé —
KUIPER_NM poor survival

ZHANG Mug
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B

d

0 LIU_BREAST C
4 LIUZCOMMON_CANCER_GENES
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75 GUDJ_psoriasis down
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YC Targets UP )
YC”Cell growth and proliferation UP
BENSTREIT _high expression TF
YC_DNA replication U

'YC_Tumor supressor genes UP
MYC Metabolism UP
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T_low expression TF
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I
_TF
YC TFS
YC Targets DOWN
YC~Apoptosis UP
YCCell cycle DOWN
'YC_Chromatin_modification UP
YC_ECM cell adhesion DOWN
YC_Protein synthesis degradation UP
'YC_RNA processing binding UP
'YC_Signal transduction UP
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OTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP

SPANG_LPS-index2
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x

2e-06 6/19
2e-05 8/55
le-04 6/36
2e-04 4/15
3e-04 37/949
4e-04 4/17
5e-04 7412378
1le-03 9/118
1e-03 5/37
1e-03 126 / 4640
1e-03 4123
3e-03 3/14
4e-03 5/48
4e-03 3/15
5e-03 8/121
5e-03 3/17
llo —yalue #j
Poo¥ #gjall
0.004 9/142
0.004 9/142
0.004 7195
0.044 3137
0.072 71169
0.075 4174
0.137 12/391
0.169 10/328
0.190 3/70
0.201 3172
0.229 1/12
0.229 1/12
0.229 1/12
0.229 1/12
0.229 1/12
0.243 47117
0.246 1/13
0.246 1/13
0.262 1/14
AR,
IS.BJ dnoall
0.07 2120
0.. 1/12
0.. 47119
0.. 3/86
0. 2/54
0.32 1/18
0.35 41140
0.36 3/100
0.41 1/24
0.43 10/ 426
0.55 2186
0.96 12 /852
0.97 317327
0.99 21291
.00 1/275
0/13
0/13
0/12
0/18
0/34
0/22
0/21
0/
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0/27
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0/11
0/
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0/4
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ribosome

nucleolus

mitochondrial inner membrane .
mitochondrial small ribosomal subunit
proteasome complex K
mitochondrial respiratory chain complex |
mitochondrial large riboSomal subunit
nucleoplasm

proteasome accessory complex

cytosol .

ribonucleoprotein complex

mitochondrial nucleoid

nucleus

mitochondrial ribosome

1no80 complex

cell body

DNA-directed RNA polymerase IIl complex
microtubule cytoskeleton

proteasome core complex
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willscher_GBM_Vérhaak=CL _ex| ressmn_c_ug
willscher GBM~Verhaak-PNmut_expression_C_down
GIEZELT_GBM_MGMTmethyl up VS_nonmethyl
willscher “"GBM “proteomics_wiOnly_SpotH )
willscher_GBM _proteomics_wtOnly_Differencelist_
GIEZELT_GBM_STS_up_VS_LTS

Down_b

wﬁscher GBM_proteomics_wtOnly_SpotJ

GIEZELT_ GBM_STSwt_down_VS_ LTSwt

astrocytes_glio K
scher_GBM_LTSmut_proteomics-B_UP
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ROSé)IBtIiWSKI_red upP

OSOLOWSKI_green total
ROSOLOWSKI_green UP
SPANG_BAFF 9hrs DN
DAVE_c-myc BL UP
DAVE_BL-vs-DLBCL
ROSOLOWSKI_blue total
SPANG_BAFF 9hrs UP
SPANG_CD40 6hrs DN
ROSOLOWSKI_red total
SPANG

B
SPANG_CD40 6hrs UP
SPANG_IL21 UP
ZHANGDLBCL mutated
BENTINK_mBL UP
BENTINK”mBL DOWN
DAVE_BL_DN
DAVE_BLTnter

ﬁ a%ﬁ%t\oma, papillary

Pancreatic cancer. .
Glioblastoma multiforme, somatic
Gastrointestinal

Pituitary adenoma

Cancer

Cglorectal cancer

Adenomas, multiple colorectal

Prostate cancer T

Alzheimer disease, susceptibility to
Schizophrenia, susceptibility to
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Melanoma and neural system tumor syndrome
Ovarian cancer

Breast cancer

Gastric cancer )

Thyroid carcinoma, follicular

Lung cancer

Bladder cancer

Senese

R WU

[aininininiainiainiaind
X®UWNO OO

VAQUERIZA hole brain
VA§UER AS_Thymus
VA ST

_Lung
VAQUERIZAS _Pancreas
VAQUERIZAS Trachea
VAQUERIZAS Fetal liver
VAQUERIZAS Tonsil




15
1.0
0.5
0.0

1

Sample—Overexpression

Spot Summary: N

# metagenes = 8
# genes = 101

<r> metagenes = 0.99
<r> genes = 0.65
beta: r2=10.8 / log p= -Inf

# samples with spot =39 (14.2 %)
Atypical : 9 (12.2 %)
Classical : 4 (12.5%)

Basal : 8 (9.5%)

Overview Map
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ID

58
6588
1158
283120
4620
70
4151
10324
4625
4633
7134
7060
8557
4703
4608
1917
9499
2318
4619

4606

max e
min e

5.49 -1.44
4.37 -1.29
4.27 -0.93
4.19 —2.42
3.96 -0.75
3.94 -1.03
3.51 -0.93
3.47 -0.7
3.27 -0.73
3.2 -0.7
3.18 -0.66
3.17 -1.31
3.15 -0.57
3.13 -0.92
3.11 -0.84
3.04 -1.6
3.03 -0.66
3 -1.57
2.82 -0.5
2.79 -0.54

r

0.9

0.91

0.93

0.34

0.89

0.9

0.95

0.88

0.91

0.93

0.74

0.95

0.88

0.84

0.56

0.93

0.81

0.88

0.92

Description
Symbol
ACTA1 actin, alpha 1, skeletal muscle [Source:HGNC Symbol;Acc:1Z
SLN sarcolipin [Source:HGNC Symbol;Acc:11089]
CKM creatine kinase, muscle [Source:HGNC Symbol;Acc:1994]
H19 H19, imprinted maternally expressed transcript (non—protein «
MYH2 myosin, heavy chain 2, skeletal muscle, adult [Source:HGNC
ACTC1 actin, alpha, cardiac muscle 1 [Source:HGNC Symbol;Acc:14
MB myoglobin [Source:HGNC Symbol;Acc:6915]
KLHL41 kelch-like family member 41 [Source:HGNC Symbol;Acc:169
MYH7  myosin, heavy chain 7, cardiac muscle, beta [Source:HGNC ¢
MYL2  myosin, light chain 2, regulatory, cardiac, slow [Source:HGNC
TNNC1 troponin C type 1 (slow) [Source:HGNC Symbol;Acc:11943]
THBS4 thrombospondin 4 [Source:HGNC Symbol;Acc:11788]
TCAP titin—cap [Source:HGNC Symbol;Acc:11610]
NEB nebulin [Source:HGNC Symbol;Acc:7720]
MYBPH myosin binding protein H [Source:HGNC Symbol;Acc:7552]
EEF1A2 eukaryotic translation elongation factor 1 alpha 2 [Source:HG
MYOT  myotilin [Source:HGNC Symbol;Acc:12399]
FLNC filamin C, gamma [Source:HGNC Symbol;Acc:3756]
MYH1 myosin, heavy chain 1, skeletal muscle, adult [Source:HGNC

MYBPC2myosin binding protein C, fast type [Source:HGNC Symbol;Ac

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 1le-93 5517127 H.Tis« WIRTH_Muscle
2 2e-43 23/36 BP muscle filament sliding
3 4e-38 22144 MF  structural constituent of muscle
4 2e-32 23/84 BP  muscle contraction
5 3e-28 21/88 cCc  Zzdisc
6 4e-25 15/34 cc  myofibril
7 le-21 25/297  MF actin binding
8 le-21 11/16 H.Tis« WIRTH_Hippocampus
9 le-21 11/16 GSE/# RICKMAN_HEAD_AND_NECK_CANCER_F
10 3e-21 10/12 cc  myosin filament
11 3e-18 12/37 CC  sarcomere
12 le-15 9/20 CC  Iband
13 2e-15 8/13 CC  muscle myosin complex
14 5e-15 8/14 CC  contractile fiber
15 2e-14 8/16 CC  Mband
16 2e-13 7112 MF titin binding
17 le-12 9/37 BP  cardiac muscle contraction
18 2e-12 7115 BP  striated muscle contraction
19 2e-12 7115 GSE/ REACTOME_STRIATED_MUSCLE_CONTRACTION
20 3e-11 7121 BP  sarcomere organization
21 4e-11 6/12 BP  skeletal muscle contraction
22 2e-10 10/88 BP  muscle organ development
23 2e-10 8/42 CC  myosin complex
24 8e-10 6/18 BP  regulation of muscle contraction
25 4e-09 5/11 BP  cardiac muscle tissue morphogenesis
26 2e-08 11/184  CC  actin cytoskeleton
27 5e-08 7156 MF  motor activity
28 9e-08 17/579 MF  calcium ion binding
29 1e-07 7162 CC  sarcolemma
30 4e-07 4711 CC  Aband
31 5e-07 5/26 BP  ventricular cardiac muscle tissue morphogenesis
32 7e-07 6/51 BP  skeletal muscle tissue development
33 9e-07 6/53 MF  cytoskeletal protein binding
34 1e-06 12/333 CC  cytoskeleton
35 1e-06 4/14 BP  adult heart development
36 1e-06 4/14 MF  tropomyosin binding
37 2e-06 4/16 MF  microfilament motor activity
38 4e-06 8/149 MF  calmodulin binding
39 4e-06 4/18 BP  regulation of the force of heart contraction
40 3e-05 31/2378 CC cytosol
p-values
B o -l CET .
« 7 n
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K (RENGREL iaing Rkl gival geneser, jinjall - Gepeset
3 muscle contraction e-02 1/9 WANG_ER_DN" 5/34 myofi
137 cardiac muscle contraction e-02 1/13 GENTLES modullﬁ 0/12 myosln fllament
/15 striated muscle contraction e-02 1/14 LIU_LIVER__CANCEI 2137 sarcomere
121 sarcomere organization e+00 1/530 Lembcke_Normal vs Ad 120 | band .
/12 skeletal muscle contraction e+00 0/15 RHODES_CANCER META SIGNATURE /13 muscle myosin complex
0/8 muscle organ development e+00 0/16 RHODES”UNDIFFERE! NTIATED CANCER /114 contractile fiber
118 regulation”of muscle contraction e+00 0/15 SOTIRIOU BREAST CANCER_GRADE_1 VS_3 DN /16 an
/11 cardiac muscle tissue morphogenesis e+00 0/15 SOTIRIOU BREAST _CANCER_GRADE_1_VS™: 3 UpP /4 myosin complex
126 ventricular cardiac muscle tissue morphogenesls e+00 0/10 LIU_BI S CANC'ER 1/184 actin cytoskeleton
/51 skeletal muscle tissue development e+00 0/14 1U C N_CANCER_GENES /6 sarcolemma
le-0 4/14 adult heart development e+00 0/15 LIU PROSTATE CANCER_DN 4/1 A ban
4e-0 4/18 regulation of the force of heart contraction e+00 0/14 LIU— PROSTATE CANCERZUP 27333 cytoskeleton
e—0! 4129 regulation of heart contraction e+00 0/14 WANG 1/2378 cytosol X .
e—0! 4/33 muscle cell differentiation e+00 0/16 WOLFER overlag enes 4] sarcoplasmic reticulum membrane
e-0: 3/15 actin filament-based movement e+00 0/12 BEN-P ! fascia adherens
e—04 4147 skeletal muscle cell dlfferentlatlon e+00 0/15 GENTLESﬁmoHuIl A pseudopodium
e—04 122 regulat n of hea e+00 0/16 GENTLES_modul2 4/ sarcoplasmic reticulum
e—04 127 positive regulatlon of muscle cell differentiation e+00 0/10 GENTLES modul3 1128 focal adhesion
e-0: 2/10 creatine metabolic process e+00 0/16 GENTLES_modul4 /18 costamere
Gepeset ISGARC o geneser, g, % injall - GeResely crs up vs urs
Chr2 1e+00 0/572 GUDé_Ipsorlasls up 0.08 /14 VERHAAR_NL Subtype
Chrl 1e+00 0/17 BCHETNIA_EBM up 0.13 122 KIM deleteH&downregulated in LTS
Chr10 1e+00 0/ BCHETNIA_EBM down 0.15 127 WIRTH_PN si
Chr4 1e+00 0/26 BCHETNIAZEBM-| DM up 0.16 128 Barbus GBM S
Chr 15 0/0 0.17 /118 willscher_GBM VthaaK CL expression_K down
Chr11 NA 0/0 0.17 1118 willscher_GBM_Verhaak-MES_expression_K_d own
Chr 18 NA 0/0 0.17 1118 WI scher_GBM_Verhaak-PNwE_expres:
Chr5 NA 0/0 0.17 1118 illscher_GBM_Verhaak-PNmut_expression, K up
Chr 16 NA 0/0 0.17 131 KIM prognostic'signature LTS vsS
Chr 20 NA 0/0 0.19 133 willscher_GBM_proteomics_wtOnly_SpotC
Chr 14 NA 0/0 0.24 144 in vivo as?rocges vs. cultured astro@l a
Chr3 NA 0/0 0.26 148 Noushmehr_Pron_GCIMP_hypermeth_DN
Chr 19 NA 0/0 0.26 /49 mature astroc
Chr9 NA 0/0 0.28 /53 Chrlslensen hypermethylaled in_primary_glioblastoma
Chr 12 NA 0/0 0.29 /55 3 MOG-
Chr 6 NA 0/0 0.30 /57 eveloplng aslrocyl
Chr7 NA 0/0 0.33 /64 Christensen h){permethylaled in_grade2_astrocytoma
Chr X NA 0/0 0.34 /68 cultured astroglia vs. in vivo astrocytes
Chr 22 NA 0/0 0.40 183 Christensen hypermethylaled in_Secondary_glioblastoma
W§¢'¥EAD AND_NECK CANCER F nk é{é ue %W I ﬁ&ﬁlﬁﬁ%&e lJ &g allsg ;!}a?” gi?lm?%?é(l mutated
115 REACTOME_STRIATED_MUSCLE_CONTRACTION le-21 11/16 WIR Hippocampus 0.. 169 SPANG _LPS 6hrs DN
114 RORIE_TARGETS OF EWSR1 FLI1 FUSION DN 7e-02 1/12 WIR H Prim. lymphoid organs 0.! 1250 LENZ_Stromal signature 1
114 DAIRKEE_CANCER PRONE_RESPONSE_BPA e-01 4 /400 WIRTH_Nervous System 0. 1140 DAVE BL—vs—DLgBCL
115 EBAUER MYOGENIC_TARGETS_OF PAX3 FOXO1 FUSION e+00 0/5 WIRTHPituitary gland 0. 1426 SPANG CD40 6hrs DN
116 DAVICIONI TARGET§OF PAX_FOXO1_FUSIONS_DN e+00 0/26 WIRTH_Pancreas | 1852 NG B DN
/ O A_HSP27 PATHWAY e+00 07417 WIRTHZImmune system . /13 BENTIN’K mBL U
112 S TI’I FACIOSCAPULOHUMERAL MUSCULAR_DISTROPHY_DN e+00 0/13 WIRTH_Sec. IYmp oid organs X 0/13 BENTINK_mBL DOWN
112 EGG GLY! CDLYSS GLUCONEOG ESIS e+00 0/10 WIRTH B-cel A 0/12 DAVE_BL_DN
113 LIU_TARG e+00 0/13 WIRTH Tonsil 0/18 DAVE_BLTnter
113 REACTOME G[UCD MET/:BOLISM e+00 0/13 WIRTH Thymus 0/12 DAVE_BL U
/13 REACTOME_GLYCOLYST: e+00 0/12 WIR H Lymphocytes 0/18 DAVE"c-myc BL UP
114 LIANG_SILENCED BY_METHYLATION_UP e+00 0/ WIRT! ne marrow 0/ DAVE_MH CIIBL DN
e—0 /14 3IOCARTA UCALPAIN_PATHWAY e+00 0/14 WlRTH Globus pallldus 0/22 AVE_NFkB
e—0 114 REACTOME_MUSCLE _CONTRACTIO! e+00 0/15 WIRTH Telencephalo 0/28 DAVE”] Immune responsel
4e-0: 115 DAVICIONI_PAX FOXO'l SIGNATURE IN_ARMS_DN e+00 0/13 WIRTH_Cortex cerebrl 0/20 DAVE_Immune response 2
4e-0: 115 OTHA GLYCOLYSIS — e+00 0/13 WIRTH Thalamus 0/59 LENZ~Stromal signature 2
4e-0: 115 BIOCARTA_INTEGRIN PATHWAY e+00 0/15 WIRTH Cerebellum 0/54 SPANG_BAFF 9hrs DN
4e-0: 115 REACTOME_GLUCONEOGENESIS e+00 0/120 WIR HTes 0/24 SPANG_| BAFF 9hrs UP
4e-0: 115 REACTOME_MYOGENESSIS e+00 0/50 H_l Homeostasls 0/755 SPANG_BCR U
l..l(_ #Jn{ ” sct;ucmraﬁgnsmuem of muscle éDZ € gj !;J” g gpg&%——slBF——SZGA é)gﬁ %St\oma papillary
25/297 actin 0.03 0/34 Pancreatic cancel
7112 titin blndm 0.04 1/ 0/22 Glioblastoma muluforme somatic
7156 motor acllvue)/ 0.04 2149 0/21 Gastrointestinal
17 /579 calcium ion binding 06 1/10 0/ Pnunarya lenoma
6/53 cytoskeletal proleln binding 08 3/161 0/36
4714 tropomyosin binding 09 1/15 0/27 Cglorectal cancer
4116 microfilament motor activity 5 41329 0/ lenomas, multlple colorectal
8/149 calmodulin bindin 6 /114 0/35 Prostate canc
5177 actin filament bm ing 8 132 0/11 Alzhelmerdlsease susceptibility to
66/8023  protein bindin, 9 1129 0/ Schlzophrenla susceptlm ity to
4167 ion channel bindin gr 9 1129 0/ Parkmson
2/11 actin-dependent ATPase activity 1 139 0/23 ?atocellu\ar carcinoma
2114 actin monomer bindin 2 141 0/29 elanoma and neural system tumor syndrome
2/14 structural constituent of eye lens 3 1147 0/30 Ovanan cancer
2120 myosin binding 3 43 0/38 Breast cancer
2126 (éytochmme C oxidase activity 6 /158 0/15 Gastric cance
2126 box binding 7 /50 0/4 Thyroid carclnoma follicular
2121 ATPase binding 8 /53 0/36 Lung cancer
2139 calcium-dependent protein binding 9 155 0/12 Bladder cancer
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0
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LHJI {}!v */é Ele %’QQ &%Iﬁelc%glp l@en WIILHJELIMQ SENesE
0/11 let-7a 07 112 0/13 ACIEJ”] L 10
0/6 let-7b 3 122 0/7 ACIEJ] L 13
0/4 let-7c 4 125 0/ ACIEJ] L 14
0/6 et-7d 5 127 0/11 ACIEJ] L 15
0/4 et-7g 9 134 0/15 ACIEJ] L 16
0/13 miR— 0 136 0/ ACIEJ] L17
0/5 miR-101 4 144 0/14 ACIEJ| 9
0/2 miR-101b 6 148 0/4 ACIEJ]| L
0/4 miR-106b 7 150 0/5 ACIEJ| L 20
0/2 miR-107 8 153 0/15 ACIEJ| L 22
0/4 miR-122 8 153 0/4 ACIEJ| L 23
0/2 miR-124a 9 155 0/12 ACIEJ| L 24
0/ miR-125a 0 158 0/14 IACIEJ”]| L 26
0/ miR-125b 0 158 0/2 IACIEJ]| L 27
0/ miR-126 2 /161 0/5 ACIEJ] L 28
. = b Be, Msen s
o miR- = L
. 0/ miR-128b 4 166 hSa-miR- 499 3p 8/ zll ACIEJ”] L 30
X 0/2 miR- .36 173 hsa-miR-509-5p o/ IACIEJ_] L 31
AU K s IRl .
a € %a” &E&%g&I}7PISK7UP ahk Pef(\){lalue %Wﬁg E‘\%SI'QIE low expression TF %[ﬂr{a" ﬁ LrJE’x'Sﬁts Skeletal.muscle.psoas
0/15 e+00 3/1095 HEBENSTRElthQh expression TF 0740 VAQUERIZASFetal brain
9118 €100 81> Nowg T 0138 VAQUERIZAS Lver -
e+l Liver
0/14 e+00 0/5 0/37 VAQUERIZAS™ Prostate
0/12 e+00 0/63 YCﬁar ets UP 0/29 VAQUERIZAS™ Smoolh muscle
9113 €100 813 ¥qa”-"i’s SO 0ifda  VAGUERIZASdiien,
e+ optosis 0/144 enera
0/13 e+00 0/8 YC:CgIIE:ycIe UP 0/12 VAQUERIZAS Kidne?
0/14 e+00 0/2 YC Cell cycle DOWI 0/22 VAQUERIZAS”Spinal cord
A 0/0 e+00 0/4 Cell growth and prohferauon UP 0/43 VAQUERIZAS”Whole brain
ﬁ 8;8 e+88 8;% z%_;kjrgmatm modification UP 0;41 % BE; %ﬁgj_rﬂymus
e+ a 0/39 1o
A 0/0 e+00 0/3 YC_DNA l'eghcallon upP 0/62 VAQUER ZAS_Wﬁ/oIe blood
;g ] et claingon o Bl Ve
e+ Metabolism etal lun
A 0/0 e+00 0/16 —Protein synthesis degradation UP 0/62 VAQUERIZASLung 9
A 0/0 e+00 0/8 RNA processing binding UP 0/16 VAQUERIZAS_Pancreas
A 0/0 e+00 0/2 C_Signal transduction up? 0/24 VAQUERIZAS Trachea
A 0/0 e+00 0/3 _Tumor supressor genes UP 0/14 VAQUERIZAS”Fetal liver




Sample—Overexpression

Spot Summary: O

# metagenes = 29
# genes = 488

<r> metagenes = 0.79
<r>genes = 0.27
beta: r2=41.74 / log p= —Inf

# samples with spot = 70 (25.5 %)
Atypical : 1 (1.4%)
Classical : 1 (3.1 %)

Basal : 63 (75 %))

Overview Map

Spot
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Spot Genelist

Rank

ID
1 2167
2 3848
3 3851
4 49860
5 418
6 4014
7 1673
8 6701
O 374918
10 6947
11 414325
12 6706
13 57152
14 2877
15 338324
16 70s3
17 1828
18 55894
19 8644
20 84651

max e
min e

5.04 -2.11
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
3.79 -1.25
3.77 -1.96
3.77 -2.67
3.74 -3.05
3.69 -1.77
3.69 -3.11
3.66 -29
3.52 -3.39
3.51 -1.97
3.4 -1.83
3.37 -2.96
3.36 -1.82

r

0.33

0.67

0.57

0.72

0.61

0.38

0.67

0.75

0.43

0.46

0.71

0.71

0.81

0.44

0.68

0.81

0.78

0.73

0.4

0.74

Description
Symbol
FABP4 fatty acid binding protein 4, adipocyte [Source:HGNC 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
IGFL1  IGF-like family member 1 [Source:HGNC Symbol;Acc:24093
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:11Z
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#efensin, beta 103B [Source:HGNC Symbol;Acc:31702]

AKR1C3 aldo-keto reductase family 1, member C3 [Source:HGNC Sy!

SPINK7 serine peptidase inhibitor, Kazal type 7 (putative) [Source:HG

Geneset Overrepresentation

Rank
1 1e-99
2 8e-91
3 3e-29
4 2e-25
5 le-24
6 4e-20
7 8e-17
8 le-15
9 2e-14
10 8e-14
11 3e-12
12 3e-11
13 2e-10
14 5e-10
15 6e-10
16 9e-10
17 2e-09
18 3e-09
19 3e-09
20 3e-09
21 5e-09
22 3e-08
23 9e-08
24 9e-08
25 1e-07
26 2e-07
27 4e-07
28 5e-07
29 9e-07
30 1e-06
31 2e-06
32 2e-06
33 3e-06
34 4e-06
35 4e-06
36 4e-06
37 4e-06
38 5e-06
39 5e-06
40 3e-05
12
10
2
(2}
c
[¢]
@]

o N B~ O 0

p-value #in/all

1007135
139/572
32/76
18/21
25/53
20/42
89/1182
22182
30/186
12/21
10/16
10719
13/44
12/38
721146
16/79
13/52
8/15
8/15
8/15
8/16
7113
7115
7115
22/201
7116

Geneset

H.Tiss WIRTH_Mucosa

Disea GUDJ_psoriasis up

BP  epidermis development

CcC cornified envelope

BP  keratinocyte differentiation

BP  keratinization

cC extracellular region

CC intermediate filament

MF  structural molecule activity

CC  desmosome

GSE£ HUPER_BREAST_BASAL_VS_LUMINAL_UP

BP  peptide cross-linking

CC  keratin filament

BP epithelial cell differentiation

TF HEBENSTREIT_low expression TF

MF  serine—type endopeptidase inhibitor activity

BP  negative regulation of endopeptidase activity

GSE# WANG_BARRETTS_ESOPHAGUS_AND_ESOPHAGUS_CANCER_DN
GSE# AIGNER_ZEB1_TARGETS

GSE# HINATA_NFKB_TARGETS_KERATINOCYTE_DN
GSE/ ONDER_CDH1_TARGETS_3_DN

H.Tis« WIRTH_Tonsil

GSE# RICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_MODERATELY_DN
GSE# LIN_SILENCED_BY_TUMOR_MICROENVIRONMENT
CC  apical plasma membrane

GSE/ CROMER_TUMORIGENESIS_DN

120/2659 CC  plasma membrane
40/579 MF  calcium ion binding
6/13 BP  negative regulation of peptidase activity
8/29 BP  regulation of proteolysis
431683 CC extracellular space
6/15 GSE# RICKMAN_HEAD_AND_NECK_CANCER_E
15/122 MF  serine-type endopeptidase activity
6/16 GSE/ SENGUPTA_NASOPHARYNGEAL_CARCINOMA_DN
6/16 GSE# JAEGER_METASTASIS_DN
6/16 GSE# COLDREN_GEFITINIB_RESISTANCE_DN
6/16 GSE# LEE_LIVER_CANCER_MYC_TGFA_UP
5/10 GSE/ KEGG_LINOLEIC_ACID_METABOLISM
12/83 CC  anchored to membrane
11/82 MF  structural constituent of cytoskeleton
p-values
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gl GENGSEleopmen RIGle sival  Ganesel . o il GENESEL oo
5/53 keratinocyte differentiation e-02 25/553 Lembcke_Colonic Inflammation 9 /1182 extracellular region
20/42 keratinization e-02 1/2 GENTLES modul8 2/82 intermediate filament
10/19 peptide cross-linking e-01 1/7 ZHANG M'GUS up 2/21 desmosome
12/38 epithelial cell differentiation e-01 1/9 WANG_ER DN 3/44 keratin filament
13/52 negative regulation of endopeptidase activity e-01 0/14 LIU_PROSTATE_CANCER_UP 2 /201 apical plasma membrane
6/13 negative re%ulauon of peptidase activity e-01 1/14 WANG 20/ 2659 plasma membrane
8/29 regulation 0 DTOtEl’WSlS 4e-01 1/15 LIU PROSTATE CANCER DN 43/683 extracellular space
8144 skin development 4e-01 1/16 ENTLES d 12/83 ?hored to membrane
6/2! brown fatcelldlfferennatlon 4e-01 1/16 GENTLES mo u 7132 cel cell adherenslunctlon
11/100 cell-cell adhesiol e-01 1/33 UIPER MMgood surwval 65/4310 cytoplas!
471 hemldesmosome assembly e-01 5/185 SPANG LPS-I 3/137 basola’teral plasma membrane
9/ 7 wound heal e-01 1/68 HAUGHNESSY MM high risk 163 Golgi lum:
411 retinoic a<:|d metabollc process e+00 41316 SPANG_BCL6-index 1/117 cytoplasmlc vesicle
10799 homophilic cell adhesion e+00 0/15 H ,_CA! ER META SIGNATURE 137 lateral plasma membrane
6/3 retinoid metabolic process e+00 0/16 RHODES_UNDIFFERENTIATED_C, ER 4715 connexon complex
4/ 1 ectoderm development e+00 0/15 SOTIRIOU_BREAST CANCER GRAD 3 DN 41/835 integral to plasma membrane
4/1 morphogenesis of an epithelium e+00 0/15 SOTIRIOU| BREASfCANCER _GRADE_. 1WS _3_UP 41716 mlcrowllus membrane
8/73 defense response to bacterium e+00 0/10 LIU_BREAS NCER 5/27 basal plasma membrane
4718 retinol metabolic process e+00 0/14 LIU COMMON CANCER GENES 4721 gamuncnon
I p-vae 4 J@%aﬁﬁ i
pe—04 #bjn ?zu g‘lglneset e-91 ﬂ&p/élg i &ﬁ;sls up ﬁ”ﬂ{ﬁ" #sgﬁ ﬁtnypermethylaled in_grade2_oligoastrocytoma
e-04 18/232 Chr 18 1le-02 3/17 BCHETNIA_EBM ulg 12/132 Christensen_hypermethylated_in_grade3”oligoastrocytoma
e-0: 21/534 Chr 8 4e-02 3/26 BCHETNIA_EBM-DM up 7149 Christensen_hypomethylated_Tn_primary_glioblastoma
e-0; 237602 Chr 10 8e-01 9/375 GUDJ_psoriasis down 9/85 laffaire_hypérmeth_LGG_vs_contro
e-0; 212 Chr HSCHR6_MHC_DBB 1e+00 o/ BCHETNIA_EBM down 10/110 Christénsen_hypermethylated_in grade3 astrocytoma
e—0; 30/866 Chr12 NA 0/0 11/142 Christensen_hypermethylate ollgodendroglloma
e—0; 18/519 Chr 14 NA 0/0 5/37 Christen ypomethylated pent
e—0; 37/1135 Chr 19 NA 0/0 6/58 Christensen; hy:yomethylat econdary glloblastoma
e—0; 21/618 Chr4 NA 0/0 7183 Christen eu hy::ermeth lated_in_secondary_glioblastoma
-0’ 16 /504 Chr 15 NA 0/0 216 Mamnez met
4e-0: 221714 Chr 6 NA 0/0 5/48 Noushmehr Fron GCIMP hypermeth_DN
6e-0: 137449 Chr 20 NA 0/0 5/53 Christensen_hypermethylated_in, prlmagf /_glioblastoma
e-0. 25/918 Cl r17 NA 0/0 5/64 Christensen_| hypermethylaled in_gradeZ__astrocytoma
7e-0: 71280 Chr NA 0/0 /11 VERHAAK_Bral
e—0. 1/5: Cl rHSCHRG MHC_QBL NA 0/0 /112 Phillips PNu VS MES & Prolif
e—0. 41187 Chr 2 NA 0/0 /33 wllscher [e] MEénrmeomlcs wtOnly_SpotC
15/633 C"|r9 NA 0/0 /16 V
e 17/717 Chr 16 NA 0/0 6/391
e-0. 25/1033 Chr 2 NA 0/0 /21 Martmez Glio hwermet
e-0. 15/699 Chrs NA 0/0 1117 GIEZELT_GBM_WT_up_VS_mut
BAule 4 | ISQie 4 lJnng [S1gI- W
e—1 EJP{?” %%%%AST BASAL VS _LUMINAL_UP nk e-99 ue fﬂp/%u sasﬂ-pﬁ a él I gigﬁ@%?étl mutated
e—0 115 WANG BARRETTS ESOPHAGUS_AND_ESOPHAGUS_CANCER_DN 3e-08 71 WIRTHTOnsI 0.1 4250 LENZ_Stromal signature 1
e—0! 115 AIGNER ZEB1 T/ ARGETS 3e-04 a4/ WIRTH Prim. Iymphold organs 0. 124 SPANG_BAFF 9hrs UP
e—0 115 NATA 'NFKB—I'ARGETS KERATINOCYTE DN 5e-02 2/ RTH_Thym 0.. 12 /18 ASH E_GCB UP
e—0! 116 ONDER_CDHI T/ ETS 3 3e-01 1/ WIRTH_ThaIamus 0.250 159 LENZ_Stromal signature 2
e—0: 115 RCKM/:N TUMOR DIFFEREN IATED WELL VS MODERATELY_DN 4e-01 1/ WIRTH_Cerebellum 0.301 112 DAVE BL_DN
e—0: 7115 LI ENCED BY_ TUMOR_MICROENVIRONMENT 5e-01 1/ WIRTH”]| Pancreas 0.341 114 WRIGHT GCl BUP
e-0 7116 C?OMER TUMORIGENESI§DN 5e-01 216 WIRTH Live 0.457 47118 SPANG_LPS 6hrs UP
e—0f 6/15 RICKMAN” HEAD_AND 1e+00 714 WIRTH] NerOUS System 0.464 47119 ROSOLOWSKI reen total
4e-0f 6/16 SENGUPTA NASDPHA'RYNGEAL CARCTNOMA DN 1e+00 1/1 WIRTH  Testis 0.678 /38 ROSOLOWSKI_blue DOWN
6/16 JAEGER_METASTASIS DN 1e+00 0/5 WIRTHPituitary gland 0.723 /86 ROSOLOWSKI_green UP
4 116 COLDREN GEFITINIB FESISTANCE DN 1e+00 0/4 WIRTH_Immune System 0.800 /54 SPANG_BAFF 9hrs DN
e~ 116 LEE LIVER CANCE A_UP 1e+00 0/ WIRTH Sec. IYmP oid organs 0.806 0/426 SPANGZCDA40 6hrs DN
e—0 110 KEGG GL I AC[D METABO LTSM 1e+00 0/ WIRTH B-cells 0.849 1327 SPANG_CD40 6hrs UP
114 KIM O_TSA_AND _DECITABINE_UP 1e+00 [ WIRTH Lymphocytes 0.872 / SPANG_LPS Bhrs DN
4/ MILICIC FAMILIA'I: AD NOMATOUS POLYPOSIS UpP 1e+00 o/ WIRTH_Bone marrow 0.908 1274 SPANG IL21 D
5/15 FARMER Bl EASTCANCER CLUSTER_: 1e+00 o/ 0.920 1140 E_BlL-vs-—
5/16 ELVIDGE_HIFlA 175 DN 1e+00 o/ WIRTH Telencephalon 0.950 1 00 ROSO'LOWSKI blue Iotal
5/16 BARRETTS HA 1e+00 0/ WIRTH_Cortex cerebri 0.973 4] SPANG_IL21 UP
5/16 FARMER BREAST_CANCER CLU'STER 4 1e+00 o/ WIRTH_Hippocampus 0 89 13 SPANG_BCR UP
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§ﬂ P{&” gél%msﬁr%‘ecule activity J é € MA” gigp %ﬁ)%t——SZOH é}gsl é%g ?ﬁ:§gt\oma papillary
16 /79 serine—type endopeptidase inhibitor activity 0. 2/20 TAG-189 0/34 Pancreatic cancel
40/579 calcium 1on binding 0. 187470 GCAC-17- 5P——ZOA——106A——106B——208——5190 0/22 Glioblastoma multlforme somatic
15/122 serine-type endopeptidase activity 0. 4173 AGGC-515 0/21 Gastrointestinal
11/82 structural constituent of cytoskelefon 0. 5/100 CAG-10A- 0/ F’Ilunary adenoma
I R b : L HEE-
. orec al cancer
8/53 serine-type peptidase activity 0. 10/267 CACT 128A--128B 0/ 8 lenomas, multlple colorectal
6/34 endopeptidase inhibitor activity 0. 418 CCA-516-5P 0/35 Prostate canci
5/23 Repudase inhibitor activity 0. 917239 TGCA 148A——152——148B 0/11 Alzheimer dlsease susceptibility to
7150 b GTPase bindint 0. 6/151 GTAT-369 0/ Schlzophrenla susceptlm ity to
4/15 interleukin—1 receptor bindin: 0. a4/ GCTT—AQB 0/ Parkmson \
4/15 retinol dehydrogenase activity 0. 3/64 AAGG-188 0/23 ?atocellu 3F carcinoma
4119 laminin binding 0. 3/ CAGG-504 0/29 elanoma and neural system tumor syndrome
4/22 CystelnE-type endopeptidase inhibitor activity 0. 5/ ACAC-199A--1998B 0/30 Ovarlan cancer
10/125 iron ion binding 0. 5/125 GAGC-337 0/38 Breast cancer
3/12 retinol bmdmg 0. 9/24 TACT-26A~-! 0/15 Gastric cance
3/12 sodium channel activity 0. 1/ TGCA—517A——517C 0/4 Thyroid carclnoma follicular
17296 oxidoreductase activity 0. 1/ ATGC-517B 0/36 Lung cancer
26/531 catalytic activity 0. 5/129 CTCT-520A--525 0/12 Bladder cancer
AHF Loeneser L el A Lo ld] DASE HVIDbd—baap Gepese
1 .00 4 =1298 1 4 ACIEJ L 47
215 miR-196a 0.00 4127 R-67 0.2 177 ACIET | L 13
2/13 miR- 0.01 4130 R-63. 0.3 1/11 ACIEJ] L
1/4 miR-206 0.06 6/ R-88! 0.3 1/11 ACIEJ”] L31
1/6 miR-125a 0.06: 71122 R-10! .4 1/16 ACIEJ] L
1/7 miR-145 0.06 5/ R-1290 .0 0/13 ACIEJ”] L 10
1/9 miR-125b 0.10f 3/3 R-95 .0 0/ ACIEJ”] L 14
1/26 miR-21 0.10f 3/3 R-484 .0 0/11 ACIEJ| 5
0/11 let-7a 0.11; 3/40 R-450a .0 0/15 ACIEJ”] L 16
0/6 let-7b 0.11: 4163 R-1285 .0 0/ ACIEJ”| L17
0/4 let-7c 0.12 5/89 R-505 .0 0/14 ACIEJ”] L 19
0/6 let-7d 0.1. 171426 5 .0 0/4 ACIEJ| L
0/4 let-7g 0.134 8/172 .0 0/5 ACIEJ”] L 20
0/5 miR-101 0.13! 2122 .0 0/15 IACIEJ”]| L 22
0/2 miR-101b 0.13 1/5 .0 0/4 IACIEJ]| L 23
0/4 miR-106b .15 2124 .0 0/12 IACIEJ]| L 24
0/2 miR-107 0.164 1/6 0 0/14 IACIEJ”]| L 26
0/4 miR-122 0.164 1/6 .0 0/ ACIEJ] L 27
0/2 miR-124a 0.164 8/181 0 0/ ACIEJ] L 28
0/5 miR-126 0.16f 2125 hsa-mi .0 o/ ACIEJ] L 29
a@ r} %‘!a” ah_k E)ef]\.éalue ’%Wﬁu E‘\%‘?’Q&IT low expression TF %—dzﬁ ; %[Ma" ﬁ Trachea
2115 4e-01 1/16 YC_Protein synthesis degradation UP e-0! /113 /AQUERIZAS”Skin
1/12 4e-01 1/20 YC™Metabolism UP e-0 1 VA UERIZA _Pancreas
0/13 e-01 2/63 YC_Targ eIS UP e—0; 2/ VA( AS_Tongue
0/11 e+00 19/1233 IM MY ?T 4e-0. 4]44 VA( UERIZAS Placenta
0/14 e+00 9/1095 -iEB'ENSTRE _high expression TF e-0 4/62 VA | q
9113 6100 978t - B VU
e+ e 7 rosta!e
0/13 e+00 0/9 YC*I'arge!s DOWN e—0; /39 VAQUERIZAS Thyroid
0/14 BENTINK g 2 e+00 0/4 'YC~Apoptosis UP 4e—0Q /16 VAQUERIZAS He:
8;8 e+00 o;s zg_ge” cyc{e Bg 4e-0 /19 VASUERIZAS_]F_’ltultary
e+00 0/2 ell cycle 5e-0 /21 onsi
0/0 e+00 0/4 Cell g}r/owth and prol\feratlon uP 6e-0 128 VA UERIZAS  Liver
858 e+88 8;% ‘¢8 gR‘rRmatln rc}gdlflcatlon up 673e78 129 UEEI%QS__IFymph node
e+ repa e 138 esti
0/0 e+00 0/3 YC_DNA regllcauon UP 7e-0 143 UERIZAS”Uter
0/0 e+00 0/2 YC_ECM cell adhesion DOWN 7e-0 143 UERIZAS”Whole brain
0/0 e+00 0/8 YC“RNA processing binding UP 8e-0 /144 UERIZAS”General
0/0 e+00 0/2 YC_Signal transduction UP 8e-0 162 VAQUERIZAS"Whole blood
0/0 e+00 0/3 YC_Tumor supressor genes UP 1e+00 140 /AQUERIZAS Fetal brain
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Sample—Overexpression

Spot Summary: P

# metagenes = 6
# genes = 110

<r> metagenes = 0.99
<r>genes = 0.28
beta: r2=7.64 [/ log p= -Inf

# samples with spot =31 (11.3 %)
Classical : 13 (40.6 %)

Basal : 14 (16.7 %)

Overview Map Spot
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Spot Genelist

Rank

ID
1 1109
2 57834
3 1749
4 1066
5 1717
6 140809
7 7102
8 5217
9 7062
10 729
11 493861
12 10457
13 57007
14 1646
15 56666
16 406988
17 4741
18 84002
19 2539
20 100288413

max e
min e

3.73 -2.74
291 -1.53
2.89 -17
2.8 -0.72
2.74 -1.44
251 -1.38
2.39 -1.41
222 -2.55
2.14 -0.7
2.07 -0.96
2.06 -0.82
2.06 -2.32
2.05 -2.01
2.04 -1.84
19 -1.37
1.9 -1.65
1.88 -0.55
1.88 -1.31
1.87 -1.09
1.84 -0.96

r

0.69

0.7

0.51

0.47

0.4

0.59

0.4

0.54

0.49

0.42

0.49

0.67

0.58

0.3

0.38

0.7

0.61

0.49

Description
Symbol

AKR1C4 aldo-keto reductase family 1, member C4 [Source:HGNC Sy!
CYP4F11cytochrome P450, family 4, subfamily F, polypeptide 11 [Sour
DLX5 distal-less homeobox 5 [Source:HGNC Symbol;Acc:2918]
CES1 carboxylesterase 1 [Source:HGNC Symbol;Acc:1863]
DHCR7 7-dehydrocholesterol reductase [Source:HGNC Symbol;Acc:
SRXN1 sulfiredoxin 1 [Source:HGNC Symbol;Acc:16132]

TSPAN7? tetraspanin 7 [Source:HGNC Symbol;Acc:11854]

PFN2  profilin 2 [Source:HGNC Symbol;Acc:8882]

TCHH  trichohyalin [Source:HGNC Symbol;Acc:11791]

TXNRD1 thioredoxin reductase 1 [Source:HGNC Symbol;Acc:12437]
EID3 EP300 interacting inhibitor of differentiation 3 [Source:HGNC
GPNMB glycoprotein (transmembrane) nmb [Source:HGNC Symbol;A
ACKR3 atypical chemokine receptor 3 [Source:HGNC Symbol;Acc:22
AKR1C2 aldo-keto reductase family 1, member C2 [Source:HGNC Syi
PANX2 pannexin 2 [Source:HGNC Symbol;Acc:8600]
MIR205HIR205 host gene (non—protein coding) [Source:HGNC Syml
NEFM  neurofilament, medium polypeptide [Source:HGNC Symbol;A
B3GNT5 UDP-GIcNAc:betaGal beta—1,3-N-acetylglucosaminyltransfe
G6PD  glucose-6-phosphate dehydrogenase [Source:HGNC Symbc

ERVMER@adagenous retrovirus group MER34, member 1 [Source:HG

Geneset Overrepresentation

Rank p-value #in/all

1 6e-06
2 6e-06
3 5e-05
4 7e-05
5 8e-05
6 le-04
7 le-04
8 2e-04
9 3e-04
10 4e-04
11 4e-04
12 4e-04
13 5e-04
14 7e-04
15 7e-04
16 8e-04
17 8e-04
18 9e-04
19 1e-03
20 1e-03
21 1e-03
22 1e-03
23 1e-03
24 1e-03
25 1e-03
26 1e-03
27 1e-03
28 2e-03
29 2e-03
30 2e-03
31 2e-03
32 2e-03
33 2e-03
34 2e-03
35 2e-03
36 2e-03
37 2e-03
38 2e-03
39 2e-03
40 3e-03
15

10

Density

Geneset
4213274 CC integral to membrane
13/434 BP  oxidation-reduction process
10/316 BP  modulation by virus of host morphology or physiology
21/1253 BP  small molecule metabolic process
3/13 GSE# SINGH_NFE2L2_TARGETS
5/69 BP response to toxic substance
3/15 GSE# PODAR_RESPONSE_TO_ADAPHOSTIN_DN
9/299 BP axon guidance
3/19 BP  anatomical structure formation involved in morphogenesis
16/914 Chr  Chr3
12 /565 BP  transmembrane transport
15/835 CC integral to plasma membrane
6/147 CC  endosome
3/26 MF  virus receptor activity
5/106 BP  leukocyte migration
8/296 MF  oxidoreductase activity
4163 MF  oxidoreductase activity, acting on paired donors, with incorporation or reduc
31/2659 CC plasma membrane
3/31 BP positive regulation of actin filament polymerization
5/118 miRN  hsa-miR-509-3p
5/119 BP  xenobiotic metabolic process
3/32 MF  ATPase activity, coupled to transmembrane movement of substances
3/32 MF  NADP binding
4/71 BP  pattern specification process
3/33 BP  cholesterol biosynthetic process
3/33 BP tight junction assembly
3/34 BP glutathione metabolic process
5/126 miRN  hsa-miR-145
3/35 BP  hair follicle development
2/10 BP response to food
2/10 GSE# BIOCARTA_EGFR_SMRTE_PATHWAY
2/10 GSE# REACTOME_TRANSFORMATION_OF_LANOSTEROL_TO_CHOLESTER
2/10 GSE# REACTOME_RNA_POLYMERASE_|_PROMOTER_OPENING
23/1837 CC  membrane
3/38 BP epithelial cell differentiation
3/39 BP  retinoid metabolic process
5/137 CC  basolateral plasma membrane
2/11 MF  guanylate kinase activity
2/11 GSE/ REACTOME_APOPTOSIS_INDUCED_DNA_FRAGMENTATION
2/12 BP  head development
p-values
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k Ee:(yealue %lplﬁl” 9%%&0“% process .01 ll:e #} /a” &%H.%é% p aer 4#251‘2]4! ﬁ%gﬁ§ﬁ$mbrane
5e-05 0/316 modulation by virus of host morphology or physiology 0.06 71530 Lembcke Normal vs Adenoma 4 5/835 integral to plasma membrane
£ B memeneolc e g8 R MR G ; [Mikee SRS e
response X
/299 aXO% guidance 0.10 1/16 GENTLES modul2 3/1837 membran
/19 anatomical structure formallon involved in morphogenesis 0.23 1/39 HANG MM uj é) 57137 hasolaleral plasma membrane
76704 7188 Iebkanyte moraion 083 B8, S o s grds RS heion
8—03 /131 posml;/e regu?atlgnlof actin filament polymerization 072 3 ; 553 L%ﬂébgkeg(:ol?\‘nécElgfI?An%r‘ln_E ISTG NATURE 4 6/712378 nutclcseglsome
-03 xenobiotic metabolic pr 1.00 0/15 cyto:
2—03 4 ;%%Q pattern specification grocess 1.00 0/16 RHODES_UNDIFFERENTIATED _CANCER /184 actin cytoskeleton
e-03 133 cholesterol biosynthetic process 1.00 0/15 SOTIRIOU_BREAST CANCER_GRADE_1 VS_3 DN 0/614 endoplasmic reticulum membrane
e-03 133 tight {uncnon assembly 1.00 0/15 SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3”_UP 0/621 endoplasmic reticulum
e-03 134 ﬁ utathione metabolic process 1.00 0/10 LIU_BREAST CANCER 417129 membrane raft
8 p sl B B proemonouen e B e
e-03 138 epithelial cell dlfferemlatlon 1.00 0/14 LIU PROSTATE —CANCER_UP ! ug%uuncnon
e-03 139 retinoid metabolic process 1.00 0/14 _ER_UP 47163
e—-03 112 head development 1.00 0/9 WANG ER_DN 2/38 cytoplasmlc side of plasma membrane
e-03 112 nitric oxide biosynthetic process 1.00 0/16 WOLFER_overlap genes 2/44 presynaptic membrane
Pet(ytalue #e]ﬂ!ﬁ” g?ﬁeset 'I'S%za( f#}ﬂéa” QQWEBM DM up d E&Xalue ?}%a” %m eLron GCIMP hypermeth DN
6e-0: 1743 Chr7 0.2 6/572 GUDJ_psoriasis up 0.033 /105 willscher_GBM_proteomics_wtOnly_Spot]
e—0 1/1033 Chr2 0.9 1/375 GUDé:IJ’J\ISI%TIaESéSMdOWﬂ 0.046 ;7 Dolnson cytotox:c eflf)ectors =associated wnh LTS in HGA
- 0.058 Calman_survival_rol
g-g ;ggg 8:::{)3( % 8 8; BCHETNIA_EBM dgwn 0.075 /68 cultured’astm%/llla VS, in vivo astrocytes
e—0; 1717 Chr 16 NA 0/0 0.077 112 willscher_ GBM_LTSwt_proteomics-C_U
e-0; 1866 Chr 12 NA 0/0 0.107 117 \?\;}E%w‘gvl\llm bcrea\seﬁf methylation_in_ STS
— 0.165 127
SE VI fe ln MR
e-0. 4161 Chr 4 NA 0/0 0.209 135 Colman_survival_associated
e—0; 11/1720 Chr1 NA 0/0 0.219 137 \glllscher GBM_proteomics_wtOnly_SpotH
— 0.264 4391
2—8 %;%%35 8 ::% Nﬁ 8;8 0.317 /57 developing astrocytes
e—0. 1/232 Chr 18 NA 0/0 0.322 /58 Christensen_hypomethylated_in_secondary_glioblastoma
e—0. 3/633 Chr9 NA 0/0 0.349 /64 Christensen_hypermethylated_in_grade2_astrocytoma
e—0. 2/449 Chr 20 NA 0/0 0.427 /83 Chrlstensen hypermethylaled in_secondary_glioblastoma
e-0; 41957 Chr11 NA 0/0 0.434 /85 ZELT G STS_down_VS_LTS
1/504 Chr 15 NA 0/0 0.449 /89 WIRTH NormaI'Bra'n
1/519 Chr 14 NA 0/0 0.522 /110 Christensen_hypermethylated_in_grade3_astrocytoma
1/602 Chr 10 NA 0/0 0.528 /112 Christensen_hypermethylated_in_grade2_oligoastrocytoma
47‘)“!5‘” Ge! e|§-%r2|_2 TARGETS nk Pc'.oeﬁlue #oall - Geneset ¢ 06 b ;}@3” ERNSREL signare 2
115 PODA| RESPGNSE TO ADAPHOSTIN DN 0.06 1/10 WIRTH B-cells 0.28 1275 ZHANG_DLBCL mutated
110 BIOCARTA_EGFR _SMRTE PATHWAY 0.08 1/12 WIRTH”]| Prlm lymphoid organs 0.37 1327 SPANG ~CDA40 6hrs UP
110 REACTOME TRANSFORWTION OF LANOSTEROL TO CHOLESTEROL 0.08 1/13 WIRTH Tonsil 0.44 186 ROSOLOWSKI_green UP
110 REACTOME_RNA POLYMERASE | PROMOTER_OPENING 0.08 1/13 WIR H_throwd gland 0.50 1852 SPANG_BCI
/ HASINA NOL TARGETS DI -0 AFRAGMENTATION 8% 1/8°  WiRTI-Homeosa 0% 1138 SPA”SfEEé%E“’%BN
. ostasis X
B RO R Bemsone gegLanon G eSS TR T
X mmune s X
114 \YBURD S E_TO_L® 1.00 0/5 WIRTH Pnunarygand 0.84 127 SPANG IL21 DN
/ /AMUNYOKOL | OVARIFN CANCER TMP_UP 1.00 0/26 WIRTH_Pancrea: 0.88 /755 R UP
/ FARMER_BREA! NC] LU: 1.00 0/13 WIRTH Sec. Iymphowd organs .00 0/ BEN I mBL
; CECI)JN PTLOCYTI(',’_:_GAES_I'_I'S%(')\‘YTOMA VS_GLIOBLASTOMA_UP %88 8; % WIE¥HT?\I¥I hocytes 88 8; 20 gﬁygl%fi%%BanN
/ ANG_FLUOROURACIL RESISTANCE UP 1.00 [ WIRTH B%ngmarrow .00 0/12 DAVE_BL.
i ESS PROPRIONTC embo S 160 0118 WIRIH-Teencepnaion o 8118 BAvEBLUS
! EGG_ALD ONE_REGULATED_SODIUM_REABSORPTION 1.00 0/13 WIRTH_Cortex cerebri .00 0/18 D, _c—m;
! ?EACTOME CHOLESTEROL BIOSYNTHESIS — 1.00 0/16 WIRTHT} Hlppocampus .00 0/ DAVE_MHCCII BL DN
! REACTOME_REGULATION_OF_LIPID_METABOLISM_BY_PEROXISOME_ 1.00 0/13 WIRTH_Thalamus .00 0/22 DAVE_NFkB BL DN
#J %a” @grgg&%t activity u-(é% MJ” H@&”?ﬁetzzz l(l-( é)gﬁ %Sﬁoma papillary
1296 oxidoreductase activity 0/34 Pancreatic cancel
4/ oxidoreductase activity, acting on paired donors, with incorporation or reductic 0_019 4 / 152 GGGA 133A——1338 0/22 Glioblastoma muluforme somatic
! f\I\TAFI?Seha%‘Nny’ coupled to transmembrane movement of substances 88%8 g;ggl é‘rgg—%?isp 8; 1 gl?litllggtg gﬁglma
/ X
/ guanylate klngase activity 0.033 4/181 0/36
/ amllno acldhtransmeénbéane transporter activity 0.036 2 ; 45 g ; 7 Cglc:{g%glscﬁ%gple colorectal
117 roline-rich region binding 0.041 2/ 4
bindin, . /35 Prostate ca|
Z; %8 |rgnmﬁ3n bindin 8_8‘51; %ﬁ 7 8/ 1 Alrgﬁe?rﬁerdlsease susceptibility to
2/23 alactosyltransferase activity 0.055 3/129 0/ Schlzophrenla susceptlbl ity to
41154 ranscription regulatory region DNA binding 0.062 6/4 0/ Parkmson \
/ cation— rans porting ATPase activity 0.068 2/64 0/23 ?atocellu ar carcmoma
1237 enzyme binding 0.068 2164 0/29 elanoma and neural system tumor syndrome
1% e T S 6988 31383 8138 SVS&'ST:&?SS?’
138 g yct’)J rotein binding 0.077 424 0/15 Gastric cancel
/53 Cytoskeletal protein binding 0.083 1/1 0/4 Thyroid Carcinoma, follicular
/59 protem phosphatase binding 0.089 2175 0/36 Lung cancer
110 1-acylglycerol-3—-phosphate O-acyltransferase activity 0.092 61467 0/12 Bladder cancer
gl NN AveLS, WV A kdkaap :
Ibe l I lﬁ? n§§et L éom Ibe ’[11 .05 ! 'A%untp_ L
1/4 miR-128b 0.002 5/126 .00 0/16 ACIEJ] L
de € W
1/4 miR- ; X A L
1/9 miR-17 0.003 71284 .00 0/9 ACIEJ”] L 14
0/11 let-7a 0.003 4189 .00 0/11 ACIEJ”] L 15
0/6 let-7b 0.003 6/212 .00 0/15 ACIEJ”] L 16
0/4 let-7c 0.003 5/150 .00 0/2 ACIEJ”] 7
0/6 let-7d 0.004 3747 .00 0/14 ACIEJ”] L 19
0/4 let-7g9 0.004 2/15 .00 0/4 ACIEJ”| L
918> Mo 3008 JEN o 8135 ACIET MM 59
miR- . . | L
0/2 miR-101b 0.007 5/179 .00 0/4 ACIEJ”] L 23
0/4 miR-106b 0.009 5/189 .00 0/12 IACIEJ”]| L 24
0/2 miR-10’ 0.009 4/121 .00 0/14 IACIEJ]| L 26
0/4 miR-122 0.011 4/130 .00 0/2 IACIEJ]| L 27
. fer yn e § g el
miR- X = . | L
0/5 miR-126 0.015 71387 hsa miR- 5196 .00 0/11 ACIEJ] L
0/2 miR-127 0.015 3/78 hsa-miR-205 .00 0/14 IACIEJ”] L 30
a@ r} I %‘!a” &E"r};@§&5 PI3K_UP ah_k Ez_value f‘ﬂ'ﬂfﬁu i %\%ﬁ" IT low expression TF am E’ggﬁ %gga" Vﬁ/; &Er&ﬁt ,T?(UQUe
1/15 ] | 0.6 8/1233 . 1/1 _Skin
23 0/12 BENT! e2f3l ~ 0.6 711095 HEB'ENSTRE$T __high expression TF 8%8 1 4 %8 ¥ﬁ BEsl%ﬁ 7_%al|v?ry gland
. .0 0/14 . 1/21 onsil
8 8;%% .0 0/5 0.15 1/24 VAQUERIZAS Trachea
0/12 .0 0/63 YCﬁar ets UP 0.17 1/28 VAQUERIZAS Liver
0/11 .0 0/9 ¥CjAargetS DOL)I‘\:/’N 8%2 1 ; 41 ¥£ UEgl ﬁ57 !
.0 /4 0ptosis . 1/44 2
8; %g .8 8;8 Xtc;jgg“%ycle Hg 8_%421 H?zzm % BERI%ﬁnghOIe l?lood
X 2 ell cycle . eneral
8564 .0 8/4 Cell g¥owth and prol\ferauon upP 1.00 0/40 VAQUERIZAS”Fetal brain
0 ; 9 '8 8;% YE_;R‘rgmatm [jgdification UP %88 8;% % HEEI%ﬁg_gmooth muscle
8/8 0 0/3 YC_DNA regllcatlon UP 1.00 0/43 VAQUERIZAS Uter
it § 4k pvereudaeoon U8 Ve
0/0 0 0/16 YC_Protein synthesis degradation UP 1.00 0/43 VAQUERIZAS Whole brain
0/0 .0 0/8 YC_RNA processing binding UP 1.00 0/39 VA( UERIZAS_throl
0/0 .0 0/2 YC~Signal transduction UP 1.00 0/7 VAQUERIZAS”Appendix
0/0 .0 0/3 'YC_Tumor supressor genes UP 1.00 0/30 VAQUERIZAS_Fetal lung




Sample—Overexpression

Spot Summary: Q Spot Genelist Geneset Overrepresentation

# metagenes = 9 Rank max e r Description Rank p-value #in/all Geneset
ID min e Symbol
# genes =61 y
1 645037 4.91 -0.85 0.85 GAGE2CG antigen 2C [Source:HGNC Symbol;Acc:31958] 1 1le-25 26 /630 Chr ChrX
2 3e-08 7/120 H.Tis¢ WIRTH_Testis
<r> metagenes =0.99 2 729422 4.91 -0.82 0.86 GAGE12% antigen 12J [Source:HGNC Symbol;Acc:17778] 3 9e-06 3/15 GSE# MATTIOLI_MULTIPLE_MYELOMA_SUBGROUPS
<r>genes = 0.38 4 7e-04 2/14 GSE£ MAHADEVAN_IMATINIB_RESISTANCE_UP
. _ _ 3 729442 4.7 -0.77 0.85 GAGE125 antigen 12J [Source:HGNC Symbol;Acc:17778] 5 7e-04 71549 MF  molecular_function
beta: r2=6.15 / log p= —Inf 6 7e-04 5/259  BP  spermatogenesis
4 2577 465 -0.69 0.85  GAGE128 antigen 12J [Source:HGNC Symbol;Acc:17778) 7 1e-03 6/419 cC  cellular_component
. 8 2e-03 2/23 BP  calcium-dependent cell-cell adhesion
# samples with spot = 34 (12.4 % ologi
p K p ( ) 5 729428 458 -07 086  GAGE12G antigen 12C [Source:HGNC Symbol;Acc:28402] 9 2e-03 6/481 BP  biological_process
Atyplcal ' 5 ( 6.8 % ) 10 5e-03 2137 BP  synapse assembly
Classical : 5 (15.6 %) 6 2576 456  -0.69 085  GAGE12 antigen 12] [Source:HGNC Symbol;Acc:17778] 11 8e-03 2148 Cance KUIPER_MM poor survival
’ ’ 12 1e-02 1/4 GSE# WEBER_METHYLATED_ICP_IN_SPERM_DN
7 26748 455 -0.68 085 GAGE12IG antigen 12| [Source:HGNC Symbol;Acc:4105] 13 le-02 1/5 GSE/ CHOI_ATL_ACUTE_STAGE
Basal : 12 (14.3%) 14 le-02 41346 BP  cell differentiation
8 645073 439 -07 085 GAGE12 antigen 12J [Source:HGNC Symbol:Acc:17778] 15 2e-02 1/6 GSE/ NIELSEN_GIST_VS_SYNOVIAL_SARCOMA_UP
16 2e-02 1/6 GSE# NIELSEN_LEIOMYOSARCOMA_UP
O 100008585 437 -071 084  GAGEI2S antigen 12 [Source:HGNC SymbolAcc:17778] 17 2e-02 1/7 GSE# NIELSEN_SYNOVIAL_SARCOMA_UP
18 2e-02 1/7 GSE# REACTOME_AMINE_LIGAND_BINDING_RECEPTORS
10 2579 28 056 08 GAGEL2/G antigen 121 [Source:HGNC Symbol:Acc:4105] 19 2e-02 1/8 GSE# WEBER_METHYLATED_ICP_IN_FIBROBLAST
20 2e-02 1/9 GSE# ABE_VEGFA_TARGETS_30MIN
) 21 3e-02 1/10 BP  piRNA metabolic process
2674 X -0. . G antigen 2E [Source:HGNC Symbol;Acc:31960]
11 9 3.77 0.6 085  GAGE2E g [ 3% I 22 3e-02 1/10 cC XY body
G antigen 2A (S HGNG Symbol:Acc:4099 23 3e-02 1/10 GSE# NAKAMURA_TUMOR_ZONE_PERIPHERAL_VS_CENTRAL_DN
12 720447 87 056 085 GAGE2AG antigen 24 [Source: ympolAce: 1 24 3e-02 1/10 GSE/# TSUNODA_CISPLATIN_RESISTANCE_DN
. retolase—iike 1S HGNC Symbol:Ace: 25 3e-02 1/10 GSE/ XU_RESPONSE_TO_TRETINOIN_DN
OVGereW Map Spot 13 8277 356 -0.39 029  TKTL1 transketolase-like 1 [Source:HGNC Symbol;Acc:11835] 26 36-02 110 GSE¢ CONRAD_GERMLINE_STEM CELL
. 27 3e-02 1/11 BP  regulation of organ growth
50 — 14 72939 3.52 -0.52 0.85 GAGE12J antigen 12J [Source:HGNC Symbol;Acc:17778] 28 36-02 111 Glio  willscher GBM_Verhaak-CL_expression_M_down
) ) _ 29 3e-02 1/11 Glio  willscher_GBM_Verhaak-MES_expression_M_down
40 — 15 441520 326 —0.75 06 CT45A2 cancerftestis antigen family 45, member A2 [Source:HGNC S 30 3e-02 1/11 Glio  willscher_GBM_Verhaak-PNmut_expression_M_up
31 3e-02 1/11 GSE/ NIKOLSKY_BREAST_CANCER_7Q21_Q22_AMPLICON
16 4109 3.25 -0.86 0.6 MAGEA1elanoma antigen family A, 10 [Source:HGNC Symbol;Acc:6 32 3e-02 1/11 GSE£ SU_PLACENTA
30 H 33 3e-02 1/11 GSE/ ABE_VEGFA_TARGETS_2HR
17 653219 3.18 -0.46  0.69 XAGE1B X antigen family, member 1B [Source:HGNC Symbol;Acc:254 34 3e-02 2799 BP  homophilic cell adhesion
20 - 35 3e-02 1/12 GSE# HSIAO_LIVER_SPECIFIC_GENES
18 100101629 304 -0.52 084  GAGE2EG antigen 2E [Source:HGNC Symbol;Acc:31960] 36 3e-02 1/12 GSE/ ACEVEDO_LIVER_CANCER_WITH_H3K27ME3_DN
37 3e-02 1/12 GSE/ RAY_TARGETS_OF_P210_BCR_ABL_FUSION_UP
10 — [ ] 19 4103 2.69 -0.85 0.47 MAGEA4melanoma antigen family A, 4 [Source:HGNC Symbol;Acc:68 38 3e-02 1/12 GSE/ HO_LIVER_CANCER_VASCULAR_INVASION
39 4e-02 1/13 cc  axonemal dynein complex
4100 2.59 -0.76  0.67 MAGEA1melanoma antigen family A, 1 (directs expression of antigen 4e-02 1/13 CC  mitochondrial respiratory chain
1 p!
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#I%@II lIIIeﬁO?g‘I:e Ié gI[Ie #Inga” @ﬁ’EQWpoor survwal .OOYaIue #}Q{@II g’l@l@r L%ﬁLonem
2123 calcium-—i ependent cell-cell adhesion 0.171 SHAUGHNESSY_MM high rlsk 0.027 110
6/481 biological_process 0.773 1 / ‘33 Lembcke_Normalvs Aden 0.035 /13 axonemal dynein complex
2/37 synapse assembly .000 0/15 HOD S_CANCER META SIG ATURE 0.035 /13 mltochondnal resplratory chain
4346 cell differentjation .000 0/16 HODES_UNDIFFERENTIATED_CANCER 0.054 /120 dynein comple:
/110 PIRNA metabolic process .000 0/15 SOTIRIOU BREAST CANCER_GRADE 1 VS 3 DN 0.082 /31 axontermlnus
/11 regulation of organ growth .000 0/15 SOTIRIOU BREAST_CANCER_GRADE_1_VS“3_UP 0171 /68 collagen
199 homophilic cell adhesion .000 0/10 LIU_BREAST CANCER 0.198 /80 chromatin
/13 posmve regulatlon of smooth muscle contraction .000 0/14 U COMMON CANCER_GENES 0.205 / 8 basement membrane
/13 SDY .000 0/14 LIUTLIVER_CANCER 0.213 1579 ucleol i,l
114 NA me:hylauon involved in gamete generation .000 0/15 LIU_PROSTATE_CANCER_DN 0.281 /3 Itracelliiar membrane-bounded organelle
114 negative régulation of retinoic acid receptor signaling pathway .000 0/14 LIU"PROSTATE_CANCER_UP 0.315 /137 basolateral plasma membrane
116 ciliary or bacterial-type flagellar motility .000 0/14 WANG_ER | U 0.323 1141 postsynaptic membrane
117 positive regulation of interleukin-1 beta secretion .000 o/ WANG El 0.345 endoplasmlc reticulum lumen
/18 smooth muscle contraction .000 0/16 WOLFER overlag enes 0.395 414640 ucleu:
119 .000 0/12 BEN-P 0.399 actlnc toskeleton
119 regulanon of vasoconstriction .000 0/15 —PORATH UP 0.405 1835 integral to plasma membrane
121 chromatin organization .000 0/15 ENTLES_modull 0.437 1207 dendrite
/21 negative regulation of Notch signaling pathway .000 0/16 GENTLES modul2 0.520 1264 microtubule
122 male meiosis .000 0/10 GENTLES_modul3 0.538 24310 cytoplasm
value I@%&ﬁ@ IIO = i
Pe #éﬂ!%” g%peset .8 I:IIII]'!EII Q’B %&ﬁ;sls up 903value #I[E{a” SI‘II?(IIIQS;%IM Verhaak-CL_expression_M_down
134 Chry 1.0 0/375 GUDé_Ipsorlasls down 0.03 /11 willscher_GBM”Verhaak-MES_expression_M_down
1743 Chr7 1.0 0/17 BCHETNIA_EBM up 0.03 /11 willscher_GBMVerhaak—PNmut expressmn ™_up
/519 Chr 14 1.0 0/ BCHETNIA_EBM down 0.18 173 GIEZELT_ GBM_WT_down_VS_m
1699 Chr5 1.0 0/26 BCHETNIAZEBM-| DM up .00 0/14 VERHAA'K_CL subtﬁpe
1386 Chr 22 A 0/0 .00 0/16 VERHAAK”MES subtype
/1033 Chr2 A 0/0 .00 0/14 VERHAAK™NL subtype
1618 Chr4 A 0/0 .00 0/15 VERHAAK™PN subtype
1633 Chr9 A 0/0 .00 0/27 IRTH_PN (
1717 Chr 16 A 0/0 .00 0/89 WIRTH Normal rain
1866 Chr12 A 0/0 .00 0/11 RHAAK_Bral
1918 Chr17 A 0/0 .00 0/12 VERHAAK PN Braln
11720 Chr1 A 0/0 .00 0/11 neurons_glio
/1135 Chr19 A 0/0 .00 0/7 CIII odendrocytes_glio
0/602 Chr 10 A 0/0 .00 0/12 strocytes_glio
0/957 Chr 11 A 0/0 .00 0/57 developln aslrocyles
0/280 Chr13 A 0/0 .00 0/49 mature astrocytes
0/504 Chr 15 A 0/0 .00 0/58 OPC
0/232 Chr18 A 0/0 .00 0/46 OL vs. OPC
0/449 Chr 20 A 0/0 .00 0/55 OL vs. MOG- OL
?'I:I&$%I’ULTIPLE MYELOMA SUBGROUPS I-pﬁgtIs
AHADEVAN IMATINTB_RESISTANCE _UP WIRTHPituitary gland
WE| ATED ICP_IN_SPERM_DN WIRTH_Pancreas
WIRTH Immune system
WIRTH Sec. I¥mp oid organs
WIRTH_Prim. lymphoid organs
CO WIRTH B—cells
ACETOIVIE AMINE [IGAND BINDING RECEPTORS

YLATED_| TI,\\‘I FIBROBLAST

PERIPHERAL _VS_CENTRAL_DN
NCE
N DN~

WIRTH_Lymphocytes
WIRTH_Bone marrow
WIRTH”Nervous System
WIRTH Globus pallidus
WIRTH Telencephalon
WIRTH_Cortex cerebri
WIRTH Hippocampus
WIRTH Thalamus
WIRTH”Cerebellum
WIRTH Homeostasis
WIRTH Liver

DAVE_Immune response 1
DAVE_Immune response 2
LENZ”Stromal signature 1
LENZ”Stromal signature 2
SPANG_BAFF 9hrs DN
SPANG_BAFF 9hrs UP
SPANG_BCR DN
SPANG_BCR UP
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— alue #IUX@II 51;% % éz € %{JII%{I% gt I§£Ii é%%gt\oma papillary
—0! /19 retinoic acid recemor binding 0.3 TTGG-515-5P--519E 0/34 Pancreatic cance!
/ cyclin-dependent protein senne/threonlne kinase activity 0.3 1/ ACTG 30A-3P--30E-3P 0/22 Glioblastoma muluforme somatic
/ c ochrome C oxidase acti [I, 0.4 1/ ATTC-186 0/21 Gastrointestinal
; g d %haudylmosnol phospho ipase C activity 8.5 1; 39 TGCA7148A~1527—1488 0; pnunarya lenoma
rug .7 1/457 GCC-1 0/36
/ histone deacetylase binding .0 0/252 AGCA 93”302A”302B”302077302Df*3727737377520E77520A77526 0/27 Cglorectal cancer
/171 microtubule motor activity .0 0/309 CTAC LET-7D-LET— 7E LET-7F--98-LET-7G- 0/ lenomas, multlple colorectal
e—0. 179 serine—type endopeptidase inhibitor activity .0 0/470 GCAC 5P A 106A 0B--519| 0/35 Prostate canc
e-0 1321 G*proteln coupled receptor activi 0 0/481 TGCT-15A--16—-15B—195--424--497 0/11 AlZheimer disease, susceptiblity to
e-0: /131 nucleoside-triphosphatase activity 0 0/467 GIT-30A-50~-30C-_30D-30B-~30E-5P 0/ Schlzophrenla susceptlbl ity to
e—0. 1141 ATPase activif .0 0/244 GTGC-25--32--92--363--36' 0/ Parkmson \
e—0. 1143 transmembrane signaling receptor activity .0 0/391 TGAA-181A--1 1B——181C——181D 0/23 ?atocellu ar carcmoma
e-0; 1156 protein dimerization activity .0 0/17 GCGC-518B--518C—- 0/29 elanoma and neural system tumor syndrome
4e-0. 1504 nucleotide binding .0 0/420 TGGT-29A--29B--2 0/30 Ovanan cancer
e-0. 1227 receptor activity .0 0/235 CACT-34A--34C--449 0/38 Breastcancer
e—0; 1579 calcium ion binding 0 0/20 ACG-99A--100--9 0/15 Gastric cancel
e—0. /318 chromatin binding .0 0/37 CTCT-526C--518F--526A 0/4 Thyroid carclnoma follicular
e—0; /335 protein serine/threonine kinase activity .0 0/314 TTGC-130A--301--130 0/36 Lung cancer
e-0 1421 protein tyrosine kinase activity .0 0/358 TGCA-519C--519B--519A 0/12 Bladder cancer
LA Al LI INALDL YRSl Dase Mol ks enose
I I Qgeset 4 I §Z'9I7 ACIET L
0/6 let-7b 0/295 R- 40*55 0/13 ACIEJ”] L 10
0/4 let-7c 0/300 R-548c-3p 0/7 ACIEJ] L 13
0/6 et-7d 0/376 R-373 0/ ACIEJ”] L 14
0/4 et-7g 0/178 R-520f 0/11 ACIEJ] L 15
0/13 miR- 0/314 R-520c-3p 0/15 ACIEJ] L 16
0/5 miR-101 0/301 R-18b 0/ ACIEJ] L17
0/2 miR-101b 0/92 R-425 0/14 ACIEJ| 9
0/4 miR-106b 0/271 R-520b 0/4 ACIEJ”] L
0/2 miR-107 0/155 R-31 0/5 ACIEJ”| L 20
0/4 miR-122 0/179 R-302e 0/15 ACIEJ”] L 22
0/2 miR-124a 0/181 582-5p 0/4 ACIEJ| L 23
0/ miR-125a 0/325 R-302d 0/12 ACIEJ”] L 24
0/ miR-125b 0/316 R-302a 0/14 IACIEJ”]| L 26
0/ miR-126 0/426 R-519d 0/2 IACIEJ]| L 27
0/ miR-127 0/545 'miR-93 0/5 ACIEJ] L 28
0/ miR-12 0/157 IR-139-5p 0/ ACIEJ] L 29
0/ miR-128b 01/565 hsa-miR-20b 0/11 ACIEJ] L
0/2 miR-12 0/517 hsa-miR-106a 0/14 ACIEJ] L 30
0/6 miR-133a 0/538 hsa-miR-17 0/11 ACIEJ] L 31
@[ rﬂ \MIJ'\ I]— _val . I]_ 1 ﬁﬁ:!»l %
a e %a” %&%§%7PISK7UP ahk IIIe alue #I[II%II B\%‘?’QEIUowexpression TF ahk b IMaII ﬁ mgfela' brain
0715 o 0 0/14 OWICK TF ) 0/44 VAQUERIZAS Placenta
0/12 e2f3.1 0 0/1095 HEBENSTREIT_high expression TF 0/28 VAQUERIZAS Liver
0/11 0 0/1233 IM_MYC targefs 0/37 VAQUERIZAS”Prost:
0/14 0 0/5 0/29 VAQUERIZAS™Smooth muscle
0/12 0 0/63 YC Targets UP 0/43 VAQUERIZAS Uter
0/11 0 0/9 YCjargets DOWN 0/144 VAQUERIZAS™General
0/15 0 0/4 'YC_Apoptosis UP 0/12 VAQUERIZAS Kidne?
0/13 0 0/8 'YC”Cell cycle UP 0/22 VAQUERIZAS_Spinal cord
0/14 0 0/2 YC Cell cycle DOWI 0/43 VAQUERIZAS”Whole brain
A 0/0 0 0/4 Cell growth and prol\ferauon upP 0/41 VAQUERIZAS™Thymus
A 0/0 0 0/2 C_"hromatln modification UP 0/39 VAQUERIZAS Thyi
A 0/0 0 0/7 'YC”DNA repai 0/62 VAQUERIZAS”Whole blood
A 0/0 0 0/3 YC_DNA repllcatlon upP 0/7 VAQUERI ZAS_ApPencllx
A 0/0 0 0/2 ECM cell adhesion DOWN 0/30 VAQUERIZAS Fetal lung
A 0/0 0 0/20 'YC”Metabolism UP 0/62 VAQUERIZAS Lung
A 0/0 0 0/16 YC”Protein synthesis degradation UP 0/16 VAQUERIZAS”Pancreas
A 0/0 0 0/8 YC_RNA processing binding UP 0/24 VAQUERIZAS Trachea
A 0/0 0 0/2 YC_Signal transduction up’ 0/14 VAQUERIZAS Fetal liver
A 0/0 0 0/3 YCZTumor supressor genes UP 0/21 VAQUERIZAS Tonsil




Sample—Overexpression

Spot Summary: R

# metagenes = 42
# genes = 547

<r> metagenes = 0.87
<r>genes =0.24
beta: r2=4.56 / log p= -Inf

# samples with spot =5 (1.8 %)
Atypical : 1 (1.4%)
Classical : 1 (3.1 %)

Basal : 3 (3.6 %)

Overview Map

Spot

50 r

40

30

20 —

10

1 I B m—

1 10 20 30 40 50 1 10 20 30 40 50

S m
00 4 the ol il \||.||||||.,|||“.|,| ) .ll i |i,,||‘ I
N T|"ur”|vn r||'1|"1r|ll|']|| lm\rl 1 (” ||\
-0.4

Spot Genelist

Rank

ID
1 55915
2 5321
3 10950
4 1207
5 54802
6 144363
7 100093630
8 653566
9 6622
10 84833
11 5723
12 5423
13 401505
14 51142
15 139886
16 8560
17 55848
18 388722
19 ss03
20 51504

max e
min e

18 -0.75
1.65 -0.85
1.54 -1.34
1.52 -1.35
1.51 -0.79
1.49 -0.94
1.47 -1.34
1.46 -1.06
1.44 -0.92
1.42 -0.97
1.39 -0.48
1.39 -1.04
1.36 -0.87
1.36 -0.79
1.35 -1.31
1.35 -1.12
1.34 -0.94
1.27 -0.85
1.25 -1.1
1.25 -0.91

r

0.34

0.46

0.46

0.49

0.47

0.49

0.27

0.54

0.28

0.4

0.53

0.26

0.59

0.45

0.32

0.52

0.45

0.53

0.65

0.45

Description
Symbol

LANCL2 LanC lantibiotic synthetase component C-like 2 (bacterial) [S
PLA2G4/phospholipase A2, group IVA (cytosolic, calcium—dependent)
BTG3 BTG family, member 3 [Source:HGNC Symbol;Acc:1132]
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
SNCA  synuclein, alpha (non A4 component of amyloid precursor) [S
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 (yee
CHCHD2coiled-coil-helix-coiled—coil-helix domain containing 2 [Sour
SPIN4  spindlin family, member 4 [Source:HGNC Symbol;Acc:27040]
DEGS1 delta(4)-desaturase, sphingolipid 1 [Source:HGNC Symbol;A
PLGRKT plasminogen receptor, C-terminal lysine transmembrane prot
Clorf53 chromosome 1 open reading frame 53 [Source:HGNC Symbc

SUCLA2 succinate-CoA ligase, ADP—forming, beta subunit [Source:Ht

TRMT112RNA methyltransferase 11-2 homolog (S. cerevisiae) [Sourc

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

Density

p-value #in/all

3e-35
8e-24
le-22
2e-21
4e-21
3e-20
9e-19
6e-18
8e-14
8e-14
9e-13
3e-12
4e-12
le-11
le-11
7e-11
le-10
le-10
3e-10
7e-10
3e-09
6e-09
6e-09
8e-09
1le-08
2e-08
le-07
2e-07
2e-07
5e-07
6e-07
9e-07
9e-07
le-06
2e-06
3e-06
3e-06
6e-06
7e-06
7e-06

10

o N M O

136/13
30/83

471253
50/304
36/153
35/152

Geneset

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

102/1233 TF

KIM_MYC targets

341167 CC  ribosome
241109 BP  SRP-dependent cotranslational protein targeting to membrane
61/649 BP  gene expression
371287 BP  viral process
241128 BP translational initiation
20/87 BP translational termination
19/81 BP  viral transcription
20/92 BP translational elongation
461482 BP  cellular protein metabolic process
19/92 BP viral life cycle
21/115 BP  nuclear-transcribed mRNA catabolic process, nonsense-mediated decay
30/242 BP RNA metabolic process
28/219 BP  mRNA metabolic process
9/19 CC  mitochondrial proton—transporting ATP synthase complex
11/34 MF  NADH dehydrogenase (ubiquinone) activity
13/51 cC cytosolic large ribosomal subunit
11/35 BP mitochondrial electron transport, NADH to ubiquinone
11/36 CC  mitochondrial respiratory chain complex |
9/23 CC  mitochondrial ribosome
76/1253 BP small molecule metabolic process
7115 BP  ATP synthesis coupled proton transport
6/10 CcC large ribosomal subunit
6/11 Canct GENTLES_modul5
12/62 Glio Stuehler_Proteins_up_in_STS
60 /957 Chr  Chr11
43 /595 MF  RNA binding
8/26 MF  cytochrome-c oxidase activity
6/13 GSE/ REACTOME_FORMATION_OF_ATP_BY_CHEMIOSMOTIC_COUPLING
6/14 BP mitochondrial ATP synthesis coupled proton transport
221220 CC  mitochondrial matrix
42 /618 Chr  Chré4
6/16 Canct GENTLES_modul10
6/16 GSE# MOREAUX_MULTIPLE_MYELOMA_BY_TACI_DN
p-values
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%9@@§%rectron transport chain

translation
cellular metabolic process
RP-dependent cotranslational protein targeting to membrane
gene expression
viral process
translational initiation
translational termination
viral transcription
translational elongation
cellular protein metabolic process
viral life cycle
nuclear-transcribed mRNA catabolic process, nonsense-mediated decay
RNA metabolic process
mRNA metabolic process
mitochondrial electron transport, NADH to ubiquinone
small molecule metabolic process
ATP synthesis coupled proton transport
mitochondrial ATP synthesis coupled proton transport
rRNA processing

20}

sepeset
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thORMATION OF ATP_BY. CHEMIOSMOTIC COUPLING
MOREAUX MULTIPLE MYELOMA BY_TACI N
SAKAI TUMOR INFILTRATING_MONOCTYT!
EEGGTO REGULATION_OF_GENE _| EXPRESSION IN_BETA_CELLS

RIBOSOME
REACTOME FORMATION OF A POOL_OF FREE 40S SUBUNITS
SIS"AND NTN! 0S_RIBOSON
L_RNA_TRANSCRIPTION "AND_REPLICA]

NGATION
REACTOME_REGULATION_OF BETA_CELL_DEVELOPMENT
REACTOME_VIRAL _MRNA TRANSLATION
REACTOM ETRANS'LATON
OSMAN BLADDER C
DIAZ CHRONIC MEYLOGENDUS LEUKEMIA _UP
BARRIER_CANCER_RELA TUMOR SAMF’LE upP
GARCIA TARGETS—OF FLIl KN DAXT_D
N_MULTIPLE_MYELCOMA_MS ] DN

OTHA TCA
MOREAUX B _LYMPHOCYTE MATURATION BY_TACI_DN
REACTOME_CITRIC_ACID_CYC

sct;ucmraﬁgntstiluem of ribosome -
NADH dehydrogenase (ubiquinone) activity
RNA blndlng
c ochrome=c oxidase activity

lectron carrier activity
h dro%en ion transmembrane transporter activity

2 iron, 2 sulf%r cluster binding
iron—sulfur cluster binding

protein transporter activity

protein methyltransferase activity
RNA helicase activit
ransmembrane trans?orter activity
lysophospholipase ac

translation initiation factor activity
ATPase activity
gamma—tubu in blndlng

|%’\P/ublqumn inding
[A-directed RNAJ)olymerase activity
protein complex binding
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miR-659
miR-19a
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Ganeselous

GENTLES modullO
G_MM u

HAN

ENTLES modul6
SPANG_LPS-index2
GENTLES_modull
GENTLES modul4
COMMON CANCERRGENES

u13

RHODES TANCER_META SIGNATURE
SOTIRIOU_BREAST_ _CANCER _GRADE_1 VS_3 UP
RHODES UNI%IFFERENTIATED CANCER™

Of

SPANG BTL6-index2

ood survival

Y _MM high rlsk

Lembcke _Normal'vs Adenom:

SOTIRIOU_BREAST _¢ CANCER GRADE_1_VS_3 DN

%&ﬁ;sls up
GUDJ soriasis down
BCHETNIA_EBM up
BCHETNIA_EBM down
BCHETNIAZEBM-| DM up

ﬁ@ﬂ?&@&s allidus

WIRTH Cerebellum
WIRTHZImmune system
WIRTH_Homeostasis
WIRTH Muscle

WIRTH_| Nervous System
WIRTH_Pituitary gland
WIRTH_Pancreas

WIRTH Sec. I¥mphowd organs
WIRTH_Prim. lymphoid organs
WIRTH B—cells

WIRTH Lymphocytes
WIRTH_Bone marrow
WIRTH Telencephalon
WIRTH”Cortex cerebri
WIRTH Hippocampus
WIRTH Thalamus
WIRTH Testis

E%&) Badse

1sa —let—
hsa-m R 8
hsa-miR-548;
hsa-miR-154
2
3

hsa-miR-
hsa-m
hsa-let-7d
hsa-m
hsa-m
1sa—m
1sa-mi

hsa-miR-34c-3p

%Wéﬁt ets
YC Tar ets UP

processlngi binding UP
YC Slgnal transduction UP
YC A optosis Ul
REIT. hL();h expression TF

'YC”Protein synthesls degradation UP
'YC”Metabolism
El ENSTREIT low expression TF

I
O

ISEs
‘(C_Tar ets DOWN
YC_Cell cycle DOWN

C_Cell growth and proliferation UP
YC_Chromatin_modification UP

'YC_Tumor supressor genes UP
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Gensset

métochondnal inner membrane

ribosol

mitochondrial proton-transporting ATP synthase complex
cytosolic large ribosomal subunit

mitochondrial respiratory chain complex |
mitochondrial ribosome

large ribosomal subunn

mitochondrial m:

mitochondrial Intermembrane space

cytosol

proteasome complex

mediator complex

mitochondrial respiratory chain

eukaryotic 43S preinitiafion complex

eukaryotlc translation initiation factor 3 complex

uglqumnﬁlgase complex
mitochondrial small ribosomal subunit
ER membrane protein complex

gnee%ttems up in_STS

cher”_ GBM_proteomics_wtOnly_Differencelist_
Cl eomics_wtOnly”SpotG

Cl wt_proteomics=O_UP.
cher_GBM_LTSmuf_proteomics-B_UP

Cl STSwt_proteomics-B_DOWN
cher_GBM_proteomics_wtOnly_Spotd

W|Ilscher GBM_Verhaak-CL_expression_D_uj
willscher_GBM”Verhaak-MES_expression T D down
willscher_GBMVerhaak-PNwi_expression_D_up
willscher” GBM_ LTSwl t_proteomics-C_UP

El HA/SK NL su 1}/ pe
GIEZELT_GBM_W
W|IlscherEBM ;Froteomlcs wtOnIy SpotH
Barbus_GBl LTS
willschér GBM LTSmut_proteomics-A_UP
willscher GBM"| proteomlcs wtOnly_SpotC
GIEZELT_GBM_STS_up_VS
Vlshal_sﬁbnetwork slgnamre ‘of survival in GBM

I%I red total

SPANG BCR UP

RQSOLOWSKI red UP

DAVE._c-myc BL U

ROSOLOWSKI

SPANG CD40 Bl DN
SCQU

E_GCB UP
SPANG BKFRF 9hrs DN
ROSOLOWSKI reen total
ROSOLOWSKI lue DOWN
WRIGH TJ

SPANG

ROSOLOWSKI blue total
DAVE BL-vs-DLBCL
NG Dli?%L mutated

GTIL.

NG_LPS 6hrs UP
SPANG IL21 DN
SPANG_CDA40 6hrs UP

scssIssEUn)
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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
Ovanan cancer
Breast cancer
Gastric cance
Thyroid carclnoma follicular
Lung cancer
Bladder cancer

Senese

ZA Smooth muscle
ZAS Utel

ZAS K |dne
ZAS”Spinal cord
S_Whole brain

ZAS”Fetal liver
ZASTonsil
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