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Correlation Cluster

Spot Summary: A

# metagenes = 38
# genes = 284

<r> metagenes = 0.93
<r>genes = 0.29
beta: r2=6.15 / log p= -Inf

# samples with spot =44 (16 %)
Atypical : 21 (28.4 %)
Classical : 8 (25 %)

Basal:1(1.2%)

Overview Map
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ID

84223
10388
9355
86
5984
116832
55190
4171
3191
51087
55832
113802
7037
494514
7298
3148
9070
79682
116028

11073

max e
min e

2.16 -1.59
1.89 -0.59
1.77 -0.89
1.75 -1.06
1.72 -1.26
1.7 -1.8
1.67 -1.07
1.63 -1.4
1.62 -1.54
1.62 -0.89
1.61 -0.79
16 -1.54
1.59 -1.54
1.59 -1.17
1.58 -1.36
1.55 -1.13
1.51 -0.85
15 -1.27
1.49 -1.31
1.45 -0.94

r

0.38

0.6

0.57

0.84

0.61

0.39

0.8

0.22

0.61

0.45

0.47

0.65

0.51

0.71

0.7

0.32

0.57

0.68

0.77

Description
Symbol

IQCG  1Q motif containing G [Source:HGNC Symbol;Acc:25251]
SYCP2 synaptonemal complex protein 2 [Source:HGNC Symbol;Acc:
LHX2  LIM homeobox 2 [Source:HGNC Symbol;Acc:6594]
ACTL6A actin-like 6A [Source:HGNC Symbol;Acc:24124]
RFC4  replication factor C (activator 1) 4, 37kDa [Source:HGNC Syn
RPL39L ribosomal protein L39-like [Source:HGNC Symbol;Acc:1709¢
NUDT11 nudix (nucleoside diphosphate linked moiety X)-type motif 11
MCM2  minichromosome maintenance complex component 2 [Sourct
HNRNPLheterogeneous nuclear ribonucleoprotein L [Source:HGNC S
YBX2 Y box binding protein 2 [Source:HGNC Symbol;Acc:17948]
CAND1 cullin-associated and neddylation—dissociated 1 [Source:HG
HENMT1HEN1 methyltransferase homolog 1 (Arabidopsis) [Source:HC
TFRC transferrin receptor [Source:HGNC Symbol;Acc:11763]
C18orfs6chromosome 18 open reading frame 56 [Source:HGNC Symt
TYMS thymidylate synthetase [Source:HGNC Symbol;Acc:12441]
HMGB2 high mobility group box 2 [Source:HGNC Symbol;Acc:5000]
ASH2L ash2 (absent, small, or homeotic)-like (Drosophila) [Source:+
CENPU centromere protein U [Source:HGNC Symbol;Acc:21348]
RMI2

RecQ mediated genome instability 2 [Source:HGNC Symbol;.

TOPBP1 topoisomerase (DNA) Il binding protein 1 [Source:HGNC Syn

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 2e-35 39/149 BP  DNAreplication
2 le-23 431370 BP  mitotic cell cycle
3 2e-22 49 /530 Cance Lembcke_Normal vs Adenoma
4 6e-22 28/142 Glio willscher_GBM_Verhaak-CL_expression_C_up
5 6e-22 281142 Glio willscher_GBM_Verhaak-PNmut_expression_C_down
6 5e-21 63/949  CC  nucleoplasm
7 2e-17 14/30 BP DNA strand elongation involved in DNA replication
8 le-16 32/298 BP  DNA repair
9 2e-14 140/4640 CC  nucleus
10 le-12 8/11 GSE# KALMA_E2F1_TARGETS
11 le-12 13/49 BP  telomere maintenance
12 3e-11 9/21 BP telomere maintenance via semi—conservative replication
13 4e-11 8/15 GSE/# KEGG_DNA_REPLICATION
14 5e-11 9/22 BP  DNA replication initiation
15 8e-11 8/16 GSE/# EGUCHI_CELL_CYCLE_RB1_TARGETS
16 8e-11 8/16 GSE# SONG_TARGETS_OF_|IE86_CMV_PROTEIN
17 8e-11 8/16 GSE/ REACTOME_ACTIVATION_OF_THE_PRE_REPLICATIVE_COMPLEX
18 le-10 9/24 BP  telomere maintenance via recombination
19 5e-10 66/1749 MF  DNA binding
20 7e-10 17/148 BP  G1/S transition of mitotic cell cycle
21 4e-09 7116 GSE/ VERNELL_RETINOBLASTOMA_PATHWAY_UP
22 4e-09 7116 GSE/ FRASOR_RESPONSE_TO_SERM_OR_FULVESTRANT_DN
23 4e-09 7116 GSE# BIOCARTA_MCM_PATHWAY
24 4e-09 7116 GSE# REACTOME_DNA_STRAND_ELONGATION
25 1e-08 6/11 GSE/ REACTOME_UNWINDING_OF_DNA
26 7e-08 6/14 GSE/ REACTOME_REMOVAL_OF_THE_FLAP_INTERMEDIATE
27 8e-08 5/8 GSE# REACTOME_DNA_REPLICATION_PRE_INITIATION
28 1e-07 6/15 GSE# REACTOME_ACTIVATION_OF_ATR_IN_RESPONSE_TO_REPLICATION
29 1e-07 6/15 GSE/ REACTOME_REPAIR_SYNTHESIS_OF_PATCH_27_30_BASES_LONG_L
30 1e-07 7124 MF  DNA helicase activity
31 2e-07 6/16 GSE# REACTOME_G2_M_CHECKPOINTS
32 2e-07 6/16 GSE# REACTOME_LAGGING_STRAND_SYNTHESIS
33 3e-07 5/10 GSE# REACTOME_REMOVAL_OF_THE_FLAP_INTERMEDIATE_FROM_THE_
34 4e-07 6/18 BP  nucleotide—excision repair, DNA gap filling
35 6e-07 171232 BP  mitosis
36 8e-07 11/96 BP  DNA recombination
37 8e-07 28/579  CC  nucleolus
38 1e-06 37/914  Chr Chr3
39 1e-06 10/82 CC  chromosome
40 1e-06 177/8023 MF  protein binding
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A< p Gensseh, RIkle v ceneser . Adenora poyalue  #njall - Gengset
mitotic cell cycle 5e-06 5/1 WOLFER” overl Iaqu 4 140/4640 nucleus
e DNA strand elongatlon involved in DNA replication 2e-03 3/15 SOTIRIOU BREAST CANCER GRADE_1_VS_3 UP e-07 8 /579 nucleolus
e-1i DNA repair 2e-03 4/3 KUIPER_MM good sarvival e-06 10/82 chromosome
e-1. 13 /49 telomere maintenance 9e-03 4/ 4 KUIPER MM poor survival e—06 19/335 centrosome
e—1. 9/21 telomere maintenance via semi-conservative replication 3e-02 2/1 GENTLES_ modul6 4e-05 10/120 nuclear envelope
e-1 9/22 DNA replication initiation 3e-02 4/6 SHAUGHNESSY_ MM 7e-05 81/80 chromatin
e-10 9/24 telomere maintenance via recombination 3e-02 21/ RHODES UNDIFFERE TIATED _CANCER 4e-04 5/37 mitochondrial nucleoid
e-10 17 /148 G1/S transition of mitotic cell cycle 3e-02 21/ GENTLES modul2 e—04 3/10 Fanconi anaem\a nuclear complex
4e-07 6/ 1 nucleotide-excision repair, DNA gap filling 2e-01 1/ LIU_COMMON CANCER GENES e-04 3/10 lateral elemen
e-07 171232 mitosis 2e-01 1/ GENTLES_modul3 e—0: 3/16 male germ cell nucleus
e—-07 11/96 DNA recombination 2e-01 1/ GENTLES_modu I e—0. 4134 chromosome, telomeric region
e—0 10/86 nucleosome assembly 2e-01 1/ RHODES 'CANCER META_SIGNATURE e—0: 5/56 chromosome, centromeric region
e-0 5/14 centrosome duplication 2e-01 1/ BEN-PORAT] e—0 5/66 condensed chromosome kinetochore
e—0 5/1 cell cycle checkpoint 2e-01 1/ GENTLES moaull e-0 3/26 cond%nsed chromosome
e—0! 817 nucleotide—excision repair 8e-01 2/185 SPANG_LPS—index2 e-0 5/78 PML bod
e—0! 5/2 CENP-A containing nucleosome assembly at centromere 1e+00 1/316 SPANG_BCL6-index2 e-0. 6/109 spindle
-0 12174 cellular response to DNA damage stimulus 1e+00 1/553 Lembcke _Colonic Inflammation e-0 2/10 nuclear pore outer ring
e-0! 5/2 chromosome organization 1e+00 0/15 SOTIRIOU_BREAST CANCER_GRADE_1_VS_3 DN e-0; 5/81 nuclear matrlx
1e-04 716 double-strand break repair 1e+00 0/10 LIU_BREAST_CANCER e-0 91/4310  cytopla:
r —-value #j J@%aﬁﬁ Il j
e ?7'?1 El” g’%gﬂeset 4 ﬁ“f'! I Q’E) %&ﬁ;sls up 22 %Nﬁ" Lg%%tm Verhaak-CL_ex| Pressmn C ug
8e-0: 25/866 Chr12 1.0 1/375 GUDé_Ipsonass down e—22 8 /142 willscher_ GBM”Verhaak-PNmut_expression_C_down
1le-0:; 16 /504 Chr 15 1.0 0/17 BCHETNIA_EBM up 4e-04 /57 developing astro\C)n
4e-0; 39/1720 Chr 1.0 o/ BCHETNIA_EBM down e—0: 3/313 willscher rhaak CL_expression_D_up
5e-0; 1232 Chr 18 1.0 0/26 BCHETNIA_EBM-| DM up e—0: 3/313 willscher_GBM_Verhaak-MES_expression_D_down
2e-0; 0/918 Chr 17 A 0/0 e—0: 3/313 willscher_GBM”Verhaak-! PNerxpressmn D_up
2e-0: 4/633 Chr A 0/0 7e-0. 14 willscher_ GBM_STSwt_proteomics—L_UP
6e-0 21717 Chr 16 A 0/0 e—0. 15 Phillips Prolif up vs PN
6e-0: 0/602 Chr 10 A 0/0 e-0; 110 willscher_GBM_LTSmut_proteomics-A_UP
6e-0: 0/618 Chr 4 A 0/0 e-0! 113 Christensen_hypomethyTated_in_gradeZ_astrocytoma
6e-0: 0/630 Chr A 0/0 0. 113 Christensen_| hypomethylated in_grade2_oligodendroglioma
7e-0: 671033 Chr A 0/0 0 114 VERHAAK_NL subtype
7e-0: 4280 Chr 13 A 0/0 0. /14 Christensen_hypomethylated_in_grade2_oligoastrocytoma
8e-0: 21187 Chr 21 A 0/0 0. /14 Christensen_hypomethylated_in_grade3”oligoastrocytoma
9e-0: 517449 Chr 20 A 0/0 0 /62 Stuehler_Proteins_up_in_STS
9e-0: 1534 Chr A 0/0 0. 122 KIM deleted & downregulated in L
9e-0: /519 Chr 14 A 0/0 3 /123 Chnstensenmi/pomethylated in rades _astrocytoma
1e+0! /386 Chr 22 A 0/0 /70 W|Ilscher GBM_proteomics_wtOnly_SpotJ
1e+00 0/957 Chr11 A 0/0 /391
1e+00 1714 Chr A 0/0 /31 RIM, prognosnc signature LTS vs. STS
n{a” ARGETS nk .2 ﬁ ue fﬂn{ﬁ” E{] %Lne system lJ g} QLS%; DLBCL
5 KEGG DNA REPLICA] 0.2 1/12 WIRTH_Tymphocytes 24/755 SPANG
6 GUCH| CELL_CYCLE_RB1 _TARG 3 3/120 WIRTH 21/852 SPANG”| BC
6 ONG_TARGET® F [E86_CMV_P 0 1/400 WIRTH_Nervous System 477100 ROSOLDWSKI blue total
6 REA( PRE_REPLICATIVE_COMPLEX 0 0/5 WIRTH Pituitary gland 1/ MASCQUE
6 VERNELL R'ETINOBLASTOMK PA 0 0/26 WIRTH_Pancreas 8/291 SPANG
6 FRASOR PONSE T |_OR_FULVESTRANT_DN 0 0/13 WIRTH Sec. I¥mph0\d organs 4/118 SPANG_LPS 6hr:
6 BIOCARTA_MCI \THW; 0 0/12 WIRTH_Prim. lymphoid organs 3/86 ROSOI OWSKI green upP
6 REACTOME_DNA_ STRAND ELONGATION 0 0/10 WIRTH B—CeIIS 1/18 DAVE_c-myc UpP
1 REACTOME_UNWIND| 0 0/13 WIRTH Tonsil 67275 ZHANC DLBCL mutated
4 REACTOME"]| L P INTERMEDIATE 0 0/13 WIRTHTTh mus 3/119 ROSOLOWSKI_green total
REACTOME_DNA REPLICATION_PRE_TNITIATION 0 0/6 Bone marrow 4 2186 ROSOLOWSKIred total
5 REACTOME_ACTIVATION OF ATR_IN"RESPONSE _TO REPLICATION S 0 0/14 WlRTH Globus pallidus e 1/38 ROSOLOWSKI”blue DOWN
5 REACTOME REPAIR SYNTHESIS OF_PATCH_27_30_BASES_LONG_BY. 0 0715 WIRTH Telencephalon 6/327 SPANG_CD40
6 2 M_CHECKPOINTS 0 0/13 WIRTH_Cortex cerebri 71426 SPANG_CDA40 6hrs DN
6 REACTOME LAGGING_STRAND_SYNTHE! 0 0/16 WIRTH Hippocampus 1/54 SPANG_BAFF 9hrs DN
0 REACTOME REMOVAL OF THE FLAP_| INTERMEDIATE FROM_THE_C_ 0 0/13 WIRTH_Thalamus 1/69 SPAI LPS 6hrs DN
4 BRCA2 'NETWOR'K 0 0/15 WIRTH Cerebellum 9 3/ 74 SPANG
4 PUJANA BRCA CENTERE .0 0/50 WIRTH Homeostasis 0/ BENTINK
4 REACTOME_POLYMERASE. 'SWITCHING .0 0/62 WIRTH Liver o/ BENTINKZ mBL DOWN
#émﬁu g\ﬁrgﬁ éDOQ Méﬁl A EP?@@I é)gﬁ %St\oma papillary
24 DNA helicase activity 711 0/34 Pancreatic cance!
718023  protein binding 4/73 AGGT 500 0/22 Glioblastoma muluforme somatic
/1344 ATP bindin: 71182 TAGC-9 0/21 Gastrointestinal
/504 nucleotide binding 1/4 CGGT-220 0/ PIIUIISI’V adenoma
/115 helicase activity 3/56 ACAA-382 0/36
/595 RNA bindin 3/64 TCTG-361 0/27 Cglorectal cancer
/318 chromatin binding 5/159 CACC-138 0/ lenomas, multlple colorectal
/132 kinase activity 4/116 CAGC-370 0/35 Prostate canci
28 DNA-directed DNA polymerase activity 6/205 GTAC-101 0/11 Alzhelmerdlsease susceptibility to
21 nuclease acuwdv 9/358 TGCA-519C--519B--519A 0/ Schlzophrenla susceptibility to
62 single-stranded DNA binding 3/82 AAAC- 0/ Parkmson
141 ATPase activity 41127 GACT-212--132 0/23 Fatocellu\arcarcmoma
92 ATP-dependent helicase activity 3/84 ATGC-2 0/29 elanoma and neural system tumor syndrome
51 damaged DNA bindin 1/13 TGCA-517A--517C 0/30 Ovanan cancer
19 hydrolase acuw%/ acting on acid anhydrides, in phosphorus-containing anhyc 2149 AGGA-483 0/38 Breast cancer
22 F-kappaB 2152 GTGT-514 0/15 Gastric cance
1940 nucleic acid blndlng 41146 ACTG-30A-3P--30E-3P 0/4 Thyroid Carcinoma, follicular
45 manganese ion binding 10/ 457 TGCC-124A 0/36 Lung cancer
24 histone-lysine N- memyllransferase activity 6/252 AGCA 93——302A——302B——3020——302D——372——373——520E——520A——526 0/12 Bladder cancer
alue dlyet WV BAkudbaap  cepese
l ! L%Srb?set 1?1%' 2 1 AERGS
2/6 miR-26a 11/188 hs: 0.023 2/14 ACIEJ”]
1/2 miR-152 15/335 0.034 1/2 ACIEJ”]
1/3 miR-148a 718 0.067 1/4 ACIEJ”]
1/5 miR-101 6/381 0.202 1/13 ACIEJ”]
1/5 miR-320 21258 0.229 1/15 ACIEJ”]
1/10 miR-146a 21271 1.000 0/16 ACIEJ”]
1/11 miR-16 317325 1.000 0/7 ACIEJ”]
0/11 let-7a 4140 1.000 0/9 ACIEJ”]
0/6 let-7b 4140 1.000 0/11 ACIEJ”|
0/4 let-7c 71122 1sa: 3 1.000 0/2 ACIEJ”]
0/6 let-7d 137336 sa-let-7e 1.000 0/4 ACIEJ”]
0/4 let-7g 13/341 1.000 0/5 ACIEJ”]
0/13 miR-. 6/9 76a 1.000 0/15 IACIEJ”]|
0/2 miR-101b 5/7 5 1.000 0/4 ACIEJ]
0/4 miR-106b /24 32* 1.000 0/12 ACIEJ]
0/2 miR-107 21313 -559 1.000 0/14 ACIEJ]
0/4 miR-122 2/314 I 20c-3p 1.000 0/2 ACIEJ]
0/2 miR-124a 21316 hsa-miR-302a 1.000 0/5 ACIEJ]
0/6 miR-125a 4/ 4 hsa-miR-518e* 1.000 0/6 ACIEJ]
a@ n 4 all &E'ﬂﬁ§§y§ PI3K_UP %Wﬂg g\? Iq bZ ﬁ %[ﬂ({a" ﬁ ts Skeletal muscle.psoas
e—01 1/11 .2 /8 YC Cell ¢ Ry 0.5 1/38 \/ UERIZAS Tesl
e-01 1/14 . 7 /1095 HEBENSTREIT hlgh exgressmn TF 0.5 1/40 VAQUERIZAS]| Fetal brain
e-01 1/15 13 YC_DNA replication 0.5 1/41 VAQUERIZAS” Thymus
e+00 0/15 /4 YC_Cell growth and proliferation UP 05 1/43 VAQUERIZAS Whole brain
e+00 0/12 15 MYC_TFs 0.9 1/144 VAQUERIZAS” General
e+00 0/12 163 MYC~Targets UP 1.0 0/44 VAQUERIZAS Placenta
e+00 0/11 17 MYC_DNA repair UP 1.0 0/28 VAQUERIZAS Liver
e+00 0/13 120 MYC~Metabolism UP 1.0 0/37 VAQUERIZASPri
e+00 0/14 BENTINK src 2 4/1146 HEBENSTREIT low expression TF 1.0 0/29 VAQUERIZAS”Smooth muscle
NA 0/0 0/14 WICK_TF 1.0 0/43 VAQUERIZAS Uter
NA 0/0 0/9 YC_Targets DOWN 1.0 0/12 VAQUERIZAS Kidn
NA 0/0 0/4 'YC”Apoptosis UP 1.0 0/22 VAQUERIZAS Sﬁma cord
NA 0/0 0/2 YC Cell cycle DOWN 1.0 0/39 VAQUERIZASThyr
NA 0/0 0/2 Chromatin_modification UP 1.0 0/62 VA ERIZAS‘WhoIe blood
NA 0/0 0/2 YC ECM cell adhesion Dt 1.0 0/7 VA ppendix
NA 0/0 0/16 YC_Protein synthesis de radatlon uP 1.0 0/30 VA UERIZAS Fe | al lung
NA 0/0 0/8 YC“RNA processing binding 10 0/62 VAQUERIZAS™Lun:
NA 0/0 0/2 YC_Signal transduction UP 1.0 0/16 VAQUERIZAS”]| Pancreas
NA 0/0 0/3 YCZTumor supressor genes UP 1.0 0/24 VAQUERIZAS Trachea




Correlation Cluster

Spot Summary: B

# metagenes = 34
# genes = 397

<r> metagenes = 0.96
<r>genes = 0.39
beta: r2=8.32 / log p= -Inf

# samples with spot =49 (17.8 %)
Atypical : 33 (44.6 %)
Classical : 2 (6.2 %)

Basal : 5(6 %)

Overview Map

Spot

1

I
10

20

30 40

=

50

50
40
30
20
10
& 1
1 10 20 30 40 50
| bl
0.2
_8:2 : ”II)I\LI ||i Mlilllljll’l JV"]“”II,'“.'.I
-0.4

""I]Jl\\'

I

d

i

Spot Genelist

Rank

© 0o N o g A~ W N B

I N e L i e =
© © o N o U b~ W N B O

ID

125050
84061
126205
51326
401261
79058
618
400818
29944
4851
25862
136051
23466
85452
9647
55876
80224
375775
4249

728903

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
1.49 -0.85
1.48 -0.91
1.47 -1.22
1.46 -0.65
1.45 -1.15
1.45 -1.04

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

0.5

0.71

0.9

0.63

0.53

0.66

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
PPM1F protein phosphatase, Mg2+/Mn2+ dependent, 1F [Source:HG
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

MGAT5 mannosyl (alpha-1,6-)-glycoprotein beta—1,6—-N-acetyl-gluc

Geneset Overrepresentation

Rank

1 3e-08
2 3e-06
3 2e-04
4 2e-04
5 2e-04
6 7e-04
7 9e-04
8 2e-03
9 2e-03
10 2e-03
11 2e-03
12 3e-03
13 3e-03
14 3e-03
15 4e-03
16 4e-03
17 5e-03
18 5e-03
19 5e-03
20 6e-03
21 7e-03
22 8e-03
23 1e-02
24 1e-02
25 1e-02
26 le-02
27 1e-02
28 2e-02
29 2e-02
30 2e-02
31 2e-02
32 2e-02
33 2e-02
34 2e-02
35 2e-02
36 2e-02
37 2e-02
38 2e-02
39 2e-02
40 2e-02

12

10

2

(2}

S 6

0 4

2

0

p-value #in/all

56 /1135
69/1749
4/13
4/13
4714
37/940
5/34
3/12
3/12
3/12
130/ 4640
3/13
214
52/1574
3/15
3/15
3/16
3/16
3/16
281743
216
3/19
217
4138
2/8
218
6/88
3/24
3/24
31/918
4/44
4/44
5/67
5/67
3/25
4745
11/238
3/26
2/10
2/10

Geneset

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

Chr19

DNA binding
SPIRA_SMOKERS_LUNG_CANCER_DN
ST_GAQ_PATHWAY

MACIEJ_MMML 8

nucleic acid binding

hydrolase activity, hydrolyzing O-glycosyl compounds
CAFFAREL_RESPONSE_TO_THC_8HR_5_UP
KEGG_SULFUR_METABOLISM
BIOCARTA_HDAC_PATHWAY

nucleus

BIOCARTA_MEF2D_PATHWAY
BIOCARTA_CYTOKINE_PATHWAY

transcription, DNA-templated
WANG_CLIM2_TARGETS_UP
NIKOLSKY_BREAST_CANCER_21Q22_AMPLICON
HAMAI_APOPTOSIS_VIA_TRAIL_UP
REACTOME_SIGNALLING_BY_NGF
REACTOME_TRKA_SIGNALLING_FROM_THE_PLASMA_MEMBRANE
Chr7

KAUFFMANN_MELANOMA_RELAPSE_DN
sprouting angiogenesis
KEGG_STEROID_HORMONE_BIOSYNTHESIS
methylated histone residue binding
BARRIER_CANCER_RELAPSE_NORMAL_SAMPLE_DN
REACTOME_CYTOSOLIC_SULFONATION_OF_SMALL_MOLECULES
hsa-miR-423-5p

Cul3-RING ubiquitin ligase complex

negative regulation of T cell proliferation

Chr17

meiosis

response to ionizing radiation

glucose homeostasis

hsa-miR-326

ARF GTPase activator activity

circadian rhythm

hsa-miR-214

regulation of ARF GTPase activity

negative regulation of cell-substrate adhesion

RNA polymerase Il core binding

p-values
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alue r@-ngf-‘-ﬁ l = j
E)OOX #ﬂp{@z{ g%aﬁ%ﬁ DNA-templated .04 l e #}E‘ga” %?IEE!%%REAST CANCER_GRADE_1_VS_3_DN .00¥a|ue #élp/%uo G(%@Seset
sprouting anglo? nesis § . 0.15 1/7 Z IANG _MGUS up 0.016 124 Cul3-RING ubiguitin Ilgase complex
3 / 24 negative regulation of T cell proliferation 0.20 1/14 U_COMMON CANCER GENES 0.027 129 histone deacetylase complex
. 444 meiosis 0.27 1/14 LIU LIVER_CANCE 0.041 5 /1142 intracellular
X 4144 response to ionizing radiation 0.27 1/14 WANG_ER”UP 0.055 5/419 cellular componem
. 5/67 glucose homSOS‘aSI 0.31 1/16 GENTLES "modul10 0.065 /41 transport vesicle
4145 circadian rh¥ 0.31 1/16 GENTLES modul14 0.068 /19 cortical actin cyloskelelon
3/26 regulation of ARF GTPase activity 0.67 1/48 PER_NM poor survival 0.070 /159 nuclear speck
2/1 negative regulation of cell-substrate adhesion 0.79 1/68 SHAUGHNES Y_MM high risk 0.088 2/22 f||amen[ous acun
48 /1581 regulatlono transcnpnon DNA-dependent 0.85 5/316 SPANG_BCL6-index2 0.088 2122 heterochromatin
6/9 matin mo?_I icati |o 0.92 2/185 NG_LPS-index 0.090 147 transcrlptlona| repressor complex
4] 4 actlvatlon of osphol ase C activity 0.98 6/530 Lembcke_Normal vs Adenoma 0.093 4176 catalytic step 2 spliceosome
/1 posmve regu lation of CREB transcription factor activity 0.99 6/553 Lembcke”Colonic Inflammation 0.109 125 PcG protein complex
1163 mRN s licing, via spliceosome 1.00 0/15 HOD ES_CANCER _META SIGNATURE 0.109 125 kl/‘rlmary cilium
1164 cell deat 1.00 0/16 DES_UNDIFFERENTIATED_CANCE! 0.124 127 LL1 Complex
11 hlstone H4 K16 acetylation 1.00 0/15 SOTIRIOU BREAST _CANCER_GRADE_. 1 VS_3_UP 0.155 131 condensed nuclear chromosome
11 oocyte maturation 1.00 0/10 LIUiBREA'ST CANCER 0.160 4793 spliceosomal comple:
/1. positive regulatlon of JAK-STAT cascade 1.00 0/15 LIUZPROST/ 0.165 162 olgi cisterna membrane
114 cellular response to estradiol stimulus 1.00 0/14 LIV~ PROSTATE CANCER UP 0.179 2/34 nuclear body
114 mitochondrion morphogenesis 1.00 0/9 WANG_ER_DN™ 0.182 /65 lysosomal Iumen
#bjl ESLI (g%geset Aﬁ%a A#Jr:l'!é“ Q’Engéﬁ;ss down d Eozvalue }9(3” ﬁl@éﬂg% Verhaak-CL_expression_H_down
8/ 743 Chr7 1/572 GUDJ_psoriasis up 0.02 5/71 willscher_GBM”Verhaak-MES _expression_H up
1/918 Chr 17 0/17 BCHETNIA_EBM up 0.02 /71 willscher_GBM_ Verhaak-PNwf_expression_H_ E
/187 Chr 21 o/ BCHETNIA_EBM down 0.04 /15 Donson-chemokines/cytokines=associated with LTS in HGA
3/386 Chr 22 0/26 BCHETNIA_EBM-| DM up 0.08 /45 willscher_GBM_Verhaak-PNwt_expression_J_up
9/630 Chr X A 0/0 0.10 1/313 willscher_GBM”Verhaak-CL_expression_D_up
3/504 Chr 15 A 0/0 0.10 1/313 willscher_GBM_Verhaak-MES_expression_D_down
5/618 Chr4 A 0/0 0.10 1/313 w >L. |e| GB "Verhaak-PNwi_expression up
71717 Chr 16 A 0/0 0.15 17 GBl LTEmut groleomlcs P_DOWN
15/633 Chr9 A 0/0 0.24 112 F’hlll SFNUé)VSM
39/1720 Chrl A 0/0 0.27 41117 GIEZELT_G
12/602 Chr 10 A 0/0 0.27 114 Christensen hypoméihy]'ated' |n |_grade2_oligoastrocytoma
21/1033 Chr2 A 0/0 0.30 /49 mature astrocytes
10/519 Chr 14 A 0/0 0.36 0/379 Dow
4232 Chr18 A 0/0 0.40 122 KIM déleled & downregulated in LTS
12/699 Chr5 A 0/0 0.49 172 GIEZELT GBM_STSwit own VS LTSwt
14/ 866 Chr12 A 0/0 0.50 174 GIEZELT_GBM_ STS
12/914 Chr 3 A 0/0 0.57 137 Chnstensen hyj Ipome‘hylated in_ependymoma
41449 Chr 20 A 0/0 0.60 /89 TH_Normal
12/957 Chr 11 A 0/0 0.64 /95 GIEZELT_GBM_MGMTmethyl_up_VS_nonmethyl
B 4 il BSWIve 4 TR,
e-04 Aﬁnéa” 9 ERS LUNG_CANCER_DN 3 ue F}g‘!a” @1 _éoet X cerebri 03 a } I %8% blue total
4/13 ST 0.6 1/36 WIRTHZPI 0.09 14 WRIGHT _custom GCB DLBCL UP
112 CAFFA EL RESPONSE TO THC_8HR_5_UP 0.8 1/62 WIRTH Live 0.17 ! M UE_GCB U
112 KE ULFU| 0.9 6/417 WIRTHT| Immune system 0.27 114 GC
112 B KRTAiHDA P 0.9 17127 WIRTH Muscle 0.34 118 DAVE r
113 BIOCARTA_MEF2D 1.0 0/5 WIRTHT]| Pnunary gland 0.37 120 OWSKI_red UP
14 BIOCARTA _CYTOKINE PATHWAY 1.0 0/26 WIRTH_Pancreas 0.46 1327 SPANG_CD40 Bhrs UP
115 A CLIMZ ARG! 1.0 0/13 WIRTH Sec. I¥mphowd organs 0.47 / DAVE I’mmune response 1
115 NIKOLSKY BREAST_CANCER 21 22_AMPLICON 1.0 0/12 WIRTH_Prim. lymphoid organs 0.56 9/852 SPANG_BCR DN
116 HAMAI AF’DPTOSISVIA TRAIL 1.0 0/10 WIRTH B—ceIIS 0.58 /8 ROSOLOWSKI red total
/16 REACTOME_SIGNALLING BY F 1.0 0/13 WIRTH Tonsil 0.64 6/755 S
5 116 REACTOME‘TRKA SIGNKLLING FROM_THE_PLASMA_MEMBRANE 1.0 0/13 WIRTH Thymus 0.65 / SPANGTIL21 UP
Te— / KAUFFMANN_ MELANO ELAPSE DI 1.0 0/12 WIRTH”Lymphocytes 0.75 1274 SPANG_IL21 DN
/ KEGG _STEROID HORMONE BIOSYNTHESIS 1.0 0/6 WIRTH_Bone marrow 0.75 1275 HANG_DLBCL mutated
/ BARRIER_CANCER_RELAPSE_NORMAL_SAMPLE 1.0 0/400 WIRTH”Nervous System 0.75 /118 SPANG 1 PS 6hrs UP
/ REACTOME_CYTOSOLIC SULFONATION' OF SMKLL MOLECULES 1.0 0/14 WIRTH Globus pallidus 0.75 /119 ROSOLDWSKI greentotal
110 MYLLYKANGAS AMPLIFICATION HOT_SPOT 12 1.0 0/1! WIRTH Telencephalon 0.83 / DAVE_BL-vs-DLBCL
111 GARGALOVIC RESPONS O_OXIDIZED_PHOSPHOLIPIDS_BLUE_UP 1.0 0/ 1 WIRTH Hippocampus 0.85 1426 SPANG_CD40 6hrs DN
111 STEIN_ESRRA TARGETS D 1.0 0/1 WIRTH Thalamus 0.86 1/86 ROSOLOWSKI_green UP
/11 CHAUHAN_RESPONSE_TO_METHOXYESTRADIOL_DN 1.0 0/1! WIRTH_Cerebellum 0.98 21250 LENZ_Stromal Signature 1
he #njal t P ASddiRgeese IRNALnG Bhoma,pa
! .02 oma papillary
— 7 / 940 nucleic acid bindin: lﬁ] 0.04 5/8 AGGA 516 3P 0/34 Pancreallc cancel
5/34 hydrolase activity, hydrolyzing O—glycosyl compounds 0.06 6/120 0/22 Glioblastoma muluforme somatic
4738 methylaled histone tesidue bindi 0.08 10/267 CACT 128A771285 0/21 Gastrointestinal
125 F GTPase activator activity 0.09 3/4 [ Pnunary adenoma
/10 RNA polymerase II core binding 0.11 3/5 ATAA 154 0/36
0 /549 molecular_functiol 0.12 7/181 ACTG-34B 0/27 Cglorectal cancer
112 dlacyl%lycerol kmase activity 0.12 418 GCAC-18A: 0/ lenomas, multlple colorectal
e—0: 112 hospholipase binding 0.12 5/115 TTGG-515- 5P——519E 0/35 Prostate canc
e—0. 1132 |nase activit 0.13 3/55 A G 136 0/11 Alzhelmerdlsease susceptibility to
e—0. /13 RNA polymerase |l transcription factor binding transcription factor activity invo 0.14 5/120 0/ Schlzophrenla susceptlm ity to
e-0. /33 DNA-dependent ATPase activity 0.14 4189 TCCA—516—5P 0/ Parkmson \
4e-0 /14 NAD+ kinase activity 0.17 1/8 CGCA-450 0/23 ?atocellu 3 carcinoma
e—0. 136 sulfotransferase actlvng 0.18 3/64 'I'I’GG 150 0/29 elanoma and neural system tumor syndrome
e-0; 116 ferrous iron transmembrane transporter activity 0.20 81247 GTGC-96 0/30 Ovanan cancer
e—0: 117 activating transcription factor binding 0.20 2137 TAGG 192—- 0/38 Breast cancer
e—0; 118 adenyl nucleotide blndln% 0.21 8/252 AGCA-! 93——302A——302B——302C——302D——372——373——520E——520A——526 0/15 Gastric cancel
e-0. /19 3',5'-cyclic-nucleotide phosphodiesterase activity 0.22 4/106 CAGC-485 0/4 ‘Thyroid carcmoma follicular
7e-0: 119 mnogen activated protein kinase kinase kinase binding 0.22 1/11 AGCG —191 0/36 Lung cancer
7e-0; 142 protein serine/threonine phosphatase activity 0.23 3/73 AGGT-500 0/12 Bladder cancer
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LHJ-( N/é_l\uel(% ; 9 Senese
é3 4 z{ ACIET L8
0.4 1/26 miR-21 5/6 2/15 ACIEJ] L 16
0 0/11 let-7a 0.02 11/ 23 1/4 ACIEJ]
.0 0/6 let-7b 0.03 6/101 1/7 ACIEJ”]
. et-7c X J|
0 0/4 let=7 0.03 9/192 1/12 ACIE
.0 0/6 et-7d 0.05 5/86 1/14 ACIEJ”]
.0 0/4 et-7g 0.05 4160 0/16 ACIEJ]
0 0/13 miR- 0.05 12/311 0/13 ACIEJ”]
0/5 miR-101 0.05 5/90 0/7 ACIEJ”]
0/2 miR-101b 0.06 6/120 0/9 ACIEJ”|
.0 0/4 miR-106b 0.06 11/281 0/11 ACIEJ”]
.0 0/2 miR-107 0.06 3/39 0/2 ACIEJ|
.0 0/4 miR-122 0.06 465 0/14 ACIEJ|
.0 0/ miR-124a 0.06 6/125 0/4 IACIEJ”]|
.0 0/ miR-125a 0.07 71157 0/5 ACIEJ]
.0 0/ miR-125b 0.07 4169 0/15 ACIEJ]
0 0/ miR-126 0.07 5798 i 0/4 ACIET”
.0 0/ miR-127 0.07 3/43 hsa-miR-541 0/14 ACIEJ]
0 o/ miR-128 0.09 3/48 hsa-miR-524-3p 0/2 ACIE]”
.0 o/ miR-128b 0.10 2124 hsa-miR-663b 0/5 IACIEJ”]
AUPMACE, I povalue e plesug
a rf} all  GRALSE! ek oy ahk prvalue  #p/all  ReneSel o ahk P n/all
0/13 | 0.2 1/9 YC Targets DOWN 0.05 2/16 VAQUERIZA Fetal thyro|d
0/12 3.1 0.3 1/14 IOWICK TF . . 0.06 3/39 VA UERIZA
0/11 0.3 28/1095 HEBENSTREIT _high expression TF 0.15 1/7 VA
0/14 1.0 19/1233 IM_MYC Iar?_?fs : 0.17 3/62 VA( UERIZAS Whole blood
8 85 % %8 (1)1/ /51146 -iEB'ENSTRE low expression TF 8%[6) 2;37 ¥ﬁ 355' ﬁ Orostate
. . . 1/13 v
.0 0/15 1.0 0/63 chargets UP 0.31 1/16 VAQUERIZAS He:
.0 0/13 10 0/4 YC_Apoptosis UP 0.37 1/20 VAQUERIZAS"Bone marrow
A 870" 18 813 YE-Cel e Sown g7 1738 VAQUERIZAS L
1.0 0/2 ell cycle .47 1/28
A 0/0 1.0 0/4 Cell growth and prol\ferauon UP 0.49 1/29 VAQUERIZAS”Smooth muscle
ﬁ 8;8 %8 8;% YE_SIR‘rRmatln modification UP B_gg Hgg xﬁ BEEI%A%_L m) ode
. X estis
A 0/0 1.0 0/3 YC_DNA regllcatlon uUP 0.64 1/44 VAQUERIZASPlacenta
A B g5 e oom M g8 e
X etabolism . erus
A 0/0 1.0 0/16 YC_Protein synthesis degradation UP 1.00 0/12 VAQUERIZAS Kidne:
A 0/0 1.0 0/8 YC_RNA processing binding UP 1.00 0/22 VAQUERIZAS”Spinal cord
A 0/0 10 0/2 YC_Signal transduction up° 1.00 0/43 VAQUERIZAS”Whole brain




Correlation Cluster

Spot Summary: C

# metagenes = 31
#genes = 124

<r> metagenes = 0.94
<r>genes =0.19
beta: r2=0.79 / log p= -Inf

# samples with spot =6 (2.2 %)
Atypical : 6 (8.1 %)

Overview Map

Spot

o ¥
. 1 T T 1
ILIMLUL"_LJllhli [I[J“,mm. it

Spot Genelist

Rank

ID
1 126668
2 128866
3 3275
4 115399
5 57185
6 374977
7 125875
8 55756
9 7920
10 338440
11 649446
12 645644
13 100287569
14 55049
15 o998
16 9501
17 197258
18 148413
19 79159
20 6667

max e
min e

1.06 -0.34
1.06 -0.62
1.01 -0.8
0.98 -0.49
0.85 -0.71
0.84 -0.33
0.81 -0.52
0.81 -0.58
0.8 -0.58
0.8 -0.42
0.79 -0.47
0.77 -0.56
0.76 -0.23
0.75 -0.42
0.74 -0.76
0.74 -0.33
0.73 -0.55
0.73 -0.78
0.71 -0.69
0.71 -0.57

r

0.39

0.22

0.45

0.5

0.49

0.32

0.42

0.45

0.29

0.46

0.32

0.38

0.51

0.55

0.26

0.25

0.56

0.5

0.44

0.5

Description
Symbol

TDRD10 tudor domain containing 10 [Source:HGNC Symbol;Acc:2531
CHMP4Bcharged multivesicular body protein 4B [Source:HGNC Symb
PRMT2 protein arginine methyltransferase 2 [Source:HGNC Symbol;/
LRRC56 leucine rich repeat containing 56 [Source:HGNC Symbol;Acc
NIPAL3 NIPA-like domain containing 3 [Source:HGNC Symbol;Acc:2!
MROH7 maestro heat-like repeat family member 7 [Source:HGNC Sy
CLDND2 claudin domain containing 2 [Source:HGNC Symbol;Acc:285:
INTS9 integrator complex subunit 9 [Source:HGNC Symbol;Acc:255
ABHD16/&bhydrolase domain containing 16A [Source:HGNC Symbol;#
ANO9  anoctamin 9 [Source:HGNC Symbol;Acc:20679]
DLGAP1-1SIAP1 antisense RNA 1 [Source:HGNC Symbol;Acc:3167¢
RP11-20123.13

LINC0017@ng intergenic non—protein coding RNA 173 [Source:HGNC !
C19orf60chromosome 19 open reading frame 60 [Source:HGNC Symt
IST1 increased sodium tolerance 1 homolog (yeast) [Source:HGN(
RPH3AL rabphilin 3A-like (without C2 domains) [Source:HGNC Symbt
FUK fucokinase [Source:HGNC Symbol;Acc:29500]

NOL12 nucleolar protein 12 [Source:HGNC Symbol;Acc:28585]

SP1 Sp1 transcription factor [Source:HGNC Symbol;Acc:11205]

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

Density

p-value #in/all

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

15

10

Geneset
20/1135 Chr Chr19
16 /940 MF  nucleic acid binding
27112 GSE# NIKOLSKY_BREAST_CANCER_19Q13.1_AMPLICON
2/12 GSE# SHEDDEN_LUNG_CANCER_GOOD_SURVIVAL_A12
24/1820 MF  metal ion binding
2/15 BP  histone H4-K5 acetylation
2/15 BP  histone H4-K8 acetylation
2/15 GSE# ODONNELL_METASTASIS_UP
3/50 MF  Rab GTPase binding
2/16 GSE# RICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_MODERATELY_UP
2116 GSE# WILLERT_WNT_SIGNALING
2/18 CC histone acetyltransferase complex
2/18 MF  protein methyltransferase activity
2/19 BP  maternal process involved in female pregnancy
2/19 BP negative regulation of G1/S transition of mitotic cell cycle
4/113 BP  transforming growth factor beta receptor signaling pathway
2/21 miRN hsa-miR-1288
2122 MF  N-acetyltransferase activity
3/65 miRN hsa-miR-1275
2/24 BP  protein methylation
2/26 MF  thyroid hormone receptor binding
2126 miRN miR-21
2128 miRN  hsa-miR-597
3/76 miRN hsa-miR-1321
2/29 miRN hsa-miR-1225-3p
2129 miRN  hsa-miR-296-5p
5/216 MF  transcription coactivator activity
71386 Chr  Chr22
417151 miRN hsa-miR-518a-5p
2/34 BP  extrinsic apoptotic signaling pathway
2/34 miRN hsa-miR-555
3/88 miRN  hsa-miR-1265
41155 miRN hsa-miR-527
2137 MF  androgen receptor binding
21738 Lymp' ROSOLOWSKI_blue DOWN
5/241 miRN  hsa-miR-122
2/39 MF  histone acetyltransferase activity
2140 BP  histone H3 acetylation
2140 MF  phosphatase binding
3/99 miRN  hsa-miR-147
p-values
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AST CAN

|ntegralor complex

W[
85555555555555555525]
o<

=

c

@

N

RERRELEHED.
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St sttt et e

a” ﬁpﬂ\gég& .00 aer #} [Ilgall ﬁégﬂleaggxnlransferase complex
SOTIRIOU"BREAST CANCER_GRADE_1_VS_3_DN 0.04; 1104 midbody
PER_MM good sarvival 0.05! /53 endoplasmlc reticulum-Golgi intermediate compartment
Lembcke Normal vs Adenoma X ubiquitin ligase complex
Lembcke”Colonic Inflammation X /10 integral to mltochondnal inner membrane
RHODES” CANCER _META SIGNATURE . |nlracellular
RHODES” UNDIFFERENTIATED CANCER X 2 exocyst

0.1 1/
0.2 1/
0.8 3/
0.9 2/
1.0 [
1.0 o/ /1
1.0 o/ .| 112
steroid metahullc rocess 1.0 o/ LIU_BRE, CER . /112 Fro ein—-DNA compl
{)roteln polyubiquitination 1.0 0/ LIU_COMMON CANCER GENES . /12 ranscrlptlon elor;\?atlon factor complex
oll-like receptor signaling pathway 10 0/ LIU_PROSTATE_CANCE| X /13 A-directed RNA polymerase I, holoenzyme
embryonic limb morphogenesis 1.0 [ LIU”"PROSTATE CANCER UP 0.09: /13 transcn[')tlon export complex
viral process 1.0 o/ WANG_ER | U 0.09¢ 114 NG ubiquitin Iu_:gcxse complex
cell cycle arrest 1.0 o/ WANG El 0.09¢ 114 secretory granule mem|
endoSomal transport 1.0 o/ WOLFER overlag enes 0.13; 119 exon—exon junction complex
0 negative regulation of G-protein coupled receptor protein signaling pathway 1.0 0/ BEN-P 0.13: 120 dynein complex
0 ovulation cycle 1.0 0/ BEN—PORATH UP 0.144 121 gap junction
0 Ezosmve regulation of keratinocyte differentiation 1.0 0/ ENTLES_modull 0.157 123 mitochondrial ribosome
0 rotein signal transduction 1.0 0/ GENTLES modul2 0.170 125 small ribosomal subunit
0 regu ation of MAPK cascade 1.0 o/ GENTLES_modul3 0.174 /102 cilium
nal - Gepeset 1S&AL ol geneser..., HOp-value ginjall  Geneset, <rev  vs s
86 Chr 22 0/375 GUDJ soriasis down 0. /85 GIEZELT_GBM_STS_down_VS_LT:
717 Chr 16 0/17 BCHETNIA_EBM up 0. 137 willscher "GBM proteomlcs “wtOnly_SpotH
2 Chr HSCHR6_MHC_QBL o/ BCHETNIA_EBM down 0.. 137 C1r|stensenmilpometh)ﬁated in ependymoma
66 Chr12 0/26 BCHETNIA_EBM-| DM up 0.: /45 willscher Verha expression_J_up
34 Chr8 A 0/0 0.. 149 Vishal_stbnetwork signature of survival in
18 Chr17 A 0/0 0.. 151 willschier_GBM_Verhaak-PNmut_expression_G_down
87 Chr 21 A 0/0 0. 4391 Down .
449 Chr 20 A 0/0 0.: 162 Stuehfer_Proteins_up_in_STS
743 Chr7 A 0/0 0.4 172 GIEZELT GBM_STSwt down_VS_LTSwt
602 Chr 10 A 0/0 0.4 174 GIEZELT-GBM_STS_up_VS_LTS
1914 Chr3 A 0/0 0.! 189 WIRTH_Normal Brain
633 Chr9 A 0/0 0.! /95 GIEZELT_GBM_MGMTmethyl_up_VS_nonmethyl
1519 Chr 14 A 0/0 0.1 /118 willscher "GBM “Verhaak-CL_ éxpression_K_down
1232 Chr18 A 0/0 0.1 /118 willscher_GBM_Verhaak-N uiexpresslon'K down
0/1720 Chrl A 0/0 0.1 /118 willscher_GBM_Verhaak—PNwf; up
618 Chr4 A 0/0 0.1 /118 willscher_GBM”Verhaak-PNmut_e; presslon R_up
/280 Chr 13 A 0/0 0. /313 willscher_GBM”Verhaak-CL_expression_D_Tji
1699 Chr5 A 0/0 0.7 /313 willscher_GBM”Verhaak-MES_expre: |u||D down
1714 Chré A 0/0 0.7 1313 willscher_GBM_Verhaak—PNwi__expression_D_up
i.OO 4 nla” %’I}gﬁv EREAST CANCER 19Q13.1 AMPLICON nk !.09ﬁ ue F} [il!a” @Isﬂ-@éegx cerebri lJ &g 3 a 'Sg g}%a” %8% blue DOWN
. 2 SHEDDEN_LUNG _CANC GOOD_SURVIVAL_A12 0.37 1/62 WIRTH Live 0.13 21/ ROSOLOWSKI red total
X 5 ODONNEL'I: METASTASIS U'P 0.57 31740 WIRTH_| Nervous System 0.17 47291 SPANG
. 6 MAN_TUMOR_DIFFERENTIATED_WELL_VS_MODERATELY_UP 0.59 1/120 WIRTH Testis 0.19 1/ DAVE_Immune response 1
X 6 WILLERT “WNT SIGNALING 0.60 3/417 WIRTH_| Immune system 0.22 41327 SPANG_CD40 6hrs UP
ANN_MELAI OMA RELAPSE_DN 0.61 1/127 WIRTH_Mus: 0.49 6/ 755 SPANG_BCR UP
WONG IFNAZ RESISTAI 1.00 0/5 WIRTH_| Pnunary gland 0.58 1/118 SPANG_LPS 6hrs
REACTOM SIGNALING IN IMMUNE SYSTE| 1.00 0/26 WIRTH_Pancreas 0.59 1/119 ROSOLOWSKI greentoral
HOFMANN MYELODYSPLASTIC_SY| HIGH RISK_UP 1.00 0/13 WIRTH”Sec. I¥mphoId organs 0.87 1/274 SPANG_IL21 DN
KEGG_COMPLEMENT AND COAGULATION_CA 1.00 0/12 WIRTH_Prim. lymphoid organs 0.88 4/ SPAN
REACTOME_IMMUNOREGULATORY_INTERACTIONS_BETWEEN_A_LYM 1.00 0/10 WIRTH B—ceIIS 0.96 1/426 SPANG_CD40 6hrs DN
REACTOME _GLUCURONI N 1.00 0/13 WIRTH Tonsil Of o/ ENTI
0 LIU_ NASOPHARYNGEAL CARCINO 1.00 0/13 WIRTH Thymus 0/13 BENTINK”mBL DOWN
0 BOYAULT LIVER CAI BCL, 1.00 0/12 WIRTH Lymphm:ytes 0/140 DAVE_BL-=vs-DLBCL
0 EGG_A ATE_AND ALDARATE _METABOLISM 1.00 0/6 WIRTH_Bone marr 0/12 DAVE_BL_DN
0 KEGG_LIMONENE_AND_PINENE_DEGRADATION 1.00 0/14 WIRTH”Globus pallldus 0/18 DAVE_BLTnter
LIU_SOX4 TARGETS_UP 1.00 0/15 WIRTH Telencephalon 0/12 DAVE_BL U
TURJANSKI MAPKl AND_MAPK2_TARGETS 1.00 0/16 WIRTH Hippocampus . 0/18 D, _c—m:
7! ROPERO HDAC2 1.00 0/13 WIRTH Thalamus A 0/ DAVE_MHCCII BL DN
STEGMEIER_PRE-MITOTIC_CELL_CYCLE_REGULATORS 1.00 0/15 WIRTH_Cerebellum A 0/22 DAVE_NFkB BL DN
alue #@Nﬁ)” ﬁgﬁrle&&?glndlng é gj KJ” gi‘;‘ Eeﬁ t l é)gé;i %%g%gt\oma papillary
1820  metal jon binding TAT 154——487 0/34 Pancreatic cancel
0 Rab GTPase blndln 0.05 3 / 114 0/22 Glioblastoma muluforme somatic
ﬁ7019|" methymanSfefase activity 0.08 5/309 CTACLET 7A LET-7B-LET-7C-LET-7D-LET-7E-LET-7F--98-LET-7G- 0/21 Gastrointestinal
acetyltransferase activity 0.09 2166 GC C 335 0/ F’IIUIISI'V adenoma
thyroid hormone receptor binding 0.09 3/142 0/36
6 transcription coactivator activity 0.11 217 GGCA732473P 0/27 Cglorectal cancer
androgen receptor binding 0.12 218 AACT-223 0/ lenomas, multlple colorectal
9 histone acetyltransferase activity 0.13 1/ CGCT-503 0/35 Prostate canct
40 phosphatase binding 0.13 4261 CTCA-125B--125A 0/11 Alzhelmerdlsease susceptibility to
03! 42 acid-amino acid ligase activity 0.14 41267 CACT-128A--128B 0/ Schlzophrenla susceptlm ity to
11749 DNA bindin: 0.14 1/20 GTAG-189 0/ Parkmson \
0 0 dipeptidyl-peptidase activity 0.15 3/181 CCTG-214 0/23 ?atocellu arcarcmoma
7 0 store-operated calcium channel activity 0.15 3/182 CTGA-24 0/29 elanoma and neural system tumor syndrome
histone methyltransferase activity 0.17 3/190 GTTr—495 0730 Ovarlan cancer
nuclear hormone receptor binding 0.19 3/205 GTAC- 0738 Breastcancer
GTP-dependent protein binding 0.20 4] GC 130A——301——13OB 0/15 Gastric cance!
core promoter proximal re%lon sequence-specific DNA binding 0.21 1/ CC 0/4 Thyroid carcmoma follicular
magnesium jon transmembrane transporter activity 0.21 1/ CTCT 368 0/36 Lung cancer
5 glucuronosyltransferase activity 0.23 21124 GTCT-7 0/12 Bladder cancer
NAtel A HE L LW INAbt AL HE Loaldl DASE HVIMALdSam® Gepese
I !IggPset .01 I %afm! =1238 .06 / ACIEY L 14
miR-125a 0.01 3/65 hsa-miR-1275 0.09 1/12 IACIEJ”]| L 24
X miR-17-5p 0.02 2/2 ﬁsa ml 9 .00 0/16 ACIEJ] L
. miR-125b 0.02 3/7 .00 0/13 ACIEJ”] L 10
X 1 let-7a 0.02 2/ 1sa mIR 1225 3p .00 0/ ACIEJ”] L13
. let-7b 0.02 2/ hsa-miR-296-! Sg .00 0/11 ACIEJ] L 15
X let-7¢c 0.03 47151 hsa-miR-518a-5p .00 0/15 ACIEJ”| L16
1 let-7d 0.03 2/34 hsa-mi 55 .00 0/ ACIEJ”] 7
0 let-7g 0.03 3/ hsa-miR-1265 .00 0/14 ACIEJ”] L 19
3 miR-. 0.03 41155 1sa—mi 27 .00 0/4 ACIEJ”| L
. miR-101 0.03 5/241 1sa-miR-122 .00 0/5 ACIEJ”] L 20
X miR-101b 0.04 3/9 1sa-miR-147 .00 0/15 ACIEJ”] L 22
. miR-106b 0.04 2/43 1sa-miR-412 .00 0/4 ACIEJ”] L 23
. miR-107 0.04 41179 1sa-miR-539 .00 0/14 IACIEJ”]| L 26
. miR-122 0.05 2147 sa-miR-346 .00 0/2 IACIEJ]| L 27
. miR-124a 0.05 517269 hsa-miR-12: .00 0/5 ACIEJ”] L 28
. miR-126 0.05 2149 hsa-miR-1201 .00 0/ ACIEJ”] L 29
X miR-127 0.05 71456 hsa-miR-130a .00 0/11 ACIEJ] L
. miR-128 0.05 2150 hsa-miR-240 .00 0/14 ACIET L 30
. miR-128b 0.05 2/50 hsa-miR-504 .00 o/ ACIEJ] L 31
I € 5;;[[!3” &E"r};@§&5 PI3K_UP ah_k .3 Value f‘ﬂ'ﬂf@g@ B\%$§I£IT hlgh expression TF am b%ﬁ %Q/a" ﬁ Lmt 7T0n?ue
0/15 | _ 0.9 6/1233 KIM_MYC iar?T 0.07 1/10 VAQUERIZAS” Skeletal. muscle.psoas
0/12 BENT! e2f3.1 .0 1/1146 HEBENSTREIT_low expression TF 0.14 1/20 VAQUERIZAS”Adrenal cortex
0/11 » .0 0/14 O C 0.37 1/62 VAQUERIZAS”Lung
0/14 . .0 0/5 0.66 1/144 VAQUERIZAS General
0/12 3 .0 0/63 YCﬁar ets UP 1.00 0/40 VAQUERIZAS”Fetal brain
0/11 X .0 0/9 YCjargets DOWN 1.00 0/44 VAQUERIZAS Placenta
0/15 . .0 0/4 YC_Apoptosis UP 1.00 0/28 VAQUERIZASLiver
0/13 - 0 0/8 YC”Cell 'cycle UP 1.00 0/37 VAQUERIZAS Prostate
0/14 _src.. .0 0/2 YC Cell cycle DOWI 1.00 0/29 VAQUERIZA 7Smooth muscle
A 0/0 .0 0/4 Cell growth and proIIferauon upP 1.00 0/43 VAQUERIZAS” Uteru:
A 0/0 .0 0/2 C_"hromatln modification UP 1.00 0/12 VAQUERIZA dne
A 0/0 .0 0/7 'YC_DNA repai 1.00 0/22 VAQUERIZA Spma cord
A 0/0 .0 0/3 YC_DNA I'Epllcatlon UP 1.00 0/43 VAQUERIZAS”Whole brain
A 0/0 .0 0/2 ECM cell adhesion DOWN 1.00 0/41 VAQUERIZAS Thymus
A 0/0 .0 0/20 'YC”Metabolism UP 1.00 0/39 VAQUERIZAS_Thy:
A 0/0 .0 0/16 YC_Protein synthesis degradation UP 1.00 0/62 VAQUERIZAS_Whole blood
A 0/0 .0 0/8 YC_RNA processing binding UP 1.00 0/7 VAQUERIZAS~Appendix
A 0/0 .0 0/2 YC”Signal transduction UP 1.00 0/30 VAQUERIZAS”Fetal lung
A 0/0 .0 0/3 YCZTumor supressor genes UP 1.00 0/16 VAQUERIZAS”Pancreas
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Correlation Cluster

Spot Summary: D

# metagenes = 27
# genes = 118

<r> metagenes = 0.95
<r>genes =0.19
beta: r2=1.41 / log p= -Inf

# samples with spot =6 (2.2 %)
Atypical : 1 (1.4%)

Basal:1(1.2%)
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Spot Genelist

Rank

ID
1 26579
2 4821
3 389084
4 6326
5 9993
6 5190
7 29800
8 53947
9 529
10 6813
11 23616
12 784
13 90007
14 o258
15 10489
16 24139
17 7692
18 80853
19 2801
20 24144

max e
min e

1.7 -0.65
117 -0.26
1.16 -0.41
1.15 -0.34
1.15 -0.79
114 -0.92
112 -1.05
1.05 -1.02
1.04 -0.77
1.04 -0.93
1.02 -0.99
0.99 -1
0.97 -0.99
0.94 -0.58
0.86 -0.71
0.86 -0.69
0.83 -0.48
0.78 -0.57
0.76 -0.41
0.76 -0.46

r

0.22

0.28

0.35

0.3

0.5

0.33

0.23

0.32

0.4

0.39

0.28

0.38

0.38

0.43

0.4

0.43

0.3

0.47

0.46

Description
Symbol

MYEOQOV myeloma overexpressed [Source:HGNC Symbol;Acc:7563]
NKX2-2 NK2 homeobox 2 [Source:HGNC Symbol;Acc:7835]

C20orf82 chromosome 2 open reading frame 82 [Source:HGNC Symbc
SCN2A sodium channel, voltage—-gated, type Il, alpha subunit [Source
DGCR2 DiGeorge syndrome critical region gene 2 [Source:HGNC Syi
PEX6 peroxisomal biogenesis factor 6 [Source:HGNC Symbol;Acc:¢
ZDHHC1zinc finger, DHHC-type containing 1 [Source:HGNC Symbol;
AA4GALT alpha 1,4-galactosyltransferase [Source:HGNC Symbol;Acc:
ATP6V1EATPase, H+ transporting, lysosomal 31kDa, V1 subunit E1 [S
STXBP2 syntaxin binding protein 2 [Source:HGNC Symbol;Acc:11445
SH3BP1 SH3-domain binding protein 1 [Source:HGNC Symbol;Acc:1(
CACNB3calcium channel, voltage-dependent, beta 3 subunit [Source:
MIDN  midnolin [Source:HGNC Symbol;Acc:16298]

MFHAS1 malignant fibrous histiocytoma amplified sequence 1 [Source
LRRC41 leucine rich repeat containing 41 [Source:HGNC Symbol;Acc
EML2  echinoderm microtubule associated protein like 2 [Source:HG
ZNF133 zinc finger protein 133 [Source:HGNC Symbol;Acc:12917]
KDM7A lysine (K)-specific demethylase 7A [Source:HGNC Symbol;A
GOLGA2golgin A2 [Source:HGNC Symbol;Acc:4425]

TFIP11 tuftelin interacting protein 11 [Source:HGNC Symbol;Acc:171

Geneset Overrepresentation

Rank p-value #in/all

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

41730
5/71
4145
19/113
3/22
2/10
3/38
2/11
2/12
3/42
4187
2/13
2/14
2/14
3/47
3/47
2/15
2/15
2/15
2/15
2/15
2/15
2/16
2/16
2/16
2/16
12/743
5/171
3/57
2/19
2/19
70/802
2/21
2/21
2/21
2/22
8/426
2/23
2/23
2/23

miRN
miRN
Glio

5  Chr
BP
GSE#
BP
MF
miRN
MF
BP
BP
BP
GSE#
miRN
miRN
BP
GSE#
GSE/
GSE/
GSE/
GSE/
GSE/
GSE/
GSE/
GSE/
Chr
miRN
BP
cC
BP

3 MF
BP
BP
miRN
TF Tit
Lymp
MF
MF
BP

Geneset

hsa-miR-631

hsa-miR-331-3p
willscher_GBM_Verhaak-PNwt_expression_J_up

Chr 19

negative regulation of intrinsic apoptotic signaling pathway
REACTOME_COPI_MEDIATED_TRANSPORT

post-Golgi vesicle-mediated transport

palmitoyltransferase activity

hsa-miR-671-3p

ligand-dependent nuclear receptor transcription coactivator activity
antigen processing and presentation of exogenous peptide antigen via MH
COPI coating of Golgi vesicle

negative regulation of release of cytochrome ¢ from mitochondria
NOUZOVA_METHYLATED_IN_APL

AGTC-345

hsa-miR-346

negative regulation of anoikis
MATTIOLI_MGUS_VS_MULTIPLE_MYELOMA
BANDRES_RESPONSE_TO_CARMUSTIN_MGMT_24HR_DN
REACTOME_CLATHRIN_DERIVED_VESICLE_BUDDING
REACTOME_LYSOSOME_VESICLE_BIOGENESIS
REACTOME_NEF_MEDIATES_DOWN_MODULATION_OF_CELL_SURF#
BIOCARTA_ARAP_PATHWAY

BIOCARTA_PTDINS_PATHWAY
REACTOME_MEMBRANE_TRAFFICKING
REACTOME_THE_ROLE_OF_NEF_IN_HIV1_REPLICATION_AND_DISE,
Chr7

CTAT-153

phosphatidylinositol biosynthetic process

exon—-exon junction complex

peroxisome organization

protein binding

anterograde axon cargo transport

positive regulation of axonogenesis

hsa-miR-99b

VAQUERIZAS_Spinal cord

SPANG_CD40 6hrs DN

galactosyltransferase activity

protein—cysteine S—palmitoyltransferase activity

protein N-linked glycosylation
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?} all Q n/@% \Elanon of intrinsic apoptouc signaling pathway ! g 1 %lne ?} I;Ma” &%H_%é% # all TLQ& ction complex
p
3/38 post-Golgi vesicle-mediated trans 0.3 1/48 UIPER_MM poor survwal 1436 Golgi membrane
4187 anugen processing and presentanon of exogenous peptide antigen via MHC ¢ 0.7 2/316 SPANG BCL6-index2 127 membrane coat
113 | coating of Golgi vesicle .0 1/530 Lembcke_Normal vs Aden 174 mitochondrial membrane
114 negative regulation of release of cytochrome ¢ from mitochondria .0 0/15 RHODES_CANCER META SIG ATURE 128 Golgi stack
e—0 /15 negative regulation of anoikis .0 0/16 RHODES”UNDIFFERENTIATED CANCER /32 microtubule associated complex
e—0 157 phosphatidylinositol biosynthetic process .0 0/15 SOTIRIOU_BREAST CANCER GRADE_1 VS 3 DN /33 cis—Golgi network
e—0 119 peroxisome organization .0 0/15 SOTIRIOU BREAST _CANCER_GRADE_1_VS_3_UP /89 peroxisome
e-0: 121 anterograde axon cargo transport .0 0/10 LIU_BREAST CANCER /93 spliceosomal complex
e-0: /21 positive re?ulauon of axonogenesis .0 0/14 LIU_COMMON CANCER_GENES /419 cellular component
e-0. 123 protein N-Tinked glycosylation .0 0/14 LIUTLIVER_CANCER 5/264 micro
e-0: 1198 vesicle-mediated transport .0 0/15 LIU_PROSTATE_CANCER_D 2146 endocyuc vesmle membrane
e-0; 125 keratan sulfate biosynthetic process .0 0/14 LIU"PROSTATE_CANCER_ UP 2149 peroxisomal membrane
e-0; 125 retrograde vesicle-mediated transport, Golgi to ER .0 0/14 WANG_ER _| U 4/201 apical plasma membrane
e-0; 126 regulation of defense response to virus by virus .0 o/ WANG El 110 paranode region of axon
e-0; 128 negative regulatlon of protein binding .0 0/16 WOLFER overla@ enes 110 specific granule
e-0; 128 water transport .0 0/12 BEN-P 162 olgi cisterna membrane
e-0; 129 PhOSFhOHPId blOSymhetlc process .0 0/15 BEN—PORATH UpP /111 dendrite cytoplasi
e-0; 129 transferrin transport .0 0/15 GENTLES_modull /141 postsynaptic membrane
e—0! /30 keratan sulfate melabohc process 0 0/10 GENTLES modul3 112 node of Ranvier
I p-vae 4 J@%aﬁﬁ i
Pe—04 ﬁ;p{ Ll gplgeset .9 ?JD/E"” %&ﬁ;sls up 4#}%3" S_l‘l Q%étm Verhaak- PNwt expressmn J_up
6e-0: 12/743 Chr7 1.0 0/375 GUDJ soriasis down /95 GIEZELT_GBM_MGMTmethyl_up_VS_nonmeéthyl
e—0: 71386 Chr 22 1.0 0/17 BCHETNIA_EBM up /10 willscher "GB! 'LTSmut t_pro eOI‘ﬂICS*/Y UpP
e-0; 10/918 Chr17 1.0 o/ BCHETNIA_EBM down 162 Stuehler Proteins_up_in_STS
e-0; 81717 Chr 16 1.0 0/26 BCHETNIAZEBM-| DM up /11 KIM amplified &overexpressed in LTS
e-0; 5/449 Chr 20 A 0/0 112 willscher_GBM_LTSmut_proteomics—B. UP
e—0; 5/504 Chr 15 A 0/0 112 willscher_GBM_STSwt_proteomics—B_DO!
e—0; 14 /1720 Chr1 A 0/0 112 willscher_GBM_Verhaak-PNwt_expression_| I up
e-0. 6/714 Chr 6 A 0/0 112 willscher"GBM_Verhaak-PNmut exgl_ressmn"l up
7e-0: 4/633 Chr9 A 0/0 172 GIEZ'LT BM_STSwt_down_VS_|
7e-0. 3/534 Chrg A 0/0 1379 Down
e—0. 3/602 Chr 10 A 0/0 131 KIM prognosuc signature LTS vs. STS
e—0. 1/232 Chr 18 A 0/0 /32 Donson-Misc immune function-assaciated with LTS in HGA
e-0. 41866 Chr 12 A 0/0 /49 Vishal_subnetwork signature of survival in GBI
e—0. 2/519 Chr 14 A 0/0 /58 Christensen_hypomethylated_in secondary glioblastoma
e-0; 41914 Chr3 A 0/0 /70 willscher_GBM_proteomics wtOnly_S;
e-0. 41957 Chr 11 A 0/0 /71 willscher_GB! ‘erhaak—CL expressmn H down
e-0. 4171033 Chr 2 A 0/0 /71 willscher_GB! Werhaak MES_expression_H_up
1/630 Chr X A 0/0 /171 wllsc_ GBI ‘erhaak-PNwi_expression_H_up
0/280 Chr 13 A 0/0 /71 GIEZE| L'l'G M'MGMTmethyl “down_VS_nonmethyl
4 1SS ; ~
ﬂnéa” %ﬁ&%ﬁ@tcopl MEDIATED TRANSPORT nk .1 ue F}rl‘lga” % l-@%%rlce halon %l}@?” S 9 G él?éto Ghrs DN
114 OUZOVA_METHYLATED IN_APL 0.2 517400 WIRTH Nervous System 1755 sDA G_| BCR
115 ATTIOLI MGUS VS MU'L-I'IP'LE MYELO! .3 1/50 WIRTH Homeostasis 1274 SPA|
115 BANDRES RESPONSE_TO CARMUSTIN MGMT 24HR_DN .0 0/5 WIRTHPituitary gland 154 SPANG| BAFF ghrs DN
115 REACTOME_CLATHRIN_DERIVED_VESICLE BUDDING .0 0/26 WIRTH_Pancreas 1852 SPANG”]|
/15 REACTOME_LYSOSOME VESICLE BIOGENESIS .0 0/417 WIRTH Immune system /118 SPANG_LPS 6hrs UP
115 REACTOME_NEF_MEDIATES_DOWN_MODULATION_OF_CELL_SURFACI .0 0/13 WIRTH Sec. I¥mp oid organs /291 SJA G If 1 U
/16 BIOCARTA_ARAP_PATHW; .0 0/12 WIRTH_Prim. lymphoid organs /140 DAV
116 BIOCARTA_PTDINS PATH .0 0/10 WIRTH_| B—CeIIS 1327 SPANG CD40 Ghrs UP
116 REACTOME ME BRANE_TRAFFICKIN .0 0/13 WIRTH Tonsil 0/13 mBL
/16 REACTOME_THE ROLE OF NEF_IN HIV1 REPLICATION _AND_DISEAS .0 0/13 WIRTH Thymus 0/13 BENT|NK mBL DOWN
/ 'YLLYKANGAS KMPLIFI'CAT[ON HOT_SPOT_1. .0 0/12 WIRTH Lymphocytes 0/12 BL
/ BUSA SAM68 TAR .0 0/ WIRT! e marr 0/18 DAVE BLTn!er
/ GOERING _BLDOD, HDL CHOLESTEROL_QTL_TRANS .0 0/14 WlRTH Globus pallldus 0/12 WVE_BL
/ PALOMERO_GSI_SENSITIVITY UP .0 0/13 WIRTH”Cortex cerebri 0/18 DAVE —_c—myc BL Ul
17 BANDRES_RES| PUNSE TO_CARMUSTIN_WITHOUT_MGMT_24HR_DN .0 0/16 WIRTH HIDpOCampUS 0/ DAVE MH CII BL DN
17 BIOCARTA_GABA PATHWAY .0 0/13 WIRTH Thalamus 0/22 |
18 'YLLYKANGAS_AMPLIFICATION_HOT SPOT_15 .0 0/15 WIRTH Cerebellum 0/28 DAVE Immune responsel
18 -lEIDENBLAD WPLIFIED IN_SOFT_TTSSUE_CANCER .0 0/120 WIRTH Testis 0/20 DAVE_Immune response 2
/8 BENPORATH_ES_CORE_NINE .0 0/62 WIRTH Liver 0/250 LENZ_Stromal signature 1
alue #J[Ma” %Iﬁ‘ﬁ&9§§lgferase activity J éoob € é”!JIIH&QQ_%Eet é}gsl é%g ?ﬁ:§gt\oma papillary
igand—-dependent nuclear receptor transcription coactivator activity 0.007 5/171 CTAT-153 0/34 Pancreatic cancel
70 / 8023 protein binding 0.016 3/75 CCAG—331 0/22 Glioblastoma muluforme somatic
/2 galactosyltransferase activity 0.019 2/30 GGC, 0/21 Gastrointestinal
/23 protein—Cysteine S(Palmltoyltransferase activity 0.023 4152 GGGA 133A~1338 0/ Pnunarya lenoma
/29 phosphoprotein bin 0.031 2139 GTAA-29! 0/36
3/1043  zinc ion binding 0.036 3/102 AGGGJSA 0/27 Cglorectal cancer
1361 binding 0.040 47181 CCTG-214 0/ lenomas, multlple colorectal
/51 protein binding, bndgmg 0.041 417182 CTGA-24 0/35 Prostate canci
/57 ?roteln transporter activ t?/ 0.046 41189 CTTT-527 0/11 Alzhelmerdlsease susceptibility to
/57 ransferase activity, transferring acyl groups 0.046 47190 CACT-520G--520H 0/ Schlzophrenla susceptlbl ity to
1132 kinase activit 0.049 3/116 GACA-219 0/ Parkmson \
110 ATPase activity, coupled 0.051 3/117 CCCA-326 0/23 Fatocellu 3F carcinoma
110 diacylglycerol binding 0.059 3/125 GAGC-337 0/29 elanoma and neural system tumor syndrome
110 voltage=gated sodium channel activity 0.069 1/10 CG-451 0/30 Ovanan cancer
/111 DNA=(apurinic or apyrimidinic site) lyase activity 0.098 4246 TGCT-330 0/38 Breast cancer
/11 rotein kinase A cal alkluc subunit binding 0.104 3/159 CACC-138 0/15 Gastric cancel
/11 au—protein kinase activity 0.110 2/80 TGAG-216 0/4 ‘Thyroid carcmoma follicular
111 telomeric DNA binding . . 0.115 2/82 TGCA-452 0/36 Lung cancer
112 NAD-dependent histone deacetylase activity (H3-K18 specific) 0.120 1/18 CGCT-! 503 0/12 Bladder cancer
alye LI BN bl |pase WM ST gemese
l I lﬁ@@g\set é 05 4 ACIEJ L
1/ miR-125b le-04 171 331-3p 0/13 ACIEJ”] L 10
1/11 miR-16 3e-0. 112 671-3p 0/7 ACIEJ”] L13
0/11 let-7a 4e-0: 147 346 0/ ACIEJ”] L 14
o/ let-7b -0 121 99h 0/11 ACIEJ”] L15
0/4 let-7c e-0; 124 -663 0/15 ACIEJ”] L16
0/6 et-7d Y 170 -361-3p 0/ ACIEJ] L17
0/4 et-79 e-0. 183 R-486-3p 0/14 ACIEJ| 9
0/13 miR-. 4e-0; 143 hsa—mlR 658 0/4 ACIEJ”] L
0/5 miR-101 4e-0; 4184 6 0/5 ACIEJ”| L 20
0/2 miR-101b 4e-0. 41187 —520d—5p 0/15 ACIEJ| L 22
0/4 miR-106b 6e-0; 154 —-409-5p 0/4 IACIEJ”]| L 23
0/2 miR-107 6e-0. 19 -720 0/12 ACIEJ| L 24
0/4 miR-122 e-0; 1130 -155 0/14 IACIEJ”]| L 26
o/ miR-124a 7e-0. 1132 —-485-5p 0/2 IACIEJ]| L 27
o/ miR-125a e—0. 164 -324-5p 0/5 ACIEJ”] L 28
0/ miR-126 e—0; 165 -1275 0/ ACIEJ] L 29
X 0/ miR-127 e—0 166 —-499-3p 0/11 ACIEJ”] L
X 0/ miR-128 e—0. 1144 hsa-miR-24 0/14 ACIEJ”] L 30
! 0/ miR-128b 9e-0. 169 hsa-miR-299-5p 0/11 ACIEJ”] L 31
AUNLLA K pov k blaelg .
a € %a” &Eﬁ?§§l§ PI3K_UP ahk .09 alue l*éll{?gl! %@B\%?QEW __high expression TF ahk .01 g{all Si L%?Sﬁg,splnal cord
0/15 0.09 1/14 0.02 41144 VAQUERIZAS_General
0/12 0.51 9/1233 IM MYC ?T 0.26 1/43 VAQUERIZAS”Whole brain
0/11 0.99 3/1146 4EEENSTRE low expression TF .00 0740 VAQUERIZAS”Fetal brain
0/14 .00 0/5 .00 0/44 VAQUERIZASPlacenta
0/12 .00 0/63 YCﬁar ets UP .00 0/28 VAQUERIZAS Liver
0/11 .00 0/9 YCjargets DOWN .00 0/37 VAQUERIZAS Prostate
0/15 .00 0/4 YC_Apoptosis UP .00 0/29 VAQUERIZAS™ Smooth muscle
0/13 .00 0/8 'YC”Cell cycle UP .00 0743 VAQUERIZAS Uter
0/14 .00 0/2 YC Cell cycle DOWI .00 0/12 VAQUERIZAS Kldney
A 0/0 .00 0/4 Cell growth and prollferatlon uP .00 0/41 VAQUERIZAS”Thymus
A 0/0 .00 0/2 C_"hromatln modification UP .00 0/39 VAQUERIZAS_Thyroi
A 0/0 .00 0/7 'YC”DNA repai .00 0/62 VAQUERIZAS”Whole blood
A 0/0 .00 0/3 YC_DNA l'eP"Cﬁlan upP .00 0/7 VAQUERI ZAS_ApPencllx
A 0/0 .00 0/2 ECM cell adhesion DOWN .00 0/30 VAQUERIZAS Fetal lung
A 0/0 .00 0/20 'YC”Metabolism UP .00 0/62 VAQUERIZAS Lung
A 0/0 .00 0/16 YC_Protein synthesis degradation UP .00 0/16 VAQUERIZAS _Pancreas
A 0/0 .00 0/8 YC_RNA processing binding UP .00 0/24 VAQUERIZAS Trachea
A 0/0 .00 0/2 YC_Signal transduction up’ .00 0/14 VAQUERIZAS Fetal liver
A 0/0 .00 0/3 YCZTumor supressor genes UP .00 0/21 VAQUERIZAS Tonsil




Correlation Cluster

Spot Summary: E

# metagenes = 85
# genes =431

<r> metagenes = 0.95
<r>genes = 0.25
beta: r2=4.23 / log p= -Inf

# samples with spot =39 (14.2 %)
Atypical : 37 (50 %)

Basal:1(1.2%)

Overview Map
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Spot Genelist

Rank

ID
1 54959
2 4602
3 728715
4 83088
5 26002
6 1298
7 6263
8 10439
9 2248
10 6542
11 a
12 9603
13 494470
14 1959
15 o909
16 3670
17 8190
18 9915
19 63917
20 30812

max e
min e

2.94 -0.58
2.8 -1.04
2.6 -1.25
2.43 -1.29
2.42 -1.28
2.41 -1.14
2.31 -0.72
23 -1.77
2.21 -0.33
2.15 -1.11
2.13 -0.7
21 -1.75
2.04 -1.37
2.02 -1.28
1.99 -1.12
1.98 -0.84
1.95 -0.45
19 -0.54
1.86 -1.59
1.84 -0.44

r

0.36

0.76

0.5

0.55

0.41

0.44

0.4

0.53

0.74

0.49

0.6

0.36

0.34

0.35

0.38

0.7

0.42

0.63

Description
Symbol

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

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

MOXD1 monooxygenase, DBH-like 1 [Source:HGNC Symbol;Acc:21(
COL9A2 collagen, type IX, alpha 2 [Source:HGNC Symbol;Acc:2218]
RYR3 ryanodine receptor 3 [Source:HGNC Symbol;Acc:10485]
OLFM1 olfactomedin 1 [Source:HGNC Symbol;Acc:17187]
FGF3 fibroblast growth factor 3 [Source:HGNC Symbol;Acc:3681]
SLC7A2 solute carrier family 7 (cationic amino acid transporter, y+ sys
ABCA3 ATP-binding cassette, sub-family A (ABC1), member 3 [Soul

NFE2L3 nuclear factor, erythroid 2-like 3 [Source:HGNC Symbol;Acc:

RNF165 ring finger protein 165 [Source:HGNC Symbol;Acc:31696]

EGR2 early growth response 2 [Source:HGNC Symbol;Acc:3239]
CD1A CD1la molecule [Source:HGNC Symbol;Acc:1634]
ISL1 ISL LIM homeobox 1 [Source:HGNC Symbol;Acc:6132]

MIA melanoma inhibitory activity [Source:HGNC Symbol;Acc:707¢
ARNT2 aryl-hydrocarbon receptor nuclear translocator 2 [Source:HG
GALNT11JDP-N-acetyl-alpha—-D-galactosamine:polypeptide N-acet

SOX8  SRY (sex determining region Y)—box 8 [Source:HGNC Symb¢

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

Density

p-value #in/all Geneset
5e-09 85/1749 MF  DNA binding
2e-07 7411574 BP  transcription, DNA-templated
5e-07 73/1581 BP regulation of transcription, DNA-dependent
2e-06 6/16 GSE# RICKMAN_HEAD_AND_NECK_CANCER_A
7e-06 11/81 miRN hsa-miR-188-5p
3e-05 10/77 miRN. GGTG-329
4e-05 157/4640 CC  nucleus
4e-05 45 /940 MF nucleic acid binding
8e-05 18/247 miRN GTGC-96
le-04 72/1820 MF  metal ion binding
2e-04 3/5 Lympl MASCQUE_mBL UP
2e-04 39/823 MF  sequence-specific DNA binding transcription factor activity
2e-04 11/115 BP  nuclear-transcribed mRNA catabolic process, nonsense-mediated decay
2e-04 171246 miRN TGCT-330
3e-04 4/13 BP  histone H4-K16 acetylation
3e-04 4/13 Lymp! BENTINK_mBL UP
3e-04 10/102 miRN AGGG-18A
3e-04 10/104 miRN hsa-miR-605
4e-04 5/25 CC  PcG protein complex
4e-04 7153 miRN GCAA-502
4e-04 1217146 miRN hsa-miR-494
4e-04 137168 miRN hsa-miR-190
5e-04 15/215 miRN hsa-miR-199a-3p
5e-04 4/15 GSE# THUM_SYSTOLIC_HEART_FAILURE_DN
5e-04 6/40 TF Tic VAQUERIZAS_Fetal brain
6e-04 9/92 BP translational elongation
7e-04 8/75 miRN ATGT-489
7e-04 11/134 miRN  hsa-miR-200a
9e-04 9/98 miRN ATGT-221--222
1le-03 47/1142 CC intracellular
1le-03 18 /306 BP regulation of transcription from RNA polymerase Il promoter
1le-03 10/122 miRN  hsa-miR-380
1le-03 13/189 miRN CTTT-527
1e-03 6/48 BP  cilium morphogenesis
1le-03 16/264 miRN hsa-miR-30a
2e-03 4/20 MF  RNA polymerase Il transcription coactivator activity
2e-03 18/318 MF  chromatin binding
2e-03 16 /267 miRN CACT-128A--128B
2e-03 1417219 BP  mRNA metabolic process
2e-03 1417220 miRN  hsa-miR-185
p-values
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alue M
E’e oV7 AnEl GROGREoN empies ol yinall - Gepeser, finall, Geneset
73/1581 regulation of transcription, DNA-dependent 0.03 2110 LIU BREAST _( CANCER PcG protein complex
11/115 nuclear-transcribed mRNA catabolic process, nonsense-mediated decay 0.04 2/13 GENTLES modull; — 4 7 / 1142 intracellular
4/13 histone H4-K16 acetylation 0.06 0/15 SOTIRIOLTBREAST CANCER_GRADE_1_VS_3_DN e-0: / nBAF complex
6e-04 9/92 translational elongation 0.17 1/7 ZHANG_MGUS up e—0. / 1 BAF complex
1e-0: 18/ 306 regulation of transcription from RNA polymerase Il promoter 0.23 1/14 LIU COMMON CANCER GENES e-0. /12 ‘I)? complex
le-0: 6/48 cilium morphogenesis 0.29 1/13 GENTLES modull7 e-0: /12 SWI/SNF com lex
2e— 14/219 mRNA metabolic process 0.32 1/15 RHODI ‘CANCER META_SIGNATURE e-0; /51 cytoplasmic mRNA processing body
4e-0: 7178 positive regulation of angiogenesis 0.34 1/16 GENTLES?mod ul11 e-0. /51 cytosolic large ribosomal subunit
4e-0: 3/13 mRNA catabolic process 0.34 1/16 GENTLES modul14 e-0:; /18 histone acelyllransferase complex
5e-0: 7181 viral transcription 0.52 5/185 SPANG_LPS-index: e—0; /10 IkappaB klnase comp
5e-0: /14 hindbrain developmen 0.53 2168 SHAUGHNESSY MM high risk e—0. /88 clear chrom:
5e-0: 9 /676 positive regulation of transcrlptlon from RNA polymerase Il promoter 0.57 8/316 SPANG BCLS |n_c|e>< e—0; /118 rlgonucleo roteln complex
5e-0: 8 / 649 gene expression 0.64 1/39 HAN 4e-0; 2/12 TCTN-B9D com ple
6e-0: 163 chromatin remodelin ? 0.71 1/48 KUIPEFF MM poor survival 4e-0:; 4150 microtubule basal b P/
6e-0: 3 /504 negative regulation of transcription from RNA polymerase Il promoter 1.00 5/530 Lembcke_Normal vs Adenoma 4e-0 113 cullin-RING ubiquitin igase complex
6e-0: 3 /504 positive regulation of transcription, DNA-depende 1.00 3/553 Lembcke Colonic Inflammatiol 4e-0; 113 inclusion body
6e-0: /15 embryonic di d}gsestlve tract development 1.00 0/16 S UNDIFFERENTIATED CANCER 4e-0: 113 NuA4 histone acetyltransferase complex
6e-0; /15 histone H4-K® acetylation 1.00 0/15 SOTIRIOU BREAST CANCER_GRADE_1_VS_3_UP 5e-0 /102
6e—0 /15 histone H4-K8 acetylation 1.00 0/14 LIU_LIVER_CANCER 5e-0 114 myelln sheath
.0. #dl;l El” gp(peset II@%Q ﬁy/ﬁ'!%” E_? ﬁ;sls down d QOJVaIUe #}9{3” S’StggM MGMTmethyI down_VS_nonmethyl
. 4 /602 Chr 10 0.49 1/26 BCHETNIA_EBM-DM up 0.0 127 WIRTH_PN sulj
7 /1033 Chr 2 1.00 21572 GUDJ sor|a5|s up 0.0 /128 Barbus_GBM_S’ LTS
. 3/280 Chr 13 1.00 0/17 EBM up 0.04 /112 F'hlll s‘PN upvs MES =z Prollf
. 1/914 Chr3 1.00 0/2 BCHETNIA EBM down 0.04 174 STS_up_VS_LTS
. 9/ 866 Chr 12 A 0/0 0.0 /15 VERHAAK PN 'Subtype
. 0 /630 Chr X A 0/0 0.0 3/328 Up
. 71534 Chr8 A 0/0 0.1 21313 willscher_GBM_Verhaak-CL_expression_D_u
. 134 ChrY A 0/0 0.1 21313 willscher_GBM”Verhaak-MES_expression | D down
. /232 Chr 18 A 0/0 0.1 21313 willscher_ GBM_Verhaak—-PNwi_expression_D_up
. 1/386 Chr 22 A 0/0 0.1 17 o] u\_ellulu\,yles io
. 817699 Chr5 A 0/0 0.1 485 GE ZELT_GBM_STS_down_VS_LTS
0.72 41/1720 Chri1 A 0/0 0.1 13/379 Down_a
0.74 /5 Chr HSCHR6_MHC_QBL A 0/0 0.1 5/118 willscher_GBM_Verhaak-CL_expression_K_down
0.83 3/633 Chr9 A 0/0 0.1 57118 willscher_GBM_Verhaak-MES_expression K _down
0.86 /187 Chr 21 A 0/0 0.1 57118 willscher_GBM_Verhaak-PNwi_expression_K_up
0.87 5/743 Chr7 A 0/0 0.1 5/118 willscher_GBM”Verhaak-PNmut_expression_K_up
0.87 4 /1135 Chr19 A 0/0 0.2 1/10 cher_GBM_LTSmut_proteomics—A_UP
0.91 /504 Chr 15 A 0/0 0.2 1/12 astrocytengBl
0.91 8/918 Chr17 A 0/0 0.27 1/12 willscher. M_LTSwt_proteomics-C_UP
oA 4 lS8e 4 TR,
-00 finfall - Genesel . o neck cancer A nk oy lue #Hjgl  GenesShus System e Jarall &P&SELeL up
5e-04 4/15 THUM_SYSTOLIC HEART_FATLURE DN 0.197 5/120 WIRTH Testis 3e 01 4713 BENTINK_mBL UP
110 LOPEZ_MESOTHELIOMA_SURVIVAL_UP 0.230 1/10 WIRTH B—cells 3 /755 PANG_BCR UP
112 PEREZ_TP53 TARGETS 0.269 1712 WIRTH” LymphOCyteS *0 1/426 SPANG_CDA40 6hrs DN
112 EGG_STARCH AND_SUCROSE_METABOLISM 0.288 1/13 WIRTH_Cortex cerebrl 4e-0:; 3/291 SPANG”IL21 UP
113 PIEPOLI_LGI1 TARGETS DN 0.288 1/13 WIRTH Thyroid 8e-0. 3/327 SPANG_CD40 6hrs UP
113 SROWNE HCMV_INFECTION 6HR_D 0.306 1/14 WIRTH Globus allldus -0 /118 SPANG_LPS 6l
114 GAUSSMANN MCL AF4_FUSION RGETS 0.324 1/15 WIRTH_Cerebellum 0/275 ZHANG_DLBCL mutated
115 DAVICIONI PAX FOXO1 SIGNATURE_IN_ARMS_| DN 0.493 1/26 WIRTH_Pancreas 116 WRIGHT _ABC
/15 OOI_ST7_TARGETS 0.729 1/50 WIRTH Homeostasis /18 WVE_BL Intel
115 -|U MEL_BURKITTS 0.750 917417 WIRTH”]| Immune system /120 DAVE_Immune response 2
115 Kl MYCAMPLIFICN'ION TARGET! 0.802 1/62 WIRTH  Live 120 ROSOLOWSKI_red UP
Ge 115 FERREIR WIN ARCOMA _| UNSTABLE VS_STABLE_UP 1.000 0/ WIRTH PﬂUl!al’y gland /54 SF’ANG BAFF Shrs DN
115 GOLUB_A| S A 1.000 0/13 WIRTH_Sec. I){mphowd organs /22 E_NFkB BL DN
/15 ORSAWI HOXAY9 TARGETS Ul 1.000 0/12 WIRTH”Prim. lymphoid organs 2/ 852 ANG BCR
/15 ARWEH_RESPONSE TD ESTRADIOL 1.000 0/13 WIRTH Tonsil 1274 SPANG IL21
115 BIOCARTA MFI’OCHONDRIF PATHWAY 1.000 0/13 W|RTH7hmeS 138 ROSOL'OWSKI blue DOWN
116 BILBAN B _CLL _LPL DN 1.000 0/ WIRTH_Bone marrow / 6 ROSOLOWSKI_red total
116 SCHWAB_TARGETS_OF BMYB_S427G_DN 1.000 0/15 WIRTH Telencephalon / DAVE BL-vs-DLBCL
116 SCHWAB_TARGETS_OF_BMYB_1624M_DN 1.000 0/16 WIRTH Hippocampus / ROSOLOWSKI_green total

Pe—(\)éalue %mﬁu B}\ﬁrgﬁ et ée—og € gl gA” gi‘;‘ E—%§§t é)gﬁ %&E E@St\oma papillary
7319830  metal onbinding " e 21506 a5 0133 EioslaatomE nodi i
39/823 Sequence—specﬁm DNA binding transcription factor activity 32—0: 0 AGGG-18A 0755 Galgtrglitoem!?ngllu iforme, somatic
4/20 RNA polymerase Il transcription coactivator activity 4e-04 ! GCAA-502 0/ PIIUIISI’V adenoma
8/ /1%18 ﬁ?srt%wguancgtlgldllr)‘/%lne bindini Z]e_gﬁ H ; £¥g¥7121§? 222 8 ; ? C | |
o— 91—
2/216 transcription” coactivator acn?/lty e-0: 3 CTTT-527 0/ 8 [Hg%gscﬁ\r‘tﬁgple colorectal
e 3/252 lranscrlp'llOrl factor binding e-0 6 CACT-128A--128B 0/35 Prostate canc
60 133 dha bt omdng oo g 60 9 G5~ 2® 0/5" é?#%?ﬁﬁé’&??ié“ﬁﬁ W
e e - 1Z Il U Ibility
e-0 /10 0l y(A) RNA binding e-0 71 AGGC-515-3P 0/ Parkinson disea
e—0: 711043 zmc ion binding o e—0. 7 TTGC-130A--301--130B 0/23 ?atocellu ar carcmoma
e—0: /11 Fz ,\P/(A) SPSCIfIC ribonuclease actlvny e—0. 0 CATG-4 0/29 elanoma and neural system tumor syndrome
e—0; 3 /595 4e-0: 4 TGCA—148A——152——14BB 0/30 Ovanan cancer
EE 27 B she s & in o BE s
— St
5e-0: 114 protein disulfide isomerase activit 6e-0: 0 TITG- 19A——19|3 0/4 Tt?fr%'ufi cc%?cclnoma follicular
e—O /15 acetylglucosaminyltransferase activi 6e-0; / GGCA-519E 0/36 Lung cancer
e— 134 hydrolase activity, hydrolyzing O-glycosyl compounds e—0! 2 ATTC-186 0/12 Bladder cancer
LI \Vc’;\u Ld gp 13 bBdse BZI,LQUEL,%?Q o
5!' Ibe i” I LS%F@Q%SH % I l@ﬁ%ﬁ% -5p .05 d AERe L17
13 MIR-148a 15714 953 $90 811 ACIET ML
14 let-7¢ 13 —miR-10 00 0/13 ACIET” L 10
14 MiR-208" i 90 818 ACIET MM 14
IR-. ! J L
14 miR-34b 10 0 .00 0/11 ACIE]”] L 15
14 miR-34c 16 .00 0/15 ACIEJ”] 6
15 miR-101 14 .00 0/14 ACIEJ”] L 19
15 miR-15a 16 .00 0/4 ACIEJ”| L
15 miR-320 /108 .00 0/5 ACIEJ”] L 20
16 let=7d 6 .00 0/15 ACIEJ”] L 22
16 miR-15b / .00 0/4 ACIEJ”] L 23
! miR-221 2 .00 0/12 IACIEJ”]| L 24
! miR-222 3 .00 0/14 IACIEJ]| L 26
i mRe / s 915 ACIE ML 58
/13 miR-1 0 hsa-miR-138 .00 0/6 ACIEJ”] L 29
126 miR-21 0 hsa-miR-135b .00 0/11 ACIEJ]| L
o/ let-7b 5 hsa-miR-30b .00 0/14 ACIEJ] L 30
ATNWLACE, - Issue
a r} e all & #J Q/a” rk% le DO %701 ﬂ%a" ﬁ U E Fetal braln
1/13 12 YC_Chromatin_ modlflcatlon up e—0: 4/21 VAQUERIZAS "Tonsil
1718 i VG Thraets DOWN oS 150 VAGUERIZAS Thyhus *°
o
0/13 163 YCTarge ts UP 4e-0; 130 VAQUERIZAS”] Fe%lal lun
0/12 114 NOWICK_TF e—0. /119 VAQUERIZAS”| Pltultaryg
0; 2 ;16 M¥g ’\PnroTetl]n synthesls degradation UP e-0 143 VA UERIZASWL/{}ﬁrTSb
0/11 20 etabolism -0 4 UERIZAS ole brain
0/15 7/1095  HEBENSTREIT hlgh expression TF 60 ;zg VA§UE 1ZAS”Spinal cord
0/14 BENTINK src 2 711146 HEBENSTREIT low expression TF e-0 128 VAQUERIZASLive
0/0 9 /1233 IM_MYC targefs e-0. /62 VAQUERIZAS”Lun
818 878 VC-CBIRvae Ub = 130 VAQUERIZASTIO
o
858 8;171 ngge Lgrowth and proliferation UP e—0 112 xﬁ BEE ZA%:EL»ney
B r e-0. 113 in
0/0 0/3 A repl icatl lon upP e-0. /13 VAQUERIZAS”Ovat
0/0 0/2 YC ECM cell adhesion DOWN e—0 114 VAQUERIZAS”]| Fetal Ilver
0/0 0/8 'YC_RNA processing binding UP e—0; 144 VAQUERIZAS Placenta
0/0 0/2 YC”Signal transduction UP e—0 115 VAQUER ZASiAdrena\ gland
0/0 0/3 YC_Tumor supressor genes UP e-0. 116 VAQUERIZAS_Pancreas




Correlation Cluster

Spot Summary: F

# metagenes = 36
# genes = 193

<r> metagenes = 0.94
<r>genes = 0.25
beta: r2=0.56 / log p= -Inf

# samples with spot =6 (2.2 %)
Atypical : 3(4.1%)
Classical : 2 (6.2 %)
Basal:1(1.2%)

Overview Map
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Rank
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ID

9518
2813
127003
84688
3212
399949
83657
222256
5542
89765
2302
284434
345895
83853
8399
400566
1356
128602
83659

80217

max e
min e

1.58 -0.65
157 -0.26
15 -0.31
1.47 -0.34
1.46 -0.74
14 -0.3
1.39 -0.51
1.37 -0.27
1.36 -0.21
1.31 -0.28
1.25 -0.39
12 -0.32
1.18 -0.27
1.14 -0.28
1.14 -0.5
1.14 -0.74
1.13 -0.33
113 -0.23
112 -0.27
1.12 -0.32

r

0.3

0.53

0.82

0.73

0.32

0.62

0.69

0.7

0.44

0.81

0.54

0.76

0.8

0.71

0.45

0.33

0.47

0.79

0.74

0.72

Description
Symbol

GDF15 growth differentiation factor 15 [Source:HGNC Symbol;Acc:3(
GP2 glycoprotein 2 (zymogen granule membrane) [Source:HGNC
Clorfl94chromosome 1 open reading frame 194 [Source:HGNC Symt
C9orf24 chromosome 9 open reading frame 24 [Source:HGNC Symbc
HOXB2 homeobox B2 [Source:HGNC Symbol;Acc:5113]

C11orfggchromosome 11 open reading frame 88 [Source:HGNC Symt
DYNLRB2lynein, light chain, roadblock-type 2 [Source:HGNC Symbol;
CDHR3 cadherin-related family member 3 [Source:HGNC Symbol;Ac
PRB1  proline-rich protein BstNI subfamily 1 [Source:HGNC Symbo
RSPH1 radial spoke head 1 homolog (Chlamydomonas) [Source:HGI
FOXJ1 forkhead box J1 [Source:HGNC Symbol;Acc:3816]
NWD1 NACHT and WD repeat domain containing 1 [Source:HGNC !
RSPH4A radial spoke head 4 homolog A (Chlamydomonas) [Source:H'
ROPNZL rhophilin associated tail protein 1-like [Source:HGNC Symbo
PLA2G1phospholipase A2, group X [Source:HGNC Symbol;Acc:9029
C17orfg7chromosome 17 open reading frame 97 [Source:HGNC Symt
CcP ceruloplasmin (ferroxidase) [Source:HGNC Symbol;Acc:2295
C20orfgschromosome 20 open reading frame 85 [Source:HGNC Symt
TEKT1

tektin 1 [Source:HGNC Symbol;Acc:15534]

WDR96 WD repeat domain 96 [Source:HGNC Symbol;Acc:26684]

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 9e-62 371/51 Glio willscher_GBM_Verhaak-PNmut_expression_G_down
2 le-11 14/102 CC cilium
3 4e-11 9/30 CC  axoneme
4 7e-11 12/76 Glio GIEZELT_GBM_STSwt_up_VS_LTSwt
5 5e-08 10/85 Glio GIEZELT_GBM_STS_down_VS_LTS
6 7e-08 7132 BP  cell projection organization
7 8e-08 6/20 CC  dynein complex
8 2e-07 5/13 cC  axonemal dynein complex
9 8e-07 5/16 BP ciliary or bacterial-type flagellar motility
10 2e-05 7171 MF  microtubule motor activity
11 2e-05 6/48 BP  cilium morphogenesis
12 3e-05 5/32 cCc  motile cilium
13 5e-05 3/7 GSE# NAKAMURA_BRONCHIAL_AND_BRONCHIOLAR_EPITHELIA
14 7e-05 12/264 CC  microtubule
15 le-04 6/68 BP  microtubule-based movement
16 1e-03 4142 BP  heart looping
17 2e-03 5175 BP  cilium assembly
18 2e-03 4/48 Glio Noushmehr_Pron_GCIMP_hypermeth_DN
19 3e-03 9/259 BP  spermatogenesis
20 4e-03 2/8 GSE/ NAKAMURA_LUNG_CANCER_DIFFERENTIATION_MARKERS
21 5e-03 2/9 GSE# KORKOLA_CHORIOCARCINOMA_DN
22 6e-03 2/10 GSE# KORKOLA_EMBRYONAL_CARCINOMA_DN
23 6e-03 2/10 GSE# KORKOLA_SEMINOMA_DN
24 7e-03 2/11 cc ciliary transition zone
25 7e-03 2/11 GSE# KORKOLA_YOLK_SAC_TUMOR_DN
26 8e-03 23/1146 TF  HEBENSTREIT_low expression TF
27 8e-03 14/579 MF  calcium ion binding
28 8e-03 2/12 cC  TCTN-B9D complex
29 le-02 2/13 BP  copper ion transport
30 1e-02 2/16 MF  ribonuclease activity
31 2e-02 5/131 MF  nucleoside-triphosphatase activity
32 2e-02 3/49 BP  spermatid development
33 2e-02 2/20 BP  sperm motility
34 2e-02 1/2 miRN miR-433
35 2e-02 2/21 BP  digestive tract development
36 2e-02 5/141 MF  ATPase activity
37 3e-02 29/1720 Chr Chril
38 3e-02 4799 BP  homophilic cell adhesion
39 4e-02 2/26 H.Tis: WIRTH_Pancreas
40 4e-02 14/717  Chr Chri16
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k R? yalue #}Q!a” g%ﬁ %F organization !44 elne #}%a” @ﬁ’EQWpoor survwal ﬁ”ﬂ:{é" q’,eneset
7 5/16 ciliary or bacterial type flagellar motility .0 1/530 Lembcke_Normal vs Aden 9/30 axoneme
e 6/48 cilium morphogenes .0 0/15 RHODES_ CANCER META SIG ATURE 6/20 dynein complex
6/68 microtubule-based movemem .0 0/16 HODES UNDIFFERENTIATED CANCE 5/13 axonemal dyneln complex
4142 heart looping .0 0/15 SOTIRIOU BREAST CANCE GRADE71 VS 3 DN 5/32 motile cilium
175 cilium assembly. .0 0/15 SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP 12 /264 microtubule.
/259 spermatogenesis .0 0/10 LIU_BREAST CANCER 2/11 clllar transition zone
/13 copper ion transport .0 0/14 LIU_COMMON_CANCER_GENES 2112 -B9D complex
149 spermatid development .0 0/14 LIUTLIVER CANCER 8/333 cytoskeleton
120 sperm motility .0 0/15 LIUTPROSTATE_CANCER_DN 2136 brush b?rder membrane
/21 digestive tract development 0 0/14 LIU_PROSTATE_CANCER_UP 5/201 apical pasma membrane
4199 hOmOphIlIC cell adhesion .0 0/14 WANG_ER _| U 2/47 acrosomal % ?
0; 138 1 tation 0 0/ WANG E 2150 microtubule basal body
e—0! 140 skeletal system morphogenesis .0 0/16 WOLFER overlag enes 8/419 cellular_component
0. 141 dorsal/ventral pattern fcrmatlon .0 0/12 BEN-P 1/13 cytoplasmic dynein complex
-0 144 smoothened si nallngf .0 0/15 BEN—PORATH upP 1/14 ciliary basal bod:
e-0; 147 embryonic skeletal system morphogenems .0 0/15 ENTLES_modull 1/14 endocytic vesiclé lumen
e-0. /10 GTP '05%"“19“0 DfOCSSS .0 0/16 GENTLES modul2 1/16 microvillus membrane
e-0. /10 hormone biosynthetic .0 0/10 GENTLES modul3 1/22 ciliary membrane
e-0. 110 negative regulation of |mr|ns|c apoptotic signaling pathway in response to oxic .0 0/16 GENTLES_modul4 1/23 brush border
r —value J@%&ﬁ@ j
903 #JW%U gppeset .8 ?J[yé” Qﬁnﬁéﬁisls down %%?” S_f“ Verhaak-PNmut_expression_G_down
0.04 41717 Chr 1.0 0/572 GUDJ_psoriasis up 12/76 GIEZELT_GBM_STSwt_up_VS_LT.
0.05 2 /602 Chr 10 1.0 0/17 BCHETNIA_EBM up 10/85 GIEZELT_GBM_STS_dow
.07 6/914 Chr 1.0 0/ BCHETNIA_EBM down 4148 Noushmehr_Pron_GCIMP. eth_D
0.21 1/714 Chr 1.0 0/26 BCHETNIAZEBM-| DM up /83 Christensen_hy, ermethyla'fed in secondary glioblastoma
0.28 3/918 Chr17 A 0/0 128 Barbus GB T
0.31 2 /866 Chr 12 A 0/0 195 GIEZELT _GBM MGMTmetth up_VS_nonmethyl
0.37 1187 Chr 21 A 0/0 144 in vivo asfrocytes vs. cultured astroglia
0.41 41280 Chr 13 A 0/0 146 VS,
0.46 1/52 Chr HSCHR6_MHC_QBL A 0/0 1132 Christensen_hypermethylated_in_grade3_oligoastrocytoma
0.46 8/633 Chr9 A 0/0 153 Chnstensen _hypermethylated_in_primary_glioblastoma
0.59 71618 Chr 4 A 0/0 158
0.61 51449 Chr 20 A 0/0 164 Chnstensen h){permethylaled in gradez astrocytoma
0.66 4386 Chr 22 A 0/0 /68 Cullured astro ia vs. in Vivo astrocytes
0.71 71699 Chr A 0/0 /171 GIE. MTmethyl down VS_nonmethyl
0.79 9/957 Chr11 A 0/0 172 GIEZELT GBM S SW[ down_VS_LTSwi
0.86 9/1033 Chr A 0/0 /85 Iaffalre hypermeth_LGG_vs_control
0.86 417519 Chr 14 A 0/0 /89 WIRTH_ Normal Brain
0.87 6/743 Chr A 0/0 /110 Christensen_hypermethylated_in_grade3_astrocytoma
0.94 1/232 Chr 18 A 0/0 /112 Christensen_hypermethylated_in_grade2_oligoastrocytoma
BAuk 4 SR i ISPJ JWIHSS
e—0! ﬂgla” @QWtBRONCHIAL AND_BRONCHIOLAR EPITHELIA nk .04 ue g}%a” %sﬂpéﬁgreas 3 a } ” @%‘lmr\e response 1
4e-0: ! NAKAMURA_LUNG_CANCER D'IFFERENTIATION MARKERS 0.41 21120 WIRTH Testis . 0.6 1275 ZHANG_DLBCL mutated
5e-0: ! KORKOLA_CHORIOCARCINOMA Di .44 1/50 WIRTH Homeostasis 0.7 1327 SPANG_CD40 6hrs UP
6e-0: 110 KORKOLA™] EMBRYONAL CARCINDMA DN .00 0/5 WIRTHPituitary gland 0.8 1118 SPANG_LPS 6hrs UP
6e-0: /10 KORKOLA“SEMINOMA_DN .00 017417 WIRTH”Immune System 1.0 1291 SPANG_IL21 U
7e-0: /111 KORKOLAWOLK SAC TUMOR_DN .00 0/13 WIRTH_Sec. lymphoid organs 1.0 475 SPAI BCI
5e-0: 14 REACTOME_AMINE_DERIVED "HORMONES .00 0/12 WIRTH_Prim. lymphoid organs 1.0 1/426 SPANG_CDA40 6hrs DN
15 NIKOLSKY BREAST_ CANCER 20P13 AMPLICON .00 0/10 WIRTH_B-cells 1.0 1/852 SPANG_BCR
16 WEBER_METHYLATED HCP_IN FIBRUBLASTiuP .00 0/13 WIRTH Tonsil 1.0 0/ BENTI mBl
16 ZEMBUTSU SENSITIVITY TO CISPLATIN 00 0/13 WIRTH Thymus 1.0 0/13 BENTINK_mBL DOWN
17 LE_UV L E 00 0/12 WIRTH Lymphocytes 1.0 0/140 DAVE_BL-vs-DLBCL
17 GENTILE U\fLOV\FD P 00 0/6 WIRTH_Bone marrow 1.0 0/12 DAVE"BL
e / WANG BARRETTS TSOPH GUS_AND _ESOPHAGUS CANCER_UP 00 0/400 WIRTH_Nervous System 1.0 0/18 DAVE_BLTnter
/ HEIDENBLAD_AMPLIFIED IN_SOFT_TISSUE_CANCER 00 0/14 WIRTH Globus pallidus 1.0 0/12 DAVE_BL
/ XU_GH XOGENOUS_TARGETS UP 00 0/ WIRTH Telencephalon 1.0 0/18 DAVE_c-myc BL
/ REACTO'ME HORMONE BIOSYNTHESIS 00 [ WIRTH_Cortex cerebri 1.0 0/ DAVE_MHCCII BL DN
/ A TERATOMA DN 00 o/ WIRTH Hippocampus 1.0 0/22 _NFkB
! NIKOLSKY' BREAST CANCER_7P15 AMPLICON 00 o/ WIRTH Thalamus 1.0 0/20 DAVE”Immune response 2
! KUMAMOTO RESPONSE_TO NU 00 o/ WIRTH Cerebellum 1.0 0/250 LENZ”Stromal signature 1
! ZHAN_VARIABLE_EARLY_DIFFERENTIATION_GENES_UP 00 o/ WIRTH Liver 1.0 0/59 LENZ_Stromal signature 2
#infall - Geneseloo aivy KR PN&eS L A"H&ea%%egp IRIN&LnG aéﬁ%sg&emm o
4/579 calcium ion bindin 3 /8i 0.11 1/10 Nystemuc lupus erythematosus (SLE)
6 ribonuclease acllvﬁy 3 13 TCTG 383 0.12 1/11 elanoma, cutanéous malignant, 2
/131 nucleoside—-triphosphatase activity 4 14! GGCA7455 0.18 1/17 Cardlomyopathy, dilated
1141 ATPase activity 4 1129 GTG, 0.27 1/27 Colorectal cancer
132 beta-tubulin binding 5 / AAGT 42257—422;\ 0.31 1/32 Leukemia
179 serine-type endopeptidase inhibitor activity 5 / GTTA-302B 0.35 1/36 Cancer
110 hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in cyclic 5 166 GCTC-335 0.36 1/38 Breast cal
e-0: 150 copper ion bindini 6 169 T-28 .00 0/ Thyroid carclnoma papillary
e-0: /11 ammat catenln bindin 6 173 AGGC-515-3P .00 0/34 Pancreatic cancel
e-0: /11 quan -nucleotide exchange factor activity 6 180 TGAG-21 .00 0722 Glioblastoma multforme, somatic
e-0; 112 diacy ?chefd Kinase activity 6 180 GAGC-4 .00 0/21 Gastrointestinal
e-0; 112 phosphate ion binding 6 183 AGGA-516-3P .00 0/ Pituitary adenoma
e-0 /12 ﬁhosnzhohpase activity 6 /84 AG-2 .00 0/ Adenomas, multiple colorectal
e-0; 1110 eme bind 7 199 CCTG-513 .00 0/35 Prostate cancer
e-0. / motor acuvny 7 /101 \G-50. .00 0/11 Alzheimer disease, susceptibility to
e-0 / alpha-actinin binding 7 1102 AGGG-18A .00 0/ Schizophrenia, susceptibility to
e-0: / dynein binding 7 /117 CCCA-326 .00 0/ Parklnson disease
e-0: / Rroteln kinase A binding .8 /125 GAGC-337 .00 0/23 epatocellular carcinoma
e-0: / IAD+ kinase activity .8 1146 ACTG-30A-3P--30E-3P .00 o/ elanoma and neural system tumor syndrome
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LN Nl L L LI
5!.'02 I I?Qgset ACIEJ L
. 1/12 miR-29¢ 4 /118 hsa miR-509-3p 0/13 CIEJ”] L 10
0/11 let-7a 4 145 0/7 ACIEJ”] L13
0/6 let-7b 4 148 0/ ACIEJ”] L 14
0/4 let-7c 4 150 0/11 ACIEJ”] L15
0/6 et-7d 161 0/15 ACIEJ”] L16
0/4 et-79 162 0/ ACIEJ”] L17
0/13 miR- 164 0/14 ACIEJ”] 9
0/5 miR-101 175 0/4 ACIEJ”] L
0/2 miR-101b 182 0/5 ACIEJ”| L 20
0/4 miR-106b 187 0/15 ACIEJ”] L 22
0/2 miR-107 198 0/4 ACIEJ| L 23
0/4 miR-122 7 /111 0/12 ACIEJ| L 24
0/ miR-124a 1121 0/14 IACIEJ”]| L 26
0/ miR-125a 1122 0/2 IACIEJ]| L 27
0/ miR-125b 1136 0/5 ACIEJ] L 28
0/ miR-126 1145 0/ ACIEJ] L 29
0/ miR-127 1147 miR-143 0/11 ACIET L
0/ miR-128 1149 hsa miR- 655 0/14 ACIEJ] L 30
o/ miR-128b /151 hsa-miR-583 0/11 IACIEJ”] L31

NAA R RlE DasE { MDMACSFD ceneer

AlNWaRCL, K p- j 12U .
a n I € a” &E&%g&I}7PISK7UP a k EOO\Blalue %Wﬁu E‘\%SI'QIE low expression TF bZ %[ﬂéa" ﬁ LUE?%%E Adrenal gland
0/15 Cl .000 271095 HEBENSTREIfhlgh expression TF 0.2 1/22 VAQUERIZAS”Spinal cord
0/12 213.1 .000 211233 KIM MYCt r efs 0.2 1/24 VAQUERIZAS Trachea
0/11 .000 0/14 0.8 1/144 VAQUERIZAS General
8113 360 8188 VG Targets up i 0740 VAGUERIZAS Prcena”
N | Placenta

0/11 .000 0/9 YCTar ets DOWN .0 0/28 VAQUERIZAS leer
0/15 .000 0/4 Y :Apgptoys UP .0 0/37 VAQUERIZAS”Pro:
0/13 .000 0/8 YC”Cell 'cycle UP -0 0/29 VAQUERIZAS™ Smuoth muscle
0/14 .000 0/2 YC Cell cycle DOWI 0 0/43 VAQUERIZAS Utel

A 0/0 .000 0/4 Cell growth and prohferauon uP 0 0/12 VAQUERIZASKi d y

A 0/0 .000 0/2 YC_“hromatln modification UP 0 0/43 VAQUERI ZAS‘WhoIe braln

A 0/0 .000 0/7 'YC_DNA repair UP .0 0/41 VAQUERI ZAS_th

A 0/0 .000 0/3 YC_DNA repllcatlon UP .0 0/39 VAQUERIZAST! d

A 0/0 .000 0/2 ECM cell adhesion DOWN .0 0/62 VAQUERI ZAS‘WhoIe blood

A 0/0 .000 0/20 _Metabolism UP .0 0/7 VAQUERIZ ppendix

A 0/0 .000 0/16 Protein synthesis degradation UP .0 0/30 VAQUERI ZAS Fe | al lung

A 0/0 .000 0/8 RNA processing binding UP .0 0/62 VAQUERIZA!

A 0/0 .000 0/2 C_Signal transduction up? .0 0/16 VAQUER ZAS Pancreas

A 0/0 .000 0/3 _Tumor supressor genes UP .0 0/14 VAQUERIZAS”Fetal liver




Correlation Cluster

Spot Summary: G

# metagenes = 43
# genes = 385

<r> metagenes = 0.94
<r>genes =0.12
beta: r2=0.19 / log p=-13.21

# samples with spot =0 (0 %)
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Spot Genelist

Rank
ID
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4543
1543
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max e
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0.84 -0.7
0.77 -0.54
0.7 -0.22
0.64 -0.23
0.62 -0.46
0.58 -0.43
0.56 -0.27
0.56 -0.19
0.52 -0.18
0.52 -0.32
0.51 -0.26
0.48 -0.27
0.47 -0.34
0.46 -0.22
0.46 -0.24
0.45 -0.28
0.45 -0.29
0.44 -0.23
0.44 -0.27
0.42 -0.27

r
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0.24

0.11

0.26

0.21

0.21

0.36

0.26

0.23

0.22

0.27

0.28

0.45

0.31

0.5

0.44

0.33

0.26
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Description
Symbol

TMEMS87xansmembrane protein 87A [Source:HGNC Symbol;Acc:245:
IL10RB interleukin 10 receptor, beta [Source:HGNC Symbol;Acc:596!
MTNR1Amelatonin receptor 1A [Source:HGNC Symbol;Acc:7463]
CYP1A1 cytochrome P450, family 1, subfamily A, polypeptide 1 [Sourc
C17orfgschromosome 17 open reading frame 85 [Source:HGNC Symt
SNN stannin [Source:HGNC Symbol;Acc:11149]

NMNAT2 nicotinamide nucleotide adenylyltransferase 2 [Source:HGNC
CLC Charcot-Leyden crystal galectin [Source:HGNC Symbol;Acc:
REG3A regenerating islet-derived 3 alpha [Source:HGNC Symbol;Ac
AP5B1 adaptor-related protein complex 5, beta 1 subunit [Source:H(
CLEC2A C-type lectin domain family 2, member A [Source:HGNC Syr
GPR143 G protein—coupled receptor 143 [Source:HGNC Symbol;Acc::
DGAT2 diacylglycerol O-acyltransferase 2 [Source:HGNC Symbol;Ac
PCDH9 protocadherin 9 [Source:HGNC Symbol;Acc:8661]
PLEKHG®leckstrin homology domain containing, family G (with RhoGe
ALK anaplastic lymphoma receptor tyrosine kinase [Source:HGNC
CSDE1 cold shock domain containing E1, RNA-binding [Source:HGM
FBXL8 F-box and leucine-rich repeat protein 8 [Source:HGNC Syml
SLC43A1solute carrier family 43 (amino acid system L transporter), me

MAZ MY C-associated zinc finger protein (purine-binding transcrip

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 6e-10 28/321 MF  G-protein coupled receptor activity
2 le-07 29 /435 BP G-protein coupled receptor signaling pathway
3 3e-07 11/69 MF  olfactory receptor activity
4 8e-05 5/21 BP  G-protein coupled receptor signaling pathway, coupled to cyclic nucleotide
5 le-04 7150 H.Tis« WIRTH_Homeostasis
6 le-04 6/36 miRN Cancer
7 2e-04 4/14 GSE# JAZAG_TGFB1_SIGNALING_DN
8 3e-04 7158 BP  cellular response to insulin stimulus
9 6e-04 5/32 miRN Leukemia
10 1e-03 5/36 mIiRN Lung cancer
11 1e-03 9/118 Glio  willscher_GBM_Verhaak-CL_expression_K_down
12 1le-03 9/118 Glio  willscher_GBM_Verhaak-MES_expression_K_down
13 1le-03 9/118 Glio willscher_GBM_Verhaak-PNwt_expression_K_up
14 1e-03 9/118 Glio  willscher_GBM_Verhaak-PNmut_expression_K_up
15 2e-03 3/11 MF  acetylcholine-activated cation—selective channel activity
16 2e-03 3/11 cc  acetylcholine-gated channel complex
17 2e-03 3/11 BP  male sex determination
18 2e-03 3/11 miRN Melanoma, cutaneous malignant, 2
19 2e-03 3/12 MF  NAD-dependent histone deacetylase activity (H3-K14 specific)
20 3e-03 3/13 MF  hormone binding
21 3e-03 4127 miRN  Colorectal cancer
22 3e-03 3/14 BP  synaptic transmission, cholinergic
23 3e-03 6/66 BP  biosynthetic process
24 4e-03 4/30 BP  adenylate cyclase-modulating G—protein coupled receptor signaling pathw.
25 5e-03 2/5 H.Tis: WIRTH_Pituitary gland
26 5e-03 3/16 miRN Cervical cancer, somatic
27 5e-03 8/120 H.Tis: WIRTH_Testis
28 6e-03 4134 mIiRN Pancreatic cancer
29 6e-03 4134 miRN Squamous cell carcinoma, head and neck
30 6e-03 4134 miRN Hematological
31 7e-03 3/18 MF  aromatase activity
32 7e-03 4/35 MF  transmembrane receptor protein tyrosine kinase activity
33 7e-03 4135 miRN Prostate cancer
34 7e-03 38/1146 TF HEBENSTREIT_low expression TF
35 8e-03 91/3274 CC integral to membrane
36 8e-03 3/19 miRN Multiple myeloma
37 9e-03 4138 mIiRN Breast cancer
38 1e-02 3/21 MF  Rac GTPase binding
39 1e-02 6/85 miRN ATTA-380-3P
40 le-02 2/8 GSE# NAGY_STAGA_COMPONENTS_HUMAN
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Ak nial - Cengsel, oRIARe el geneset,,, Poyalue. J10(al - SERERRLgae ol e
thy -3 0.00 91/3274  integral to m
S#J/ng G-protein couglgg {gggg}g; 3:82:“28 Bglhw:y, coupled to cyclic nucleotide se 8% H 5 ggll\'ll_?ﬂgg "BRCE]EAST CANCER_GRADE_1_VS_3_UP 0.0 74/ 12659 'ﬁiﬂ%r?gmﬁgne
7158 cel Iular regp:)nse lo‘llgsnulln stimulus 03 17 GENTLES modul4 88 H g7 ?835 integral to plasma membrane
3 Smaag s“ecx"aeng{még‘aon cholinergic 0.3 1/ GENTLES modul10 0.036 71141 postsynaptic membrane
3 b‘i’os pmhellc process 0.6 1/ TRAANS MMl b Infl tion 0.083 2/22 nuclear outer membrane
9158 ader¥ late cyclase-modulating G| proteln coupled receptor signaling pathway 0.9 9/553 Lembcke_Co OPIC niiammal 0.089 4177 apical part of cell
4 ; 32 lens é’eveloyment in camera-i ?y 0'8 g; S Esrﬁg‘g(egﬁk?mg} vsxAd 0.118 /27 receptlor complex
(é ?204 ggl\ljrsoupr?a{)cue ree?:'eg&%'}"s‘? E%‘méa% way 9 o; RHODES§ Cﬁ%&%&’\éﬁ%ﬁé% ALL#\‘%E 0159 ; gg ffstone deacetylase complex
4 5%‘3 ggrsnngg r&%uekg;/oendoefvcelo“éfw bn'ft)symhe 1c process 10 8/ Eﬁﬂgg{%gsmgﬁﬁ& CANCER_GRADE_1_VS_3_DN 3-% 3 f%? gyg:aelg{cmvgg,fc?;emem lane
10 o7 0.17 134 nucle.
" 597)2 'Eglr;nsorﬁg#%faerlmlearderz:%%g: protein tyrosine kinase signaling pathway 1.0 0/14 LIUZCOI ST%‘INECCAEI\(I:CESR'GDENES 017 138 vesicle
60 112 anion transport, 0 07 LI EggsTATE CANCER_UP 01 /36 microvillus
9 112 ositive regulation of |nterleuk|n—4 production 1.0 0/14 WANG BR U — 0.1 137 enkar?/ '
= iz Byredhommone generaon 1o oIt wane B2 U 83 1 MHCdass motein compex
- - 0.1
9 30 g?ireenbelgtjemcdg\éesle pmhlbmng G-protein coupled receptor signaling pathway 1.0 0/16 WOLFER_overlap genes 0.20 138 clathrin—coated vesicle
e-0 131 e sy 10 0/12 BEN-PORATH_DN
60 113 calcium ion import - do | ) | ﬁ
. ! woyalue  #ny 636 i
: Verhaak-CL_expression_K_down
rg) value #injall Gepeset Q‘ #jal GROSSELs down 588 ?; ? wilscher” GBI VerhaakMES Sxpression K down
03 ! n 2/572 GUDé.IPSO”aS'S up 0.00 /118 willscher_GBMVerhaak-PNw{_
0.07 2/ 717 Chr 16 0/17 BCHETNIA_EBM up 0.00 1118 willscher-GBM-Verhaak-PNmit expressmn L[‘F
0.1 /280 Chr 13 o/ BCHETNIA"EBM down 0.02! a4/ willscher GBM Verhaal “w..ut expression_G_down
. 5 /957 Chr11 0/26 BCHETNIA-EBM-DM up o4 5 Barbus GB Vs,
02 41504 Chr15 A 0/0 016 1/ willscher_ GBM_STSwi proteomics—N
0.2 71630 Chr X A 0/0 0.16! 5/132 ChristenSen_hypermetfylated_in grad’eB ollgoastrocytoma
8'3 1%5 ;go 81{% A 858 0.21 172 GIEZELT_GBM_STSwt_down_VS_L
- n_a
0:40 /2 ghr HSCHRE_MHC_DBB A 070 8213 17 RN’ cem_sTswt up VS LTSwt
0.45 17918 chr17 A 0/0 0,531 1 willscher GBM Verhaak-|
0.50 3/1033  Chr2 A 0/0 0.534 I willscher_GBM Verha;
0.5 /34 chry A 0/0 0,551 ] Christensen_hypometl
0.5 3/602 chr 10 A 0/0 0,581 ] Christensen_hypometl
82 119/}%4 g rat A 058 0.287 112 Christensen_| ypomethyia
. 0 % 4 Cl omet
06 15 g fHSCHRG MHC_QBL A 0/0 5287 14 mé'tur'g'éfs‘%cyytgs
0.7 177866 Chr 1 n 070 9.292 e TR N i
&7 433 81{% A 819 0347 165 GIEZELT_GBM MGMTmethyl up_V'S_nonmethy!
0.7 14/743  Chr7 I IA 0/0 lJ' l&gll z | N
o 4 Rlue  gigal EValbe! ) SNESEL e
l‘l_ Vi |L$S/ }nla” 9%%1 SIGNALING DN nk e-04 #Jgé }ﬁﬁ#}e asis | 0.6 71327 SPANG "CD40 6hrs
07 3 AGY STAGA COMPONENTS HUMAN e-03 215 IR F'"U“afyga“ 0.7 1/59 Iélg%csﬁrfﬂabggnamfez
e e-03 91
e 9 ! FG(BR'ERETINOIE_B'I{‘ET%E?L)\SI\I% DECITABINE_DN e-02 15/200 WIR FH Nervous System 8: 5; 40 DAVE_BL-vs-DI
e s REACTOME_NUCLEAR_REC TOR TRANSCRIPTION_PATHWAY e-01 213 WIRTH Placenta 0. 186 ROSOLOWSKI green UP
e ! CTOME_SIGNAL_ATTENUATIO| e-01 171 WIRTH™Thymus 0 1100 ROSOLOWSKI blue total
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/ JAD-dependent histone deacetylase activity (H3-K14 specific) 0.06 12 ! C('IéngSOS e—0! 4127 Colorectal cancer
1 hormone binding 883 4 ;1 o 8AGC*512*3P 56-0 3 ; g gae;\grceaalncca(r:\ge(r:esumallc
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0/2 miR-101b 218 139 R 0 9/1 ACIE)MMML
0/4 miR-106b 218 278 R 0 974 ACIETMMML 20
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0 0/ miR-12: 023 2/41 i 0 0/11 ACIET_MMML 31
0 9/2 miR-12 0.23 3175
.0 0/6 miR-133a Jﬁﬁ! I I ﬁ E
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0712 1.000 0/63 YC_Targets UP 88 38, VASUERIZAS Caneral
9ni 1.000 0/4 Y _Apaptosis UB 07 1762 VAQUER ZAswhme blood
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Correlation Cluster

Spot Summary: H

# metagenes = 49
# genes = 480

<r> metagenes = 0.94
<r>genes = 0.25
beta: r2=3.58 / log p= -Inf

# samples with spot =29 (10.5 %)
Atypical : 15 (20.3 %)
Classical : 8 (25 %)

Basal : 3 (3.6 %)

Overview Map
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Spot Genelist

Rank

ID
1 27075
2 5274
3 4254
4 10257
5 11212
6 57088
7 60481
8 4982
9 54467
10 7095
11 171586
12 3730
13 1429
14 23215
15 5934
16 29919
17 26035
18 57045
19 64747
20 58527

max e
min e

1.78 -1.45
1.74 -0.65
1.49 -1.1
1.47 -0.85
1.46 -1.05
141 -1.2
1.39 -1.17
1.39 -0.58
1.32 -0.78
1.32 -0.69
1.32 -0.85
1.32 -0.6
1.26 -1.33
1.25 -1.4
1.22 -0.98
1.22 -0.88
121 -0.95
1.18 -0.74
1.18 -0.88
1.18 -1.02

r

0.37

0.41

0.5

0.54

0.35

0.5

0.28

0.42

0.46

0.49

0.36

0.44

0.57

0.51

0.46

0.43

0.42

0.33

0.5

Description
Symbol

TSPAN13etraspanin 13 [Source:HGNC Symbol;Acc:21643]
SERPINIBerpin peptidase inhibitor, clade | (neuroserpin), member 1 [S
KITLG KIT ligand [Source:HGNC Symbol;Acc:6343]

ABCC4 ATP-binding cassette, sub—family C (CFTR/MRP), member 4
PROSC proline synthetase co-transcribed homolog (bacterial) [Sourc
PLSCR4 phospholipid scramblase 4 [Source:HGNC Symbol;Acc:1649°
ELOVL5 ELOVL fatty acid elongase 5 [Source:HGNC Symbol;Acc:213
TNFRSF1umor necrosis factor receptor superfamily, member 11b [Sou
ANKIB1 ankyrin repeat and IBR domain containing 1 [Source:HGNC ¢
SEC62 SEC62 homolog (S. cerevisiae) [Source:HGNC Symbol;Acc:1
ABHD3 abhydrolase domain containing 3 [Source:HGNC Symbol;Acc
KAL1  Kallmann syndrome 1 sequence [Source:HGNC Symbol;Acc:
CRYZ crystallin, zeta (quinone reductase) [Source:HGNC Symbol;A
PRRC2Cproline-rich coiled—coil 2C [Source:HGNC Symbol;Acc:2490:
RBL2 retinoblastoma-like 2 (p130) [Source:HGNC Symbol;Acc:989
C18orf8 chromosome 18 open reading frame 8 [Source:HGNC Symbc
GLCE glucuronic acid epimerase [Source:HGNC Symbol;Acc:17858
TWSG1 twisted gastrulation BMP signaling modulator 1 [Source:HGN

MFSD1 major facilitator superfamily domain containing 1 [Source:HGI

ABRACL ABRA C-terminal like [Source:HGNC Symbol;Acc:21230]

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

Density

p-value #in/all Geneset
4e-13 53 /595 MF  RNA binding
7e-13 23/121 miRN. hsa-miR-543
2e-12 206/4640 CC  nucleus
3e-12 68 /940 MF nucleic acid binding
3e-12 36/318 miRN hsa-miR-590-3p
le-11 41/421 miRN. hsa-let-7b
6e-11 45517 miRN. hsa-miR-106a
7e-11 35/335 miRN. hsa-miR-142-5p
le-10 23/153 miRN  hsa-miR-450b-5p
2e-10 45/538 miRN hsa-miR-17
3e-10 41/ 463 miRN hsa-miR-301a
3e-10 48/603  MIRN hsa-miR-20a
1le-09 371412 miRN hsa-miR-372
2e-09 38/433 miRN hsa-miR-19b
2e-09 41 /495 miRN hsa-miR-103
3e-09 31/311 miRN  hsa-miR-98
3e-09 44 /565 miRN hsa-miR-20b
4e-09 281264 miRN hsa-miR-449a
4e-09 17/100 miRN  hsa-miR-544
5e-09 50 /699 Chr Chr5
5e-09 41/511 miRN hsa-miR-106b
6e-09 35/396 miRN hsa-miR-301b
7e-09 23/188 miRN hsa-miR-548d-3p
7e-09 281271 miRN  hsa-miR-101
8e-09 34/381  miRN hsa-let-7c
8e-09 221174 BP  mMRNA processing
8e-09 371440 miRN hsa-miR-19a
le-08 42/ 545 miRN  hsa-miR-93
le-08 16/93 miRN hsa-miR-10b
2e-08 20/150 miRN hsa-miR-633
2e-08 2817281 miRN hsa-miR-570
2e-08 23/197 miRN  hsa-miR-568
2e-08 39/494 miRN hsa-miR-107
2e-08 29/303 miRN hsa-miR-302b
3e-08 21/171 miRN hsa-miR-452
3e-08 2117172 miRN  hsa-miR-607
4e-08 221189 miRN hsa-miR-1283
4e-08 35/426 miRN hsa-miR-519d
4e-08 32/368 miRN  hsa-miR-144
5e-08 29/315 miRN hsa-miR-30e
p-values
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|t -value ra-n glne j j
kB Anjall - GRRESELn, i fnall - Ganestloun, n/all, Geneset
207163 MRNA splicing, Vla spliceosome 0.026 4/3 4193 Spllceosomal complex
e 241229 RNA splicing 0.051 4] 4 KUIPEW MM poor survival 71159 nuclear speck
7811574 Iranscn tion, DNA-templated 0.078 2/1 WOLFER_overlap genes 0/76 catalytic step 2 spllceosome
8/41 mRNA 3'-end Erocessln 0.081 14 /316 SPANG_BCL6-index2 2/118 ribonucleoprotein com| Ip
8/44 termlnauon of RNA polymerase Il transcription 0.094 9/185 SPANG_LPS-index2 4/21 transcrlptlon factor TFIID complex
38/649 gene expression 0.257 1/ LIU_BREAST_CANCER /11 plex
6/25 nuclear-transcribed mRNA poly(A) tail shortening 0.300 1/14 LIU_PROSTATE_CANCER_UP 4127 Eyl(a)lasmlc stress granule
18/262 protein ubiquitination 0.320 1/ GENTLES_modul12 /15 T complex
19/ 306 regulation of transcription from RNA polymerase Il promoter 0.320 1/ GENTLES modul16 7180 chromatin
4120 rotein secretion 0.320 1/ GENTLES modull8 4129 nuclear inner membrane
6/50 MP signaling pathw: %{ 0.340 1/14 WANG ER_UP /16 V|raI nucleocapsid
6/51 nuclear-transcribed mMRNA catabolic process, deadenylation—dependent dec: 0.359 1/ SOTIRI‘OU'BREAST CANCER_GRADE_1_VS_3_DN 117 nuclear heterocl romaﬁln
4123 mRNA polyadenylation 0.359 1/ ORATH /19 calcium channel complex
25/504 positive re?ulatlon of transcription, DNA-dependent 0.378 1/ GENTLES moaul4 9 /949 nucleoplasm
4128 exoqucleo tic nuclear-transcribed mRNA catabolic process involved in deade 0.378 1/ GENTLES modul7 46/4310  cytoplasm
6/61 mMRNA ex| ort from nucleus 0.378 1/ GENTLES modul /81 nuclear matrix
3/15 mRNA splice site selection 0.595 21 SHAUGHNESSY. MM high risk 1104 midbod
3/15 positive regulation of cell cycle arrest 0.625 1/ KUIPER_MM good survival 2110 nBAF complex
3/16 nucleosome disassembl 1.000 1/530 Lembcke_Normal vs Adenoma 2/12 SWI/SNF complex
Jéﬂ/ &)” (g%neset Aﬁ%a ?} rz"!é” Q’Engéﬁ;ss down 743'}1 %” g‘eneset
221232 Chr18 4572 GUDé_Ipsorlass up 3 /313 willscher_GBM_Verhaak-CL_expression_D_up
4/34 ChrY o/ BCHETNIA_EBM up 3/313 willscher_GBM”Verhaak-MES_expression_D_down
5/618 Chr4 o/ BCHETNIA_EBM down 3/313 willscher_GBM”Verhaak-| PNWFexpressmn D_up
0 /1720 Chr1 0/26 BCHETNIAZEBM-| DM up 17 willscher_GBM_Verhaak-CL_eXpression_H_down
5/714 Chr6 A 0/0 17 wi L rer_GBM”Verhaak-MES_expression H_up
1/914 Chr3 A 0/0 17 willscher_GBMVerhaak—-PNwt_expression_H_up
1/602 Chr 10 A 0/0 17 GIEZ LT_GBM_MGMTmethyl down_VS_nonmethyl
4 /1033 Chr2 A 0/0 1169 W|Ilsc‘1er'GBM | proteomics_wfOnly_| leferencehst
0/280 Chr 13 A 0/0 454 willscher_Gl ﬁzroleomlcs _wtOnly_Spot
71504 Chr 15 A 0/0 128 Barbus_GBl LT
1187 Chr 21 A 0/0 110 willschéer GBM LTSmut_proteomics-A_UP
4 /743 Chr7 A 0/0 /11 KIM amplified &overexpressed in LTS
4 | 866 Chr 12 A 0/0 /170 WIIIscher GBM pro eomics_wtOnly_SpotJ
71630 Chr X A 0/0 /15 Vi AK subtype
1/449 Chr 20 A 0/0 /7. GIEZELT GBM_WT_ down _VS_mut
2/534 Chr8 A 0/0 /4 mature astrocytes
4 /633 Chr9 A 0/0 / 4 Vishal_subnefwork signature of survival in GBM
1/918 Chr 17 A 0/0 /3 KIM prognostic signature LTS v
1386 Chr 22 A 0/0 /3. Donson-Misc immune function— assomated with LTS in HGA
BAube 4 I iSRie 4 glwqgn;.@?)
e #}nla” %g&%%t MRNA 3 END_PROCESSING nk .001 ue g}n{ﬁ” @]Q %Lne system a J/ I r};e_
115 OUILLETTE —CLL_13014 DELETION_UP 0.320 1/13 WIR HThyro\d gland 4291 SPANG_ILZl UP
! UJANA_BREAST CANCER_WITH BRCAl MUTATED D! 0.359 1/15 WIRTH_Cerebellum 0/ 755 NG
3 /111 GARGAI:DVIC RESPONSE TO_OXIDIZ 'PHOSPHOEIPIDS LIGHTYEL[ 0.999 3/400 WIRTH”Nervous System 3/275 ZHANG_ DLBCL mutated
112 WATANABE_RECTAL CANCER—RADIOTHERAPY RESPONSIVE_U .000 0/5 WIRTHPituitary gland 454 SPANG _BAFF 9hrs
113 KEGG_RNA” DEGRADATION .000 0/26 WIR H_Panc reas 18 /426 SPANG_CD40 Ghrs DN
113 REACTOME_METABOLISM_OF RNA .000 0/13 WIRTH Sec. I¥mph0\d organs 2/20 ROSOLOWSKI red UP
114 KANG_DOXORUBICIN_RESISTANCI .000 0/12 WIRTH_Prim. lymphoid organs 4769 SPANG_LPS 6hArs DN
114 ZHAN_MULTIPLE MYELOMA _CD1 KND CD2_UP .000 0/10 WIRTH_| B—CeIIS 4186 ROSOLOWSKI_green UP
114 REAC METABOLISM .000 0/13 WIRTH Tonsil 5/119 ROSOLOWSKI_green total
/15 GARGALO RE! ONSFTO OXIDIZED_PHOSPHOLIPIDS_BLUE_DN .000 0/13 WIRTH Thymus 10/274 SF’ANG IL21 DN
115 SHEN SMARCA2 TARGET: .000 0/12 WIR H Lymphocytes 1/12 DAVE BL DN
/15 ONDER H ETS 1D .000 0/6 WIRT! ne marrow 47100 ROSGLOWSKI blue total
/15 FLECHNER PBL KIDNETTRANSPLANT REJECTED_VS_OK_DN .000 0/14 WIRTH Globus pallldus 1/14 WRIGHT _GCBUP
/15 GETS_DN .000 0/1 WIRTH Telencephalo 1/18 DAVE_| Llnter
/15 EHEERS‘ANEUPLGID .000 0/1 WIRTH”Cortex cerebrl 1/18 DAVE c-m L UP
115 BROWNE_HCMV. INFECTION 10HR_DN 000 0/ 1 WIRTH Hippocampus 3/86 ROSOLO s|<| red total
115 GENTILE UV, ES NSE CLUSTER_D2 000 0/ 1 WIR H_Thalamus 41140 DAVE BL-vs—-DLBCI
115 BIOCARTA_CTCI \THWAY 000 0/120 WIRTH Tes 3/118 SPANG_LPS 6hrs UP
116 CHOI ATL_CHRONIC VS_ACUTE_DN 000 0/50 WIRTH_ Homeostasls 61327 SPANG_CD40 6hrs UP
l..l(_ %R{&” Q\ﬁrgﬁ T Le—D; € g/&é” gﬁp et é)gé;i %%g ?ﬁ:§gt\oma papillary
8 /940 nucleic aci blndlng e-06 6 /314 TTGC-130A--301--130B 0/34 Pancreatic cancel
6 /1820  metal ion binding e-06 717151 GTAT-369- 0/22 Ghloblastoma multiforme, somatic
3 /504 nucleotide binding e-06 8 /362 c GT-200B--200C--429 0/21 Gastrointe: tinal
9/216 transcnpuon coactivator activity e-05 1/243 ATGT-4 0/ IUI arya lenoma
0 /1749 DNA binding e-05 [ 4 GTAT 154--487 0/36
/148 c stelne—tlype endopeptidase activity e-05 8 /391 GAA-181A--181B--181C--181D 0/27 Cglorectal cancer
/11 AU-rich efement bindin: % e-05 71185 0/ lenomas, multlple colorectal
e- /11 goly(A) specific ribonuclease activity e-05 5 /358 GCA-519C--519B--519A 0/35 Prostate canc
e—0 0 /361 ng e—0! 9 / 457 0/11 Alzhelmerdlsease susceptibility to
e-0: /13 core promoter proximal region sequence-specific DNA binding e-0! /50 8 0/ Schuophrema suscepnm ity to
e-0 174 cysteine-type peptidase activity e-04 1/95 GGGC-365 0/ Parkmson \
e—0: 6/57 ubiquitin thiolesterase activity e-04 0/85 0/23 ?atocellu ar carcmoma
e-0: 9/115 helicase activity e-04 /5 31 0/29 elanoma and neural system tumor syndrome
7e-0: 4127 nucleotidyltransferase activity e—-04 41158 —448 0/30 Ovanan cancer
e-0; 4471043 zinc ion binding e-04 6 /415 TTTG-19A--19B 0738 Breast cancer
e-0; 258 /8023 protein binding e-04 3/140 -496 0/15 Gastric cancel
e-0: 5/51 ubiquitin-specific protease acuwtz L 'e-04 1/303 0/4 Thyroid carclnoma follicular
e—O 3/20 ﬁroteln serine/threonine/tyrosine kinase activity e—04 41163 CTTG-381 0/36 Lung cancer
e— 4139 istone acetyltransferase activity 4e-04 41165 TTTG-518A-2 0/12 Bladder cancer
AP teenese: LR AL tep il DASE WAL hap  Genese
e-1! ! a—MIR™! ACIET L 19
1/3 miR-197 3e-1. /318 hsa-miR-590-3p 0.009 3/15 ACIEJ”] L 16
1/4 et-7¢ le-1 41/421 hsa-let-7h 0.058 1/2 ACIEJ”] L 38
1/4 et-7. 6e-1 45/517 n 0.188 1/7 ACIEJ”] L 48
1/6 let-7 7e-1 1335 0.188 1/7 ACIEJ”] L
1/6 let=7d e-10 23/153 hsa—mlR 450b 0.300 1/12 ACIEJ”] L 24
1/6 miR-26a e-10 45/538 hsa-mi 0.340 1/14 ACIEJ”] L 30
1/8 miR— e-10 41/463 hsa-i 0.359 1/15 ACIEJ”] 2
1/9 miR-125b e-10 48 /603 1sa-MiR-20: 1.000 0/16 ACIEJ”] L
1/9 miR-17 e-09 1412 1sa: 1.000 0/13 ACIEJ”| L 10
1/11 let-7a e-09 8 /433 1sa: 19b 1.000 0/7 ACIEJ”] L13
1/13 miR-34a e-09 41/ 49 1sa—mi 1.000 0/9 ACIEJ”] L 14
1/26 miR-21 e-09 1/311 1sa—mi 1.000 0/11 ACIEJ”] L 15
0/13 miR-. e-09 44 [ 565 1sa—M| b 1.000 0/2 IACIEJ”]| L17
0/5 miR-101 4e-09 28264 1.000 0/4 IACIEJ]| L
0/2 miR-101b 4e-09 17 /100 4 1.000 0/5 ACIEJ] L 20
0/4 miR-106b 5e-09 41/511 hsa-! 1.000 0/4 ACIEJ] L 23
0/2 miR-107 6e-09 35/396 hsa-miR-: 1.000 0/14 ACIEJ] L 26
0/4 miR-122 7e-09 23/188 hsa-m 1.000 0/2 IACIEJ”]| L 27
0/2 miR-124a 7e-09 281271 hsa-miR-101 1.000 0/5 ACIEJ] L 28
AlWLRCE K poyalue # Kk bRelg
a Q ‘(all & ﬂ@%@r‘éz ahk ?*05 glll %g Wé I%_ .001 []éa” U E Lymph no
4715 BENTINK ras.6 -05 5571095 HEBENSTRE hlgh expresslon TF 0.052 3729 VAQUERIZAS_Smooth muscle
58—02 2112 BENTINK e2f3.1 e-02 1/3 YC_Tumor supressor genes UP 0.061 8/ 144 VAQUERIZAS_General
5e-02 2113 BENTINKsrc.10 e-01 1/4 YC AEODIOSB 0.062 2/14 VAQUERIZAS”Fetal liver
3e-01 1/11 BENTINKT: e-01 1/5 Tk and cofactors 0.107 4/62 VAQUERIZAS”Whole blood
1e+00 0/13 USTAF: up e-01 1/7 7DNA repair UP 0.117 3/41 VAQUERIZAS” Thymus
1e+00 0/15 GUSTAFSON_PI3K_DN e-01 1/8 YC”Cell cycle UP 0.130 3/43 VAQUERIZAS Uterus
1e+00 0/11 BENTINK ¢ e-01 1/8 _RNA processlng binding UP 0.197 2128 VAQUERIZAS Livi
1e+00 0/14 BENTINK”myc.1 e-01 3/63 YCTarg 0.359 1/15 VAQUERIZAS™, Adrena\ gland
1le+00 0/12 BENTINK ras.1 e-01 1/14 0.448 1/20 VAQUERIZAS Bone marrow
NA 0/0 4e-01 1/16 Ve Brerain ﬁyntheSIs degradation UP 0.479 1/22 VAQUERIZAS”Spinal cord
NA 0/0 e+00 211146 -IEBE STREI low expression TF 0.590 1/30 VAQUERIZAS Fetal lung
NA 0/0 e+00 0/5 0.686 1/39 VAQUERIZAS Thyroid
NA 0/0 e+00 0/9 ‘(C_Tar ets DOWN 0.695 1/40 VAQUERIZAS Fetal brain
NA 0/0 e+00 0/2 YC_Cell cycle DOWN 0.721 1/43 VAQUERIZAS”Whole brain
NA 0/0 e+00 0/4 C_Cell growth and proliferation UP 0.729 1/44 VAQUERIZAS Placenta
NA 0/0 e+00 0/2 YC_Chromatin_modification UP 0.842 1/62 VAQUERIZAS”Lung
NA 0/0 e+00 0/3 YC_DNA replication UP 1.000 0/37 VAQUERIZAS”]| Prostale
NA 0/0 e+00 0/2 YC_ECM cell adhesion DOWN 1.000 0/12 VAQUERIZAS Kidne?
NA 0/0 e+00 0/20 'YC_Metabolism UP 1.000 0/7 VAQUERIZAS”, Appendlx




Correlation Cluster

Spot Summary: | Spot Genelist Geneset Overrepresentation

# metagenes = 89 Rank max e r bDIeSC”Dtlon Rank p-value #in/all Geneset
ID min e Symbo
# genes =770 y
1 260436 4.41 -1.73 0.46 FDCSP follicular dendritic cell secreted protein [Source:HGNC Symbc 1 1e-99 178/417  H.Tiss WIRTH_Immune system
2 1le-99 189/553  Cance Lembcke_Colonic Inflammation
<r> metagenes =0.95 2 6363 3.84 -1.64 0.79 CCL19 chemokine (C-C motif) ligand 19 [Source:HGNC Symbol;Acc 3 8e-52 95/312 BP  immune response
<r>genes = 0.46 4 2e-39 76 /265 Glio willscher_GBM_Verhaak-CL_expression_B_up
beta: r2= 18.54 / lo = _Inf 3 3512 3.8 -2.52 0.56 1GJ immunoglobulin J polypeptide, linker protein for immunoglobu 5 2e-39 761265 Glio willscher_GBM_Verhaak-MES_expression_B_up
. - . g p= 6 2e-39 76/ 265 Glio  willscher_GBM_Verhaak-PNwt_expression_B_down
4 3123 358 -1.81 0.5 HLA-DRB1ajor histocompatibility complex, class II, DR beta 1 [Source: 1 2e-39 76/265  Glio willscher_GBM_Verhaak-PNmut_expression_B_down
. 2e-32 253/2659 CC  plasma membrane
# samples with spot = 60 ( 21.8 % 8
p K p ( ) 5 347733 3.34 -1.41 047 TUBB2B tubulin, beta 2B class IIb [Source:HGNC Symbol;Acc:30829] 9 7e-28 50/162  CC  external side of plasma membrane
Atypical : 45 (60.8 %) 10 8e-26 31/60  BP T cell costimulation
6 3620 329 -136 05 D01 indoleamine 2,3-dioxygenase 1 [Source:HGNC Symbol:Ace: 11 le-22 33/84 BP T cell receptor signaling pathway
B 15 (6% 12 2e-22 63/327  Lympl SPANG_CD40 6hrs UP
asal:5 (6 %) 7 10537 329 -189 078 UBD  ubiquitin D [Source:HGNC Symbol:Acc:18795] 13 4e-21 30/74 BP  regulation of immune response
14 2e-19 46/204 BP  cell surface receptor signaling pathway
8 930 328 -112 082 CD19 CD19 molecule [Source:HGNC Symbol:Acc:1633] 15 9e-19 76/530  BP  innate immune response
16 5e-18 51/269 BP inflammatory response
9 5730 3.15 -143 071 PTGDS prostaglandin D2 synthase 21kDa (brain) [Source:HGNC Syn 17 7e-18 18/28 BP B cellreceptor signaling pathway
18 le-17 55/316  Cance SPANG_BCL6-index2
10 6366 315 126 057  CCL2L chemokine (C-C moti ligand 21 [Source:HGNC Symbolace L9 le-16 119/1167 BP  signal transduction
20 4e-16 13/15 CC  MHC class Il protein complex
11 57172 3.1 -2.31 0.69 CAMK1Gcalcium/calmodulin-dependent protein kinase IG [Source:HG 21 2e-15 20745 &P Tcell activation
22 2e-15 93/835 CC integral to plasma membrane
8e-15 12/14 GSE# FINETTI_BREAST_CANCER_KINOME_G
12 6364 307 -308 026 CCL20 chemokine (C-C motif) ligand 20 [Source:HGNC Symbol;Acc 23 © ) - R . - REE_N
e—. 10 - = lated wil n
24 le-14 20/49 Gl Donson-innate immunity-associated with LTS in HGA
1 13 4069 3.05 152  0.62 LY lysozyme [S HGNC Symbol;Acc:6740] 25 de14 591426 Lymp! SPANG_CD40 6hrs DN
A -1 . e [SOl ;| M -
OVe rview Map SpOt z ysozy uree ymooLAce ] 26 2e-13 15/28 Lymp' DAVE_Immune response 1
) ) . 27 7e-13 11/14 GSE# BIOCARTA_NO2IL12_PATHWAY
50 14 9806 3.05 -1.59 0.84 SPOCK?2sparc/osteonectin, cwev and kazal-like domains proteoglycar 28 le-12 18747 BP  antigen processing and presentation
N _ o ! 29 2e-12 15/32 Glio  Donson-Misc immune function-associated with LTS in HGA
40 - 15 4283 298 -19 055  CXCL9 chemokine (C-X-C motif) ligand 9 [Source:HGNC SymboliAc 30 2e-12 17143 BP  positive regulation of T cell proliferation
31 3e-12 10/12 CC T cell receptor complex
16 962 2.92 -1.66 095 CD48  CDA48 molecule [Source:HGNC Symbol;Acc:1683] 32 se-12 14728 BP B cell activation
30 33 7e-12 13/24 CcC  immunological synapse
17 1545 2.91 -1.15 048 CYP1B1 cytochrome P450, family 1, subfamily B, polypeptide 1 [Sourc 34 7e-12 11/16 GSE/ SU_THYMUS
20 - 35 le-11 10/13 Canct GENTLES_modul18
18 25849 2.86 -141 061 PARM1 prostate androgen-regulated mucin-like protein 1 [Source:H( 36 1le-11 16/41 MF  non-membrane spanning protein tyrosine kinase activity
37 le-11 29/143 MF  transmembrane signaling receptor activity
10 - 19 3120 2.85 -157 037 HLA-DQBm®jor histocompatibility complex, class II, DQ beta 2 [Source: 38 2e-11 8/8 GSE/ BIOCARTA_TCRA_PATHWAY
39 3e-11 52/407 BP  blood coagulation
'I 1 20 51755 2.83 -2.17  0.66 CDK12 cyclin-dependent kinase 12 [Source:HGNC Symbol;Acc:242: 40 4e-11 461336 BP intracellular signal transduction
I I I I
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T cell receptor signaling pathway
regulation of immune résponse
cell surface receptor signaling pathway
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signal transduction
T cell activation
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positive regulation of T cell proliferation
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receptor activity
H3/SH2 adaplor activity
protein bindin
chemokine activity
SH3 domain binding
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% anyl-nucleotide exchange factor activity
TPase activator activity
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integrin bindin:
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RHODES UNDI'FFERENTU\TED _CANCER
SHAUGHNESSY MM hii h

Lembcke Normal'vs Aden

SOTIRIOU_BREAST CANCER GRADE_1 VS 3 D
SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3"U

GRDESELe
BCHETNIA_EBM-DM up
GUDJ soriasis down

NIA_EBM up
BCHETNIA_EBM down

% s‘m@ﬁ%‘l ne system

WIR H BOI‘IE marrow

WIR’ H_rhyrord gland
WIRTH Hlppocampus
WIRTH_Pancrea:
WIRTH_Nervous System
WIRTH Liver

H”Muscle
WIRTH Pituitary gland
WIRTH_Sec. I){mphord organs
WIRTH_Prim. lymphoid organs

CTCT 5260——518F——526A
GTC-208

CACT 520G--520H
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CACC-138
AGTT-146A--146B
ACTG-34l
GCAC-18A--18B

gl Dase

887
hsafm!R*1306
hsa-miR-1225-3p

B\%?QIEIT hgh expression TF
YC Cell czcle‘U
OWICK_T!
YC_Targ %
HEBENS REIT Iow expression TF
IM_MYC targets
YC Fs
YC_Targets DOWN
'YC~Apoptosis UP
YC Cell'cycle DOWN
Cell growth and proliferation UP

C_"hromatln modification UP
'YC_DNA repai
YC_DNA replrcatlon UP
ECM cell adhesion DOWN
C~Metabolism UP
YC—Protein synthesis degradation UP
'YC_RNA processing binding UP
YC”Signal transduction UP
'YC_Tumor supressor genes UP
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external side of p\asma membrane
MHC class Il protein complex
|nteg|ra| to plasma membrane
T cell receptor complex
immunological synapse
integral to membrane
membrane raft
membral
trans—i Gol i network membrane
|nte'§1jral to lumenal side of endoplasmic reticulum membrane
clathrin—i coated endocytic vesicle membrane
lysosome
endocytic vesicle membrane
extracellular spact
lysosomal membrane
transport vesicle membrane
cell surface
ER to Golgi transport vesicle membrane
phagocytic cup

QS;%tM Verhaak-CL_expression_B_up
willscher_GBM”Verhaak-MES_expression B _u|
willscher_GBM”Verhaak-PNwf_expression_B_down
willscher” GBM_Verhaak-PNmut_expression B_down
Donson-ihnate immunity-associated with LTS in HGA
Donson-Misc |mmun?1funcuon associated with LTS in
Donson-migration tethering and rolling-associated wnh LTS in HGA
Donson-cheémokines/cytokines-associated with LTS in
Donson-adaptive-immunity-associated with LTS in HGA
Donson-cytotoxic effectors-associated with LTS in HGA
Donson-chemokine/cytokine-receptors—associated with LTS in HGA
onson-immune cell intra signaling-associated with LTS in HGA
hristensen hypermeth lated_in_Secondary_¢ Iloblastuma
mstensen pomethylz ated n secondary “glioblastoma
lischer_G proteomics_Wi Spo
hristenSen hypermethylaled in_gra e3 astrocytoma
hristensen_hypermethylated_in_grade2”_oligodendroglioma
hristensen hypermethGylaled in gradez oligoastrocytoma
laffaire_hypermeth LGG_vs_confrol
W||Ischer BM_STSwt_proteomics—-N_UP

(e]ele}Yelelv]

AIO 6hrs UP
SPANG CD4O 6hrs DN
DAVE_Immune response 1
DAVE BL-vs-DLBCL
SPANG_LPS 6hrs UP
SP/ CR

T| mBLDOWI
ROSOLOWSKI_blue DOV
WRIGHT custom ABC- DLBCL upP
S%\NG m21 UP

HT_GCB UP
LENZ Stromal signature 1
DAVE_BL Int
SPANG_| BAFF 9hrs DN

Pancreallc canc

Glioblastoma muluforme somatic
Gastrointestinal

Pnunary adenoma

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

?atocellu ar carcmoma

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

Senese

ACIET L6

ACIEJ” L7

ACIET L2

ACIET L3

ACIET L 32

ACIET L 38

ACIET” L 30

ACIET 44

AGIET L 20

ACIEJ]

ACIEJ|

ACIEJ]

ACIEJ]

ACIEJ] L15

ACIEJ] L 16

ACIEJ | L17

IACIEJ”]| L19

ACIEJ” L 22

ACIE]” L 23

ACIEI L 24
ﬁ Ul EiLymph node
VAQUERIZAS
VAQUERIZAS Bone marrow
VAQUERIZAS Tonsil
VAQUERIZAS”Whole blood
VAQUERIZAS Fetal liver
VAQUERIZAS”Salivary gland
VAQUERIZAS Thymus
VAQUERIZASPituitary
VAQUERIZAS” Luni q
VAQUERIZAS”] Feta thyrord
VAQUERIZAS Tesf
VAQUER ZAs:rhy
VAQUERIZAS”Smooth muscle
VAQUERIZAS Fetal |
VAQUERIZAS Ovary
VAQUERIZAS Prostate
VAQUERIZAS Pancreas
VAQUERIZAS”Adrenal cortex
VAQUERIZAS”Spinal cord



Correlation Cluster

Spot Summary: J

# metagenes = 56
# genes = 227

<r> metagenes = 0.94
<r>genes =0.24
beta: r2=3.16 / log p= -Inf

# samples with spot =20 (7.3 %)
Atypical : 17 (23 %)

Basal:1(1.2%)
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Spot Genelist

Rank

ID
1 26824
2 55769
3 23708
4 80237
5 10370
6 9045
7 27248
8 8z
9 4189
10 3vo08
11 9846
12 387066
13 830
14 28972
15 84870
16 88455
17 1510
18 84314
19 90594
20 51643

max e
min e
191 -0.97
153 -1.27
1.42 -1
1.39 -0.65
1.37 -1.08
1.34 -1.07
1.27 -0.81
1.26 -0.35
1.24 -0.8
1.23 -0.79
1.23 -0.71
1.22 -1.28
121 -0.77
1.16 -0.89
1.15 -0.38
1.14 -0.8
1.09 -0.97
1.08 -0.54
1.07 -0.58
1.06 -0.92

r

0.28

0.38

0.44

0.4

0.39

0.51

0.58

0.42

0.54

0.57

0.55

0.43

0.27

0.66

0.65

0.56

0.59

0.26

0.54

0.53

Description
Symbol

RNU11 RNA, U11 small nuclear [Source:HGNC Symbol;Acc:10108]
ZNF83 zinc finger protein 83 [Source:HGNC Symbol;Acc:13158]
GSPT2 G1to S phase transition 2 [Source:HGNC Symbol;Acc:4622]
ELL3 elongation factor RNA polymerase lI-like 3 [Source:HGNC Sy
CITED2 Cbp/p300-interacting transactivator, with Glu/Asp-rich carbo:
RPL14 ribosomal protein L14 [Source:HGNC Symbol;Acc:10305]
ERLEC1 endoplasmic reticulum lectin 1 [Source:HGNC Symbol;Acc:2¢
CAPN6 calpain 6 [Source:HGNC Symbol;Acc:1483]

DNAJB9 DnaJ (Hsp40) homolog, subfamily B, member 9 [Source:HGN
ITPR1  inositol 1,4,5-trisphosphate receptor, type 1 [Source:HGNC ¢
GAB2 GRB2-associated binding protein 2 [Source:HGNC Symbol;£
CAPZA2 capping protein (actin filament) muscle Z-line, alpha 2 [Sourc
SPCS1 signal peptidase complex subunit 1 homolog (S. cerevisiae) [!
RSPO3 R-spondin 3 [Source:HGNC Symbol;Acc:20866]
ANKRD13Akyrin repeat domain 13A [Source:HGNC Symbol;Acc:2126
CTSO cathepsin O [Source:HGNC Symbol;Acc:2542]
TMEM10wansmembrane protein 107 [Source:HGNC Symbol;Acc:281%2

ZNF439 zinc finger protein 439 [Source:HGNC Symbol;Acc:20873]

TMBIM4 Protein lifeguard 4; Uncharacterized protein [Source:UniProtl

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

Density

p-value #in/all

2e-08
2e-05
6e-05
7e-05
le-04
le-04
le-04
2e-04
3e-04
3e-04
3e-04
4e-04
5e-04
5e-04
8e-04
8e-04
le-03
1le-03
1le-03
1le-03
1le-03
1le-03
1le-03
2e-03
2e-03
2e-03
2e-03
2e-03
4e-03
4e-03
4e-03
5e-03
6e-03
6e-03
6e-03
6e-03
6e-03
6e-03
8e-03
8e-03

[
o N

o N A O @

Geneset
35/914 Chr  Chr3
8/87 BP translational termination
9/128 BP translational initiation
32/1142 CC intracellular
7181 BP viral transcription
8/109 BP SRP-dependent cotranslational protein targeting to membrane
5/37 CC  cytosolic small ribosomal subunit
8/115 BP  nuclear-transcribed mRNA catabolic process, nonsense-mediated decay
7192 BP translational elongation
7192 BP viral life cycle
4125 CC  small ribosomal subunit
3/11 BP UV protection
3/12 GSE/# YAMASHITA_LIVER_CANCER_STEM_CELL_DN
3/12 GSE# BIOCARTA_INTRINSIC_PATHWAY
41/1820 MF  metal ion binding
3/14 GSE# LIN_MELANOMA_COPY_NUMBER_DN
25/940 MF  nucleic acid binding
5/57 BP  phosphatidylinositol biosynthetic process
5/58 BP regulation of insulin secretion
8/153 MF  structural constituent of ribosome
3/16 GSE/ ROSS_AML_WITH_CBFB_MYH11_FUSION
3/16 GSE/ WILLERT_WNT_SIGNALING
36/1581 BP regulation of transcription, DNA-dependent
11/280 Chr  Chr13
8/167 miRN ATGC-103--107
3/20 MF  myosin binding
10/253 BP  translation
4142 miRN GTAC-486
3/23 BP  activation of protein kinase activity
448 BP activation of phospholipase C activity
3/24 BP T cell homeostasis
2/8 GSE# CASORELLI_APL_SECONDARY_VS_DE_NOVO_DN
2/9 GSE# ABDULRAHMAN_KIDNEY_CANCER_VHL_DN
2/9 GSE/ GUTIERREZ_WALDENSTROEMS_MACROGLOBULINEMIA_1_UP
2/9 GSE/ BIOCARTA_NUCLEARRS_PATHWAY
2/9 GSE# REACTOME_COMMON_PATHWAY
14/ 482 BP  cellular protein metabolic process
3/28 BP  spleen development
2/10 MF  protein kinase A regulatory subunit binding
2/10 GSE# LOPEZ_MESOTHELIOMA_SURVIVAL_UP

p-values
o= ¢ume wo -o—--%cD—Eo:—o-— -.-.-'—..[T — 1
n
--|F
.. fd'— 0.8
- 06 ¥
[a)
- 04 LL
- 0.2
e LIl
I I I I I I
0.0 0.2 0.4 0.6 0.8 1.0



ik p-yalue rolfed=f .
P ?} Q{a” tansnpﬁthmma{lon .01 lue ?} I:Ma” %é dul18 %n{ﬁu (ég
6 9/128 translational initiation 0.02 2/15 GENTLES modull3 A cel u ar
le 4 7181 viral transcription 0.02 5718 GENTLES modull4d 5/37 cytosolic small ribosomal subunit
gﬁog SRFI’—de;‘)endentbc?jlrar&s’\lalonaI kg)rfneln targeting to membrane 0.09 177 NG Su E ‘71;%27 small rlbosomal subunit
nuclear—transcribed m catal 3 ribosom
83 Tansiational elongation olic process, nonsense-mediated decay 8%2 (1)4 g LIUN_PPROSTATE ANCER_UP 2/12 platelet a\pha granule
7 ;? \l/J(/aI life cycl 0.16 1/13 GENTLES i;gg g)étsr{gslc Io‘ mgmbrawne
rotecti X ynaptic densii
/5 phogphatldyllnoslml biosynthetic process 8%2 H g SSEEQWEE@EISJUE@EICER GRADE_1.VS_3 DN 2/27 integrin complex
/ 5 regulation of insulin secretion 0.43 5/316 SPANG BCL6-index2 2127 receptor complex
6 /1581 regulatlon of transcription, DNA-dependent 0.72 21185 PANG_LPS-index 45/ 2659 plasma membrane
01253 frans 0.95 4/553 Lembcke_Colonic Inflammation 2433 gpindie microtubule
/12 Behvation of protein kinase activity 1.00 0/15 HOD ES CANCER META SIGNATURE 10 /436 0|gl membrane
4 5‘21 acuvle‘;\trl]on of phosphohpase C activity 1.00 0/16 DES_UNDIFFERENTIATED_CANCE g; %2%% neuron pro]ecfttlon
4 omeostasi
41482 cellular rotein Thetabolic process %88 8; g EEJTIE'E?IIQ%RS?'REASE‘ECANCER CRADE. 1 Vs_3.up 3/87 trans-Golgi network
/2 spleen eve opment 100 0/14 [IU"COMMON_CANCER_GENES 41137 basolateral plasma membrane
20395 e cleob taboli 1.00 0/14 LIULIVER_CANCER 1118 Sors pelica TeCans I
urine nuc leobase metaboliCc process K receptor complex
111 glood coagulation, intrinsic pa?hway %88 8; 2 \I;\I,XNPGROSTATE CANCER_DN ?ﬁgl aplcapmasma memgrane
#inall - Geneset ISGASE vl enesel.. o UOp-value #injall Genesst,
1/280 Chr 13 100 07572 GUDJ_psoriasis up 07 Verhaak-CL_expression_H_down
2 /1135 Chr 19 100 0/17 BCHE'IJ!J\IIA EBM Up 0.07 /171 willscher_GBM”Verhaak-MES_expression H_up
z/g 02 gqr %2 100 0/ BCHETNIA“EBM down 8.8; ﬂ% W||Isghtﬁ_rrGBh’<|A_‘\\/;\e/[P%ak PNvéFexpresswn H_up
hr . own mut
134 Shry 1.02 8;06 BCHETNIAZEBM-| DM up 017 114 VERHAAK_NL Subtype ~ —
e—0; 0/699 Chr5 A 0/0 0.19 / Donson-chemokines/cytokines— assomaled with LTS in HGA
e-0. /6. Chr X A 070 0.20 / willscher_GBM_STSwt_proteomics-0O_U
e—0; 3/957 Chr 11 A 0/0 0.22 1118 willscher_GBM”Verhaak-CL_expressiol K down
e—0: 1534 Chr8 A 0/0 0.22 /1118 willscher_GBM”_Verhaak-MES_expression_K_down
e—0: 3/232 Chr 18 A 070 0.22 1118 willscher_GBM™Verhaak-PNwi_expression_K_up
e—0; 11/866 Chr 12 A 070 0.22 1118 willscher_GBM “Verhaak-PNmut expresslon K_up
e-0: 6/504 Chr 15 A 0/0 0.28 ! GIEZELT_GBM_STSwt_up_VS_LCTSwt
11/918 Chr17 A 0/0 0.32 /85 GIEZELT_GBM_STS_down_VS_L°
71618 Chr4 A 070 0.37 /95 GIEZELT_GBM_MGMTmethyl_up VS_nonmethyl
1/187 Chr 21 A 070 0.42 /105 willscher “GBM __proteomics_wiOnl
6/714 Chr6 A 0/0 0.45 / 44 in vivo aﬁrocg{es vs. culturéd astroglia
61743 Chr7 A 070 0.48 /4 loushmehr_Pron_GCIMP_hypermeth_DN
9/1033 Chr2 A 0/0 0.49 /4 mature astrocytes™
2/386 Chr 22 A 0/0 0.49 /4 Donson-innate immunity-associated with LTS in HGA
- - t - I I 0.49 /4 Christensen_hypomethylated_in_primary_glioblastoma
oo 4 S ALLTSTATOIRNF
e-04 finjall - GENeSet \er cancer sTem ceLL N nk lue  #njall  Genegst.s al I il anesgl
112 BIOCARTA INTRINSIC_PATHWAY 0 112 WIRTH-Globus pallidus % CL mutated
114 &y N_MELANOMA _COPY NUMBER 0. 81417 WIRTH_Immune system 903 /120 ROSOLOWSKI_red UP
5 g WI SLSERATML WITHIG(%\‘BAFLBI'NMYHM 'FUSION 0. 1/26 WIRTH_Pancreas 8 % ; R/?\?SIBOWSKI red total
I CASORELLI APL_SECONDARY_VS_DE_NOVO_DN & 12 WK TH_Homeostasis 0.16 /1327 SPANG_CD4O 6hrs UP
1 ABDULRAHMAN KIDNEY_CANCERVHL DN 10 17400 WIRTHNervous System 832 118 SPANGLbS Bhrs UP
1 GUTIERKEZ WATDENSTROEMS. MACROGLOBULINEMIA 1 UP 10 0/5 WIRTH Pruitary gland 852 ) DAVE BL Inter
I BIOCARTA NUCLEARRS PATH 10 0/13 WIRTH™Sec. lymphoid organs o028 12 SPANC BAFE ohvs UP
/ REACTY MMON_PA 1.0 0/12 WIRTH_Prim. ¥ lymphoid organs 0. :’;5 12 SPANGS!BAFF A
/10 LOPEZ MESOTHELIOMA SURVIVAL_UP 1.0 0/10 WIRTH B-cell2 92 /5 LENZ_Stromal sn_;naturez
o BIOCARTA. THWAY 1.0 0713 WIRTH Tonsil 92 41291 SPANG |
0 BIOCARTA AKAPL3, PAT 10 0/12 WIRTH Lymphocytes 1 16! SPANG-LPS Sihs DN
110 EACTOME_ /YI'ION OF FIBRIN_CLOT_CLOTTING_CASCADE 10 0/6 WIRTH Bone matrow 0.66 /250 LENZ_Stromal Slgnawfel
/10 REACTOME 'NT INSIC 1.0 0/15 WIRTHTeIencephalon 968 1426 SPANG_CDA40 6hr
111 GUTIERREZ'CHRONIC'LYMPHOCYTIC LEUKEMIA UP 1.0 0/13 WIRTH Cortex cerebri o1 L2 SR BRI
111 JAZAER| BREAST CANCER BRCAL_VS_BRCA2_DN 1.0 0718 WIRTH Hiippocampus S /188 ROSGLOWS! bue ol
111 BIGCARTA EXTRINSIC. PATWAY 1.0 0/13 WIRTH Thalamus 0.82 /852 SPANG_BCR DN
113 HUANG CAZATINIG Resistance Bu o " 18 9/1s)  WiRTH Cershelum 1 0/38"  BENTRK mal'Ue
10 0/120 WIRTH Testis 1.00 0/13 BENTINK-BL BOWN
#in/all %ﬁnﬁ%ﬁﬂin J é ook é; bed MA” ﬁg@q&etm 'lé L'eL é}gﬁ a%}%‘é@t‘
5/ 940 nucleic acid binding 0.002 AC 48 oma papillary
1153 structur%\ cgnstiluent of ribosome 0.008 /92 0/34 Pancreatic cance
; 8 yI o gA Jat b bindi 0,014 3/37 CTCT 526077518F77526A 8; % glloltalasttom!a mluluforme somatic
rotein kinase A regulaton SU unit X astrointestinal
199 gouble —stranded D! bin y inding 88 é %3/ ﬁégl TGCgfé%SA&:Zl677158771957742477497 0/ Pnunary adenoma
114 mitogen—activated protein klnase kinase binding 0.027 3/48 CCAT-432 013
128 ribosome bindin: 0.029 3749 CTAG-384 /27 Cglorectal cancer
132 ATPase activity, coupled to transmembrane movement of substances 0.038 6/182 TAGC-9 o/ lenomas, mU"'Fﬂe colorectal
174 cysteine-type peptidase activit 0.039 4/94 ATAA-21 0/35 Prostate canc
135 hydrolase activity, acting on esfer bonds 0.042 71235 CACT-34A--34C--449 0/11 Alzieimer disease, susce tibility to
1335 protein serine/threonine kinase activity 0.044 5/142 GTéC-183 0/ Schlzophrenla SUSCEPUbl ity to
139 endonuclease activi \P/ 0.046 71240 ACAT-1--206 0/ Parkmson \
182 structural constituent of cytoskeleton 0.046 4169 GTGC-50 0/23 ?atocellu 3 carcinoma
/190 transporter activity 0048 3760 AGGG-328 0/29 elanoma and neural system tumor syndrome
/10 endodeoxynbonuclease activity 0.053 1/4 CGGT—ZZ 0/30 Ovanan cancer
; 8 g J)rolteln cotuplsld p?nnerglclnucleollkl)de Eeceptur activity 0.058 47107 8; g gfealﬂ cancer
rolase activity, acting on COS! onds astric cancei
5 g siore-g erated cahlclurﬂgchar?nyel achva 88%% 25282 CAET 2008_—2000"429 8%6 [L‘%"’gu'd Carcinoma, follicular
protein tyrosine phosphatase activit X cancer
l' y! phosp y 0.070 l 2/32 CCTG 510 0/12 Bladder cancer
Natel A HE L LI INAN e Ddbe 2
1/13 I !g?g§et 0 the : 0 4 ARG RhvL 48
miR- _ g A L
0/11 let-7a 09 YN Qgg m: s : 1/ AGIEI-MMML
916 let-7b 00 57130 nsa-mi —323 3p - 13 ACIESMMML 30
et—7c 0.0 1189 — - 1/15 ACIEI"MMML 16
8 et-zd 00 5/132 hSa-mR-488 sp y 8718 ACIELNMIMML
0/4 et-7g 0.04 3154 hsa-miR-1302 : 3 |EZMMML 19
015 miR-101 004 37381 X o/ ACIEI"MMML 13
0/2 miR-101b 0,04 8183 g 0/ ACIET 4
0/4 miR-106b 0.04 3138 g 0/11 AGIET L 15
0/2 miR-107 0,05 718 X o/ IAGIET"MMML 17
0/4 miR-122 0.05 3780 X 0/14 IACIEJ” L 19
0/2 miR-124a 0,08 3158 X 012 IACIEJT"MMML
0/ miR-125a 0.08 G X 0/5 ACIEJ” L 20
0/ miR-125b 0.08 2155 . 0/15 ACIE] | L 22
0/ miR-126 0.06 37310 . 0/4 ACIET ] L 23
0/ miR-127 0.07 3789 . 0/12 ACIET | L 24
X 0/ miR-128 0.07 6/212 miR-182 . 0/14 IACIEJ” L 26
e 9/ miR-128b 0,08 27118 b MR 451 : 8/ ACIET MMM 27
X 0/2 miR-129 0.08 41119 hsa-miR-664 ; 0/ AGIETMMML 29
.[ X J_| L
a2k r;}\MlMe\%gall Geneses; K p-value 1
2 € 3 a | ahk
0 0/13 GUSTAESON_| 03 %%ﬁg owméggets boe pinjall - Gen _Liver
8; ? 0.2 1/16 YC_Protein s nthesls degradation UP 0. % 5‘8 ¥ﬁ BEsl%ﬁ (L)nerus
0/14 0.5 16 /1146 BENSTREIT low expression TF 019 /15 UERIZA Adrena\ land
96 1/63 YC Targets UP 021 162 VA UERIZAS Whole biood
.0 0/12 0.6 14 /1095 BENS%REIT __high expression TF 023 ! —Pitu
8 8; % 10 ors ve Tks 0.24 /%g 1ZAS B(gné |rwyarrow
0 0713 13 813 Ao R 033 129 VA§UERIZAS Lymph node
.0 0/14 170 0/8 YC—Cell cycle UP 0.34 /30 UERIZAS Fetal lung
A 070 1.0 /2 vECell cycle Do 540 I3 UERIZAS Prostate
ﬁ 8;8 1.0 0/4 Cell growth and prol\ferauon upP 0.41 5%3 VA U RI%ﬁSTest;g
A 0/0 1.0 0/2 YC_vhromatln modification UP 0.42 140 ERIZAS peta| brain
A 01/0 19 0/7 vC_DNAepal 0.43 /41 UERIZASTI
A 010 10 813 2Cm 2%’1#'23‘»%22.& DOWN 048 4 VA DERIZAS Wil bran
N 910 10 0720 G Metabolism UP 02 T VASUERIZAS [ facenta
i 918 10 0/8 YC_RNA processing binding UP 086 1944 VA UERIZAS G 19 al
A 070 1.0 0/2 YC_Signal transduction UP 1.00 729 RIZAS™ S;OJ{?‘ muscle
1.0 0/3 'YC_Tumor supressor genes UP 1.00 0/12 VA UERIZAS Kidney




Correlation Cluster

Spot Summary: K Spot Genelist Geneset Overrepresentation

# metagenes = 50 Rank maxe T Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 128
1 3127 4.47 -124 019 HLA-DRBSjor histocompatibility complex, class II, DR beta 5 [Source: ] le-04 5/64 BP activation of signaling protein activity involved in unfolded protein response
2 4e-04 5/82 BP endoplasmic reticulum unfolded protein response
<r> metagenes =0.95 2 80162 1.79 -0.97 0.67 ATHL1 ATH1, acid trehalase-like 1 (yeast) [Source:HGNC Symbol;A 3 4e-04 11/426 Lympl SPANG_CDA40 6hrs DN
- — RNA bindi
<r>genes = 0.27 4 1e-03 4/64 MF  m inding
3 84446 1.74 -1.13  0.68 BRSK1 BR serine/threonine kinase 1 [Source:HGNC Symbol;Acc:18¢ 5 2e-03 3/31 BP  adenylate cyclase-inhibiting G—protein coupled receptor signaling pathway
beta: r2=4.63 / |Og p= —Inf 6 2e-03 4170 cc endomembrane system
4 7127 1.66 -0.92 042 TNFAIP2 tumor necrosis factor, alpha-induced protein 2 [Source:HGNC 7 2e-03 18/1185 Chr Chr19
. 8 3e-03 2/11 BP  negative regulation of lipid catabolic process
# Samples with Sp0t =33 ( 12% ) i 9 3e-03 2/11 GSE# CONCANNON_APOPTOSIS_BY_EPOXOMICIN_UP
5 10734 1.48 -0.48 0.52 STAG3 stromal antigen 3 [Source:HGNC Symbol;Acc:11356] € _ _BY_| |
Atypical : 26 (35.1 %) 10 3e-03 2/11 GSE# GUTIERREZ_CHRONIC_LYMPHOCYTIC_LEUKEMIA_UP
6 414918 139 -092 059  DENND6BRENN/MADD domain containing 6B [Source:HGNC Symboly 11 3e-03 3/39 BP  erythrocyte differentiation
12 4e-03 2/12 GSE# BARRIER_CANCER_RELAPSE_TUMOR_SAMPLE_DN
. 0,
Basal: 3 (3.6 %) 7 a0m 135 087 068 LRCH4 leucine—rich repeats and calponin homology (CH) domaincor 13 4e-03 2/12 GSE/ KIM_MYCN_AMPLIFICATION_TARGETS_UP
14 4e-03 2112 GSE# SYED_ESTRADIOL_RESPONSE
8 26580 131 -13 042 BSCL2 Berardineli-Seip congenital lipodystrophy 2 (seipin) [Source: 19 4e-03 8/327  Lympl SPANG_CD40 6hrs UP
16 4e-03 2/13 MF  spectrin binding
9 23240 131 -096 049 KIAA092KIAADS22 [Source:HGNC Symbol:Acc:29146] %g 4e-03 2/13 BP  temperature homeostasis
4e-03 2/13 GSE# BONOME_OVARIAN_CANCER_POOR_SURVIVAL_DN
—| Icium-activated potassium channel activi
10 348094 1.26 -0.82 0.2 ANKDD1Ankyrin repeat and death domain containing 1A [Source:HGN 19 5e-03 2/14 MF calcium-activated potassium channel activity
20 5e-03 2/14 GSE# KIM_RESPONSE_TO_TSA_AND_DECITABINE_UP
. . . 21 5e-03 2/14 GSE/ DOANE_RESPONSE_TO_ANDROGEN_DN
79090 1.2 -0.81 058 fficking protein particle complex 6A [Source:HGNC Symbo - - —
11 5 5 TRAPPCEA 9P P P L v 22 5e-03 2/14 GSE/ ENGELMANN_CANCER_PROGENITORS_UP
23 6e-03 2/15 GSE# MUELLER_METHYLATED_IN_GLIOBLASTOMA
12 56834 121 -0.78 0.64 GPR137 G protein—coupled receptor 137 [Source:HGNC Symbol;Acc:: 24 66-03 2715 GSE/ LUI_THYROID_CANCER_CLUSTER 2
- 25 6e-03 2/15 GSE/ CHIARETTI_ACUTE_LYMPHOBLASTIC_LEUKEMIA_ZAP70
Ove rview M ap S pot 13 32 119 078 071  ACACB acetyl-CoA carboxylase beta [SourceHGNC SymbolAce:85] o 66-03 215 GSE¢ ABE_INNER_EAR
27 6e-03 2/16 BP positive regulation of viral genome replication
50 — 14 755 118 -0.7 0.78 C21orf2 chromosome 21 open reading frame 2 [Source:HGNC Symbc 28 66-03 2/16 GSE£ HUTTMANN_ B CLL POOR_SURVIVAL DN
) o ) ) 29 6e-03 2/16 GSE# NIKOLSKY_BREAST_CANCER_20Q11_AMPLICON
40 - 15 11025 117 -0.82 0.6 LILRB3 leukocyte immunoglobulin-like receptor, subfamily B (with TV 30 6e-03 2/16 GSE/ POMEROY_MEDULLOBLASTOMA_PROGNOSIS_UP
31 6e-03 2/16 GSE/ DAVIES_MULTIPLE_MYELOMA_VS_MGUS_DN
16 10180 116  -0.89 073  RBM6 RNA binding motif protein 6 [Source:HGNC Symbol:Acc:990: 39 6e-03 2/16 GSE/ PARK_TRETINOIN_RESPONSE_AND_PML_RARA_FUSION
30 33 7e-03 2/17 CC  autophagic vacuole membrane
17 140685 1.14 -0.61 058 ZBTB46 zinc finger and BTB domain containing 46 [Source:HGNC Sy 34 8e-03 2/18 miRN CGCT-503
20 35 9e-03 2/19 BP  spliceosomal complex assembly
18 84557 1.14 -0.98 042 MAP1LC3#crotubule—associated protein 1 light chain 3 alpha [Source: 36 9e-03 6/234 cc  neuronal cell body
37 9e-03 16/1095 TF  HEBENSTREIT_high expression TF
10 — 19 1445 1.13 -0.85 0.53 CSK c-src tyrosine kinase [Source:HGNC Symbol;Acc:2444] 38 1e-02 4/116 cc cytoplasmic membrane-bounded vesicle
39 le-02 2/22 MF  Rab guanyl-nucleotide exchange factor activity
II 1 20 126299 113 -0.97 0.68 ZNF428 zinc finger protein 428 [Source:HGNC Symbol;Acc:20804] 40 1e-02 2/23 BP  positive regulation of protein secretion
I I I I
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91a|| Elgnalmg protein activity involved in unfolded protein response !4 1 ll:e ?} 9{@” gé‘gNrL'e§8_tB—index2 .00¥a|ue 4#}%6” Y
2 endoplasmic reticulum unfolded protein response 0.1 1/15 LIU_PROSTATE_CANCER_DN 0.007 2117 autophaFlc vacuole membrane
1 adenylate cyclase-inhibiting G—protein coupled receptor signaling pathway 0.1 71553 Lembcke Colonic Inflammation 0.009 6/234 neuronal cell bo d)é
1 negative regulation of lipid catabolic process 0.2 3/185 SPANG_[PS-index2 0.012 4/116 cytoplasmic membrane-bounded vesicle
9 erythrocyte differentiation 10 1/530 Lembcke_Normal vs Aden 0.017 2126 alutophagic vacuole
3 temperature homeostasis 1.0 0/15 RHODES_CANCER META SIGNATURE 0.025 5/215 lysosomal membrane
6 positive regulation of viral genome replication 1.0 0/16 RHODES”UNDIFFERE! NTIATED CANCER 0.027 9 / 2659 F|35ma membrane
9 spliceosomal complex assembl 1.0 0/15 SOTIRIOU_BREAST CANCER_GRADE 1 VS 3 DN 0.029 /35 rans-Golgi network membrane
3 positive regulation of protein secretion 1.0 0/15 SOTIRIOU BREAST CANCER_GRADE_1"VS™. 3 UP 0.043 143 neuromuscular junction
85 platelet activation 1.0 0/10 LIU EAST CANCER 0.044 /44 presynaptlcmembrane
5 positive regulation of cytokine secretion 1.0 0/14 COMMON CANCER_GENES 0.052 /48 cell body
/1167 signal lfanSdUClO 1.0 0/14 LIU LIVER_CANCER 0.053 4/184 lysosomie
71 autop! 1.0 0/14 LIU PROSTATE _CANCER_UP 0.054 149 llopodium
64 negatlve re%ulatlon of cell proliferation 1.0 0/14 WANG_ER 0.074 110 lateral element
52 re ulation of small GTPase mediated signal transduction 1.0 0/ WANG ER” 0.074 /10 E(aranode region of axon
0 alcium ion transport 1.0 0/16 WOLFER overla@ enes 0.074 /10 Y bod!
0 RNA processing 1.0 0/12 BEN-P 0.074 41207 dend
40 positive regulation of MAP kinase activity 1.0 0/15 BEN—PORATH UpP 0.078 51297 cell Junctlon
46 activation of MAPKK activity 1.0 0/15 GENTLES_modull 0.081 1/11 axolemma o
54 lipid transport 1.0 0/16 GENTLES_modul2 0.081 1/11 intrinsic to cytoplasmic side of plasma membrane
#émﬁg g‘l?lgeset II@%Qa ?J[yé” Q’Engéﬁgsls down d Eozvalue #}g/a” ﬁl@éﬂg% Verhaak-PNwt_expression_N_down
0/717 Chr 16 1.0 0/572 GUDé_Ipsorlass up 0.02 /3 willscher_GBM™Verhaak-PNmut_expression_N_up
1/957 Chr11 1.0 0/17 BCHETNIA_EBM up 0.05 /45 willscher_ GBM_Verhaak—PNwt exgl_resswn T up
0/918 Chr17 1.0 o/ BCHETNIA_EBM down 0.08 /11 KIM amplified & overexpressedin LTS
1187 Chr 21 1.0 0/26 BCHETNIA_EBM-| DM up 0.09 112 Chrlstensen_hyﬁermethylated in_ependymol
1449 Chr 20 A 0/0 0.12 117 Donson-chémokine/cytokine-teceptors—: assouated with LTS in HGA
1914 Chr3 A 0/0 0.19 128 Barbus_GBM_STS_vs. LTS
1602 Chr 10 A 0/0 0.21 131 KIM prognostic sigmature LTS vs. STS
152 Chr HSCHR6_MHC_QBL A 0/0 0.33 41379 Down_a
1504 Chr A 0/0 0.33 1265 willscher_GBM_Verhaak—-CL_expression_B_up
1618 Chr 4 A 0/0 0.33 1265 willscher_GBM”Verhaak-MES_expression_B_u|
1232 Chr 18 A 0/0 0.33 1265 willscher_GBM”Verhaak-PNwi_expression_B_down
1386 Chr 22 A 0/0 0.33 /265 willscher_GBM_Verhaak-PNmut_expression_B_down
41633 Chr9 A 0/0 0.35 47391 Downb
41714 Chr 6 A 0/0 0.36 /58
41743 Chr7 A 0/0 0.42 /71 WIIIscher GBM_Verhaak-CL_expression_H_down
1630 Chr X A 0/0 0.42 /71 willscher_GBM”Verhaak-MES_expression_H_up
1/280 Chr 13 A 0/0 0.42 /71 W|Ilscher GBM_Verhaak-PNwt_expression_H_up
4866 Chr12 A 0/0 0.46 /328 51
2/519 Chr 14 A 0/0 0.52 /95 GIEZELT_GBM_MGMTmethyl_up_VS_nonmethyl
4}“ a” %gg\ﬁ% APOPTOSIS BY EPOXOMICIN UP nk .1 ﬁ ue g} EL{?” @‘Eﬂ-@lﬁ'ﬁ\hne system lJ kefOAal'Slg Jlﬂ%" gﬁ\lr}:e_a?‘&) 6hrs DN
! GUTIERREZ _CHRONIC LYMPHOCYTIC LEUKEMIA UpP 0.6 1/120 WIRTH Tesf 4e-03 1327 SPANG_CD40 6hrs UP
/ BARRIER_CANCER EI'_APS E_TUMOR_SAMPLE_DN .8 21400 WIRTH_| Nervous System 4e-02 15 RIGHT _custom ABC-DLBCL UP
/ KIM_MYCN_AMPLIFTICATION_TARGETS_UP .0 0/5 WIRTH Pituitary gland 6e-02 /118 PANG_LPS 6hrs UP
! SYED ESTRADIOL RESPONSE .0 0/26 WIRTH_Pancreas 2e-01 124 PANG_BAFF 9hrs UP
/ BONOME_OVARIAN_CANCER POOR SURVIVAL_DN .0 0/13 WIRTH_Sec. lymphoid organs 3e-01 154 PANG_BAFF 9hrs DN
114 KIM RESPONSE TO_ TSA AND_DECITABINE_UP .0 0/12 WIRTH_Prim. lymphoid organs 4e-01 /291 PANG_IL21 UP
/14 DOANE RESPONSE TO_ANDI OG N .0 0/10 WIRTH_B-cells 5e-01 /852 PANGiBCR DN
114 ENGELMANN CANCER PROGENITORS_UP .0 0/13 WIRTH Tonsil 5e-01 /755 PANG_BCR
115 MUELLER METHYLATED_IN_GLIOBLASTOMA .0 0/13 WIRTH Thymus 5e-01 /100 OSOLOWSKI blue total
/15 LUl THYROID CANCER TLUSTE! .0 0/12 WIRTH Lymphocyles 6e-01 1275 ZHANG_DLBCL mutated
115 CHIARETTI _ACUTE_LYMPHOBLASTIC_LEUKEMIA_ZAP70 .0 0/6 WIRT! one marrow 9e-01 /250 LENZ_Stromal signature 1
/ ABE INNEW EAR .0 0/14 WIRTH Globus pallidus 9e-01 1274 SPANC IL21 DN
/ N_B CLL POOR SURVIVAL_DN 0 0/15 WIRTH Telencephalon e+00 0/13 TINK_m
/ NIKOLSKY BREAS NCER 20011 AMPLICON .0 0/13 WIRTH Cortex cerebri e+00 0/13 3ENTINK mBL DOWN
/ P MEROY—MEDULL'OBLASTOWIA ROGNOSIS_UP .0 0/16 WIRTH Hippocampus e+00 0/140 Z)AVE BL=vs-DLBCL
/ DAVIES MOLTIPLE_ MYELOMA VS MGUS_DN .0 0/13 WIRTH_Thalamus e+00 0/12 \WE_BL_DN
! K_TRETINOIN _RESPONSE_AND_PML_RARA_FUSION .0 0/15 WIRTH Cerebellum e+00 0/18 DAVE BLTnter
. ! RUNN'E GENDER "EFFECT DN™ .0 0/50 WIRTH Homeostasis e+00 0/12 DAVE_BL UP
. ! BASSO_HAIRY_CELL _| LEUKEMIA UP .0 0/62 WIRTH Liver e+00 0/18 DAVE_c-myc BL UP
PO Yalue #}l(?/{a" %Q%ﬁ% Wé})‘ééme %JIIH&%Q% é)gﬁ %St\oma papillary
/ spectrin bmdln? 0.039 ATGT 221——222 0/34 Pancreatic cancel
X / 4 calcium-activated potassium channel activity 0.070 /124 0/22 Glioblastoma muluforme somatic
. 122 Rab guanyl-nucleotide exchange factor activity 0.086 164 TTGG7150 0/21 Gastrointestinal
X 124 Gyloklne receptor activity 0.091 166 GCTC-335 0/ PIIUIISI’V adenoma
. 127 protein coupled receptorblndmg 0.098 169 AGCT-28 0/36
X 110 death receptor binding 0.122 117 AGTCflsl 0/27 Cglorectal cancer
X 110 diacylglycerol binding 0.135 1354 CTTT 0/ lenomas, multlple colorectal
. /10 endodeoxyribonuclease activity 0.142 /20 TACG- 99A”100”998 0/35 Prostate canc
X /10 fucosyltransferase activity 0.163 1182 CTGA-24 0/11 Alzhelmerdlsease susceptibility to
X 110 hydrolase activity, acting on glycosyl bonds 0.194 1106 GGCA—519E 0/ Schlzophrenla susceptlm ity to
X 159 ﬁl’Otell‘l phospha ase binding 0.194 1106 CAGC-485-5P 0/ Parkmson \
0.077 160 istone binding 0.195 1199 CAGC—320 0/23 ?atocellu ar carcmoma
8 /111 {)hOSphOllpaSe C activity 0.217 1114 TGTA-4! 0/29 elanoma and neural system tumor syndrome
3 /11 au—protein kinase activity 0.219 1420 GGT 29A——29B——29C 0/30 Ovanan cancer
. /63 hormone activi 0.222 1116 0/38 Breast cancer
. 112 diacylglycerol kinase activity 0.234 /120 GAGC 149 0/15 Gastric cance!
. /12 histone methyltransferase activity (H3-K4 specific) 0.259 /129 ACCA-522 0/4 Thyroid carclnoma follicular
. 2/1043  zinc ion binding 0.265 140 GTAA-200A 0/36 Lung cancer
. /14 NAD+ kinase activity 0.279 6/577 GTGC-506 0/12 Bladder cancer
LN LA Loenocer LR NAL DR i Dase WIS ceness
.04 TR-1 .02 =128b .04 ACIET L 20
. 1/12 miR-29b 0.02 1211 R-148a .00 0/16 ACIEJ] L
0/11 let-7a 0.04 1240 .00 0/13 ACIEJ] L 10
0/6 let-7b 0.05 1105 76b .00 0/7 ACIEJ”] L13
0/4 let-7c 0.09 167 40-3p .00 0/9 ACIEJ”] L 14
0/6 et-7d 0.10 169 84 .00 0/11 ACIEJ”] L 15
0/4 et-7g 0.10 114 .00 0/15 ACIEJ”] L 16
0/13 miR- 0.10 171 254 .00 0/2 ACIEJ”] 7
0/5 miR-101 0.12 116 298 .00 0/14 ACIEJ”] L 19
0/2 miR-101b 0.12 180 1 .00 0/4 ACIEJ”| L
0/4 miR-106b 0.13 182 .00 0/15 ACIEJ”] L 22
0/2 miR-107 0.14 120 80* .00 0/4 ACIEJ”] L 23
0/4 miR-122 0.15 121 b .00 0/12 ACIEJ”] L 24
0/ miR-124a 0.15 190 99-3p .00 0/14 ACIEJ] L 26
0/ miR-125b 0.16 123 .00 0/2 IACIEJ]| L 27
0/ miR-126 0.17 124 63b .00 0/5 ACIEJ] L 28
0/ miR-127 0.17 124 .00 0/6 ACIEJ] L 29
. 0/ miR-128 017 198 76a .00 0/11 ACIET L
. 0/ miR-128b 0.17 125 .00 0/14 ACIEJ] L 30
. 0/2 miR-. 0.17 125 .00 0/11 ACIEJ] L 31
AUMLL K pyal k bRelg ,
a e %a” &Eﬁ?§§r§ PI3K_UP ahk .ooga ue %W@g@ €l high expression TF ahk .1 [ﬂéa” @\ NESEL pear
0/15 0.260 1171146  HEBENSTREIT low expression TF 03 2/144 VAQUERIZAS General
0/12 0.470 10/1233 KIM MYC tar efs 0.4 1/62 VAQUERIZAS”Whole blood
0/11 .000 0/14 .0 0/40 VAQUERIZAS”Fetal brain
0/14 .000 0/5 .0 0/44 VAQUERIZASPlacenta
0/12 .000 0/63 YCﬁar ets UP .0 0/28 VAQUERIZAS Liver
0/11 .000 0/9 YCjargets DOWN .0 0/37 VAQUERIZAS Prostate
0/15 .000 0/4 YC_Apoptosis UP 0 0/29 VAQUERIZAS™ Smooth muscle
0/13 .000 0/8 'YC”Cell cycle UP .0 0743 VAQUERI ZASﬁU
0/14 .000 0/2 YC Cell cycle DOWI 0 0/12 VAQUERIZAS |dne
A 0/0 .000 0/4 Cell growth and prohferauon UP .0 0/22 VAQUERIZAS”Spinal cord
A 0/0 .000 0/2 C_"hromatln modification UP 0 0/43 VAQUERIZAS”Whole brain
A 0/0 .000 0/7 'YC”DNA repai .0 0/41 VAQUERI ZAS_thles
A 0/0 .000 0/3 YC_DNA rephcanon UP .0 0/39 VAQUERIZAS Thyroid
A 0/0 .000 0/2 ECM cell adhesion DOWN .0 0/7 VAQUERIZAS”Appendix
A 0/0 .000 0/20 'YC”Metabolism UP .0 0/30 VAQUERIZAS] Fe al lung
A 0/0 -000 0/16 YC—Protein synthesis degradation UP 0 0/62 VAQUERIZAS”Lun
A 0/0 .000 0/8 YC_RNA processing binding UP .0 0/16 VAQUERIZAS”]| Pancreas
A 0/0 .000 0/2 YC~Signal transduction UP .0 0/24 VAQUERIZAS Trachea
A 0/0 .000 0/3 YCZTumor supressor genes UP .0 0/14 VAQUERIZAS Fetal liver




Correlation Cluster

Spot Summary: L

# metagenes = 42
# genes = 550

<r> metagenes = 0.93
<r>genes =0.3
beta: r2= 15.28 / log p= -Inf

# samples with spot = 63 (22.9 %)
Atypical : 8 (10.8 %)
Classical : 2 (6.2 %)

Basal : 4 (4.8%)

Overview Map

Spot

50

20

1 —

10 20 30 40 50 1 10 20

I I
30 40

50

gyt

i 'I|][||"I||I'Ill1f' lr.ll‘lq‘r'rlr.ll\‘ || “]Inl

Spot Genelist

Rank
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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 p-value #in/all Geneset
1 le-65 871250 Lympl LENZ_Stromal signature 1
2 3e-63 84242 BP extracellular matrix organization
3 le-58 73/190 CC  extracellular matrix
4 le-56 159/1182 CC  extracellular region
5 2e-46 111/683 CC extracellular space
6 3e-45 99 /553 Cance Lembcke_Colonic Inflammation
7 3e-36 63/265  Glio willscher_GBM_Verhaak-CL_expression_B_up
8 3e-36 63 /265 Glio  willscher_GBM_Verhaak-MES_expression_B_up
9 3e-36 63 /265 Glio willscher_GBM_Verhaak-PNwt_expression_B_down
10 3e-36 63/265  Glio willscher_GBM_Verhaak-PNmut_expression_B_down
11 3e-32 34/69 BP  extracellular matrix disassembly
12 4e-32 33/64 BP  collagen catabolic process
13 6e-31 70/403  BP  cell adhesion
14 6e-31 49/183 CC  proteinaceous extracellular matrix
15 5e-22 21/37 BP  collagen fibril organization
16 8e-22 15/16 MMM MACIEJ_MMML 1
17 5e-20 27183 CC  basement membrane
18 le-19 23/57 MF  extracellular matrix structural constituent
19 3e-17 13/16 GSE# FARMER_BREAST_CANCER_CLUSTER_5
20 9e-17 28/117  Glio GIEZELT_GBM_WT_up_VS_mut
21 3e-16 31/153 CC endoplasmic reticulum lumen
22 6e-16 12/15 GSE/ CROMER_TUMORIGENESIS_UP
23 9e-16 35/204 BP  angiogenesis
24 9e-16 50/ 407 BP  blood coagulation
25 le-15 13/19 MF  extracellular matrix binding
26 3e-15 21/68 cc  collagen
27 3e-13 24/114 BP  positive regulation of cell migration
28 9e-13 24/119  Lymp ROSOLOWSKI_green total
29 2e-12 9/11 MF  platelet-derived growth factor binding
30 2e-12 9/11 Glio  Phillips MES up vs Prolif & PN
31 3e-12 20/85 MF  integrin binding
32 4e-12 10/15 GSE/ ONDER_CDH1_TARGETS_2_UP
33 le-11 18/72 CC  extracellular vesicular exosome
34 2e-11 53/579  MF  calcium ion binding
35 2e-11 34/269 BP  inflammatory response
36 2e-11 38/330 CC cellsurface
37 4e-11 18/76 BP  wound healing
38 4e-11 13/35 Glio Colman_survival_associated
39 8e-11 14/ 44 MF  collagen binding
40 2e-10 22/126 BP  skeletal system development
p-values
. . o e o o o o T 1
o %DE = 0.11
8 -t =Y
* - TT|M- 08
o - o o |fd]
b 6 1 e -
= s 0.6
n . /7
& 4, 0.4
O */ '
.
24 0.2
/ |
I I I I I

0.0 0.2 0.4 0.6 0.8
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Fnalrlx organization
extracellular matrix disassembly
collagen catabohc process
cell adhesiof
collagen f|br|| organization
angiogenesis
blood coagulation
positive regulation of cell migration
|nflammat0ry response
wound healing
skeletal system development
platelet activation
cellular response to amino acid stimulus

posmve regulatlon of cell proliferation
odontogen

embryo mplantanon

immune response

platelet degranulati

negative regulanon of cell proliferation

CHR6_MHC_DBB

[e]e]elelelololololololololololololole]

W%EAST CANCER_CLUSTER_5
CROMER‘TUMORI’G ESIS—UP
ONDER_CDH 2UpP
MASR'I\]_O'RESIS'I'FA:{\ICE TOTAMOXIFEN AND_AROMATASE_INHIBITORS_

CROONQUIST AL TTMULATI N
HELLEB EKERS SILENCED DURING TUMOR _ANGIOGENESIS
CHIA EARLY RESPONSE_TO_TGF
JEO SMAD(TTARGETS upP
ER CDHTSIGNALIN'G VI%[CTNNBI

UP
OBULAR_CARCINOMA_VS_DUCTAL_NORMAL_!
CINOMA_METAPLASTIC

U TU ENDOTHELIAL MARKERS_ UP
BIO'CARTA ERYTH_PATHWAY
TSAI_RESPONSE_TO_RADIATION_THERAPY
MISHRA_CARCINOMA_ASSOCIATED_FIBROBLAST UP
NIELSEI\T MALIGNAT_FIBROUS_HISTTOCYTOMA_UP

exlrace UTar matrix structural constituen

Gen ?$ tructural ti it

extracellular matrix binding
latelet-derived growth factor binding

integrin binding

calcium ion binding

collagen binding.

chemokine activity

Erowth factor activity
eparin binding

metalloendopeptidase activity

protein bindin:

metallopeptidase activity

L-ascorbic acid binding

cytokine activity

insulin-like growth factor bindin
platelet-derived growth factor receptor binding

receplor binding

fibronectin binding

receptor activity

peptidase activity
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olonic Inflammation
Lo A —
GENTLES_modull7
RHODES CANCER META SIGNATURE
LIU_PROSTATE_CANCE

U BREAST C'ANCER

Lembcke Normal vs Adenoma
SPAN S—index2
GENTLE modul3
ODESU DIFFERENTIATED_CANCER
LIU PROSTATE_CANCER_UP
U BRS\ TR_CANCER GRADE_1_VS_3 DN

SPANG BTL6-index2
KUIPER_ MM good survival

SSY_MM high risk
SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP

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

ﬁlsﬂ-ﬁ%@tl lymphoid organs
WIRTH Cortex cerebri
WIRTH Telencephalon
WIRTH Placenta
WIRTHZPrim. Iymph0|d organs
WIRTH_L: mphocytes
WIRTH

WIRTH_| Nervous System
WIRTH Liver

WIRTH Testis

WIRTH Immune system
WIRTH_Pituitary gland

WIRTH Hippocampus
WIRTH_Thalamus
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TGTT-30A- SP——SOC——BOD——SOB——30E—5P
ATGT-494
AAAC-140
CACT-520G--520H
ACCA-9
GCTT-498
AAT-33
TACT-26A--2
TGAA 181A——181B——181C——181D
GTAC 101
24-3P
TTGG-515-5P--51!
GTGg 55——32——92——363——367

TATT-374
|pase

hsa- m R-452*
[isa-

hsa-miR-1292

B\%SI’QIE low expression TF
MYC_ECM cell adhesion DOWN
MYCTargels DOWN

C”_TF and cofactors
HEBENSTREIT h|gh expression TF
KIMWMYC tar

MYC”Cell cycle Dt

MYC Cell growth and prollferauon upP
__,hromatrn modification UP
MYC_DNA epai

MYC”DNA rthcauon up
MYC_Metabolism UP

MYC”Protein synthesis degradation UP
MYC~RNA procCessing binding UP
MYCZSignal transduction UP
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extraceﬁ%r matrix

extracellular region

extracellular space .

proteinaceous exlracellular matrix

basement membran

endoplasmic reuculum lumen

collagen

ex}{acellular vesicular exosome

platelel a?pha granule lumen
lasma mem|

focal adhesmn

basal lamina

f"esﬁ.poﬁ.um

mtegral to plasma membrane
external side of plasma membrane
lamellipodium membrane
sarcolemma

ﬁl@tﬂ S:%tM Verhaak-CL_expression_B_up

willscher_GBM”Verhaak-| lv expression_B_u|
willscher_GBM”Verhaak-PNwf_expression_B_down
W|Ilscwer GBM " Verhaak-P dmLTtt_expressmn B_down

GIE; GBI IJ
Phrllrps MES up vs Prolif &
Colman_survival_associated
cultured'astroglra Vs. in vivo astrocyte:
Christensen_hypomethylated_in secondary glioblastoma
Christensen_| hypomethylated in_grade3_asfrocytoma
Chr|stensenMpome1hylated in_primary_glioblastoma
willscher G proteomics_wtOnly_Spot
KIM_epithelial-mesenchymal-1 lransTflon related genes_decreased expressior
Chnslensen _hypermethylated_in_grade2_oligodendroglioma
PC

z“l

Chnstensen hypermethylated_in_grade3_oligoastrocytoma

Chnstensen hypermethylaled in_grade2_oligoastrocytoma
ZELT G STSwt_down_VS_LTSwi

Martmeszllo _hypomefh

Christensen_hypomethylated_in_grade2_oligodendroglioma

r%%tal signature 1
ROSGLOWSKI _green total
LENZ Stromal signature 2

OLOWSKI _green UP
SPANG LPS 6hrs UP

HT _ABC UP
SPANG CD40 6hrs UP
DA\ kB BL Dl
SPANG BAFF 9hrs UP
ANG R DN

(FU GCB

DAVE mmune response 1
ROSOLOWSKI blue total
DAVE_BL-vs-|

DAVE BL UP

BEI

ROSOLOWSKI blue DOWN
AVE_Immune T response 2

SPANG_BAFF 9hrs DN

SPANG_IL21 DN

IIDSlS susceptibility to
Miyoshi myop hy
Hodgkmdymphoma
Non=Hodgkin Iym homa, somatic
Cardiomy: o atty Iate
Stroke, suscep bllr
Melanoma and neural system tumor syndrome
Ovarian cancer
Leukemia
Pancreatic cancer
Squamous cell carcinoma, head and neck
Hematological
Prostate cancer
ancer
Lung cancer
Breast cancer
Thyroid carcinoma, papillar
Glioblastoma multiforme, somatic
Gastrointestinal
Pituitary adenoma

Senese

Ww

®VOBNO  ©NONROS

VAQUERIZAS Prostate
VAQUERIZASFetal lung
VAQUERIZAS™ Sahvag/ gland
VAQUERIZASTI

VAQUERIZAS Lung
VAQUERIZAS _Uterus
VAQUERIZAS Trachea
VAQUERIZAS~Smooth muscle
VAQUERIZAS”Whole blood
VAQUERI ZAS_SkIn
VAQUERIZAS”Ovary
VAQUERIZAS Fetal liver
VAQUERIZAS, Adrenal gland
VAQUERIZAS_Pan
VAQUERIZAS”] Fetal thymld
VAQUERIZAS

VAQUERI ZAS]NhoIe brain
VAQUERIZASPituitary




Correlation Cluster

Spot Summary: M Spot Genelist Geneset Overrepresentation

# metagenes = 25 Rank max e r Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 123
1 90637 172 -0.81 031 ZFAND2#iInc finger, AN1-type domain 2A [Source:HGNC Symbol;Acc ] 3e-04 3/18 BP  camera-type eye morphogenesis
2 6e-04 4/53 Glio Christensen_hypermethylated_in_primary_glioblastoma
<r> metagenes =0.94 2 51312 1.67 -1.04 0.63 SLC25A35olute carrier family 25 (mitochondrial iron transporter), meml 3 8e-04 71207 CC  dendrite
<r>genes =0.19 4 2e-03 10/449  Chr Chr20
3 11213 1.59 -0.95 047 IRAK3 interleukin—1 receptor-associated kinase 3 [Source:HGNC S 5 2e-03 2/10 GSE# HELLER_HDAC_TARGETS_UP
beta: r2=2.68 / IOg p= —Inf 6 3e-03 2/12 BP  CAMP catabolic process
4 26863 1.57 -1.39 0.28 RNU1-1 RNA, U1 small nuclear 1 [Source:HGNC Symbol;Acc:10120] 7 3e-03 2/12 GSE/ NUTT_GBM_VS_AO_GLIOMA_UP
. 8 4e-03 2/13 BP  synaptic vesicle endocytosis
# samples with spot = 22 (8 %
p P ( ) 5 56675 156 -1.29 035 NRIP3  nuclear receptor interacting protein 3 [Source:HGNC Symbol; 9 4e-03 2/13 GSE/ TOMLINS_METASTASIS_DN
Atypical : 4 (5.4 %) 10 4e-03 2/13 GSE/ NING_CHRONIC_OBSTRUCTIVE_PULMONARY_DISEASE_UP
6 26864 156 -12 028  RNVUI-RNA, variant UL small nuclear 7 [Source:HGNC Symbol:Ace: 11 4e-03 2/13 GSE/ KEGG_CIRCADIAN_RHYTHM_MAMMAL
12 5e-03 2/14 GSE# BENPORATH_ES_WITH_H3K27ME3
- 0
Basal:1(1.2%) 7 55321 156 067 048 TMEM74Bansmembrane protein 74B [SourcetHGNC SymbolAcc:158t 13 5e-03 2/14 GSE/ BIOCARTA_GCR_PATHWAY
14 5e-03 2/15 BP  regulation of neuronal synaptic plasticity
8 23551 152 -062 05 RASD2 RASD family, member 2 [Source:HGNC Symbol;Acc:18229] 15 5e-03 2115 GSE/ MULLIGHAN_MLL_SIGNATURE_2_UP
16 5e-03 2/15 GSE# RAGHAVACHARI_PLATELET_SPECIFIC_GENES
9 1627 151 -120 062 DBNL drebrin 1 [Source:HGNC Symbol:Acc:2695] 17 5e-03 2/15 GSE# BLALOCK_ALZHEIMERS_DISEASE_DN
18 5e-03 5/153 cC  endoplasmic reticulum lumen
— iRN hsa-miR—
10 26869 15 131 027  RNUI-1RNA UL small nuclear 1 [SourceHGNC SymbolAce:10120] 19 6e-03 3149 MIRN hsa-miR-1201 )
20 6e-03 2/16 BP  synaptic vesicle exocytosis
’ 21 6e-03 2/16 GSE/ HEIDENBLAD_AMPLICON_8Q24_DN
7059 15 -1.04 0.59 thrombospondin 3 [Source:HGNC Symbol;Acc:11787] N - "
11 > ° THBS3 pondin 3 [Sou 4 ! 22 6e-03 2/16 GSE# BERTUCCI_INVASIVE_CARCINOMA_DUCTAL_VS_LOBULAR_UP
2EPa2 zinc ein IS HGNG Symbol:Acc:30949 23 6e-03 2/16 GSE# REACTOME_CELL_DEATH_SIGNALLING_VIA_NRAGE_NRIF_AND_NAI
12 132625 1.46 -0.59  0.39 ZFP42 zinc finger protein [Source:| ymbol;Acc: ] 24 66-03 216 GSE# ST_GRANLLE. CELLSURVIVAL PATHWAY
. TOX high mobilit box famil ber 2 1S HGNG 25 7e-03 2117 MF  proline-rich region binding
Ove rview Map Spot 13 84969 136 -091 035  TOX2 igh mobility group box family member 2 [Source: 26 76-03 8)379 Glio Down a
o 27 7e-03 3/53 CC  endoplasmic reticulum-Golgi intermediate compartment
50 — 14 4499 1.32 -0.55 0.32 MT1M metallothionein 1M [Source:HGNC Symbol;Acc:14296] 28 86-03 2/19 ME  3.5-cyclic-nucleotide phosphodiesterase activity
. ) 29 9e-03 16/1135 Chr  Chr19
40 - 15 1465 13 -0.94 057 CSRP1 cysteine and glycine-rich protein 1 [Source:HGNC Symbol;Ar 30 9e-03 47110 Glio Christensen_hypermethylated_in_grade3_astrocytoma
31 9e-03 3/58 CC ruffle membrane
16 79709 129 -119 07 COLGALTpllagen beta(1-O)galactosyltransferase 1 [Source:HGNC Sy 32 9e-03 2/20 BP  phosphatidylinositol metabolic process
30 33 9e-03 2120 BP  positive regulation of synapse assembly
17 1649 126 -0.76 031  DDIT3 DNA-damage-inducible transcript 3 [Source:HGNC Symbol, 34 9e-03 81400 H.Tis: WIRTH_Nervous System
2 35 1e-02 10/579  MF  calcium ion binding
0 18 1296 1.24 -0.79  0.49 COL8A2 collagen, type VIII, alpha 2 [Source:HGNC Symbol;Acc:2216] 36 1e-02 2/21 MF  aspartic-type endopeptidase activity
37 1e-02 2/21 BP  female gonad development
10 19 10567 122 -09 07 RABAC1 Rab acceptor 1 (prenylated) [Source:HGNC Symbol:Acc:979: 38 1e-02 2/21 BP iron ion homeostasis
39 1e-02 2/21 Glio Martinez_Glio_hypermeth
1 20 25825 121 -1.03 037 BACE2 beta-site APP—cleaving enzyme 2 [Source:HGNC Symbol:Ac 40 1e-02 5/182 miRN CTGA-24
I I I I
1 10 20 30 40 50 1 10 20 30 40 50
0.4 p—values
0.3 [ Y p—————————— ey R |
%DE =0 —1P
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— == |Fdr |
8.3_ . .]I, ]Ll.lllljlllllll.,hl. ||| I|| | | s | 08
. ' ” ]l it 'I|||I||||||||I| |'|11|'||Ir|| [ iy II > o
-0.1 F) ~ 0.6 x
-0.2 - c ()]
8 - 04 LL
5 -
- 0.2
|
04 = 1 I = 0

0.0 0.2 0.4 0.6 0.8 1.0



Fingall ileye morphogenesis éoaﬁl e #gdall #jgiall - Geneset
112 CAMP catabollc process 0.10 1/14 LIU LIVER CANCER 5/153 endoplasmic reticulum lumen
113 synaptic vesicle endocytosis 0.10 1/14 LIU_PROSTATE_CANCER_UP 3/53 endoplasmic reticulum-Golgi intermediate compartment
115 régulation of neuronal synaptlc plasticity 0.15 3/185 SPANG_LPS-index2 3/58 ruffle membrane
116 synaptic vesicle exocytosi 0.55 4/530 Lembcke_Normal vs Adenoma 3/66 synaptic vesicle
120 phosphatidylinositol metabollc process 0.58 4/553 LembckeColonic Inflammation 221837 membrane
120 Posmve regulation of synapse assembly 0.68 2/316 SPANG —index2 3/83 hasemem membrane
121 female gonad development 1.00 0/15 RH _CANCER META SIGNATURE 4/163
121 iron ion homeostasi 1.00 0/16 ODES” U IFFERENTIATED CANCER 41183 prmelnaceous extracellular matrix
/22 negative regulatlon oflnterferon gamma production 1.00 0/15 SOTIRIOU_BREAST CANCER GRADE_1 VS 3 DN 3213274 Inte%ral to membrane
6/1167 signal transduction 1.00 0/15 SOTIRIOU”BREAST_CANCER_GRADE_1_VS”_ 3 upP 2/48 cell
168 positive regulation oftproteln kinase B signaling 1.00 0/10 LIU BREAST CANCER 2148 cytoplasmic microtubule
126 negative regulation of tumor necrosis factor production 1.00 0/14 LIUZCOMMON_CANCER_GENES 2/48 voltage-gated potassium channel complex
176 male gonad development 1.00 0/15 LIU] PROSTATE CANCER_DN 71455 perinuclear region of cytoplasm
130 blood vessel remodeling 1.00 0/14 WANG_ER_UP 3/115 cell celllunc on
133 amino acid transport 1.00 o/ WANG El N 2155
138 protein processing 1.00 0/16 WOLFER overlap genes 57297 celljunctlon
1242 extracellular matrix organization 1.00 0/15 BEN-PORATH 1/11 axonal growth cone
1100 cell—cell adhesion 1.00 0/15 GENTLES moﬁull 1/11 photoreceptor disc membrane
145 posmve regulation of catalytic activity 1.00 0/16 GENTLES_modul2 1/11 photoreceptor outer segment membrane
ﬁ”‘ I ggﬂeset II@%Qa ?J[yé“ %ngéﬁgsls down 4#}[343” g‘l%ﬁéﬁ%ypermethylmed in_primary_glioblastoma
16/1135 Chr19 1.0 1/572 GUDéjpsonaSIS up 8/379
71386 Chr 22 1.0 0/17 BCHETNIA_EBM up 9e-0. 4/110 Chnsténsen hypermethylated_in_grade3_astrocytoma
41187 Chr 21 1.0 o/ BCHETNIA_EBM down e-0; /21 Martinez_Glio_hypermeth
6/1720 Chr 1.0 0/26 BCHETNIAZEBM-| DM up e-0; /64 Chrlstensen hypermethyla’ted in_grade2_astrocytoma
1918 Chr A 0/0 e—0; 195 _GBM_MGMTmethy_up_VS_nonmethy!
152 Chr HSCHRG MHC_QBL A 0/0 4e-0; 146 vs,
/519 Chr 1. A 0/0 5e-0. 1112 Christ ensenmjrpermethylated gradez oligoastrocytoma
1280 Chr 13 A 0/0 6e-0 / willscher_Gl| Swt_proteomics-N_UP
/1033 Chr2 A 0/0 7e-0 110 willscher_ GBM_ LTSwt_proteomics—G_ UP
5/743 Chr7 A 0/0 7e-0; 110 willscher_GBM 'LTSmu[FroIeomlcs—
41630 Chr X A 0/0 7e-0 1132 Christensen hypermeth lated_in_grade3_c ollgoastrocyloma
6/957 Chr11 A 0/0 e—0; /11 VERH, Brai
1534 Chr A 0/0 e—0; /11 KIM amplified & overexpressed in LTS
1866 Chr 12 A 0/0 e—0. /12 willscher_GBM_Verhaak—PNwt expresslon | up
1232 Chr 18 A 0/0 e—0. /12 willscher_GBM_Verhaak—PNmut_expressiol up
/602 Chr 10 A 0/0 /142 Christensen h){permethylaled in_grade2_t ollgodendroglloma
1618 Chr 4 A 0/0 e /68 cullured aslro ia vs. in Vivo astrocytes
/633 Chr9 A 0/0 e /16 VER subtype
1699 Chrs A 0/0 e /16 W||Ischer G'BM STSwt t_proteomics-O_UP
Bk 4 ISR ;J"SPJI&J”J-@?
002 ﬂ néa” C_TARGETS UP nk .009 ue g} %@” %Qrﬂ-@@e&uus Sﬁ/stem a }4 ” él?éto 6hrs DN
112 NUTT _GBM VS AO_GLIOMA_UP .098 1/14 WIRTH Globus pallidus 0.10 1755 SPANG BCR U
/113 MLINS METASTASI 0.105 1/15 WIRTH Telencephalon 0.11 116 WRIGHT_ABC
113 ONIC BSTRUCTIVE PULMONARY DISEASE_UP 0.955 1/417 WIRTH Immune system 0.24 138 ROSOLOWSKI blue DOWN
/13 G _CIRCADIAN R 000 0/5 WIRTH Pituitary gland 0.28 1250 LENZ_Stromal Signature 1
114 ATH_ES TH H3K 000 0/26 WIR H_Panc reas 0.47 186 ROSOLOWSKI_red total
114 R "PATHWAY 000 0/13 WIRTH Sec. I¥mph0\d organs 0.52 /100 ROSOLOWSKI blue total
115 MLL_SIGNATURI 000 0/12 WIRTH_Prim. lymphoid organs 0.60 1275 ZHANG_DLBCL mutated
115 RAGHAVACHARI PLATELET SPECIFIC_GENES .000 0/10 WIRTH_| B—CeIIS 0.76 517852 SPANG_BCR
/15 BLALOCK ALZHEIMERS DIS| .000 0/13 WIRTH Tonsil 0.87 1/274 SPANG_IL21 DN
/16 HEIDENBLCAD AMPLI 8?’\2‘4 DN .000 0/13 WIRTHZThymus 0.88 1/291 SPANG_IL21 U
116 BERTUCCI_INVASIVE_CARCINOMA DUCTAL VS LOBULAR_UP .000 0/12 WIRTH”Lymphocytes 0.91 1/327 SPANG CD40 6hr5 UP
/16 REACTOME CELL DEATH SIGNALEING VIA_NRAGE_NRIF_AND_NADE .000 0/6 WIRTH_Bone marrow .00 0/13 TINK_mBL UP
/16 ST _GRANUCE CELL_SURVIVAL_PATH .000 0/1 WIRTH”Cortex cerebri .00 0/13 BENTINK mBL DOWN
/ LUCAS HNF4A TARGETS DN .000 0/1 WIRTH Hlppocampus .00 0/140 DAVE_BL=vs-DLBCL
14 NICK_RESPONSE TO_PROC TREATMENT_UP .000 0/1 WIR Thalamus .00 0/12 DAVE_BL_DN
15 NIKOESKY BREAST CANCER_1021 AMPLTCON .000 0/1! WIR H Cerebellum .00 0/18 DAVE_BLTnter
15 BUTSU_SENSITIVITY_TO NIMUSTINE .000 0/120 WIR .00 0/12 DAVE_BL UP
16 MYLLYKANGAS AMPLIFIC7\TION HOT SPOT 2 .000 0/50 WIR H Homeostasls .00 0/18 DAVE_C*mgc BL UP
16 GOERING_BLOOD_HDL_CHOLESTEROL_QTL_ TRANS .000 0/62 WIR .00 0/ DAVE_MHCCII BL DN
#} 'i‘!a" &WQ§ Jﬁ‘glon binding éol € M A” g gp%§et é)gé;i %%g ?ﬁ:§gt\oma papillary
/19 5'-cyclic-nucleotide phosphodlesterase activity 0.02 2/ 2 GGTA-409-5P 0/34 Pancreatic cancel
0/579 caicium ion binding 0.05 4] 1 ! 0/22 Glioblastoma muluforme somatic
121 aspartic-type endopeptidase activity 0.05 2] 4 TCCC-491 0/21 Gastrointestinal
122 klnesln binding 0.05 41190 CACT-520G--520H 0/ PIIUIISI’V adenoma
124 repressing transcription factor blndln? 0.05 47190 GTTT-495 0/36
/33 voltage—gated potassium channel activity 0.05 3/116 GACA-219 0/27 Cglorectal cancer
136 cell adhesion molecule binding 0.06 71467 TGTT-30A-5P--30C--30D--30B--30E-5P 0/ lenomas, multlple colorectal
/40 hosphatase bindin 0.06 41205 GTAC-101 0/35 Prostate canc
1270 signal transducer activity 0.07 1 5 AGTC-499 0/11 Alzhelmerdlsease susceptibility to
157 extracel‘ular matrlx itruc}]ural consntrent L 0.07 /391 TGAA-181A--181B--181C--181D 0/ Schlzophrenla susceptibility to
110 I-acylglycel te O-acyltransferase activity 0.07 16 CTCC- 0/ Parkmson
110 protein |naseBb ndin 0.09 11 TGCA-517A--517C 0/23 Fatocellu\arcarcmoma
/11 neurexin family protein binding 0.10 17 AGGC-! 0/29 elanoma and neural system tumor syndrome
/11 regulatory region DNA bindini 0.11 17 GGTG-: 0/30 Ovanan cancer
/11 transcripfion factor binding transcription factor activity 0.12 183 AGGA-516-3P 0/38 Breast cancer
2/1043  zincion binding 0.13 /17 CTAT-153 0/15 Gastric cance!
166 Rho guanyl-nucleotide exchange factor activity 0.13 412 AAGC—135A——135|3 0/4 ‘Thyroid carcmoma follicular
112 ephrin rec é)lor activity 0.14 5/375 CTG-27A—- 0/36 Lung cancer
112 retinoic acid binding 0.14 21/ CTGT 0/12 Bladder cancer
LN LA Leereser RN UL ol Dase WIM P cepess
|et=7a .0 4! a=MmIR™ bl .05 ACIET L 13
0/6 let-7b 0.025 18 hsa-miR-220c 0.06 1/ IACIEJ”]| L 14
0/4 let-7c 0.040 14 sa-miR-661 .00 0/16 ACIEJ] L
0/6 et-7d 0.052 /1114 hsa-miR-498 .00 0/13 ACIEJ”] L 10
0/4 et-7g 0.064 19 sa-MmiR-. .00 0/11 ACIEJ”] L15
0/13 miR- 0.068 15 sa—m .00 0/15 ACIEJ”] L16
0/5 miR-10: 0.071 1130 hsa-mi .00 0/ ACIEJ”] L17
0/2 miR-101b 0.080 hsa-mi .00 0/14 ACIEJ”] 9
0/4 miR-106b 0.087 167 hsa-m| .00 0/4 ACIEJ”] L
0/2 miR-10’ 0.091 113 hsa-m .00 0/5 ACIEJ”| L 20
0/4 miR-122 0.098 hsa-i .00 0/15 ACIEJ”] L 22
0/2 miR-124a 0.100 /151 hsa-mi .00 0/4 ACIEJ”] L 23
0/ miR-125a 0.105 1sa—mi .00 0/12 ACIEJ”] L 24
0/ miR-125b 0.106 1155 1sa—M| 7 .00 0/14 IACIEJ”]| L 26
0/ miR-126 0.111 11 sa-miR-891a .00 0/2 ACIEJ] L 27
0/ miR-127 0.117 180 sa-miR-562 .00 0/5 ACIEJ] L 28
o/ miR-12 0.124 118 hsa-miR-56: .00 0/ ACIEJ”] L 29
0/ miR-128b 0.137 120 hsa-miR-1282 .00 0/11 ACIEJ] L
0/2 miR-12 0.139 189 hsa-miR-6! .00 0/14 ACIEJ] L 30
0/6 miR-133a 0.156 123 hsa-miR-1227 .00 o/ ACIEJ] L 31
AUMWLL K p- j lRigU :
a r} %a” &E&?ggla _DN al k .03va|ue ﬁf'ﬂf@g@ %B\%?QEIT high expression TF bl %[ﬂéa" ﬁ LrJE-'\’SﬁE Heart
0/13 L 0.13 12/1146 HEBENSTREIT_low expression TF 0.3 1/41 VAQUERIZAS_Thym
0/12 3.1 0.81 711233 KIM MYC tar efs 0.4 1/62 VAQUERIZASWhole blood
0/11 .00 0/14 0.7 1/144 VAQUERIZAS” General
0/14 .00 0/5 .0 0/40 VAQUERI ZASiFetaI brain
.0 0/12 .00 0/63 YCjar ets UP .0 0/44 VAQUERIZAS Placenta
.0 0/11 .00 0/9 YCjargets DOWN .0 0/28 VAQUERIZAS IVer
.0 0/15 .00 0/4 'YC_Apoptosis UP 0 0/37 VAQUERIZAS_Pro:
.0 0/13 .00 0/8 YC”Cell cycle UP .0 0/29 VAQUERIZAS™! Smooth muscle
.0 0/14 .00 0/2 YC Cell cycle DOWI 0 0/43 VAQUERI ZAS,U
A 0/0 .00 0/4 Cell growth and prohferatlon uP .0 0/12 VAQUERIZAS |dne
A 0/0 .00 0/2 C_"hromatln modification UP 0 0/22 VAQUERIZAS”Spinal cord
A 0/0 .00 0/7 'YC”DNA repai .0 0/43 VAQUERIZAS Whole brain
A 0/0 .00 0/3 YC_DNA repllcatlon upP .0 0/39 VAQUERIZAS Thyroid
A 0/0 .00 0/2 ECM cell adhesion DOWN .0 0/7 VAQUERIZAS”Appendix
A 0/0 .00 0/20 'YC”Metabolism UP .0 0/30 VAQUERIZAS] Fe al lung
A 0/0 .00 0/16 YC—Protein synthesis degradation UP 0 0/62 VAQUERIZAS”Lun
A 0/0 .00 0/8 YC_RNA processing binding UP .0 0/16 VAQUERIZAS”]| Pancreas
A 0/0 .00 0/2 YC~Signal transduction UP .0 0/24 VAQUERIZAS Trachea
A 0/0 .00 0/3 YCZTumor supressor genes UP .0 0/14 VAQUERIZAS Fetal liver




Correlation Cluster

Spot Summary: N

# metagenes = 38
# genes = 224

<r> metagenes = 0.96
<r>genes =0.44
beta: r2=5.46 / log p= -Inf

# samples with spot =38 (13.8 %)
Atypical : 9 (12.2 %)
Classical : 4 (12.5%)

Basal : 8 (9.5%)

Overview Map
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Spot Genelist

Rank
ID
1 58
2 6588
3 1158
4 283120
5 4620
6 70
7 4151
8 10324
9 4625
10 4633
11 734
12 7060
13 8557
14 4703
15 4608
16 1917
17 9499
18 2318
19 4619
20 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

©o~NoOOR~WNE

Density

p-value #in/all

1le-99
5e-37
6e-34
3e-30
4e-28
2e-22
9e-20
3e-18
9e-18
le-17
2e-17
7e-17
9e-15
4e-14
6e-14
le-13
3e-12
6e-12
le-11
6e-11
le-10
2e-10
6e-10
9e-10
1le-09
3e-09
3e-09
5e-09
4e-08
7e-08
8e-08
9e-08
9e-08
le-07
2e-07
2e-07
8e-07
le-06
2e-06
2e-06

15

10

Geneset

0.8

0.6

0.4

0.2

FDR

88/127 H.Tis¢ WIRTH_Muscle

2436 BP muscle filament sliding

24/ 44 MF  structural constituent of muscle

27184 BP  muscle contraction

26/88 CC Zzdisc

13/16 H.Tiss WIRTH_Hippocampus

15/34 cc  myofibril

12/20 CC  Iband

11/16 GSE/# RICKMAN_HEAD_AND_NECK_CANCER_F

10/12 CcC myosin filament

14/37 CC  sarcomere

291297 MF  actin binding

9/13 CC  muscle myosin complex

12/37 BP  cardiac muscle contraction

9/15 BP  striated muscle contraction

9/16 CC Mband

8/14 CC  contractile fiber

8/15 GSE# REACTOME_STRIATED_MUSCLE_CONTRACTION

14/88 BP muscle organ development

7112 MF ftitin binding

9/29 CC  sarcoplasmic reticulum membrane

8/21 BP  sarcomere organization

11/62 CC  sarcolemma

9/36 CC  sarcoplasmic reticulum

10/51 BP  skeletal muscle tissue development

6/11 CC  Aband

6/11 BP cardiac muscle tissue morphogenesis

6/12 BP  skeletal muscle contraction

9/53 MF  cytoskeletal protein binding

7128 CC  T-tubule

8/42 CcC myosin complex

6/18 BP regulation of muscle contraction

6/18 BP regulation of the force of heart contraction

13/149 MF  calmodulin binding

20/375 Disea GUDJ_psoriasis down

147184 CC actin cytoskeleton

5/14 MF  tropomyosin binding

5/15 GSE/ EBAUER_MYOGENIC_TARGETS_OF_PAX3_FOXO1_FUSION

5/16 GSE/ KEGG_DILATED_CARDIOMYOPATHY

6/29 BP regulation of heart contraction
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K #JM?” %§£¢§%m sliding 00 lue #}E‘ga” up %%@” Qdeneset
7184 muscle contraction 0.116 1/9 WA 15/34 myuflbrll
e-14 2/37 cardiac muscle contraction 0.163 1/13 LES modullﬁ 12/20
/15 striated muscle contraction 0.174 1/14 LIU_LIVER_ CANCEI 10/12 myosln filament
4/88 muscle organ development 0.185 1/15 GENTLES modu|13 14/37 sarcomere
/21 sarcomere organization 0.995 21530 Lembcke_Normal vs Adenoma 9/13 musc\e myosin complex
0/51 skeletal muscle tissue development 0.996 21553 Lembcke_Colonic Inflammation 9/16 M bani
/11 cardiac muscle tissue morphogenesis 1.000 0/15 RHODES_CANCER META SIGNATURE e-12 8/14 con!ra?tllefb
/112 skeletal muscle contraction 1.000 0/16 RHODES UNDIFFERENTIATED CANCER e-10 9/29 sarcoF asmlc reticulum membrane
118 regulation of muscle contraction 1.000 0/15 SOTIRIOU BREAST CANCER_GRADE_1 VS_3 DN e-10 11/62 sarcole
118 regulation of the force of heart contraction 1.000 0/15 SOTIRIOU”BREAST_CANCER_GRADE_1_VS”_ 3 UP 9e-10 91736 sarcoplasmu: reticulum
129 regulation of heart contraction 1.000 0/10 LIU BREAST CANCER 3e-09 6/11 A band
126 ventricular cardiac muscle tissue morphogenesis 1.000 0/14 LIUUCOMMON_CANCER _GENES 7e-08 7128 T-tubule
e-05 4114 adult heart development 1.000 0/15 LIU” PROSTATE CANCER_DN e-08 8/42 myosin complex
e-05 8190 calcium ion transport 1.000 0/14 LIU PROSTATE CANCER_UP e-07 14 /184 actin cytoskeleton
e-05 4/15 regulation of release of sequestered calcium ion into cytosol by sarcoplasmic 1.000 0/14 e-06 171333 cytoskeleton
3e-04 4124 regulation of calcium ion transpor 1.000 0/16 WOLFER overlag enes e-05 5/24 voltage—gated calcium channel complex
4e-04 5747 skeletal muscle cell dlfferentlatlon 1.000 0/12 BEN-POR; e-05 4713 pseudopodium
/14 muscle cell cellular homeostasis 1.000 0/15 GENTLES_modull e-05 4/18 costamere
114 neuromuscular synaptic transmission 1.000 0/16 GENTLES_modul2 e-04 5/43 neuromuscular junction
idﬂ(%” g%eset Aﬁ%—a(ﬁ %Iﬂ! 1 Q’Bngéﬁgsls down d Eoo\éalue A#JrAMa” Q\g}a%% l5{\@5 vs. cultured astroglia
0 /1720 Chr1 1e+00 0/572 GUDJ_psoriasis up 0.018 4174 GIEZELT_GBM_STS up VS_LTS
21618 Chr4 1e+00 0/17 BCHETNIA_EBM up 0.027 3/48 Noushmehr_Pron_GCIMP. hypermeth DN
6/918 Chr17 1e+00 o/ BCHETNIA_EBM down 0.029 3/49 mature astrocytes—
1/602 Chr 10 1e+00 0/26 BCHETNIAZEBM-| DM up 0.052 2/27 WIRTH_PN subtype
2714 Chr NA 0/0 0.056 3/64 Chrlstensen _hypermethylated_in_grade2_: astrocytoma
6/1033 Chr NA 0/0 0.086 9/391
/280 Chr 13 NA 0/0 0.104 1/ WI||SC|’TE[ GBM_STSwt_proteomics—N
41957 Chr11 NA 0/0 0.105 4/132 Christensen_hypermethylated_in gradés oligoastrocytoma
1/743 Chr NA 0/0 0.116 1/ Colman_survival robus
07699 Chrs NA 0/0 0.121 3/89 WIRTH Normal Bl
2/914 Chr3 NA 0/0 0.128 41142 Chrlstensen hypermethylated in_grade2_oligodendroglioma
1504 Chr 15 NA 0/0 0.174 1/14 AAK_Cl Yp
6/519 Chr 14 NA 0/0 0.174 1/14 VERHAAK NL b
71630 Chr X NA 0/0 0.195 3/112 Chrlslensen hypermethylaled in_grade2_oligoastrocytoma
1717 Chr 16 NA 0/0 0.257 71379 Dowi
. 1232 Chr 18 NA 0/0 0.260 122 KIM déleted & downregulated in LTS
. 1866 Chr 12 NA 0/0 0.318 /28 Barbus_GBM_S’
. 633 Chr NA 0/0 0.346 /31 KIM prégnostic S|gnature LTS
. 1/1135 Chr 19 NA 0/0 0.363 /33 willscher_GBM_proteomics._\ WtOnly SpotC
BAube 4 | 1SQiue 4 (ISTAISIRIFES
e-18 1'5‘{9” §%§¢-¥EAD AND NECK CANCER F nk e-99 ue %mﬁ” %sﬂ-ﬁﬁg{: .2 a } ” @ﬁ{'gﬁ)%tal signature 2
115 REACTOME_STRIATED MUSCLE_CONTRAC e-22 13/16 WIRTH”]| Hlppocam us 0.6 169 SPANG LPS 6hrs DN
115 EBAUER MVOGENIC 'I7SRGETS OF PAX3_| FOXOl FUSION e-01 9/400 WIRTH Nervous ¥‘ 0.7 1275 HANG_DLBCL mutated
116 EGG_DILATED CARDIOMYOPATHY™ e-01 1/12 WIRTH_Prim. lymphoid organs 0.7 /100 ROSOLOWSKI blue total
! DASTU'RAL RIZI_ TARGETS DN e-01 1/15 WIRTH Cerehellum 0.9 1140 DAVE_BL-vs-DLBCL
4/14 EGG_ARRHYTHMOGENIC_RIGHT VENTRICULAR CARDIOMYOPATHY e-01 1/120 WIRTH Tes 0.9 1250 LENZ”Stromal signature 1
4/16 DAVICTONI TARGETS OF FOXO: NS_DN e+00 0/5 WIRTHT] Pnunary gland .0 1426 SPANG_CD40 6hrs DN
4/16 GG_HY! ROPHIC_CAI DTOMYOPA HY H v e+00 0/26 WIRTH_Pancreas .0 /291 SPANG_IL21 U
! ?EACTOMEiRAS ACTIVATION UOPN CA2 TNFUX THROUGH NMDA R e+00 0/417 WIRTH Immune system .0 /327 SPANG_CD40 6hrs UP
/11 REACTOME_CREB PHOSPHORYLATION THROUGH_THE_ACTIVATION_ e+00 0/13 WIRTH”Sec. IYmp oid organs .0 /755 PANG_BCR Ul
113 REACTOME_GLUCOSE M BOLISM e+00 0/10 WIRTH_B—cell .0 /852 SPANG BCR DN
113 REACTOME_CREB PHOPHORYLATION THROUGH_THE ACTIVATION C e+00 0/13 WIRTH Tonsil .0 0/13 BENTI
/13 REACTOME_ACTIVATION O DA _RECEPTOR_UPON_GLUTAMATE_E e+00 0/13 WIRTH Thymus .0 0/13 BENTINK mBL DOWN
114 RORIE_TARGETS OF EWSRT FLIl ?USION DN™ e+00 0/12 WIRTH”Lymphocytes .0 0/12 BL
114 DAIRKEE CANCER PRONE RESPGNSE e+00 0/6 IR Bone 0 0/18 DAVE BLTn!er
114 LIANG_SILTENCED BY_METHYLA UP e+00 0/14 WIRTH Globus pallidus .0 0/12 WVE_BL
s BAIoN A Jo&“g'P%TRE%ESFI‘E’RTNACT'VAT'O“ EVENTS £100 311 WIRTH-Cortex cereon 2 gie  BNEen st b
! 5 DAIRKEE_CANCER PRONE_RESPONSE_E. E+00 0/1 WIRTH“I'I’?rlex e 0 D; 2 DAVE”NFkB
/ e+ “Thalamus . |
115 IOOTHA_GLYCOLYSIS e+00 0/50 WIRTH_Homeostasis .0 0/28 DAVE_Immune responsel
IRNASL ARG NALISE |
é—ﬂn{ ” sct;ucmraﬁgnsmuem of muscle éDO 4, ” %E%%t € ) St\oma papillary
29 /297 0.004 4] 4 AGGA-483 0/34 Pancreallc cancel
7112 mln blndm 0.009 /1 AGCG-191 0/22 Glioblastoma muluforme somatic
9/53 cyloskeletal proleln binding 0.039 /5 GGGG-296 0/21 Gastrointestinal
13/149 calmodulin binding 0.040 15 —-31 0/ Pnunary adenoma
5/14 tropomyosin blndlng 0.058 /6! CAGG-504 0/36
7156 motor activity 0.058 /6! TCTG-198 0/27 Cglorectal cancer
4114 actin monomer hinding 0.069 1161 AAGC-137 0/ lenomas, multlple colorectal
21/579 calcium ion binding 0.077 17 AGGT-500 0/35 Prostate canc
4716 microfilament motor activity 0.079 /6 CGTC-208 0/11 Alzhelmerdlsease susceptibility to
7177 actin filament binding 0.081 135 GCAA-431 0/ Schlzophrenla susceptlbl ity to
135/8023  protein bindin: 0.082 175 0/ Parklnson \
4127 \TPase bindin: 0.090 137 CTCT-526C--518F--526A 0/23 Fatocellu ar carcmoma
4128 voltage—-gated calcium channel activity 0.100 182 0/29 elanoma and neural system tumor syndrome
3/14 calmodulin-dependent protein kinase activity 0.128 110 CTAC-325 0/30 Ovanan cancer
71124 ﬁfOWIh factor activity 0.130 19 GCTT-498 0/38 Breast cancer
5/63 ormone activity 0.143 1 4 CTAG-384 0/15 Gastric cancel
2/10 voltage-gated sodium channel activity 0.152 /9 GTGC-507 0/4 Thyroid carclnoma follicular
2/11 actin-dependent ATPase activity 0.162 /5. GCAA-502 0/36 Lung cancer
2/11 vinculin binding 0.163 /1 ATGC 517B 0/12 Bladder cancer
o% Ld Lyldl base |
—Naltie 8 Senese
l I lglgggset éOQ 9 I %Ell -‘,9 .2 ACIET Y L 16
1/5 miR-320 0.12 144 hsa-miR-636 .0 0/16 ACIEJ] L
1/6 miR-221 0.15 112 hsa-miR-652 .0 0/13 ACIEJ] L 10
1/8 miR-222 0.26 122 hsa-miR-596 .0 0/7 ACIEJ”] L13
0/11 let-7a 0.28 124 .0 0/9 ACIEJ”] L 14
0/6 let-7b 0.29 125 .0 0/11 ACIEJ”] L 15
0/4 let-7c 0.31 127 .0 0/2 ACIEJ”] L17
0/6 let-7d 0.31 127 .0 0/14 ACIEJ”] 9
0/4 let-79 0.35 132 .0 0/4 ACIEJ”] L
0/13 miR-. 0.36 133 .0 0/5 ACIEJ”| L 20
0/5 miR-101 0.37 134 .0 0/15 ACIEJ”] L 22
0/2 miR-101b 0.38 1164 .0 0/4 ACIEJ”] L 23
0/4 miR-106b 0.39 136 .0 0/12 ACIEJ”] L 24
0/2 miR-107 0.40 137 .0 0/14 IACIEJ”]| L 26
0/4 miR-122 041 138 .0 0/2 IACIEJ]| L 27
0/ miR-124a 0.44 143 .0 0/5 ACIEJ] L 28
0/ miR-125a 0.44 143 .0 0/6 ACIEJ] L 29
X 0/ miR-125b 0.48 148 I .0 0/11 ACIEJ] L
. o/ miR-126 0.50 1122 hsa-miR-1248 0 0/14 ACIEJ] L 30
X o/ miR-127 0.50 150 hsa-miR-504 .0 0/11 IACIEJ”] L31
AUWLRCE, K poyave 4 K blaele .
a r}z e a” &ﬁﬂ%ggﬂ 1 al k pefOSalue ﬂmﬁg E‘%gg\%sl'%g low expression TF al k .1 [ﬂr{a" ﬁ ijLE Skeletal. muscle psoas
.0 0/13 e+00 4/1095 HEBENSTRElthgh expression TF 0.4 1/40 VAQUERIZAS Fetal brai
0/15 e+00 41233 KIM MYCt r efs 0.4 1/43 VAQUERIZAS”Whole braln
0/11 e+00 0/14 0.5 1/44 VAQUERIZASPlacenta
0/14 e+00 0/5 .0 0/28 VAQUERI ZASiLIVer
.0 0/12 e+00 0/63 YCﬁar ets UP .0 0/37 VAQUERIZASProst:
0 0/11 e+00 0/9 YCjargets DOWN .0 0/29 VAQUERIZAS™ Smooth muscle
.0 0/15 e+00 0/4 'YC_Apoptosis UP 0 0/43 VAQUERIZAS”Utel
.0 0/13 e+00 0/8 YC”Cell cycle UP .0 0/144 VAQUER ZAsfe_eneral
.0 0/14 e+00 0/2 YC Cell cycle DOWI 0 0/12 VAQUERIZAS Kidi
A 0/0 e+00 0/4 Cell growth and prohferauon UP .0 0/22 VAQUERIZAS” Spinal cord
A 0/0 e+00 0/2 C_"hromatln modification UP 0 0/41 VAQUERIZAS Thym
A 0/0 e+00 0/7 'YC”DNA repai .0 0/39 VAQUERIZAS”Thyroi
A 0/0 e+00 0/3 YC_DNA l'eP“Cﬁlan upP .0 0/62 VAQUERIZAS”Whole blood
A 0/0 e+00 0/2 ECM cell adhesion DOWN .0 0/7 VAQUERI ZAS_ApPendlx
A 0/0 e+00 0/20 'YC”Metabolism UP .0 0/30 VAQUERIZAS Fetal lung
A 0/0 e+00 0/16 YC—Protein synthesis degradation UP 0 0/62 VAQUERIZAS Lung
A 0/0 e+00 0/8 YC_RNA processing binding UP .0 0/16 VAQUERIZAS_Pancreas
A 0/0 e+00 0/2 YC”Signal transduction UP .0 0/24 VAQUERIZAS Trachea
A 0/0 e+00 0/3 YCZTumor supressor genes UP .0 0/14 VAQUERIZAS Fetal liver




Correlation Cluster

Spot Summary: O Spot Genelist Geneset Overrepresentation

# metagenes = 38 RanII<D maxe T Symbgescnptlon Rank p-value #in/all Geneset
min e
# genes = 115
1 2710 179 -0.85 028 GK glycerol kinase [Source:HGNC Symbol;Acc:4289] 1 2e-08 43/2659 CC  plasma membrane
2 3e-06 11/269 BP  inflammatory response
<r> metagenes =0.94 2 51561 1.25 -057 025 IL23A  interleukin 23, alpha subunit p19 [Source:HGNC Symbol;Acc 3 le-05 22/1167 BP  signal transduction
<r> genes = 0.18 4 3e-05 14/553 Cance Lembcke_Colonic Inflammation
' 3 7850 1.16 -0.64 0.28 ILIR2 interleukin 1 receptor, type Il [Source:HGNC Symbol;Acc:599 5 5e-05 3/11 BP  negative regulation of interleukin-12 production
beta: r2=0.79 / IOg p= —Inf 6 7e-05 13/530 BP  innate immune response
4 162989 105 -095 032 DEDD2 death effector domain containing 2 [Source:HGNC SymbolAc 7 2e-04 16/835  CC integral to plasma membrane
. 8 3e-04 4/45 BP  cellular defense response
= 0, )
# Samples with Sp0t 5 ( 18% ) 5 1844 0.97 -0.49 048 DUSP2 dual specificity phosphatase 2 [Source:HGNC Symbol;Acc:3( 9 3e-04 9/312 BP  immune response
i : 9 5e-04 6/143 MF  transmembrane signaling receptor activity
ypical : . 0
6 221692 094 -029 05 PHACTRphosphatase and actin regulator 1 [Source:HGNC Symbol;Ac 1% le-03 3/29 BP  receptor internalization
l 2e-03 2/9 GSE# SA_MMP_CYTOKINE_CONNECTION
7 6774 0.92 -092 0.21 STAT3 signal transducer and activator of transcription 3 (acute-phas 13 2e-03 4174 BP regulation of immune response
14 2e-03 2/11 cc low-density lipoprotein particle
8 25953 089 -048 052 PNKD paroxysmal nonkinesigenic dyskinesia [Source:HGNC Symbc %g 2e-03 2/ GSE# N‘I‘IKAi;MA—EOS'NOPH”-I )
3e-03 6/204 BP  cell surface receptor signaling pathway
80704 0.86 -0.36 0.37 SLC19A3solute carrier family 19 (thiamine transporter), member 3 [Sot 17 3e-03 2112 GSE# PEREZ_TP53_TARGETS
y P
18 3e-03 2112 GSE# ROVERSI_GLIOMA_COPY_NUMBER_UP
— nucleotide-binding domain, leucine rich repeat containing receptor signalin
10 83636 083 -054 04 C190rf12chromosome 19 open reading frame 12 [Source:HGNC Symt 19 3e-03 3142 BP ° 9 ucine P g receplor sig
20 3e-03 9/435 BP  G-protein coupled receptor signaling pathway
. 21 4e-03 2/13 MF  mitogen-activated protein kinase binding
. -0. . chromosome 10 open reading frame 11 [Source:HGNC Symt
11 s3ss 08 055 032 C10orfil P 9 L v 22 4e-03 2/13 GSE# LIU_TARGETS_OF_VMYB_VS_CMYB_DN
gumor nec factor recent family. member 8 [Sourc 23 4e-03 2/14 cCc  very-low-density lipoprotein particle
12 943 0.77 -0.35 043 TNFRSF8umor necrosis r receptor superfamily, member 8 [Source 24 46-03 2114 GSE# VALK_AML_CLUSTER 5
. 25 4e-03 2/14 GSE/ MAHAJAN_RESPONSE_TO_IL1A_UP
Overview Map SpOt 13 o674 076 -035 029  KIAAQDAKIAADDAD [SourceHGNC Symbol;Acc:28950] 26 5e-03 2/15 GSEf TONKS_TARGETS_OF_RUNXL_RUNXLT1_FUSION_GRANULOCYTE_C
27 5e-03 2/15 GSE# KEGG_NOD_LIKE_RECEPTOR_SIGNALING_PATHWAY
50 14 81553 0.73 -0.39 05 FAMA49A family with sequence similarity 49, member A [Source:HGNC 28 56-03 2715 GSE/ BIOCARTA NKCELLS PATHWAY
29 5e-03 3/49 Glio Donson-innate immunity-associated with LTS in HGA
40 - 15 64180 0.71 -0.23 037 DPEP3 dipeptidase 3 [Source:HGNC Symbol;Acc:23029] 30 5e-03 61227 MF  receptor activity
31 5e-03 8/386 Chr  Chr22
16 56905 0.71 -0.67 0.37 C150rf39chromosome 15 open reading frame 39 [Source:HGNC Symt 32 56-03 2/16 MF  14-3-3 protein binding
30 33 5e-03 2/16 MF  chemokine receptor activity
17 26823 0.7 -0.27 0.29 34 5e-03 2/16 GSE# GAZDA_DIAMOND_BLACKFAN_ANEMIA_MYELOID_UP
2 35 5e-03 2/16 GSE/ SUH_COEXPRESSED_WITH_ID1_AND_ID2_UP
0 18 5027 0.69 -0.34 0.26 P2RX7 purinergic receptor P2X, ligand—gated ion channel, 7 [Source 36 5e-03 5/162 CC  external side of plasma membrane
37 7e-03 2/18 BP positive regulation of T cell mediated cytotoxicity
10 - 19 140 069 -029 039  ADORA3adenosine A3 receptor [Source:HGNC Symbol;Acc:268] 38 7e-03 47111 BP  chemotaxis
39 7e-03 2/19 BP T cell proliferation
ll 1 20 9034 0.67 -0.33 0.62 CCRL2 chemokine (C-C motif) receptor-like 2 [Source:HGNC Symbi 40 8e-03 3/59 MF  protein phosphatase binding
I I I I
1 10 20 30 40 50 1 10 20 30 40 50
0.25 p—values
0.20 e m i = s s == e 1
%DE =0 —|P
0.15
' 15 n
0.10 --|Fr- 0.8
0.05 oo | fdl ’
000 1 ,"” ,|l|||n L ol i ol — Iy ']IIII - Al |II >
e R IR i |||'|| |||‘||“|“| WUARLL ||!l|'l| Py =10 - 06 ¥
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WANG_ER_| U
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I ﬁmﬁ)ﬁ}response !
167 signal transduction
negative regulatlon of interleukin-12 production 2e-| Dl
innate immune response 4e-01
5 cellular defense response 9e-01
immune response 1e+00
receptor internalization 1e+00
4 regulation of immune response 1e+00

g % @liomc Inflammation én{
SPANG BCL6-index 6 integral to plasma membrane
KUIPER_ MM good survival / low=density lipoprotein particle
SPANG_LPS-index2 {0} /14 very—-low—-density lipoprotein particle
Lembcke_Normal vs Aden 0 /162 external side of plasma membrane
RHODES~ CANCER META SIGNATURE 0; /117 cytoplasmic vesicle
RHODES”UNDIFFERE NTIATED CANCER 0: /198 transcription factor complex
SOTIRIOU BREAST CANCER_GRADE 1 VS 3 DN 2e-0:; 2 /3274 integral lo membrane
SOTIRIOU BREAST _CANCER_GRADE_1_VS™: 3 UpP 6e-0. 1/949 nucleoplasm
LIU_BREAST CANCER 7e-0 /134 early endosome
LIU COMMON CANCER_GENES 7e-0. /11
| ANCER 9e-0 /14 splndle midzone
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Q’B %&ﬁ;sls up d EOO\SIalue H%a” grgﬁﬁar immunity-associated with LTS in HGA
GUDé_Ipsorlasls down 0.010 / 265 cher_GBM_Verhaak-CL_expression_B_up
BCHETNIA_EBM up 0.010 /265 cher_GBM_Verhaak-MES_expression_B _u
BCHETNIA_EBM down 0.010 ; 65 cher_GBM_Verhaak-PNwi_expression_B_down
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1449 20 NA 0.196 18 cher_GBM_Verhaak-PNwf_expression_| I(up
X 1699 hr5 NA 0.196 18 Cl ueu_GB I"Verhaak-PNmat_expression_K_up
. 1504 hr 15 NA 46 L vs. OPC
. 1714 hr 6 NA 0.288 49 hnstensen _hypomethylated_in_primary_glioblastoma
Bk 4 SR HTIRRITIE,
00 fig/all - GeReSElroxne connection kT povdlue - gip/all - GeNeSEl nuou 8 ol Gepesst,e
. 111 NARAJIMA EOSINOP'H 0.22 21127 WIRTHMuscle 0.03 1/4 MASCQUE mBL DOWN
. 112 PEREZ TP53 S 0.22 1/3 WIRTH Placenta 0.04 571274 SPANG_ILZ1 DN
. 112 ROVERSI GLTDMA COPY_NUMBER_UP 0.55 3/417 WIRTHT] Immune system 0.09 1/13 BENTINK_mBL DOWN
. 113 LIU_TARGETS, OFVMYBj/SﬁCMYEDN 0.57 1/120 WIRTH Tes 0.13 1/20 DAVE_Immune responseZ
114 VAI:K AML_CLUSTER 5 0.77 2 /400 WIRTH_| Nervous System 0.14 1/22 DAVE_NFkB
114 AHAJAN RESPONSE TO_IL1A_UP 1.00 0/5 WIRTHPituitary gland 0.17 5/426 SPANG_CD40 Ghrs DN
115 TONKS TARGETS_OF PUNX RUNXlTl FUSION _GRANULOCYTE_DN 1.00 0/26 WIRTH_Pancreas 0.25 2/ DAVE BL-vs-|
115 KEGG NOD LIKE"RECEPTOR SIGNALING_PATHWAY 1.00 0/13 WIRTH”Sec. I¥mphowd organs 0.37 71852 SPANG BCR D
115 BIOCARTA NKCELLS PATHWAY 1.00 0/12 WIRTH_Prim. lymphoid organs 0.38 / SPANG_LPS 6hrs DN
/16 GAZDA DIAMOND BL/ACKFAN ANEMIA MYELOID_UP 1.00 0/10 WIRTH B—cells 0.39 1327 SPANG_CD40 6hrs UP
116 UH COEXPRESSED_WITH ID1_AND D2_UP 1.00 0/1 WIRTH Tonsil 0.52 /250 LENZ Stromal slgnaturel
/ 'ONG_ENDOMETRIAL_CANCER_LATE 1.00 0/1 WIRTH Thy mus 0.56 /118 SPANG_LPS s UP
/ VALK AML CLUSTER 7 1.00 0/12 WIRTH Gy 0.85 1275 ZHANG_ DLBCL mutated
/ Cl TE| 1.00 0/14 WIRTH obus pallldus 0.90 /755 SPANG BCR UP
/ R'R PITHELIAL_MES NCHYMAL TRANSITION_DN 1.00 0/1! WIRTH Telencephalon 1.00 0/13 BENTINK mBL up
/ ZAIDI O'STEOBLAST TRANSCRIPTION—FACTORS 1.00 0/1 WIRTH”Cortex cerebrl 1.00 0/12 DAVE_BL_DI
/ OCART/ L_PATHWAY 1.00 0/ 1 WIRTH Hippocampus 1.00 0/18 DAVE_BL‘Inter
! TONKS T'R TS OF RUNX1 RUNX1T1 FUSION SUSTAINED_IN_GRA 1.00 0/1 WIRTH Thalamus 1.00 0/12 DAVEBL UP
17 WANG_ESOPHAGUS_CTANCER_PROGRESSION_UP 1.00 0/1! WIRTH_Cerebellum 1 00 0/18 DAVEZc-myc BL UP
alue #}q{?” %r% §§7eatn ignaling receptor activity J éol € g,é J”H&@P—‘E§9t ,05 € J}§‘!ﬁ éé%lﬁ§ﬁ£
2/13 mitogen—; actlvale protein kinase binding 0.02 13! ACAA-45 0.07 /10 Myelofibrosis |d|opa ic
1227 rece tor activity 0.09 11 ATGC-517B 0.07 /10 Sf/slemlc Iupus erythematosus (SLE)
/16 -3 proteln binding 0.09 17 ATGT-4 0.08 /12 dder cancer
116 chemoklne receptor activity 0.11 1167 ATGC-103--107 0.11 /16 Cervical cancer, somatic
159 g{rolem phosphatase binding 011 /8 TGCA~ 0.14 121 Gpstrointestinal
123 golymerase Il repressing transcription factor binding 0.12 18 ATTA-380-3P 0.14 /22 Glioblastoma multiforme, somatic
1297 actin bindin 0.13 18! ATGC-33 0.15 123 Hepatocellular carcinoma
1321 G-protein coupled receptor actMP/ . ) 0.14 / GGGC-365 0.15 123 Stroke, suscepnblllty to
! ligand-activated sequence-specific DNA binding RNA polymerase Il transcrif 0.15 / GTGC-507 0.17 127 Colorectal car&c
1102 ion channel activity 0.16 1102 GG— 0.18 129 Melanoma and neural system tumor syndrome
145 steroid hormone réceptor activit 0.17 4/309 CTACLET-7A-LET-7B-LET-7C-LET-7D-LET-7E-LET-7F--98-LET-7G- 0.19 130 Ovanan cancer
146 protein tyrosine/serine/threonine phosphatase activity 0.17 1107 CC, 0.20 132 Leukemia
148 ghos/%ho?rotem phosphatase activity 0.20 132 CTCT-36: 0.21 134 Pancreatic cancer
150 adaptor activity 0.21 1124 TCT-7 0.21 134 Squamous cell carcinoma, head and neck
110 arylsulfatase activity 0.22 135 CAA-431 0.21 134 Hematological
110 dipeptidyl-peptidase activity 0.22 135 CAGT-134 0.22 /35 Prostate cancer
110 low—-density lipoprotein receptor activity 0.22 1129 TAAT-323 0.22 /36 Cancer
110 rotein kinase B binding . - . 0.23 5/470 GCAC-17- 5P——ZOA——106A——106B——208——5190 0.22 /36 Lung cancer
163 NA polymerase Il core promoter proximal region sequence-specific DNA bir 0.24 4358 TGCA-519C--519B--519, 0.23 /38 Breast cancer
0
0,
0
0
0
0
0.
[
0.
[
0.
0.
0
0
0
0
0
0
0

Nl A ton) '%%i Dalse WAk b3 Genese
0/11 let-7a 3 120 hsa-miR-: 0/13 ACIEJ”] L 10
0/6 let-7b .15 123 hsa-miR-668 0/7 ACIEJ] L 13
0/4 let-7c .15 123 hsafml 0/ ACIEJ] L 14
0/6 et-7d .17 1106 R -526b 0/11 ACIEJ”] L 15
0/4 et-79 .17 127 sa—mlR—483—3p 0/15 ACIEJ] L16
0/13 iR-1 .17 1109 hsa-miR-1271 0/ ACIEJ”] L17
0/5 miR-101 .18 128 hsa-miR-193a-5p 0/14 IACIEJ| 9
0/2 miR-101b .20 /118 hsa-miR-509-3p 0/4 IACIEJ| L
0/4 miR-106b .25 141 hsa-m 0/5 ACIEJ”| L 20
0/2 miR-107 .25 141 hsa-m| 01 0/15 ACIEJ”] L 22
0/4 miR-122 .25 1139 hsa-miR-198 0/4 ACIEJ| L 23
0/2 miR-124a .26 143 hsa-m 58 0/12 ACIEJ| L 24
0/ miR-125a .26 143 hsa-miR-: 31—5§ 0/14 IACIEJ”]| L 26
0/ miR-125b .26 143 hsa-m P 0/2 IACIEJ]| L 27
0/ miR-126 .28 147 — 0/5 ACIEJ] L 28
0/ miR-127 .28 /48 hsa-miR-518a- 0/ ACIEJ”] L 29
o/ miR-128 .28 148 hsa-miR-208h 0/ IACIEJ”]| L
o/ miR-128b .29 150 hsa-miR-1224-3p 0/14 ACIEJ| L 30
0/2 miR-129 .31 1164 hsa-miR-96 o/ ACIEJ] L 31
de H[Ha” & ah_k 901va|ue #g/ ﬁllg E‘\%S‘; IT_low expression TF b04§ %%a" ﬁ Ut | us
0/13 0.03 15 YC TF and cofactors 0.07 1/10 VAQUERIZAS™Skeletal. muscle.psoas
0/15 0.35 163 YCTa%; s UP 0.10 1/15 VAQUERIZAS”Adrenal gland
0/12 0.49 11095 HEBENS REIT hlgh expression TF 0.11 1/16 VAQUERIZAS Heart
0/11 0.97 4171233 IM 0.13 1/20 VAQUERIZAS”Adrenal cortex
0/14 1.00 0/14 F 0.18 1/29 VAQUERIZAS”Smooth muscle
0/12 1.00 0/5 0.35 1/62 VAQUERIZAS”Whole blood
0/15 3 1.00 0/9 YCjargetS DOWN 0.35 1/62 VAQUERIZAS”Lung
0/13 1.00 0/4 YC_Apoptosis UP 0.63 1/144 VAQUERIZASGeneral
0/14 BENTINK src 2 1.00 0/8 'YC”Cell cycle UP 1.00 0/40 VAQUERIZAS”Fetal brain
0/0 1.00 0/2 YC Cell cycle DOW 1.00 0/44 VAQUERIZASPlacenta
0/0 1.00 0/4 Cell growth and prohferauon upP 1.00 0/28 VAQUERIZAS” Liver
0/0 1.00 0/2 C_ehromatln modification UP 1.00 0/37 VAQUERIZAS Prostate
0/0 1.00 0/7 YC”DNA repal 1.00 0/12 VAQUERIZAS Kidne!
0/0 1.00 0/3 YC_DNA repllcatlon UP 1.00 0/22 VAQUERIZAS” Spinal cord
0/0 1.00 0/2 ECM cell adhesion DOWN 1.00 0/43 VAQUERIZAS”Whole brain
0/0 1.00 0/20 YC~Metabolism UP 1.00 0/41 VAQUERIZAS Thymus
0/0 1.00 0/16 YC_Protein synthesis degradation UP 1.00 0/39 VAQUERI ZASThyrold
0/0 1.00 0/8 YC_RNA processing binding UP 1.00 0/7 VAQUERIZ ppendix
0/0 1.00 0/2 YCZSignal transduction UP 1.00 0/30 VAQUER ZAS Fe al lung




Correlation Cluster

Spot Summary: P

# metagenes = 55
# genes = 343

<r> metagenes = 0.94
<r>genes =0.23
beta: r2= 3.3 / log p= -Inf

# samples with spot =24 (8.7 %)
Atypical : 10 (13.5 %)
Classical : 1 (3.1 %)

Basal : 7 (8.3%)

Overview Map
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Spot Genelist

Rank

ID
1 51702
2 3006
3 43
4 884
5 80154
6 27237
7 85019
8 90990
9 8045
10 51337
11 79703
12 2872
13 85359
14 100169760
15 ses2
16 6509
17 2n7
18 3418
19 118881
20 83715

max e
min e
213 -1.03
213 -1.48
1.64 -1.34
1.58 -1
1.54 -1.25
1.42 -1.48
1.37 -0.88
1.34 -1.06
1.34 -1.07
1.33 -1.19
1.33 -1.36
1.32 -1.1
1.32 -0.72
13 -0.65
1.26 -1.57
1.23 -0.94
1.23 -0.84
12 -1.07
12 -1.2
12 -0.73

r

0.26

0.19

0.32

0.44

0.39

0.46

0.55

0.36

0.37

0.39

0.5

0.21

0.49

0.21

0.23

0.33

0.57

0.5

Description
Symbol

PADI3  peptidyl arginine deiminase, type Ill [Source:HGNC Symbol;A
HIST1H1tistone cluster 1, H1c [Source:HGNC Symbol;Acc:4716]

ASCL2 achaete-scute family bHLH transcription factor 2 [Source:HG

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

ARHGEF®R#&0 guanine nucleotide exchange factor (GEF) 16 [Source:H
TMEM241ransmembrane protein 241 [Source:HGNC Symbol;Acc:3172
KIFC2  kinesin family member C2 [Source:HGNC Symbol;Acc:29530
RASSF7 Ras association (RalGDS/AF-6) domain family (N-terminal) |
THEMS6 thioesterase superfamily member 6 [Source:HGNC Symbol;A
C11orfgochromosome 11 open reading frame 80 [Source:HGNC Symt
MKNK2 MAP kinase interacting serine/threonine kinase 2 [Source:HC
DGCR6L DiGeorge syndrome critical region gene 6-like [Source:HGN(
RNA5S9 RNA, 5S ribosomal 9 [Source:HGNC Symbol;Acc:34370]
PRSS8 protease, serine, 8 [Source:HGNC Symbol;Acc:9491]
SLC1A4 solute carrier family 1 (glutamate/neutral amino acid transpor:
GLA galactosidase, alpha [Source:HGNC Symbol;Acc:4296]
IDH2 isocitrate dehydrogenase 2 (NADP+), mitochondrial [Source:l
COMTD1catechol-O-methyltransferase domain containing 1 [Source:t

ESPN  espin [Source:HGNC Symbol;Acc:13281]

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 le-10 58/1135 Chr Chr19
2 1e-08 40/717  Chr Chr16
3 8e-08 57/1318 CC  mitochondrion
4 1le-06 37/755 Lympl SPANG_BCR UP
5 6e-06 20/304 CC  mitochondrial inner membrane
6 2e-05 13/152 BP  cellular metabolic process
7 5e-05 9/83 BP  respiratory electron transport chain
8 2e-04 45/1253 BP  small molecule metabolic process
9 3e-04 4116 GSE/# BERNARD_PPAPDC1B_TARGETS_UP
10 3e-04 4/16 GSE/# BIOCARTA_PTDINS_PATHWAY
11 3e-04 7162 BP negative regulation of ubiquitin—protein ligase activity involved in mitotic cel
12 3e-04 4/17 CC  proteasome accessory complex
13 4e-04 9/106 BP  protein polyubiquitination
14 4e-04 7166 BP positive regulation of ubiquitin—protein ligase activity involved in mitotic cell
15 4e-04 6/48 BP regulation of cellular amino acid metabolic process
16 5e-04 27/649  BP  gene expression
17 5e-04 8/89 CC  microtubule organizing center
18 6e-04 21/455 CC  perinuclear region of cytoplasm
19 6e-04 7170 BP regulation of ubiquitin—protein ligase activity involved in mitotic cell cycle
20 8e-04 4/21 BP  positive regulation of DNA repair
21 8e-04 7174 BP  anaphase-promoting complex-dependent proteasomal ubiquitin—-depende
22 1e-03 3/10 MF  NADH dehydrogenase activity
23 1e-03 3/10 MF  oxidoreductase activity, acting on NAD(P)H
24 le-03 3/10 GSE# REACTOME_MRNA_DECAY_BY_3_TO_5_EXORIBONUCLEASE
25 1le-03 3/11 GSE/ AMIT_EGF_RESPONSE_20_MCF10A
26 2e-03 3/12 GSE/ REACTOME_RESOLUTION_OF_AP_SITES_VIA_THE_SINGLE_NUCLEC
27 2e-03 6/63 BP DNA damage response, signal transduction by p53 class mediator resulting
28 2e-03 12/219 BP  mRNA metabolic process
29 2e-03 3/13 GSE/ PENG_GLUTAMINE_DEPRIVATION_DN
30 2e-03 3/13 GSE/ KEGG_RNA_DEGRADATION
31 2e-03 12/220 CC  mitochondrial matrix
32 3e-03 4/28 BP exonucleolytic nuclear-transcribed mRNA catabolic process involved in de:
33 3e-03 3/14 MF  pseudouridine synthase activity
34 3e-03 3/14 GSE/ REACTOME_METABOLISM_OF_MRNA
35 3e-03 3/14 GSE/ ST_B_CELL_ANTIGEN_RECEPTOR
36 3e-03 7/91 BP  antigen processing and presentation of peptide antigen via MHC class |
37 3e-03 6/70 BP  antigen processing and presentation of exogenous peptide antigen via MH(
38 3e-03 3/15 GSE/ DACOSTA_UV_RESPONSE_VIA_ERCC3_TTD_UP
39 3e-03 3/15 GSE# OZEN_MIR125B1_TARGETS
40 3e-03 3/15 GSE# SASSON_RESPONSE_TO_FORSKOLIN_UP
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ﬁn %” g\ GRS E\EU"C process ! g.oselne ﬁ'/’uﬁj“ sl@otrmal vs Adenoma ggcrr}'gﬁr%tn
9/8: respiratory electron transport chaln 0.22 1/14 LIU_PROSTATE_CANCER_UP mitochondrial inner membrane
45/1253  small molecule metabolic pro 0.27 1/15 GENTLES_modull proteasome accessory complex
716: negative regulation of ublqumn proleln ligase activity involved in mitotic cell ¢y 0.27 1/15 GENTLES modul6 8/ 8t microtubule organizing center
9/106 protein polyubiquitination 0.28 1/ GENTLES modul4 21/ perinuclear region of Cytoplasm
7166 positive regulation of ubiquitin—protein Iu%ase activity involved in mitotic cell cy 0.28 1/ GENTLESﬁmoduIlO 12/ 2: mitochondrial matrix
6/48 regulation of cellular amino acid metabolic process 0.28 1/ GENTLES modi 4/31 condensed nuclear chromosome
271649 gene expression L o 0.41 216 SHAUGH SSY MM hlgh risk 5/55 proteasome comple;
7170 regulation of ubiquitin— R‘roteln ligase activity involved in mitotic cell cycle 0.56 1/3 ZHANG_MM up 4/36 mitochondrial respiratory chain complex |
4/21 posmve regulation of D 0.63 1/ 4 KUIPER_ MM 00r survw /20 slereo ilium
7174 anaX ase—promoting complex dependent proteasomal ubiquitin-dependent | 1.00 o/ RH S_CANCER M TA SIGNATURE 65/2378 f
6/ 6: damage response, signal transduction by p53 class mediator resulting ir 1.00 0/ HODES”| UNDIFFERENTIA‘I’ED CANCER 20/579
12/219 mRNA metabolic process 1.00 o/ SOTIRIOU BREAST CANCER_GRADE_1 VS_3 DN 149 mltochondrlal intermembrane space
42 exonucleolytic nuclear-transcribed mRNA catabolic process involved in deade 1.00 o/ SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP 113 mitochondrial respiratory chain
719 antigen processing and presentation of peptide antigen via MHC class | 1.00 0/ LIU BREAST CANCER /14 COPI vesicle coat
6/7 antigen processing and presentation of exogenous peptide antigen via MHC ¢ 1.00 0/14 LIUUCOMMON_CANCER_GENES 114 exosom cfRNaSé‘ complex)
719 DNA recomblnauon 1.00 0/14 LIU_LIVER_CANCER 115 mnochon rial large nbosomal subunit
719 rRNA pro 1.00 0/ LIU"PROSTATE_CANCER_DN 136 microvill
5/5 nuCIear—transcn ed mRNA catabolic process, deadenylatlon dependent dec: 1.00 0/14 WANG_ER_UP 137 mltochondnal nucleoid
3/1 mitochondrial respiratory chain complex | assembl 1.00 0/9 WANG_ER_DN 11/4640 nucleu:
Jég/ lal gpgeset Aﬁ%a f*}[}'/é‘” Q’Engéﬁ;ss down #}an” Q&@SSSQM _MGMTmethyl up VS nonmethyl
40/ 717 Chr 16 21572 GUDJ_psoriasis up /37 W|IlscherCBM | “proteomics_wiOnly_Spot
30/918 Chr17 0/17 BCHETNIA_EBM up 2/328 Up
45/1720 Chr o/ BCHETNIA_EBM down /45 willscher_GBM_Verhaak-PNwt_expression_J_up
18/633 Chr 0/26 BCHETNIAZEBM-| DM up 162 Stuehler_Proteins_up_in_S’
221957 Chr11 A 0/0 170 willscher_GBM_proteomics_wtOnly_SpotJ
41187 Chr 21 A 0/0 1391 Down b~
15/743 Chr A 0/0 4/169 wnlsch‘er GBM_proteomics_wtOnly_Differencelist_
12/630 Chr X A 0/0 185 GIEZELT_GBM_STS_down_VS_L’
81449 Chr 20 A 0/0 146 L vs. OFC
8/504 Chr 15 A 0/0 149 Vishal_subnetwork signature of survwal in GBM
517386 Chr 22 A 0/0 1105 willscher_GBM_proteomics_wtOn potB
71534 Chr A 0/0 /53 Christensen_hypermethylated_in, prlmary glioblastoma
15/1033 Chr A 0/0 /58 Christensen_| hypomelhy ated in_secondary _glioblastoma
21232 Chr 18 A 0/0 /132 Chri: Enaell permethylale& in_grade3 ol'goastrocytoma
5/519 Chr 14 A 0/0 /71 willscher ‘erhaak—-CL_expression_]
67602 Chr 10 A 0/0 /71 willscher GBMVerhaak MES_expression_H up
10/914 Chr A 0/0 /71 willscher GBM~Verhaak-PNwi_expression_H_up
6/714 Chr A 0/0 /171 GIEZELT_GBM_MGMTmethyl_down_VS_nonmethyl
5/699 Chr A 0/0 /313 WIllscﬁer'GBM | “Verhaak-CL_éxpression_D_up
e 4 I 1SS 191y,
o0 #inal - Geneseloncis tarcers up kT poraiue  ginjall - Genesel, el Gepeset o
e—0: 4116 BIOCARTA_PTDINS_PATHWAY 0.24 1/13 WIRTH Cortex cerebri 4/119 ROSOL‘OWSKI greentotal
e-0: 110 REACTOME_MRNA DECAY_BY 3 TO_5_EXORIBONUCLEASE 0.24 1/13 WIRTH Thyroid gland 186 ROSOLOWSKI _green UP
e—0: / AMIT_EGF_RESPONSE 20 MCF10A — 0.27 1/15 WIRTH Telencephalon 118 DAVE c—wc BL UP
e—0: ! REACTOME_RESOLUTION OF AP SITES _VIA_THE_SINGLE_NUCLEOT 0.27 1/15 WIRTH_Cerebellum /20 ROSOLOWSKI_red UP
e—0: ! PENG_GLUTAMINE _DEPRIV, 0.42 1/26 WIRTH”Pancreas 0/426 SPANG CD40 Bhrs DN
e—0; / KEGG_RNA DEGR DATION 1.00 1/417 WIRTHZImmune system 8/852 G_BCR DN
e—0. /14 REACTOME_METABOLISM_OF MRNA 1.00 0/5 WIR H _Pituitary gland /86 ROSOLOWSKI red total
114 ST B _CELL_ANTIGEN RECEPTOR 1.00 0/13 WIRTH”Sec. I¥mphowd organs /38 ROSOLOWSKIblue DOWN
/ TA ONSE_VIA_ERCC3_TTD_UP 1.00 0/12 WIRTH_Prim. lymphoid organs /69 SPANG_LPS 6hrs DI
/ OZEN MIR125B1 TARGE 1.00 0/13 WIRTH Tonsil 4275 HANG_DLBCL mutated
/ SASSON_RESPONSE_TO FORSKOLIN _UP 1.00 0/13 WIRTH Thymus 47291 SPANGTIL21 UP
/ KEGG_PROPANOATE "METABO! 1.00 0/12 WIRTH”Lymphocytes 3/274 SPANG_IL21 DN
/ KEGG_ENDOMETRI. 1.00 0/6 WIRTH_Bone marrow 1/140 \VE BL-v:
/ KEGG ACUTE OTD KEMIA 1.00 0/400 WIRTH_Nervous System 21327 SPANG CD40 6hrs UP
/ REACTOME _NEF IATES DOWN_MODULATION_OF_CELL_SURFACI 1.00 0/14 WIRTH_Globus pallidus 0/13 BENTINK_mBL UP
/ NIKOLSKY BREA'ST CANCER 20Q11' AMPLICON 1.00 0/16 WIR H Hippocampus 0/13 BENTINK mBL DOWN
/ METASTASIS D 1.00 0/13 WIR halamus 0/12 WE_BL_DI
! GRATIA'S RETINOBLKS 1.00 0/120 WIR HT 0/18 DAVE_BL'Inter
! ZHAN_VARIABLE_EARLY_| DIFFER NTIATION |_GENES_DN 1.00 0/50 WIRTH_ Homeostasls 0/12 DAVE_BL UP
l..l(_ P Yalue y}%a” &%ngé%‘ogenase activity ém %74 J”Hgt%lgeﬁ?t é)gﬁ %St\oma papillary
3/10 oxidoreductase activity, acting on NAD(P)H 0.07 3/ CAG-490 0/34 Pancreatic cancel
0. 3/14 R seudouridine synthase activity 0.09 9/ 261 CTCA 125B--125A 0/22 Glioblastoma muluforme somatic
X 4134 IADH dehydrogenase (ubiquinone) activity 0.11 3/55 GGGG-296 0/21 Gastrointestinal
.005 217549 molecular_function 0.12 5/127 GACT-212--132 [ Pnunarya lenoma
X 6/79 electron carrier activity 0.13 5/129 CTCT-520A--525 0/36
. 4/36 4 iron, 4 sulfur cluster binding 0.15 3/64 ACAC-122A 0/27 Cglorectal cancer
. 20/531 catalytic activity 0.20 3/75 GGCA-324-3P 0/ lenomas, multlple colorectal
X 2110 hydrolase activity, actlng on glycosyl bonds 0.21 2/41 GCTG-512-5P 0/35 Prostate canct
. 2110 manosaccharide bindi 0.22 41116 CAGC-370 0/11 AlzRemer disease, susce tibility to
. 2110 quinone binding 0.23 3/80 GAGC-484 0/ Schlzophrenla susceptlbl ity to
. 5/73 metallopeptidase activity 0.27 2149 AGGA-483 0/ Parklnson \
0.021 2/11 AMP bindin % 0. 1/17 GCGC-518B--518C--518D 0/23 ?atocellu ar carcmoma
2 2711 Elutamone inding 0. 2156 GTGG-197 0/29 elanoma and neural system tumor syndrome
2! 2/13 binding 0. 1/19 GTCA-380-5P 0/30 Ovanan cancer
. 4157 transferase activity, transferring acyl groups 0. 2157 CTCA-526B 0/38 Breast Cancer
. 2714 Hsp0 protein binding 0. 3/102 AGGG-18A 0/15 Gastric cance
. 11/287 hydrolase activi 0. 3/107 TCCA-518C 0/4 Thyroid carclnoma follicular
2715 3'-5'-exoribonuclease activity 0. 2/65 CAGG-504 0/36 Lung cancer
3/36 coenzyme binding 0.4 3/116 GACA-219 0/12 Bladder cancer
NN WETISICTH LW INA YR i Dase MMk b3 o
é I SQ? set 0. g 5p { ACIEY L 15
02 1/10 miR-146a 0.0: 4143 hsa- mi 658 1/6 ACIEJ] L 29
0.2 1/12 miR-29¢ 0.0: 4147 i 0.14 1/7 ACIEJ] L
.0 0/11 let-7a 0.0: 5/75 i 0.17 1/ ACIEJ”] L 14
.0 0/6 let-7b 0.0: 2/13 0.22 1/12 ACIEJ”] L 24
.0 0/4 let-7c 0.04 4160 i 5 1.00 0/16 ACIEJ”] L
.0 0/6 et-7d 0.04 5/88 hsa-miR-149 1.00 0/13 ACIEJ”] L 10
0 0/4 et-7g 0.04 6/122 hsa-miR-515-3p 1.00 0/ ACIEJ”| 3
0/13 miR-1 0.04 6/123 hsa-miR-204 1.00 0/15 ACIEJ”] L 16
0/5 miR-101 0.04 3/38 hsa-miR-770-5p 1.00 0/2 ACIEJ| L17
.0 0/2 miR-101b 0.05 6/127 1sa-miR-223 1.00 0/14 ACIEJ”] L 19
.0 0/4 miR-106b 0.05 5/98 1sa-miR-325 1.00 0/4 ACIEJ”] L
.0 0/2 miR-107 0.05 4169 1sa-miR-518¢c* 1.00 0/5 ACIEJ| L 20
.0 0/4 miR-122 0.06 3/43 sa-miR-412 1.00 0/15 IACIEJ”]| L 22
.0 0/ miR-124a 0.07 4175 sa-miR-708 1.00 0/4 IACIEJ]| L 23
.0 0/ miR-125a 0.07 5/108 hsa-miR-211 1.00 0/14 IACIEJ]| L 26
.0 0/ miR-125b 0.08 4177 hsa-miR-942 1.00 o/ IACIEJ”]| L 27
.0 0/ miR-126 0.10 71188 hsa-miR- 1.00 0/ ACIEJ] L 28
.0 0/ miR-127 0.10 6/153 hsa-miR-! 1.00 0/11 ACIEJ] L
.0 o/ miR-128 0.10 1/5 hsa-miR-1268 1.00 0/14 ACIEJ] L 30
2R QVM'J'\%&" Geneset , ok pryalue  gnjal Genesela. o phaBIGyar cenesa ...
0/13 GUSTAFSO I UP 0.592 22 /1095 HEBENSTRE] hlgh expression TF 0.4 1/28 VAQUERIZAS Liver
0/15 .000 3/1146 HEBENSTREIrow expression TF 0.6 1/41 VAQUERIZAS” Thymus
0/12 .000 0/14 O 0.6 1/44 VAQUERIZAS Placenta
0/11 .000 0/5 F 0.8 2/144 VAQUERIZAS” General
.0 0/14 .000 0/63 YCjar ets UP 1.0 0/40 VAQUERIZAS Fetal braln
.0 0/12 .000 0/9 YCjargets DOWN 1.0 0/37 VAQUERIZAS_Prost:
.0 0/15 . .000 0/4 YC_Apoptosis UP 1.0 0/29 VAQUERIZAS™ Smooth muscle
.0 0/13 .000 0/8 'YC”Cell cycle UP 1.0 0743 VAQUERI ZASﬁU
.0 0/14 BENTINK src 2 .000 0/2 YC Cell cycle DOWI 1.0 0/12 VAQUERIZAS Idne
A 0/0 .000 0/4 Cell growth and prohferauon UP 1.0 0/22 VAQUERIZAS”Spinal cord
A 0/0 .000 0/2 C_"hromatln modification UP 1.0 0/43 VAQUERIZAS”Whole brain
A 0/0 .000 0/7 'YC”DNA repai 1.0 0/39 VAQUERI ZAS_th oid
A 0/0 .000 0/3 YC_DNA rephcauon UP 1.0 0/62 VAQUER ZAS_Whole blood
A 0/0 .000 0/2 ECM cell adhesion DOWN 1.0 0/7 VAQUERIZ, ppendix
A 0/0 .000 0/20 'YC”Metabolism UP 1.0 0/30 VAQUERI ZAS Fe |Iung
A 0/0 -000 0/16 YC—Protein synthesis degradation UP 1.0 0/62 VAQUERIZ,
A 0/0 .000 0/8 YC_RNA processing binding UP 1.0 0/16 VAQUERI ZAS Pancreas
A 0/0 .000 0/2 YC~Signal transduction UP 1.0 0/24 VAQUERIZAS Trachea
A 0/0 .000 0/3 YCZTumor supressor genes UP 1.0 0/14 VAQUERIZAS Fetal liver
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Correlation Cluster

Spot Summary: Q

# metagenes = 39
# genes = 357

<r> metagenes = 0.94
<r>genes = 0.27
beta: r2=5.59 / log p= -Inf

# samples with spot =42 (15.3 %)
Atypical : 4 (5.4 %)
Classical : 4 (12.5%)

Basal : 12 (14.3 %)

Overview Map
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Rank
ID

283869
4495
220064
10202
284085
131076
51083
8772

1152
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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
2.07 -1.8
2.01 -0.93
1.97 -1.11
1.86 -1.24
1.84 -0.94
1.69 -0.94
1.68 -1.14
1.67 -0.94
1.64 -1.33
155 -1.16
1.55 -0.58
15 -1.09

r

0.53

021

0.48

0.41

0.33

0.5

0.52

0.37

0.56

0.64

0.42

0.54

0.44

0.75

0.31

0.36

0.45

0.43

0.53

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
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, isof
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;Ai
OPLAH 5-oxoprolinase (ATP-hydrolysing) [Source:HGNC Symbol;Ac
FAM132Aamily with sequence similarity 132, member A [Source:HGN(

MIB2  mindbomb E3 ubiquitin protein ligase 2 [Source:HGNC Symb

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 5e-16 7711318 CC  mitochondrion
2 2e-12 41/530 Cance Lembcke_Normal vs Adenoma
3 9e-10 19/153 MF  structural constituent of ribosome
4 1e-09 38/579 CC  nucleolus
5 5e-09 50/949  CC  nucleoplasm
6 7e-09 23/253 BP translation
7 2e-08 14/96 BP  rRNA processing
8 2e-08 18/167  CC  ribosome
9 2e-07 11/66 BP  positive regulation of ubiquitin—protein ligase activity involved in mitotic cell
10 2e-07 36 /649 BP  gene expression
11 3e-07 10/55 CC  proteasome complex
12 3e-07 11/70 BP  regulation of ubiquitin—protein ligase activity involved in mitotic cell cycle
13 5e-07 11/74 BP  anaphase-promoting complex-dependent proteasomal ubiquitin—-depende
14 8e-07 9/48 BP  regulation of cellular amino acid metabolic process
15 8e-07 10/62 BP negative regulation of ubiquitin—protein ligase activity involved in mitotic cel
16 9e-07 10/63 TF  MYC_Targets UP
17 1e-06 53/1233 TF  KIM_MYC targets
18 3e-06 21/304 CC  mitochondrial inner membrane
19 6e-06 181242 BP  RNA metabolic process
20 8e-06 9/63 BP DNA damage response, signal transduction by p53 class mediator resulting
21 1e-05 7137 CC  mitochondrial nucleoid
22 2e-05 5/16 GSE/ KORKOLA_EMBRYONAL_CARCINOMA_UP
23 2e-05 5/16 GSE# WONG_EMBRYONIC_STEM_CELL_CORE
24 2e-05 30/595 MF  RNAbinding
25 2e-05 141167 BP cellular nitrogen compound metabolic process
26 2e-05 19/287  BP  viral process
27 2e-05 9/70 BP antigen processing and presentation of exogenous peptide antigen via MH
28 2e-05 22/370  BP  mitotic cell cycle
29 2e-05 5/17 CC  proteasome core complex
30 3e-05 9/74 BP  antigen processing and presentation of exogenous peptide antigen via MH
31 3e-05 5/18 MF  threonine-type endopeptidase activity
32 4e-05 4710 GSE# REACTOME_HIV_LIFE_CYCLE
33 4e-05 5/19 CC  mitochondrial small ribosomal subunit
34 7e-05 134/4640 CC  nucleus
35 9e-05 15/219 BP  mRNA metabolic process
36 le-04 10/106 BP  protein polyubiquitination
37 le-04 4/13 GSE/ XU_RESPONSE_TO_TRETINOIN_AND_NSC682994_DN
38 le-04 4/13 GSE/ REACTOME_GLYCOLYSIS
39 le-04 5/24 MF  DNA helicase activity
40 2e-04 9/91 BP  antigen processing and presentation of peptide antigen via MHC class |
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I [0} Ec’%lne ginlall  Geneset Geneset
#J M% tansnpﬁ e-12 411 rﬁlﬂg l@o 'mal vs Adenoma e |t§chon§non
4/96 rRNA processing 2e-04 415 GENTLES modull 1 nucleolus
1/66 positive regulation of ubiquitin-protein ligase activity involved in mitotic cell cy 4e-03 1 6! SHAUGHNESSY igh ri nucleoplasm
6 / 649 gene expression 5e-03 ! RHODES UNDIFFERE TIATED CANCER ribosome
1/70 regulauon of ubiquitin—protein ligase activity involved in mitotic cell cycle 5e-03 ! GENTLES_modul2 proteasome complex
1/74 naphase—promoting complex—dependent proteasomal ubiquitin—dependent | 5e-03 ! GENTLES odul7. mitochondrial inner membrane
/48 regulauon of cellular amino acid metabolic process 3e-02 / DES ANCER META SIGNATURE 713 mitochondrial nucleoid
0/62 negative regulation of ubiquitin—protein ligase activity involved in mitotic cell ¢ 4e-02 / SOTIRIOU BREAST_CANCER_GRADE_1_VS_3 UP 2e-05 5/17 proteasome core complex
81242 /A metabolic process 2e-01 ! ZHANG MM u /E 4e-05 5/19 mitochondrial small ribosomal subunit
163 DNA damage response, sc?nal transduction by p53 class mediator resulting in 3e-01 ! LIU_LIVER_CANCER 7e-05 134/ 4640 ucleu
47167 cellular nitrogen compound metabolic process 3e-01 114 WANG ER_UP 4e-04 4117 proteasome accessory complex
9/287 viral process 3e-01 12 KUIPER_MM poor survival 1e-0: 9/118 rlbonucleoproteln complex
/70 antl%en processmg and presentation of exogenous peptide antigen via MHC ¢ 3e-01 / BEN-PORATH_U 3e-0 3/14 Ino80 comple
2 /370 mitotic cell ¢ 3e-01 / GENTLES_modul6 4e-0; 3/15 mitochondrial Iarge ribosomal subunit
174 antigen processmg and presentation of exogenous peptide antigen via MHC ¢ 3e-01 / GENTLES modul4 4e-0: 15/318 protein complex
5/219 mRNA metabolic process 3e-01 ! GENTLES modul10 4e-0: 70/2378 cytosol
0/106 protein polyubiquitination 9e-01 1185 SPANG_LPS—index2 7e-0. 4136 mitochondrial respiratory chain complex |
191 antigen processing and presentation of pegtlde antigen via MHC class | 1e+00 1316 SPANG_BCL6-index2 9e-0. 5/59 nuclear pore
5/25 proteolysis involved in cellular protein catabolic process 1e+00 1553 Lembcke Colonic Inflammation le-0: 71109 spindle
11/148 G1/S transition of mitotic cell cycle 1e+00 115 SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_DN 1le-0: 3/23 mitochondrial ribosome
JIS a&% Ilo —value #j
?1';1!?2“ g%‘?féeset %3 ﬁﬂ!a” QQWEBM up 9004 g}nl?” Lg%%tm Verhaak-CL_ex| Pressmn C ug
6 /957 Chr11 1.0 6/572 GUDJ_psoriasis up 0.004 917142 willscher_GBM_Verhaak-PNmut_expression_C_down
9 /743 Chr7 1.0 3/375 GUDéTpsorlass down 0.011 5/62 Stuehler_Proteins_up_in_STS
2 /534 Chr8 1.0 0/ HETNIA_EBM down 0.040 3/35 Colman “survival_associated
8 /449 Chr 20 1.0 0/26 BCHETNIA_EBM-DM up 0.076 71169 wnlscher GBM _proteomics wtOnly_leferencehst
123 Chr HSCHR6_MHC_DBB NA 0/0 0.077 4174 GIEZELT_GBM_STS_up_}
4 /386 Chr 22 NA 0/0 0.084 1/4 willscher “GBM__STSwt proleomlcs L UP
8/918 Chr 17 NA 0/0 0.112 3/54 willscher_GBM proteomics_wtOnly_SpotG
1/714 Chr6é NA 0/0 0.152 4195 GIEZELT_GBM_MGMTmethyl_up_ VS _nonmethyl
4/519 Chr 14 NA 0/0 0.178 0/328 Up
/152 Chr HSCHR6_MHC_QBL NA 0/0 0.197 110 willscher GBM_LTSmut_proteomics—A_UP
71866 Chr12 NA 0/0 0.206 172 GIEZELT_GBM_STSwt_down_VS_LTSwt
411720 Chr 1 NA 0/0 0.215 /11 KI ampl‘hed &< overexpresseﬂ in TS
9171135 Chr19 NA 0/0 0.232 112 astrocytes %
6/1033 Chr 2 NA 0/0 0.232 /112 willscher_GBM_LTSmut_proteomics-B_UP
1187 Chr 21 NA 0/0 0.232 112 willscher_GBM_STSwt_proteomics—B_DOWN
1/914 Chr3 NA 0/0 0.232 /12 willscher_GBM”Verhaak-PNwt_expreSsion_| up
4504 Chr 15 NA 0/0 0.232 /12 willscher_ GBM”Verhaak-PNmut_expression 1_u
5/602 Chr 10 NA 0/0 0.248 /13 Christensen_hypomethylated_in “grade2_astrocytoma
6/699 Chrs NA 0/0 0.248 /13 Christensen_hypomethylated_in_grade2”_oligodendroglioma
é}nga” %ﬁmgieémsmoml. CARCINOMA uP nk é ﬁlue fﬁ}[‘l!a” Eﬂ'@?ﬁ[’h ocytes lJ H allsg ’é!}ﬂ?” 9& QLS% DLBCL
5/16 WONG_EMBRYONIC STEM CORE 0.2 1/13 WIRTH”Sec. lymphoid organs 0. 0/ 755 SPANG
4/10 REACTO ME_HIV_LIFE CYCE 0.2 1/13 WIRTH Thalamus 0.. 21426 SPANG_ CD4O Ghrs DN
4/13 RESPONSE TO_ TRETINOIN_AND_NSC682994_DN 05 1/36 WIRTH”Placenta 0.. 112 DAVE |
4/13 REACTOME GLYCOIYS S 0.7 1/62 WIRTH Liver 0.; 118 DAVE_c-myc BL UP
4/14 LOCKWOOD_AMPLIFIED IN LUNG_CANCEI 0.9 1/120 WIRTH Testis 0. 154 SPANG_BAFF QhrS DN
4/14 NIKOLSKY BREAST CANCER77P227AMPLICON 1.0 3/417 WIRTH Immune system 0.4 120 ROSOLOWSKI_red UP
4/14 STEIN_ESRRA TARGETS_UP 1.0 1/400 WIRTH Nervous System 0.4 /100 ROSOLOWSKI blue total
4/15 MANALO HYPOXIA DN 1.0 0/5 WIRTH Pituitary gland 0.4 124 SPANG_BAFF Shrs UP
4/15 BIOCARTA_PROTEASOME_PATHWAY 1.0 0/26 WIRTH_Pancreas 0. / 86 ROSOLOWSKI_green UP
4/15 REACTOME EXTENSION OF_TELOMERES 1.0 0/12 WIRTH_Prim. Iymphold organs 0. /86 ROSOLOWSKI_red total
4716 KORKOLA SEM! 1.0 0/10 WIRTH_B-cells 0.4 /38 ROSOLOWSKI”blue DOWN
4116 NG_MITOCHON GENE _MODULE 1.0 0/13 WIRTH Tonsil 0.7 /11 ROSOLOWSKI_green total
4716 CAIRO—HEPATOBLASTOMA CLASSES_UP 1.0 0/13 WIRTH Thymus 0.8 6 /852 SPANG_BCR
4/16 OTHA HUMAN MITODB_6 2002 1.0 o/ IR Bone marrow 0.9 a4/ ZHANG_DLBCL mutated
3/ MYLLYKANGAS AMPLIFICATION_HOT_SPOT_25 1.0 0/14 WIRTH”Globus pallidus 0.9 1/118 SPANG_LPS 6hrs UP
3/ MUELLER PLUR 1.0 0/15 IRTH Telencephalon .0 3/291 SPANG| ILZl upP
3/ CAFFARELC_RESPONSE_TO_THC 8HR_3_DN 1.0 0/13 WIRTH_Cortex cerebri .0 31/ 27 SPANG_CDA40 6hrs UP
31/ MOREIRA RESPONSE TO TSA OP 1.0 0/16 WIRTH Hippocampus .0 0/ BENTINK_mBL UP
31/ BIOCARTA__GLYCOLYSI'S_PN'HWA 1.0 0/15 WIRTH_Cerebellum .0 o/ BENTINK_mBL DOWN
{QP{%” sct;ucmraﬁgnsmuem of ribosome éOB € J” HS%%Q—%%?—EP e é}g é E E E§St\oma papillary
30/595 0.12 5/120 GAGC 149 0/34 Pancreatic cancel
5/18 1hreon|ne—1ype endopeptidase activity 0.12 16 G 0/22 Glioblastoma muluforme somatic
5/2 DNA helicase activity 0.24 2143 AGTT 146A~1468 0/21 Gastrointestinal
10/112 methyltransferase activi 0.24 2143 CCCA-299-3| 0/ F’IIUIIal'Va lenoma
4/18 ribonucleoprotein compléx binding 0.34 71261 CTH CA 1258#125A 0/36
5/36 tRNA bindin ’\? 0.34 2/56 GTGG-197 0/27 Cglorectal cancer
3/11 1elomer|c DNA hinding 0.40 1/23 CACG-302A 0/ lenomas, multlple colorectal
5/43 RFerone binding 0.41 2/64 ACAC-122A 0/35 Prostate canc
4127 0.49 1/31 ACCA-50 0/11 Alzhelmerdlsease susceptibility to
3/16 n |gme regulator activity 0.50 2177 GGTG-329 0/ Scmzophrenla suscepnbl ity to
4134 H dehydrogenase (ublqumone) activity 0.51 3/125 GAGC-337 0/ Parkmson
4136 4|ron 4 suilfur Cluster binding 0.53 2/82 C-140 0/23 Fatocellu\ar carcinoma
4271344  ATP binding 0.54 1/35 CAGT-134 0/29 elanoma and neural system tumor syndrome
6/88 unfolded protein binding 0.56 47181 CCTG-214 0/30 Ovanan cancer
3/25 Ran GTPase binding 0.56 1/37 TAGG-192--, 0/38 Breast cancer
3/26 virus receptor activity 0.58 5/235 CACT-34A--34C--449 0/15 Gastric cancel
2/10 NADH dehydrogenase activity 0.60 57240 ACAT-1--20 0/4 Thyroid carclnoma follicular
2110 oxidoreductase activity, acting on NAD(P)H 0 0 1/42 CAGG-49. 0/36 Lung cancer
5/72 transferase activity .61 1/43 GACA-339 0/12 Bladder cancer

el LI <§ el G lerlel DASE WVIMudobkam® cepese
I !Dgngset e-04 I a=| %, 1 / ACIEJ L 29
1/2 miR-16-1 4e-0: 7193 hsa-miR-125b 0.1 1/7 ACIEJ] L 13
1/4 miR-27a 6e-0: 4134 hsa-m R*615 5p 0.1 1/7 ACIEJ] L
1/ miR-15a e-0 4/39 sa-miR-593 0.2 1/9 ACIEJ”] L 14
1/ miR-155 e-0. 4140 sa-miR-516a-3p 0.2 1/11 ACIEJ] L 15
1/ miR-125b e-0; 188 hsa-miR-423-5p 0.3 1/14 ACIEJ] L 26
1/10 miR-146a Y /23 hsa-miR-943 0.3 1/14 ACIEJ”] 4
1/26 miR-21 e-0; 0/207 hsa-miR-432 .0 0/16 ACIEJ”]
0/11 let-7a e-0; 193 hsa-miR-125a-5p 0 0/13 ACIEJ”] L 10
0/ let-7b e—0; 4146 hsa-miR-874 0 0/15 ACIEJ”| L 16
0/4 let-7c e—0; 1217284 hsa-miR-503 .0 0/2 ACIEJ”] L17
0/6 let-7d e-0; 4/50 R-940 .0 0/14 ACIEJ”] L19
0/4 let-7g e-0; 5/75 R-422a .0 0/4 ACIEJ”] L
0/13 miR-. e—0; 3/31 R-1296 .0 0/5 IACIEJ”]| L 20
0/5 miR-101 e-0. 5/83 R-486-3p .0 0/15 ACIEJ” L 22
0/2 miR-101b 4e-0. 4/58 R-324-3p .0 0/4 ACIEJ”] L 23
0/4 miR-106b 4e-0; 458 -892a 0 0/12 IACIEJ”]| L 24
0/2 miR-107 4e-0 4/60 -671-5p 0 0/2 ACIET” L 27
0/4 miR-122 4e-0; 5/88 hsa-miR-149 .0 0/5 ACIEJ] L 28
0/2 miR-124a 5e-0! 4162 hsa-miR-637 0 0/11 IACIEJ”] L
@% R paie # e plseue .

fall afk p-yale gl Genesel, : gall Genesel ..
1/12 1e-0 53/1233 KIM MYC targ ets 0.6 1/39 VAQUER] ZASThyrold
0/13 3e-0; /4 MYC_Cell growth and proliferation UP 0.8 2/144 VAQUERIZAS”General
0/15 9e-0: /20 MYC_Metabolism U 0 0/40 VAQUERIZAS”Fetal brain
0/12 1e-0: 5/1095  HEBENSTREIT. hlgh expression TF 0 0/44 VAQUERIZAS™Placenta
0/11 4e-0; 12 MYC_Chromatin_modification UP 0 0/37 VAQUERIZASProstate
0/11 6e-0. 13 MYC_DNA replication UP 0 0/29 VAQUERIZAS”. Smooth muscle
0/15 6e-0:. 13 MYC”Tumor supressor genes UP .0 0/43 VAQUER! ZA57U
0/13 1le-0. 17 MYC”DNA repair UP .0 0/12 VAQUERIZASKI |dne
0/14 BENTINK src2 2e-0. /18 MYC”Cell cycle UP .0 0/22 VAQUERIZAS”Spinal cord
0/0 2e-0. /18 MYC”RNA processing binding U .0 0/43 VAQUERIZAS”Whole brain
0/0 3e-0 116 MYC”Protein §yntheS|s degradauon UP 0 0/41 VAQUERIZAS”Thymus
0/0 1e+00 11146 HEB NSTREI low expression TF .0 0/62 VAQUERI ZAS‘WhoIe blood
0/0 1e+00 0/14 .0 0/7 VAQUERIZ, ppendix
0/0 1e+00 0/5 TF .0 0/30 VAQUERI ZAS Fe | al lung
0/0 1e+00 0/9 MYC_Targets DOWN .0 0/62 VAQUERIZA
0/0 1e+00 0/4 MYC~Apaptosis UP .0 0/16 VAQUER ZAS Pancreas
0/0 1e+00 0/2 MYC Cell cycle DOWN .0 0/24 VAQUERIZAS Trachea
0/0 1e+00 0/2 YC_ECM cell adhesion DOWN .0 0/14 VAQUERIZAS Fetal liver
0/0 1e+00 0/2 MYC,Slgnal transduction UP .0 0/21 VAQUERIZAS Tonsil




Correlation Cluster

Spot Summary: R Spot Genelist Geneset Overrepresentation

# metagenes = 30 Rank max e r Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 308
1 100008588 2.37 -0.91 0.23 RNA18SHRNA, 18S ribosomal 5 [Source:HGNC Symbol;Acc:37657] 1 1e-99 791142 Glio  willscher_GBM_Verhaak-CL_expression_C_up
2 1le-99 7917142 Glio  willscher_GBM_Verhaak-PNmut_expression_C_down
<r> metagenes =0.97 2 8500 1.93 -1.22 043 PPFIAL protein tyrosine phosphatase, receptor type, f polypeptide (P1 3 2e-68 84/370 BP  mitotic cell cycle
<r>genes = 0.37 4 3e-47 77/530  Cance L(ﬁtmb.ckeiNnrmal vs Adenoma
3 9918 1.93 -1.18 0.52 NCAPD2non-SMC condensin | complex, subunit D2 [Source:HGNC S 5 9e-38 491232 BP  mitosis
beta: r2=6.83 / log p= -Inf 6 1e-35 85/949  CC  nucleoplasm
4 387103 1.83 -1.44 0.62 CENPW centromere protein W [Source:HGNC Symbol;Acc:21488] 7 3e-24 55/572 Disea GUDJ_psoriasis up
H 8 2e-22 21/56 cCc  chromosome, centromeric region
= 0,
# Samples with SpOt 52 ( 18.9% ) 5 81831 1.76 165 052 NETO2 neuropilin (NRP) and tolloid (TLL)-like 2 [Source:HGNC Sym 9 3e-22 22166 CC  condensed chromosome kinetochore
Atypical : 12 (16.2 %) 10 le-21 14/18  BP  spindle organization
. _ . . . — i developing astrocytes
. 0 6 3992 173 129 047  FADSL fatty acid desaturase 1 [Source:HGNC Symbol;:Acc:3574] 11 2e-19 19/57 Glio
Classical : 11 ( 34.4 AJ) 12 2e-18 12/16 GSE# FARMER_BREAST_CANCER_CLUSTER_2
7 7153 1.7 _184 083 TOP2A topoisomerase (DNA) Il alpha 170kDa [Source:HGNC Symbc 13 2e-18 12716 GSE# FINETTI_BREAST_CANCER_BASAL_VS_LUMINAL
Basal :3(3.6%) 14 6e-18 157/4640 CC  nucleus
8 1894 1.64 -1.47 0.85 ECT2 epithelial cell transforming sequence 2 oncogene [Source:HC %g 3e-17 11/14 MMM MACIE)_MMML 4
3e-17 18/61 CC  kinetochore
9 10635 163 12 084  RADSIAIRADSL associated protein 1 [Source:HGNC SymbolAcc:169 17 1e-16 11/15  GSE/ FINETTI_BREAST_CANCER_KINOME_RED
18 le-16 101/2378 CC  cytosol
— G1/S t iti f mitoti Il I
10 9319 1.58 -1.43 0.67 TRIP13 thyroid hormone receptor interactor 13 [Source:HGNC Symb 19 4e-16 241148 BP ) ransition of mitotic cefl eycle
20 6e-16 19/83 cc  spindle pole
s le-15 10/13 GSE/ CROONQUIST_IL6_DEPRIVATION_DN
11 8318 1.51 -1.6 0.76 CDC45 cell division cycle 45 [Source:HGNC Symbol;Acc:1739] 21 € Q - -
.
22 4e-15 17167 BP  chromosome segregation
23 2e-13 9/13 GSE# WINNEPENNINCKX_MELANOMA_METASTASIS_UP
12 54443 1.46 -1.74 071 ANLN  anillin, actin binding protein [Source:HGNC Symbol;Acc:1408 24 4e-13 9/14 GSE/ ROSTY_CERVICAL CANCER_PROLIFERATION_CLUSTER
- . 25 4e-13 9/14 GSE/ AMUNDSON_GAMMA_RADIATION_RESPONSE
Ove rview M ap S pot 13 55353 145 -1.41 047  LAPTM4Bysosomal protein transmembrane 4 beta [Source:HGNC Syn 26 to-13 o)1 GSEZ ZHAN_MULTIPLE_MYELOMA PR_UP
. 27 6e-13 8/10 GSE# MONTERO_THYROID_CANCER_POOR_SURVIVAL_UP
50 — 14 51659 1.45 -17 0.62 GINS2  GINS complex subunit 2 (Psf2 homolog) [Source:HGNC Sym 28 le-12 9/15 GSE/ FOURNIER_ACINAR_DEVELOPMENT LATE DN
29 2e-12 10/22 BP  CENP-A containing nucleosome assembly at centromere
40 - 15 55839 1.45 -1.29 0.62 CENPN centromere protein N [Source:HGNC Symbol;Acc:30873] 30 2e-12 9/16 GSE# KANG_DOXORUBICIN_RESISTANCE_UP
31 4e-12 208/8023 MF  protein binding
16 22974 1.44 -145 077 TPX2  TPX2, microtubule-associated [Source:HGNC Symbol;Acc:1 32 5e-12 20/ 149 BP  DNA replication
30 33 2e-11 11/35 BP  mitotic nuclear envelope disassembly
113130 1.43 -1.66 0.69 CDCAS5 cell division cycle associate ource: ymbol;Acc:1. — i
il d ! d 5 [S HGNC SymboliAcc:l: 34 6e-11 26/298 BP  DNA repair
7e-11 8/15 Canct SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
20
18 9133 142 -1.42 078 CCNB2 cyclin B2 [Source:HGNC Symbol;Acc:1580] 36 7e-11 8/15 GSE/ SMID_BREAST_CANCER_LUMINAL_A_DN
37 7e-11 8/15 GSE# LEE_EARLY_T_LYMPHOCYTE_UP
10 - 19 e611 1.4 -0.97 048  SMS  spermine synthase [Source:HGNC Symbol;:Acc:11123] 38 Te-11 8/15 GSE/ WU_APOPTOSIS_BY_CDKN1A_VIA_TP53
39 7e-11 8/15 GSE/ LY_AGING_MIDDLE_DN
II 1 20 65062 1.4 -131 056 TMEM23ransmembrane protein 237 [Source:HGNC Symbol:Acc:144: 40 le-10 17/122 BP  G2/M transition of mitotic cell cycle
I I I I
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chromosome, centromeric region
condensed chromosome kinetochore

nucleosome assembl GENTL‘ES “modull nuclear chromosome
microtubule plus-end
nuclear pore outer ring

nuclear envelope

18 mitotic sister chroma‘ud segre%auon
29 regulation of glucose transpor

30
Il

|t -value ra- 5C§ L j
K P i} ?‘!%” 9@(@?&%}0@ 7 lue %‘ I/’]JQJ” grﬁlﬂgsﬁotrmal vs Adenoma
491232 8/15 SOTIRIOU BREAST CANCER GRADE 1 VS_3_UP
e 14718 dde'e organization 71 16 HODES UN| DIFFERENTIATED CANCE]
241148 1/S transition of mitotic cell cycle 5e-08 11768 SHAUGHNESS MM high risk
17/67 chromosome segregation 3e-07 6/16 WO
10 5 22 (DZ’I%‘XP AI containing nucleosome assembly at centromere 2e-05 GEI’?‘:’ET{E%IM |
20/149 re| 2e-04 oor survival
1/35 mitotic ﬁuclear envelope disassembly 3e-04 KUIPER_MM Sood survival
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nucleus
kinetochore
471 cytosol
6/ 4 spindle pole
1 5/ centrosome
26/298 DNA repair. 7e-04 5/ ZHAN '_P 5/109 spindle
171122 G2/M transition of mitotic cell cycle 2e-03 3/ BEN-PORAT spindle microtubule
20/213 cell cycle 2e-02 21/ RHODES CAN‘CER META SIGNATURE nuclea po
12/74 anaphase—promoting complex-dependent proteasomal ubiquitin-dependent | 3e-02 2/ IU C ANCER_GEN! ucleol
11 mitotic metaphase plate congression 3e-02 21 mitote sp|ndle
20 requlation o transcrlptlon mvolved in G1/S transmon of mitotic cell cycle 3e-02 2/ kinesin complex
30 DNA strand elongation involved in DNA replicat le-01 1/ LIU BREA‘ST CANCER midbody
2e-01 % ; WANG_ER_UP cytoplasm
1/
1/
1/

6/
8
%? 1 52 regulation of cyclin dependem protein senne/tnreonme kinase activity
6/
71
71

mitotic spindle assembly checkpoint GENTLES_modul10

#émﬁ (g%neset I'l@% 24 ?é'f'!%” Q’Egﬁgnﬁ;ss up dmﬁ" Lg%%tm Verhaak-CL_ex| Pressmn C. ug
5/504 Chr 15 4e-01 1/26 BCHETNIA_EBM-DM up 791142 willscher_GBM_Verhaak-PNmut_expression_C_down
2 / 866 Chr 12 1e+00 2/375 GUDJ sorfasis down 9/57 developing astrocytes
.10 8/699 Chrs 1e+00 0/17 NIA_EBM up 0/68 cultured astroglia vs. in vivo astrocytes
. 47519 Chr 14 1e+00 o/ BCHETNIA_EBM down /5 Phl“IE'S Prolif uj I\F Vs PN & MES
. 71714 Chr6 NA 0/0 115
. 1/449 Cl NA 0/0 137 willscher. G'BM %roleomlcs wtOnIy_SpotH
. /5. Chr HSCHR6_MHC_QBL NA 0/0 15 Iaffalre _Hypometh_LGG_vs_control
. 3/602 Chr 10 NA 0/0 158 PC
0.34 9/914 Chr3 NA 0/0 112 Wlllsmer GBM_LTSwt_proteomics—C_UP
0.39 37630 Chr X NA 0/0 112 willscher_GBM "LTSmut_proteomics—-B_UP
0.42 /280 Chr 13 NA 0/0 112 willscher_GBM_STSwt_proteomics—B_DOWI
0.44 8/918 Chr 17 NA 0/0 /13 Christensen_hypomethylated_in_grade2_. aslrocy oma
0.45 3/1720 Chrl NA 0/0 /13 Christensen_hypomethylated_in_grade2_olit odendroglloma
0.46 0/1033 Chr 2 NA 0/0 /49 Vishal_subnetwork signature of Survival in G|
0.48 2/618 Chr 4 NA 0/0 /14 Christensen, hypomet ylated_in_grade2_ ollgoastrocyloma
0.68 1187 Chr21 NA 0/0 /14 Cmstensenmi/pomethylated in ?rades oligoastrocytoma
0.81 /232 Chr 18 NA 0/0 /54 willscher _proteomics_wtOnl S
0.86 0/717 Chr 16 NA 0/0 /105 willscher_GBM_proteomics_)\ wtOnly p
0.93 41386 Chr 22 NA 0/0 123 ChristenSen_hypomethylated_in_grade3_. aslrocytoma

I 5R1e Ity
JP‘ 9” QWQ&EAST CANCER CLUSTER 2 nk .2 F}gl!a” _%ﬁLhOCytes .J,/ I &)@&%@m blue total
2/16 FINETTI BREAST TANCER BASAL VS _LUMINAL .2 1/13 IRTH 5/140 DAVE_BL-vs-DLBCL
1/15 FINETTI] BREAST_CANCER KINOME_RED .2 1/15 WIRTH Cerebellum 71755 SPANG_BCR UP
0/13 CROON%UIST IL6_ DEPRIVATION_DN" .7 2/120 WIRTH Tes! 118 DAVE_c-m c BL UP
11 WINNEPENNINCKX MELANOMA METASTASIS UP .7 71417 WIRTHT] Immunes stem 1274 SPANG_IL21
114 ROSTY_CERVICAL CANCE PRDLIFERATION'CLUSTER .0 2 /400 WIRTH Nervous System 5/119 ROSOLOWSKI greentotal
114 AMUNDSON GAMMA _RADIATION_RESPON .0 0/5 WIRTHPituitary gland 4186 ROSOLOWSKI_green UP
114 ZHAN_MULTIPLE_MYELOMA PR UP .0 0/26 WIRTH_Pancreas /13 BENTINK mBL UP
11 MONTERO_THYROID CANCER POOR SURVIVAL UP 0 0/13 WIRTH”Sec. I¥mphowd organs 5/852 SPANG_BCR DN
115 FOURNIER_ACINAR DEVELOPMENT _LAT! 0 0/12 WIRTH_Prim. lymphoid organs /54 SPANG_BAFF 9hrs DN
11 KANG UBICIN_RESIST/ 0 0/10 WIRTH B—cells /59 LENZ_Stromal slgnaturez
/1! SOTIRTOU_BREAS NCER_GRADE_1 VS _3 UP 0 0/13 WIRTH70n5|| /69 SPANG_LPS 6hrs DN
/1! SMID_BREA:! ER_LUMINAL 0 0/6 WIRTH e marr 4275 ZHANG_ DLBCL muta!ed
/1! LEE_EARLY T LYMPHOCYTE UP 0 0/14 WIRTH_( Globus pallldus 41291 SPANGTIL21 UP
/1! WU_APOPTOSIS BY CDKN1A_VIA_TP53 0 0/1 IRTH Telencephalon /86 ROSOL‘OWSKI red total
/1! LY _AGING_MIDDLE DN 0 0/1 WIRTH_Cortex cerebri /11 SPANG_LPS 6hrs
/1 EGUCHI_CELL_CYCLE RB1 TARGETS 0 0/ 1 WIRTH”| Hlppocampus 1426 SPANG_CD40 6hrs DN
11 CROONQUIST NRAS SIGNALING 0 0/1 WIRT! halam 1327 SPANG_CDA40 6hrs UP
11 CHEMNITZ R ESPONSE _TO_| PROSTAGLANDIN _E2_UP 0 0/50 IRTH | Homeostasls 0/1 BENTI
/1 REN_BOUND_B 0 0/62 WIRTH Liver 0/12 DAVI
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5/1344  ATP binding 0.0 2/2 TAGA-182 0/34 Pancreatic cancel
4 /14 microtubule binding 0.0 31/5 ATCT-31 0/22 Glioblastoma muluforme somatic
171 mleOlUbLﬂe motor activity 0. 3/64 TCTG-361 0/21 Gastrointestinal
/25 Ran GTPase binding 0.14 6/189 AAGC-520F 0/ Pnunary adenoma
6/288 ﬁrolem kinase binding 0.17 3/76 GAGA-452 0/36
/60 istone binding ) 0.19 1/11 GCGC-525--524 0/27 Cglorectal cancer
7162 single-stranded DNA binding 0.19 6/208 ATTC-186 0/ enomas, multlple colorectal
24 /595 RNA binding 0. 41127 GACT-212--132 0/35 Prostate canci
4121 nuclease activity 0. 147 CCAG-490 0/11 Alzhelmerdlsease susceptibility to
6/361 bindini 0. 1220 CATT-203 0/ Schlzophrenla susceptlm ity to
5/335 protein serine/threonine kinase activity 0. 1 4 AGGA-483 0/ Parkmson
113 nucleocytoplasmic transporter activity 0.24 192 GCTT-498 0/23 Fatocellu\ar carcinoma
/51 damaged DNA binding 0. 517182 TAGC—9 0/29 elanoma and neural system tumor syndrome
188 unfolded protein binding 0. 3/94 0/30 Ovarlan cancer
18/504 nucleotide binding 0. 117470 GCAC 17 5P--20A--106A--106B--20B--519D 0/38 Breast Cancer
3/24 exonuclease activity 0. 41140 CATG-496 0/15 Gastric cancel
4147 transcription cofactor activity 0. 5/198 ATGT—302C 0/4 Thyroid carclnoma follicular
7171131 nucleoside-triphosphatase activity 0. 6/246 TG 330 0/36 Lung cancer
4148 phosphoprotein phosphatase activity 0. 6/252 AGCA 93——302A——302B——302C——302D——372——373——520E——520A——526 0/12 Bladder cancer
o% Ld BdsSt | .
e o
l el l‘&gpeset ]!'e -06 ﬂ ~3p 1/{ ARG ehvL 4
11/4 let-7g e-05 41/ hsa mIR 548a p 2714 ACIEJ”] L 19
1/4 miR-206 e-05 8/ 93 h: 1/4 ACIEJ] L 41
1/4 miR-34c¢ e—-05 3/177 1/11 ACIEJ”] L 15
1/ miR-15a e-05 1/436 — 1/12 ACIEJ”] L 24
1/ let-7b e-04 21173 hsa-mi 1/13 ACIEJ”] L 10
1/ let-7d e-04 1/148 R 1/15 ACIEJ”] L 16
1/ miR-15b e-04 217181 8. 1/15 ACIEJ| 2
1/ miR-24 e-04 217181 0/16 ACIEJ”] L
1/11 let-7a e-04 217181 i 0/ ACIEJ| L 13
1/11 miR-16 e-04 6/302 i i 0/9 ACIEJ”] L 14
1/13 miR-. e—-04 5/288 0/2 ACIEJ| L17
1/13 miR-34a e-04 3/241 i 0/4 ACIEJ| L
1/26 miR-21 e-04 9/134 hsa-i —. 0/5 IACIEJ”]| L 20
0/ miR-101 e-0: 11/193 | 0/4 IACIEJ]| L 23
o/ miR-101b e-0: 15/321 i 0/14 ACIEJ| L 26
0/4 miR-106b e-0: 8/111 0/ ACIEJ] L 27
0/2 miR-107 e-0: 10/ 167 I 0/ ACIEJ] L 28
0/4 miR-122 e-0: 131262 hsa-miR-548I 0/ ACIEJ]| L 29
0/2 miR-124a e-0: 5/ 4 hsa-miR-636 0/11 ACIEJ] L

K poyalue 3 k blaelg
al k pe—oa € #ﬂ'ﬂf Wéﬁt ets a k .2 gﬁ(a” ﬁ Ul _Thymus
e-08 11/63 MYC_Targets UP 0.2 1/14 VAQUERIZASFetal liver
e-04 3/7 MYC”DNA repair UP 0.3 1/20 VAQUERIZAS Bone marrow
5 e—0: 3/20 YC_Metabolism U 0.3 1/21 VAQUERI ZASj sl
1 e-0: 32/1095 HEBENSTREIT. hgh expression TF 0.4 1/28 VAQUERIZAS”L|
2 9e-0. 2/8 YC Cell cycleU 0.4 1/29 VAQUERIZAS™ Smoolh muscle
5 5e-0. 1/3 YCTumor supressor genes UP 0.4 1/29 VAQUERIZAS Lymph node
2 7e-0. 1/4 Y C_Apoptosis U 0.4 1/30 VAQUERIZASFetal lung
1 7e-0; 1/4 Cell growth and prohferauon uP 0.5 3/144 V) ERIZAS General
3 BENTINK src. 10 e-0. 1/8 RNA %rocesslng binding UP 0.5 1/38 VAQUERI ZASTestls
e—0. 1/14 OW CK 0.6 1/43 VAQUERIZAS
e—0’ 1/16 'YC_Protein §yntheS|s degradation UP 0.7 1/62 VAQUERI ZAS‘WhoIe blood
e+00 211146 -<EB NSTREIT_low expression TF 0.7 1/62 VAQUERIZAS”Lun q
e+00 0/5 C TFs 1.0 0/40 VAQUERIZAS”Fetal brain
e+00 0/9 YC_rar ets DOWN 1.0 0/44 VAQUERIZAS Placenta
e+00 0/2 YC_Cell cycle DOWN 1.0 0/37 VAQUERIZAS Prostate
e+00 0/2 YC_Chromatin_modification UP 1.0 0/12 VAQUERIZASKidne?
e+00 0/3 YC”DNA replication | 1.0 0/22 VAQUERIZAS”Spinal cord
e+00 0/2 YC_ECM cell adhesion DOWN 1.0 0/43 VAQUERIZAS Whole brain
e+00 0/2 'YC—Signal transduction UP 1.0 0/39 VAQUERIZAS Thyroid



Correlation Cluster

Spot Summary: S

# metagenes = 40
#genes = 471

<r> metagenes = 0.94
<r>genes = 0.27
beta: r2=4.23 / log p= -Inf

# samples with spot =31 (11.3 %)
Atypical : 2 (2.7 %)
Classical : 7 (21.9%)

Basal : 7 (8.3%)

Overview Map
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Spot Genelist

Rank max e
ID min e

1 908 1.96 -0.89
2 793 1.83 -0.42
3 23480 1.83 -1.04
4 8836 1.83  -1.06
5 55915 18 -0.75
6 2631 179 -0.97
7 26872 1.76 -1.29
8 3945 173 -1.73
9 5321 165  -0.85
10 643253 1.56 -0.75
11 54802 151 -0.79
12 134147 1.43 -1.05
13 10576 1.4 -0.82
14 5723 139  -0.48
15 51142 1.36 -0.79
16 154807 1.33 -0.77
17 136 133  -143
18 54517 132  -1.07
19 388722 1.27 -0.85
20 51504 1.25 -0.91

r

0.63

0.29

0.49

0.52

0.34

0.4

0.41

0.38

0.46

0.7

0.47

0.27

0.54

0.53

0.45

0.62

0.63

0.57

0.53

0.45

Description
Symbol

CCT6A chaperonin containing TCP1, subunit 6A (zeta 1) [Source:HG
CALB1 calbindin 1, 28kDa [Source:HGNC Symbol;Acc:1434]
SEC61G Sec61 gamma subunit [Source:HGNC Symbol;Acc:18277]
GGH gamma-glutamyl hydrolase (conjugase, folylpolygammagluta
LANCL2 LanC lantibiotic synthetase component C-like 2 (bacterial) [S
GBAS  glioblastoma amplified sequence [Source:HGNC Symbol;Acc
STEAP1 six transmembrane epithelial antigen of the prostate 1 [Sourc
LDHB lactate dehydrogenase B [Source:HGNC Symbol;Acc:6541]
PLA2G4phospholipase A2, group IVA (cytosolic, calcium—dependent)
TRIT1 tRNA isopentenyltransferase 1 [Source:HGNC Symbol;Acc:2(
CMBL  carboxymethylenebutenolidase homolog (Pseudomonas) [So
CCT2 chaperonin containing TCP1, subunit 2 (beta) [Source:HGNC
PSPH  phosphoserine phosphatase [Source:HGNC Symbol;Acc:957
CHCHD2coiled-coil-helix—coiled-coil-helix domain containing 2 [Sout
VKORC1Vitamin K epoxide reductase complex, subunit 1-like 1 [Sourc
ADORA2Bdenosine A2b receptor [Source:HGNC Symbol;Acc:264]
PUS7  pseudouridylate synthase 7 homolog (S. cerevisiae) [Source:

Clorf53 chromosome 1 open reading frame 53 [Source:HGNC Symbc

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

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 3e-22 103/1318 CC  mitochondrion
2 2e-12 79/1233 TF  KIM_MYC targets
3 8e-11 50/ 649 BP  gene expression
4 2e-09 421534 Chr Chrg
5 2e-09 441579  CC  nucleolus
6 4e-08 19/150 BP  protein folding
7 6e-08 48/743  Chr Chr7
8 9e-08 6/10 CC  zona pellucida receptor complex
9 1le-07 8/23 CC  mitochondrial ribosome
10 2e-07 24253 BP translation
11 5e-07 54/949  CC  nucleoplasm
12 1e-06 13/88 MF  unfolded protein binding
13 1e-06 18/167 CC  ribosome
14 1e-06 17/153 MF  structural constituent of ribosome
15 le-06 11/64 BP  tRNA processing
16 2e-06 7122 BP  ncRNA metabolic process
17 2e-06 6/15 Canct GENTLES_modulé
18 2e-06 241287 BP  viral process
19 2e-06 21/229 BP  RNA splicing
20 3e-06 55/1033 Chr Chr2
21 5e-06 211242 BP  RNA metabolic process
22 5e-06 7126 BP  spliceosomal snRNP assembly
23 5e-06 8/36 BP  'de novo' posttranslational protein folding
24 le-05 10/66 BP transcription elongation from RNA polymerase Il promoter
25 3e-05 8/44 BP  positive regulation of viral transcription
26 3e-05 6/23 BP  binding of sperm to zona pellucida
27 4e-05 5/15 GSE# REACTOME_FORMATION_OF_TUBULIN_FOLDING_INTERMEDIATES _|
28 4e-05 7135 MF  aminoacyl-tRNA ligase activity
29 6e-05 15/163 BP  mMRNA splicing, via spliceosome
30 6e-05 11/93 cC  spliceosomal complex
31 9e-05 7139 Canct ZHANG_MM up
32 le-04 5/18 Lymp DAVE_c-myc BL UP
33 le-04 15/174  BP  mRNA processing
34 le-04 21/304 CC  mitochondrial inner membrane
35 2e-04 4/11 BP chaperone-mediated protein complex assembly
36 2e-04 6/31 BP  7-methylguanosine mRNA capping
37 2e-04 7144 BP  tRNA aminoacylation for protein translation
38 2e-04 5/21 BP  termination of RNA polymerase | transcription
39 3e-04 4/12 BP  mitochondrial fission
40 3e-04 11/112 MF  methyltransferase activity
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YC_Metabolism U
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MYC”Cell cycle Di
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nucleolus

zona pellucida receptor complex
mitgchondrial ribosome
nucleoplasm

ribost

spllceosomal complex
mitochondrial inner membrane
cell body

ribonucleoprotein complex
proteasome complex

nuclear pore

e
mgtocwondrlal intermembrane space
mitochondrial mamx

integrator complex

mitochondrial large ribosomal subunit
intermediate filament cytoskeleton
cytosol
proteasome accessory complex

Sﬁ@ﬂ S;%tM Verhaak-CL_expression_D_up
cher_GBM_Verhaak-MES_expression_D_down
cher_GBM_Verhaak-PNwf_expression_D_up
cher_GBM_LTSmut_proteomics—B_UP—
cher_GBM_STSwt_proteomics—-B_DOWN
ehler Proteins_up_in_STS

cher” GBM_Veérhaak=CL_expression_E_up
scher_GBM_Verhaak-PNwt_expression_E_down
1er_GBM_Verhaak-PNmut_expression_E_down
scher_GBM_proteomics_wtOnly_Spo J
scher_GBM_proteomics_wtOnly_SpotB
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scher” GBM_LTSwt proteomlcs C UP

VERHAAK_NL subtype

GIEZELT GBM_WT down VS mut
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willscher_GBM_proteomics_wtOnly_SpotG

&9@9* E BL UP
SPANG_BCR DN
SPANG_BAFF 9hrs DN
DAVE Bl -vs-DLBCL
ROSOLOWSKI_green UP
DAVE BL_DN

WRIGHT GCB UP
SPANG_BCR UP
ROSOLOWSKI green total
ROSOLOWSKI red U
ROSOLOWSKIred tO[aI
ROSOLOWSKI blue total
SPANG CD40 Bhrs DN
SPANGIL21 UP
ZHANG‘DLBCL mutated
SPANG1L21 DN
SPANG_CDA40 6hrs UP
BENTINK_mBL Ul
BENTINK”mBL DOWN
DAVE_BL Tnter

£=

CSSSSSSSSUWSS
@
[z

'§§ ARl s

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

CONOEWNO  ~Nbw o

ﬁ mt _Skeletal.muscle.psoas
\/ Testis

VAQUERIZAS Thyroid
VAQUERIZAS”Spinal cord
VAQUERIZAS Fetal brain
VAQUERIZAS”Whole brain
VAQUERIZAS”Whole blood

VAQUERIZA Thymus

VAQUERIZAS”Appendix

VA UERIZAE Feal lung
ung

VAQUERIZAS”]| Pancreas
VAQUERIZAS Trachea




Correlation Cluster

Spot Summary: T Spot Genelist Geneset Overrepresentation

# metagenes = 55 Rank max e r Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 301
1 3933 29 -0.29 0.26 LCN1 lipocalin 1 [Source:HGNC Symbol;Acc:6525] 1 1e-05 7144 CC  keratin filament
2 3e-05 8/69 BP  sphingolipid metabolic process
<r> metagenes = 0.93 2 140683 196 -022 023  BPIFA2 BPIfold containing family A, member 2 [Source:HGNC Symb 3 7e-04 22/572  Disea GUDJ_psoriasis up
<r>genes = 0.19 4 9e-04 3/11 BP fatty acid beta-oxidation using acyl-CoA oxidase
bet 2=1 67' /1 Inf 3 3849 1.85 -0.46 0.31 KRT2  keratin 2 [Source:HGNC Symbol;Acc:6439] 5 9e-04 6/63 MF  oxidoreductase activity, acting on paired donors, with incorporation or redu
ela: rz= L. 0g p=-in 6 16-03 3/12 GSE# MANALO_HYPOXIA_UP
4 239 165 -0.85 056  ALOXI2 arachidonate 12-lipoxygenase [Source:HGNC Symbol:Acc:4: 1 1e-03 68/2659 CC  plasma membrane
. 8 1le-03 3/13 GSE# KEGG_GLYCOSPHINGOLIPID_BIOSYNTHESIS_LACTO_AND_NEOLAC
# samples with spot = 18 (6.5 % ) i 9 2e-03 3/14 GSE/ MAINA_VHL_TARGETS_DN
5 10913 1.63 -0.56 0.38 EDAR ectodysplasin A receptor [Source:HGNC Symbol;Acc:2895] e _VAL_ _|
Atypical : 1 (1.4%) 10 2e-03 3/14 GSE# CAIRO_HEPATOBLASTOMA DN
Basal : 17 (20.2 %) 6 79746 163 -128 023  ECHDC3enoyl CoA hydratase domain containing 3 [Source:HGNC Syi - 11 2e-03 214 GSE# GRAHAM_CML_QUIESCENT_VS_NORMAL_QUIESCENT_DN
: ’ 12 2e-03 3/15 GSE/ REACTOME_SPHINGOLIPID_METABOLISM
7 3337 157 -137 048  DNAJBL Dnal (Hsp40) homolog, subfamily B, member 1 [Source:HGN 13 3e-03 22/633  Chr  Chr9
14 3e-03 3/16 GSE# CHIANG_LIVER_CANCER_SUBCLASS_CTNNB1_DN
8 3656 1.46 -091 0.33 IRAK2 interleukin—1 receptor-associated kinase 2 [Source:HGNC S 15 3e-03 3/16 GSE# REACTOME_PEROXISOMAL_LIPID_METABOLISM
16 3e-03 4133 BP  sphingolipid biosynthetic process
9 157638 1.46 -1.44 05 FAMB84B family with sequence similarity 84, member B [Source:HGNC 17 3e-03 3117 MF  sulfuric ester hydrolase a(%t|V'ty
18 3e-03 4/35 BP  glycosphingolipid metabolic process
~ ivi
10 8909 146  -0.48 0.75 ENDOU endonuclease, polyU-specific [Source:HGNC Symbol;Acc:14 %8 ie 22 :jz? ’:}: Z::;Z?:ngiint:szx?;al:g
e -
. 5e-03 71115 cc  cell-cell junction
11 10331 1.44 -0.51 042 B3GNT3 UDP-GIcNAc:betaGal beta—1,3-N-acetylglucosaminyltransfc %% Ge 03 217 GSEs GRAHAhJA CML_DIVIDING_VS_NORMAL_QUIESCENT DN
e — ! — o — -
S—hyd " . tor 3A . s 23 7e-03 9/186 MF  structural molecule activity
12 3359 1.44 -0.35 0.36 HTR3A ydroxytryptamine (serotonin) receptor 3A, ionotropic [Sou 24 96-03 4146 8P  chloride transport
. . X 25 le-02 4149 BP  arachidonic acid metabolic process
Ove rview M ap S pot 13 10451 143 -118 034 VAV3 vav 3 guanine nucleotide exchange factor [Source:HGNC Syr 26 le-02 81170 BP  post-translational protein modification
27 1e-02 4/50 cC  coated pit
50 — = 14 55344 1.42 -0.83 0.29 PLCXD1 phosphatidylinositol-specific phospholipase C, X domain con 28 16-02 2/10 MF  arylsulfatase activity
) 29 1e-02 21710 BP  centrosome localization
40 15 3850 141 -04 054 KRT3  keratin 3 [Source:HGNC Symbol;Acc:6440] 30 1e-02 2710 BP  epoxygenase P450 pathway
31 1e-02 2/10 MF  fucosyltransferase activity
16 51350 14 -021 033  KRT76 keratin 76 [Source:HGNC Symbol;Acc:24430] 32 1e-02 2/10 cc  Golgi-associated vesicle membrane
30 33 1e-02 2/10 BP  negative regulation of translational initiation
17 29949 1.4 -04 025 IL19 interleukin 19 [Source:HGNC Symbol;Acc:5990] 34 1e-02 2710 BP  pantothenate metabolic process
20 — 35 1e-02 6/110 MF  heme binding
18 2952 138  -177 021  GSTT1l glutathione S-transferase theta 1 [Source:HGNC Symbol:Acc 3G 2e-02 4/53 BP  negative regulation of sequence-specific DNA binding transcription factor 2
37 2e-02 171529 MF  protein homodimerization activity
10 — 19 4217 1.33 -0.95 0.18 MAP3K5 mitogen—activated protein kinase kinase kinase 5 [Source:HC 38 2e-02 2/11 BP  alpha-linolenic acid metabolic process
39 2e-02 2/11 CC  HOPS complex
1 20 2524 1.32 -1.05 0.7 FUT2 fucosyltransferase 2 (secretor status included) [Source:HGNC 40 2e-02 2/11 BP  sulfate transport
I I I I
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0.3 14 T == = = = =vmv = === oy | 1
9 = —1P
%DE =0
0.2 — 12 i
n - - |Fer
00 i i b Sk
0.0 | ol L “,L.l,..l..-'.'.-- ol . 1l ,|.I > 10
- 1 T L | = L 06
-0.1 @ 8 DD:
’ c
8 6 - 04 LL
4 -
— 0.2
2 -
e ]
0 F o

0.0 0.2 0.4 0.6 0.8 1.0



g} an” g\%&ﬁgkembohc process fa Bgelne #J @” gé‘ENrL'e§8_tB—index2 #}Q‘a” gram |§meeInt
3/11 fany acid beta—oxidation using acyl-CoA oxidase 0.2 1/9 WANG_ ER_D 68 /2659 plasma membrane
4/33 sp hingolipid biosynthetic process 0.2 1/ GENTLES mod 116 e— 71115 cell—cell junction
4/35 ?ycosphlngollpl metabolic process 0.2 1/14 LIU_PROSTATE CANCER_UP e-0 4750 coated
4137 ity acid beta—oxidation 0.2 0/14 LIU_LIVER_CANCER e-0 /10 Golgi— assomaled vesicle membrane
4146 chloride transport 0.3 1/ GENTLES Tmodulll e—0; /11 HOPS complex
4149 arachidonic acid metabolic process 0.8 2/185 SPANG_LPS-index2 e—0 /30 rough endo lasmic reticulum
81170 post-translational protein modification 1.0 4553 LembcKe_Colonic Inflammatlon e-0. 132 cell-cell adherens junction
2/10 centrosome Iocallzatlon 1.0 3/530 Lembcke”Normal vs Aden e-0. /132 peroxisomal matrix
2/10 epoxygenase P450 p Y 1.0 0/ RHODES_CANCER META SIG ATURE e—0. 4/58 ubl(iumn ligase complex
2110 negative regulation of trans ational initiation 1.0 0/ RHODES UNDIFFERENTIATED CANCER e—0. /92 tight junction
2110 pantothenae metabolic process 1.0 o/ SOTIRIOU_BREAST _CANCER_GRADE_1_VS 3 DN e—0; /14 Cul4=RING ubiquitin I|?ase complex
41/ %atlve regulation of sequence-specific DNA binding transcription factor acti 1.0 0/ SOTIRIOU"BREAST_CANCER_GRADE_1_VS_3"UP e-0. /15 DNA-directed RNA polymerase 11l complex
/ a-linolénic acid metabolic process 1.0 0/ LIU BREA‘S CANCER e—0. 138 c%ap]mn coated vesu:le
/ sulfate transport 1.0 0/14 LIU_COMMON_CANCER_GENES 4e-0; 117 ;{(droxy 5-methyl-4-isoxazolepropionic acid selective glut
! unsaturated fatty acid membO“C process 1.0 o/ LIU PROSTATE CANCER_DN e—0; 119 comcal actln C oskel
130 response to interleukin-1 1.0 0/14 WANG e—0 146 Intermed\ate filament cyloskeletcn
/131 bile acid metabolic process 1.0 0/ WOLFER overlaé) enes e-0: 1153 ,ome membran
/119 xenobiotic metabolic process 1.0 0/12 BEN-POR; e—0. 123 Ir\tegral to lumenal slde of endoplasmic reticulum membrane
147434 oxidation-reduction process 10 0/15 BEN-PORATH_UP -0 4189 peroxisome
—yalue #j J;S%aﬁﬁ JO — i
Poyalue  ginjall - Gepeset LS Sniall - GRResel. . prvalue gl Genpset
. 8 /1720 Chr 1 e-01 1/17 BCHETNIA_EBM up 0.07 /4 willscher_GBM_Verhaak-CL _expression_E_up
1 5/618 Chr4 7e-01 6/375 GUDéTpsorlass down 0.07 /4 WI scher GBM_Verhaak-PNwt_expression_E_down
.200 4 /602 Chr 10 1e+00 o/ HETNIA_EBM down 0.07 /4 M_Verhaak-PNmat_expression_E_down
. 0/914 Chr3 1e+00 0/26 BCHETNIA_EBM-DM up 0.09 /5 Phllllps Prolif up vs PN & MES
. /5 Chr HSCHR6_MHC_QBL A 0/0 0.11 /131 KIM prognostic signature LTS vs. STS
. 5/699 Chr A 0/0 0.12 17 willscher_GBM_LTSmut proteomlcs P_DOWN
. /2 Chr HSCHR6_MHC_DBB A 0/0 0.13 135 Colman_survival assomated
. 0/1033 Chr2 A 0/0 0.15 19 Colman_survival_robus
. 1232 Chr18 A 0/0 0.16 176 GIEZELT _GBM 'STSW( up VS_LTSwt
. 0/519 Chr 14 A 0/0 0.16 41117 GIEZELT_GBM_WT _up_VS_mut
. /34 ChrY A 0/0 0.17 110 WIIISCher GBM_LTSwt_proteomics-G_UP
. 1/1135 Chr 19 A 0/0 0.18 /1 KIM amplified & overexpressed in LTS
. 1449 Chr 20 A 0/0 0.21 /313 willscher_GBM_Verhaak-CL_expression_D_up
. 41280 Chr 13 A 0/0 0.21 /313 willscher_GBM_Verhaak-MES_expression_D_down
. 1/743 Chr7 A 0/0 0.21 /313 willscher_GBM_Verhaak—PNwi_expression_D_up
5 3/866 Chr 12 A 0/0 0.21 / 4 Noushmeéhr_Pron_GCIMP_hypermeth_DN
. 1630 Chr X A 0/0 0.22 /4 mature astroc tes
. /386 Chr 22 A 0/0 0.24 /1! VEI g
. 1187 Chr21 A 0/0 0.25 /16 W||Ischer GBM ST wt_proteomics-O_UP
%o‘o d 4‘)5‘!3" (AQRE nk é ralue - gn/all ﬁ@”ﬁﬁ%‘enta ¢ HosJa i }l} Il Genestle mused
. 113 G[‘(COSPHINGOLIPID BIOSYNTHESIS_LACTO_AND_NEOLACTQ 0.10 3/62 WIR 0.07 124 PANG_BAFF 9hrs UP
114 MAINA_VHL TAR! 0.11 11 /400 WIR FH Nervous System 0.24 1327 PANG_CD40 Ghrs UpP
114 | HEPATOBLASTOMA D 0.21 1/13 WIRTH Thalamus 0.36 /118 PANG_LPS 6hrs UP
14 Al L_QUIESCENT. VS NORMAL _QUIESCENT_DN 0.23 4135 WIRTH Mucosa 0.58 5/ 85 PANG_B!
115 REACTOME_S| INGOLIPID‘METABOLISM’ 0.38 1/26 WIRTH_] Pancreas 0.61 1291 PANG_IL21 UP
116 CHIANG_LIVE S _CTNNB1 DN 0.64 21120 WIRTH Testis 0.71 2755 PANG_B
116 A ISOMAL LIPID METAI 0.98 3/417 WIRTH”| Immunes stem 0.78 /426 PANG_CDA40 6h N
17 GRAHAM_CML_DIVIDING VS L_QUIESCENT_DN 1.00 0/5 WIRTHPituitary gland 0.79 /86 OSOLOWSKI_green UP
/11 KEGG_N AB 1.00 0/13 WIRTH Sec. I){mphowd organs 0.84 /100 ROSOLOWSKIblue total
/111 REACTOME_XEN ICS 1.00 0/12 WIRTH”Prim. lymphoid organs 0.89 /119 ROSOLOWSKI_green total
112 PRIMARY. BILE ACID BIOSYNTHESIS 1.00 0/10 WIRTH_B-cells 0.92 /140 DAVE_BL-vs-DLBCL
112 REACTOME SY| OF BILE_ACIDS_AND_BILE_SALTS 1.00 0/13 WIRTH Tonsil 0.96 1274 SPANG _IL21 DN
113 NER_APO2 S 1.00 0/13 WIRTH Thymus 0.99 /250 LENZ_Stromal signature 1
/13 BLAL CK_ALZH'EIMERS DISEASE INCIPIENT DN 1.00 0/12 WIRTH Lymphocytes ! 0/13 BEN K_mBl
114 WATANABE _COLON_CANCE| 1.00 o/ WIRTH_Bone marrow A 0/13 BENTINK”mBL DOWN
114 WANG RE R NT LIVER C'A 1.00 0/14 WIRTH Globus pallidus 0/12 DAVE_BL_DN
/14 HENDRICI RCA4_TARGETS DN 1.00 0/15 WIRTH Telencephalon 0/18 DAVE_BL Tnter
114 KEGG, BIOSVNTHESIS OF _UNSATURATED_FATTY_ACIDS 1.00 0/13 WIRTH_Cortex cerebri 0/12 DAVE_BL UP
114 REACTOME_EGFR_DOWNREGULATION 1.00 116 WIRTH Hippocampus 0/18 DAVE_c-myc BL UP
#} @!a” § gﬁgge activity, acting on paired donors, with incorporation or reductic J éos e M Il Hﬁﬂn§§et é)gﬁ %St\oma papillary
3/17 SU|fU”C ester hydrolase actl IV%’ 0.04 5/ GGCA-519E 0/34 Pancreatic cance!
4/35 monooxygenase activit 0.05 71181 ACTG-34B 0/22 Glioblastoma muluforme somatic
/186 structural molecule activity 0.05 6/146 ACTG-30A-3P--30E-3P 0/21 Gastrointestinal
110 arylsulfatase activi 0.09 1/ TCGA- 0/ F’IIUIIal'Va lenoma
/10 fucosyltransferase activity 0.11 9/309 CTACLET-7A-LET-7B-LET-7C-LET-7D-LET-7E-LET-7F--98-LET-7G- 0/36
/110 heme bindin 0.11 3/6 ACAC-122A 0/27 Cglorectal cancer
71529 ﬁrotem homodimerization activity 0.11 3/6 TCTG-361 0/ lenomas, multlple colorectal
135 drolase activity, acting on ester bonds 0.11 5/142 GTGC-183 0/35 Prostate canct
1125 |ron ion bindini 0.13 71232 ACTT-142-5P 0/11 Alzhelmerdlsease susceptibility to
/15 interleukin-1 receptor binding 0.13 213 GCA — 1 0/ Schlzophrenla susceptlbl ity to
117 carboxypeptidase activity 0.13 41108 AG! 0/ Parkmson \
117 metallocarboxypeptidase activity 0.13 71235 CACT 34A——34C——449 0/23 ?atocellu ar carcmoma
121 aspartic—type endopeptidase activity 0.14 10/375 ACTG 27A—— 0/29 elanoma and neural system tumor syndrome
/115 lipid bindin 0.14 9/329 AATG-23A: ——23 0/30 Ovanan cancer
122 ab g uanP/ nucleotide exchan%e factor activity 0.15 4/115 TTGG-515-5P--519E 0/38 Breast cancer
123 extracellufar ligand-gated ion channel activity 0.16 12481 TGCT-15A--16--15B--195--424--497 0/15 Gastric cance!
123 galactosyltransferase activi 0.17 3/78 GTTA-410 0/4 ‘Thyroid carcmoma follicular
4/86 % anyl-nucleotide exchange factor activity 0.18 1/11 AGCG-191 0/36 Lung cancer
5/124 TPase activator activity 0.19 5/168 ATAC-144 0/12 Bladder cancer
e LRI gggbdbe WaudCkaa  gepese
L I lﬁl@'}gset é % .0 4/ ACIEJ L 44
1/ miR-141 0. 03 1134 -136 . 1/13 ACIEJ] L 10
1/ miR-200a 0.06 122 0/16 ACIEJ”] L
1/ miR-200b 0.06 123 0/7 ACIEJ] L 13
1/ miR-133a 0.08 155 0/ ACIEJ] L 14
1/ miR-200c 0.08 1164 0/11 ACIEJ”] L 15
1/10 miR-146a 0.09 3/479 0/15 ACIEJ”] L 16
1/12 miR-29b 0.11 132 0/ ACIEJ”] 7
1/13 miR-34a 0.12 1146 0/14 ACIEJ”] L 19
1/26 miR-21 0.13 1188 0/4 ACIEJ”| L
0/11 let-7a 0.13 169 0/5 ACIEJ”] L 20
o/ let-7b 0.13 / 0/15 ACIEJ”] L 22
0/4 let-7c 0.13 1/414 0/4 ACIEJ| L 23
0/6 let-7d 0.13 135 0/12 IACIEJ”]| L 24
0/4 let-7g 0.14 /71 0/14 ACIEJ”] L 26
0/13 miR- 0.14 137 0/ ACIEJ] L 27
0/5 miR-101 0.14 173 0/ ACIEJ] L 28
0/2 miR-101b 0.15 175 'miR-939 0/ ACIEJ] L 29
0/4 miR-106b 0.16 140 hsa miR-758 0/11 ACIEJ] L
0/2 miR-107 0.17 110 hsa-miR-933 0/14 IACIEJ”] L 30
al V&ém’-\ K pvalue 3 — lRelg
a r} %{a” &ﬁﬂﬁﬁ%& al k .06 alue %W@gu %B\%?QIEIT _high expression TF %a” ﬁ Ul Bone marrow
1/12 e2f3.1 0.09 /5 2162 VAQUERIZAS”Whole blood
2 1/15 G 0.64 1/1233 IM MYC ?T 3/144 VAQUERIZAS General
0/13 0.83 711146 4EEENSTRE low expression TF 1/43 VAQUERIZAS”Whole brain
0/11 1.00 114 _ 1/62 VAQUERIZAS”Luni q
.0 0/14 1.00 0/63 YC Targels UP 0/40 VAQUERI ZASiFeta brain
0 0/12 1.00 0/9 YC Targets DOWN 0/44 VAQUERIZAS™Placenta
.0 0/15 . 1.00 0/4 'YC_Apoptosis UP 0/28 VAQUERIZAS”| leer
.0 0/13 1.00 0/8 'YC”Cell cycle UP 0/37 VAQUERIZASPro:
.0 0/14 BENTINK src 2 1.00 0/2 YC Cell cycle DOWI 0/29 VAQUERIZAS™. Smooth muscle
A 0/0 1.00 0/4 Cell growth and prol\ferauon uP 0/43 VAQUERIZAS" Ui
A 0/0 1.00 0/2 C_"hromann modification UP 0/12 VAQUERIZAS K
A 0/0 1.00 0/7 'YC”DNA repai 0/22 VAQUERIZAS”Spinal cord
A 0/0 1.00 0/3 YC_DNA repllcatlon UP 0/41 VAQUERIZAS il
A 0/0 1.00 0/2 ECM cell adhesion DOWN 0/39 VAQUERIZAS Thyroid
A 0/0 1.00 0/20 'YC”Metabolism UP 0/7 VAQUERIZAS”Appendix
A 0/0 1.00 0/16 YC—Protein synthesis degradation UP 0730 VAQUERIZAS Fetal lung
A 0/0 1.00 0/8 YC_RNA processing binding UP 0/16 VAQUERIZAS_Pancreas
A 0/0 1.00 0/2 YC~Signal transduction UP 0/24 VAQUERIZAS Trachea
A 0/0 1.00 0/3 YCZTumor supressor genes UP 0/14 VAQUERIZAS Fetal liver




Correlation Cluster

Spot Summary: U Spot Genelist Geneset Overrepresentation

# metagenes = 35 Rank max e r bDIeSC”Dtlon Rank p-value #in/all Geneset
ID min e Symbo
# genes = 354
1 3848 4.75 -1.88 0.67 KRT1  keratin 1 [Source:HGNC Symbol;Acc:6412] 1 le-99 82/135 H.Tiss WIRTH_Mucosa
2 5e-64 100/572 Disea GUDJ_psoriasis up
<r> metagenes = 0.95 2 3851 424 -319 057 KRT4 keratin 4 [Source:HGNC Symbol;Acc:6441] 3 1e-25 17/21  cC  cornified envelope
<r>genes =04 4 6e-25 23/53 BP keratinocyte differentiation
3 49860 4.24 -323 072 CRNN  cornulin [Source:HGNC Symbol;Acc:1230] 5 3e-21 19/42 BP  keratinization
beta: r2=35.89 / |Og p= =Inf 6 2e-19 22/76 BP  epidermis development
4 4118 3.95 -323 061 MAL  mal, T-cell differentiation protein [Source:HGNC Symbol;Acc 7 2e-14 11/19 BP  peptide cross-linking
. 4e-12 9/15 GSE# WANG_BARRETTS_ESOPHAGUS_AND_ESOPHAGUS_CANCER_DN
# samples with spot = 100 ( 36.4 % ) . 8 - - - - -
K 5 4014 386 -097 0.38 LOR loricrin [Source:HGNC Symbol;Acc:6663] 9 le-11 23/186  MF  structural molecule activity
Atypical : 8 (10.8 %) 10 4e-10 8/16 GSE/ JAEGER_METASTASIS_DN
Classical : 7 (21.9%) 6 1673 384 -354 067  DEFB4B defensin, beta 4B [Source:HGNC Symbol;Acc:30193] 11 6e-10 59/1182 CC  extracellular region
12 3e-09 7113 BP  negative regulation of peptidase activity
7 6701 384 -21 075  SPRR2Bsmall proline-rich protein 2B [Source:HGNC SymbolAcc:1lz 13 6e-09 7/14 GSE/ CHARAFE_BREAST_CANCER_BASAL_VS_MESENCHYMAL_UP
Basal : 73 ( 86.9 % ) 14 7e-09 16/122  MF  serine-type endopeptidase activity
8 6947 377 -196 046 TCN1 transcobalamin | (vitamin B12 binding protein, R binder family 19 1e-08 7118 GSE/ HINATA_NFKB_TARGETS_KERATINOCYTE_DN
16 2e-08 7116 GSE# SENGUPTA_NASOPHARYNGEAL_CARCINOMA_DN
9 14325 377 267 071  DEFBLO3Efensin, beta 1038 [Source:HGNC SymbolAcc:31702] %{7; 2e-08 7116 GSE# COLDREN_GEFITINIB_RESISTANCE_DN
2e-08 7116 GSE/ WANG_BARRETTS_ESOPHAGUS_DN
10 6706 3.74 -3.05 0.71 SPRR2Gsmall proline-rich protein 2G [Source:HGNC Symbol;Acc:112 19 2e-08 7116 GSE# ONDER_CDH1 TARGETS_3 DN
20 2e-07 12/82 CC intermediate filament
11 57152 369 177 081  SLURPL secreted LYSIPLAUR domain containing 1 [SourceHGNC Sy 2% de-07 51/1146 TF  HEBENSTREIT low expression TR
22 6e-07 6/16 GSE# CROMER_TUMORIGENESIS_DN
12 2877 369 -311 044 GPX2 glutathione peroxidase 2 (gastrointestinal) [Source:HGNC S 23 1e-06 5710 MF  RAGE receptor binding
' ’ : : 4 24 1e-06 9/52 BP  negative regulation of endopeptidase activity
. : - : 25 4e-06 8/44 CC  keratin filament
Ove rview M ap S pot 13 338324 366 -29 068  S100A7AS100 calcium binding protein A7A [Source:HGNC Symbol;Ac 26 56-06 89/2650 OC  plasma membrane
) 27 7e-06 10/79 MF  serine-type endopeptidase inhibitor activity
50 — 14 7053 352 -339 081 TGM3 transglutaminase 3 [Source:HGNC Symbol;Acc:11779] 28 1e-05 5/15 ME  retinol dehydrogenase activity
) 29 1e-05 5/15 GSE# ONDER_CDH1_TARGETS_2_DN
40 - 15 1828 351 -197 078  DSG1 desmoglein 1 [Source:HGNC Symbol;Acc:3048] 30 2e-05 5/16 GSE/ HUPER_BREAST_BASAL_VS_LUMINAL_UP
_ 31 4e-05 4/10 GSE/ SMID_BREAST_CANCER_ERBB2_UP
16 55894 3.4 -183 073  DEFB103efensin, beta 1038 [Source:HGNC Symbol;Acc:31702] 32 4605 4/10 GSE/ REACTOME_APOPTOTIC_CLEAVAGE_OF CELL_ADHESION_PROTEIN
30 33 6e-05 23/434  BP  oxidation-reduction process
17 8644 337 296 04 AKR1C3 aldo-keto reductase family 1, member C3 [Source:HGNC Sy 34 6e-05 31/683 CC extracellular space
20 - 35 7e-05 5/21 CC  desmosome
18 84651 3.36 -1.82 0.74 SPINK?7 serine peptidase inhibitor, Kazal type 7 (putative) [Source:HG 36 9e-05 4/12 BP cellular aldehyde metabolic process
7 le-04 7151 MF  protein binding, bridgin:
g, bridging
10 — 19 84648 3.36 -2.37 072 LCE3D late cornified envelope 3D [Source:HGNC Symbol;Acc:16615 38 1le-04 7153 MF  serine-type peptidase activity
39 le-04 4/13 H.Tis: WIRTH_Tonsil
1 20 29113 329 -118 039  C6orfl5 chromosome 6 open reading frame 15 [Source:HGNC Symbc 40 1e-04 4/13 GSE/ CHARAFE_BREAST_CANCER_LUMINAL_VS_MESENCHYMAL_UP
I I I I
1 10 20 30 40 50 1 10 20 30 40 50
1.0 H p—values
e o o o o o o Py a~ oo =0 -
0.5 - 12 4" "2 ==y ol m 1
0.0 - || J . JI . ]I.||I |||| i, l|.|.|I I IHIII"I' Ill I‘ | -7 - - 2 r_ 0.8
U110 R L AN ' e
-0.5 — ..Z‘ g
= . - 06 ¥
-1.0 cC - &)
8 J ~ 04 LL
471
241 - 0.2
. [ |
E—rd1 - |
0 f - 'L

0.0 0.2 0.4 0.6 0.8 1.0
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GUDJ_psoriasis down
BCHETNIA_EBM down

WIRTHT |

WIRTH] Prlm lymphoid organs
WIRTH_Placerita
WIRTH”Cortex cerebri
WIRTHZ| Nervous System
WIRTH Mus

WIRTH_| Pnunary gland
WIRTH_Pancreas

WIRTH Immune system
WIRTH Sec. IYmp 0id organs
WIRTH_B—cell
WIRTH”Thymus

WIRTH Lymphocyles
WIRTH_Bone marre

WIRTH Globus pallldus
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-373
182
GCTG 512-5P
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CCCA—299 3P

Flogjei Dase

hsaf
hsa-miR-335- 5p
hsa-mi
Sa-m

hsa miR- 629
hsa-miR-1237

E}\%‘?’Q&IT low expression TF
YC_Cell ¢ cle‘DOW
YCTar?
YC_Pr eln S! mhesls degradation UP
YC Tar %
-IIENlIBENSC REIT hlgh expression TF
OW F

C
YC ApOptOSIS UF'
'YC”Cell cycle
'YC”Cell growth and proliferation UP
YC™ vhromatln modification UP
DNA repai
_DNA rephcatlon UP
ECM cell adhesion DOWN
C~Metabolism UP
RNA processing binding UP
C”Signal transduction UP
_Tumor supressor genes UP
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gé §Q§§ﬁglope

extracellular region

intermediate filament

keratin filament

plasma membrane

extracellular space

desmosome

anchored to membrane

cell-cell adherens junction

membrane

cytoplasm

cytoplasmic membrane bounded vesicle
vesicle membra

apical plasma membra

extrinsic to cytoplasmic S|de of plasma membrane
adherens junction

basolateral plasma membrane

gap jun

endoplasmlc reticulum

coated pit

1%ﬁ§ﬁtnypomethylated :n ependymoma

hristensen_hypomethylated”_in_secondary gnloblastoma

ristensen_hypomethylated”in_primary_glioblastoma

scher_GBM_STSwt_proteomics-L.

ristensen_h permetﬁyla’ted in_grade3_astrocytoma

||| ml eu _grade2_oligoastrocytoma
Chr /P _secondary_glioblastoma

Iaffalre hy en leth LGG_vs_confrol

willscher "GBM_LTSmut_“proteomics—-P_DOWN

KIM_epifhelial-mesenchymal-transition related genes_decreased expressior

Christensen_hypermethylated_in_grade3_oligoastrocyfoma

Christensen_]| h){permethylated in; gradez astrocytoma

cultured astroglia vs. in vivo astrocy

Christensen, hypermethylaled in gradez oligodendroglioma
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005 Qo0

Chnstensen hypermethylaled in ependymoma
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VERHAAK NL Subl%

VERHAAK”MES subtype

(e

WRIGHT_ABC
DAVE_Immune response 2
DAVE NF|

ZHANG_DLBCL mutated
ROSOLOWSKI_blue DOWN
SPANG_IL21 UP
SPANG_LPS 6hrs DN

DAVI -vs-DLBCL
SPANG_| P

SPANG L2,

L‘OWSKI red total
ROSOLOWSKI blue total
SPANG_LPS 6hrs UP
ROSOLOWSKI_green total
SPANG_CD40 Bhrs DN
SPANG_BCR DN

ﬁa%egmm

Pancreatic cancel

Glioblastoma muluforme somatic
Gastrointestinal

Pnunary adenoma

Cglorectal cancer
lenomas, multlple colorectal
Prostate canc
Alzheimer dlsease susceptibility to
Schlzophrema susceptlbl ity to
Parkmson \
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elanoma and neural system tumor syndrome
Ovanan cancer
Breast cancer
Gastric cance
Thyroid carclnoma follicular
Lung cancer
Bladder cancer
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VAQUERIZAS Splna cord
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VAQUERIZA 7Wh0|e blood
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Correlation Cluster

Spot Summary: V Spot Genelist Geneset Overrepresentation

# metagenes = 35 Rank max e r Description Rank p-value #in/all Geneset
# genes = 290 ID min e Symbol
1 1109 3.73 -2.74  0.69 AKR1C4 aldo-keto reductase family 1, member C4 [Source:HGNC Sy! 1 9e-07 33/743 Chr Chr7
2 1e-06 19/296 MF  oxidoreductase activity
<r> metagenes = 0.96 2 57834 291 -153 07 CYP4F11cytochrome P450, family 4, subfamily F, polypeptide 11 [Sour 3 2e-06 5/13 GSE/ SINGH_NFE2L2_TARGETS
<r>genes = 0.22 4 3e-06 90/3274 CC |n!§gr§l to memb‘rane
3 1749 2.89 -1.7 0.51 DLX5 distal-less homeobox 5 [Source:HGNC Symbol;Acc:2918] 5 8e-06 221434 BP  oxidation-reduction process
beta: r2=5.44 | log p= -Inf 6 2e-05 13/179  mMRN hsa-miR-34b
4 1066 28 -0.72 047 CES1 carboxylesterase 1 [Source:HGNC Symbol;Acc:1863] 7 2e-05 4710 BP  response to food
. 8 2e-05 171299 BP  axon guidance
= 0, i N
# Samples with Sp0t 42 ( 15.3% ) 5 1717 2.74 -1.44 042 DHCR7 7-dehydrocholesterol reductase [Source:HGNC Symbol;Acc: 9 3e-05 6/35 miRN hsa-miR-127-3p
Classical : 16 (50 %) 10 4e-05 4712 GSE/ DELLA_RESPONSE_TO_TSA_AND_BUTYRATE
6 140809 251  -1.38 073  SRXN1 sulfiredoxin 1 [Source:HGNC Symbol;Acc:16132] 11 le-04 4115 GSE# FARMER_BREAST_CANCER_CLUSTER_7
12 1e-04 7165 BP  response to glucocorticoid
. 0 )
Basal: 19 (22.6 %) 7 7102 239 -141 04  TSPAN? tetraspanin 7 [SourcetHGNC Symbol;Acc:11854] 13 2e-04 40/1253 BP  small molecule metabolic process
14 2e-04 70/2659 CC plasma membrane
8 85 234 239 036  IGFBP2 insulin-iike growth factor binding protein 2, 36kDa [Source:H( 1D 2e-04 5782 MF  ATPase activity, coupled to transmembrane movement of substances
16 2e-04 5/32 MF  NADP binding
9 5217 222 -2.55 0.59 PFN2  profilin 2 [Source:HGNC Symbol;Acc:8882] 17 3e-04 8/96 BP  lung development
18 3e-04 8/98 miRN ATGT-221--222
— iRN hsa-miR-151-3|
10 7062 2.14 -0.7 0.4 TCHH trichohyalin [Source:HGNC Symbol;Acc:11791] 19 4e-04 6756 m. . P
20 5e-04 8/104 miRN hsa-miR-605
) ) 21 5e-04 17/390 BP  metabolic process
7296 2.07 -0.96 0.54 thioredoxin reductase 1 [Source:HGNC Symbol;Acc:12437.
1 ° TXNRDL . 4 ! 22 5e-04 51/1837 CC  membrane
23 6e-04 5/39 BP  retinoid metabolic process
12 493861 2.06 -0.82 0.49 EID3 EP300 interacting inhibitor of differentiation 3 [Source:HGNC 24 6e-04 23/621 cC  endoplasmic reficulum
i - . ) 25 7e-04 30/914 Chr Chr3
Ove rview Map Spot 13 10457 206 -232 042  GPNMB glycoprotein (transmembrane) nmb [Source:HGNC SymbolA 5o 7e-04 7188 miRN hsa-miR-188-3p
: ) 27 7e-04 28/835 CC integral to plasma membrane
50 - 14 57007 205 -201 049  ACKRS aypical chemokine receptor 3 [Source HGNC SymboliAcc:2é  Hg S04 o/63 WP oxidoreductase activity, acting on paired donors, with incorporation or redu
) 29 9e-04 4125 MiRN hsa-miR-1273
40 - 15 1646 2.04 -1.84 0.67 AKR1C2 aldo-keto reductase family 1, member C2 [Source:HGNC Syi 30 1e-03 3/12 GSE/ REACTOME_SIGNALLING_TO_P38_VIA_RIT_AND_RIN
31 1e-03 9/149 BP  cellular lipid metabolic process
16 24 1.91 -0.47 031 ABCA4 ATP-binding cassette, sub—family A (ABC1), member 4 [Sout 32 1e-03 6/69 BP  response to toxic substance
30 H 33 1e-03 11/212  miRN hsa-miR-182
17 5445 1.91 -1.63 0.32 PON2 paraoxonase 2 [Source:HGNC Symbol;Acc:9205] 34 1e-03 167387 MIRN hsa-miR-519a
20 35 1e-03 6/71 BP  pattern specification process
18 56666 1.9 -137 058 PANX2 pannexin 2 [Source:HGNC Symbol;Acc:8600] 36 1e-03 6/71 BP  response to nutrient
37 2e-03 13/284  miRN hsa-miR-503
10 — 19 406988 1.9 -1.65 0.3 MIR205HI®IR205 host gene (non—protein coding) [Source:HGNC Sym| 38 2e-03 4129 miRN  hsa-miR-591
39 2e-03 8/125 MF iron ion binding
4741 1.88 -0.55 0.38 NEFM  neurofilament, medium polypeptide [Source:HGNC Symbol;A 2e-03 17 /433 miRN hsa-miR-19b
1
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k Ref(yealue #ﬂplﬁl” 9 %’gsumlcn process !4.03e|[;e #} n/all H.%é% aer &J%@U ﬁ%gﬁ§ﬁ$mbrane
5 response to food 0.20 1/15 RHODES CANCER META_SIGNATURE 70/ 2659 plasma membrane
e-05 17 / 299 axon guidance 0.20 1/13 GENTLES _modull 51/1837  membrane
response to glucocorticoid 0.22 1/14 LIU_LIVER_ CAl C 23/621 endoplasmic reticulum
e-04 40/1253 small molecule metabolic process 0.23 1/15 SOTIRIOU"BREAST CANCER _GRADE_1_VS_3_DN 281835 integral to plasma membrane
e-04 /96 lung development 0.23 1/15 LIU_PROSTATE 60 /2378 cytosol
e-04 71390 metabolic process 0.23 1/15 GENTLESﬁmodm 21/614 endoplasmic retlculum membrane
e-04 139 retinoid metabolic process 0.25 1/16 GENTLES modul2 97184 actin cytoskeleto
e-03 1149 cellular lipid metabolic process 0.25 1/16 GENTLES modul 92 nghtjuncnon
e-03 /69 response to toxic substance 0.32 11/530 Lembcke Normal vs Adenoma 95/4310 plas
e-03 171 pattern specification process 0.33 2/68 SHAUG ESSY_MM high risk 14/ 380 |ntracellular membrane-bounded organelle
e-03 171 response to nutrient 0.50 1/39 IANG_MM up 71134 early endosome
e-03 /51 osteoblast differentiation 0.65 5/316 SPANG"BCLS index2 71147 endosome
e-03 /15 digestive tract morphogenesis 0.92 6/553 Lembcke Colomc Inflammatlon 5/88 melan
e-03 115 leukotriene metabolic process 0.96 1/185 PA S=i 2/13 Mtegral 10 perostomal membrane
e-03 177 negative regulation of canonical Wnt signaling pathway 1.00 0/16 DES UNDIFFERENTIATED CANCER 3/34 chloride channel complex
e-03 4133 tight junction assembl 1.00 0/15 SOTIRIOU BREAST CANCER_GRADE_1_VS_3_UP 4/63 Golgi lumen
e—-03 5/55 odontogenesis of dentin-containing tooth 1.00 0/10 LIU_BREAST CANCER 6/129 membrane raft
e-03 71107 response to oxidative stress 1.00 0/14 LIU_COMMON_CANCER _GENES 2/16 NuRD complex .
e-03 4134 glutathione metabolic process 1.00 0/14 LIUZPROSTATE_CANCER_UP 3743 neuromuscular junction
r —value i A@%%ﬁe do —
5’ Anjall - Geneset 0 final Genesel.., Povalue  ip/all - GRResel .o s
0/ 91 Chr3 0.368 1/26 BCHETNIA_EBM-DM up 0.01 6/105 willscher_GBM_proteomics_wtOnly_SpotB
6 /1033 Chr 2 0.788 5/375 GUDé_Ipsorlass down 0.03 468 cultured astroglia vs. in vivo astrocytes
6/71 Chr 16 1.000 0/17 NIA_EBM up 0.05 3/48 Noushmehr_Pron_GCIMP. hgpermeth DN
4630 Chr X 1.000 o/ BCHETNIA_EBM down 0.06 2122 KIM deleted'& downregulafed i
8/866 Chr12 A 0/0 0.07 3/55 OL vs. MO L
12 Chr HSCHR6_MHC_DBB A 0/0 0.08 2127 WlRTH F’N ubtype
/449 Chr 20 A 0/0 0.10 2/31 KIM prognostic signature LTS vs. STS
0/504 Chr 15 A 0/0 0.12 1/7 Donson-cytotoxic effectors—associated with LTS in HGA
71918 Chr 17 A 0/0 0.12 21735 Colman_survival_associated
4232 Chr18 A 0/0 0.13 10/379 own _a 5
1534 Chr8 A 0/0 0.14 2137 Wlllsch_er GBM proleomlcs wtOnly_SpotH
152 Chr HSCHR6_MHC_QBL A 0/0 0.15 41117 GIEZELT_G up_VS_mu
/519 Chr 14 A 0/0 0.19 1/12 WIIISCher GBWLTSM proteomics-C_UP
1618 Chr 4 A 0/0 0.25 1/16 VERHAAK _MES subtype
1633 Chr9 A 0/0 0.25 1/16 wHIscher GBM_STSwt_proteomics-O_UP
/386 Chr 22 A 0/0 0.25 97391
6 /1720 Chr1 A 0/0 0.26 1/17 ShlnaW| with_increased methylatlon in_STS
21957 Chr11 A 0/0 0.30 2162 Stuehler_Profeins_up_in_STS
1187 Chr21 0/0 0.31 1/21 MartineZ_Glio_hypermeth
BEAule 4 | |L§§| HTIDRRITIE,
e-06 f}néa” %%I’ZLZ TARGETS nk .01 ue g;ngall sﬁsﬂpl;%glls a 4} I 8&%@5& greentotal
4e-0! 4/12 DELLA"RESPONSE _TO TSA_AND_BUTYRATE 0.02 2/13 WIRTH Ton: 0. 3/86 ROSOLOWSKI_green UP
e-04 4115 FARMER BREAST CANCER CLUSTER_7 0.19 1712 WIRTHT]| Prlm Iymfnhold organs 0. 1/14 WRIGHT _GCBTUP
-0 112 REACTOME SIGNALLING, TO P38 _VIA_RIT_AND_RIN 0.20 1/13 WIRTH“I'herwd 0. 1/16 WRIGHT_ABC UP
e—0: 114 REACTOME_ACTIVATION "OF RAC_ 0.21 4135 WIRTH_Muc 0. 2/59 LENZ_Stromal signature 2
e—0: /15 WAMUNYOKOLI OVARIAN CANCER _LMP_UP 0.23 1/15 WIRTH_FeIencephalon 0. 1/20 DAVE_Immune response 2
e—0: 115 HADDAD T LYMPHOCYTE_AND NK”PROGENITOR_UP 0.30 2162 WIRTH_Liver 0.4 5/25 LENZ”Stromal signature 1
e—0: 115 PO AR R PONSE_TO ADAP 0.35 3/120 WIRTH Testis 0.4 14/ 755 SPANG_BCR UP
e—0: 115 CARTA_MTA3 PAT! Y 0.38 3/127 WIRTH Muscle 0. 6/3: SPANG_CD40 6hrs UP
e—0: 116 IIZUKA LIVER_CANCER_PROGRESSION_G1_G2_DN 0.40 8/400 WIRTH Nervous System ) 2/118 SPANG_LPS 6h
/16 SESTO_RESPONSE_TO_UV _C5 0.47 1/36 WIRTH_Placenta 0.7 4275 ANG_DLBCL mutated
/ DING_LUNG_CANCER_MUTATED_RECURRENTLY 0.59 1/50 WIRTH Homeostasis 0. 4129 SPANGTIL21 U
/ ONK UVEAL MELANOMA UP™ 0.86 517417 WIRTH” Immune system 0. 12 /852 SPANG_BCR DI
17 TAKADA GASTRIC_CANCER_COPY NUMBER_UP .00 0/ WIRTH Pituitary g and 0. 5/426 SPANG_CD40 6hrs DN
/ HEIDENBLAD AMF"LIFIED IN'F'ANCREATIC CKNCER .00 0/26 WIRTH_Pancrea: 0. 1/140 AV —VS—
/ DUSP6_TARGETS PCI35 P .00 0/13 WIRTH Sec Iymphmd organs 1/274 SPANG_IL21 DI
110 YEGNASUBRAMANIFN PROSTATE_CANC .00 0/13 RTH_Thym 0/13 BENTINK_mBL
110 KEGG ADIPOCYTOKIN'E SIGNALING PATHWAY .00 0/12 WIRTH Lymphocytes 0/ 3 BENTINK_mBL DOWN
/10 KEGG_THYROID_CANCER .00 0/ Bone marrow 0/ E DN
110 BIOCARTA_EGFR_SMRTE_PATHWAY .00 0/14 WIRTH _Globus pallidus 0/ DAVE BLTnter
l..l(_ alue {QP{&” @ﬁﬂﬁ&%@e activity ée —04 € MJ” £ E gﬁeIZZZ é)gﬁ %St\oma papillary
5/32 ATPase activity, coupled to transmembrane movement of substances 2e-0: 12 /261 0/34 Pancreatic cancel
5/32 NADP binding 4e-0. 171467 TGTT 30A 5P--30C--30D--30B--30E-5P 0/22 Glioblastoma muluforme somatic
6/63 oxidoreductase activity, acting on paired donors, with incorporation or reductic 7e-0: 12 /303 AAGC-2. 0/21 Gastrointestinal
8/125 iron ion binding e—0. 145 0/ PIIUIISI’V adenoma
3/14 phospholipid-translocating ATPase activity e—0! 9/198 0/36
4133 cation—transporting ATPase activity e-0: 48 0/27 C Iorectal cancer
3/17 roline—i rlch reglon binding e-0:. 0/ g lenomas, muluple colorectal
e- 7/110 eme bin: e-0: 10/243 0/35 Prostate canc
4e-0: 171474 ﬁrotem k|nase activity e-0; 3/362 0/11 Alzhelmerdlsease susceptibility to
e-0: 12 /287 drolase activity e-0. 10/247 0/ Schlzophrenla susceptlm ity to
e—0: 3/22 AP kinase klnase kinase activity e—0 5/ 0/ Parkmson
e-0. 107237 enzyme bindin e-0: 5/ 0/23 Fatocellu\ar carcinoma
e-0: 3/26 Virus receptor activity e-0. 9/ 0/29 elanoma and neural system tumor syndrome
e-0. 35/1344  ATP binding e-0. 6/ 0/30 Ovanan cancer
e-0: 16 / 485 transferase activity, transferring phosphorus—containing groups e-0: 4/ 0/38 Breast cancer
e-0: 5/79 electron carrier activity - e-0. 71 0/15 Gastric cancel
e-0: 2/10 GABA-A receptor activity e-0; a4/ 0/4 Thyroid carclnoma follicular
e—O 15/ 456 identical protein bmdm?y e—0. 13 0/36 Lung cancer
e 2/11 guanylate kinase activil 4e-0: 5/ 1 0/12 Bladder cancer

b :55 %'l\ie I Lsa?nﬁ%et LR Pkl %J WIDAbudbaop ceneser, .,
1/4 let-=7 3e-05 6/3 0.12 1/7 ACIEJ”] L
1/4 mIR*IZBb 4e-04 6/56 0.19 1/12 ACIEJ”| L 24
1/4 miR-206 5e-04 8/ 10: .00 0/16 ACIE]” L
1/4 iR-7 7e-04 7/85 .00 0/13 ACIE]” L 10
1/5 miR-143 e-04 4/25 .00 0/7 ACIEJ| L 13
1/6 let-7b e-0: 11/2 .00 0/ ACIEJ| L 14
1/6 let-7d e-0: 16/ 3 .00 0/11 ACIE]” 5
1/9 miR-17 e-0: 13/ 21 .00 0/ ACIEJ| L 16
1/11 let-7a e-0: 4729 .00 0/ ACIEJ| L17
0/4 let-7c e-0: 17/ 4 .00 0/14 ACIEJ L19
0/13 miR- e-0: 15/ 3 -00 0/4 ACIEJ| L
0/5 miR-101 e-0: 17/ 4 .00 0/5 ACIEJ| L 20
0/2 miR-101b e-0: 6/75 .00 0/15 ACIEJ| L 22
0/4 miR-106b e—0: 11/2: .00 0/4 ACIEJ| L 23
0/2 miR-107 e—0: 17/ 4 .00 0/14 ACIEJ” L 26
B mek e 2y mcervs
miR- e—| ! L
0/9 miR-125b 4e-0; 9/18 i -00 0/ ACIEJ” L 29
0/5 miR-12 5e-0 10/219 hsa-miR-181d -00 0/11 ACIEJ| L
a@[@m'd Gl Genesst o o o prvalue gingal ok DaRUGoan Genese ..
1/15 GUSTAFSON_PI3K_DN 0.2 2571233 IM MYCtar?Te 0.041 144 VAQUERIZAS Placenta
0/12 EN e2 0.4 21/1146 EBEN low expression TF 0.162 /10 VAQUERIZAS™Skeletal. muscle.psoas
0/11 BENT 0 13/1095 4EBENSTRErhlgh expression TF 0.205 113 VAQUERIZAS”Skin
0/14 BENT 0 0/5 YC Tl 0.233 115 VAQUERIZAS Adrenal gland
.0 0/12 BENT! .0 0/63 YCﬁar ets UP 0.246 /16 VAQUERIZAS”Pancreas
.0 0/11 BENT! .0 0/9 YCjargetS DOWN 0.246 /16 VAQUERIZAS”Salivary gland
2 8113 BENT 3 318 VE-CBRe Ub Ei 139 VASUERIZAS Aonal” <o
8 ) .. onsili
0 0/14 BENT! 0 0/2 Yc’Cellc cle DOW| 0.345 124 VAQUERIZAS Trachea
A 0/0 .0 0/4 Cell gllfowth and prol\feratlon UP 0.390 /28 VAQUERIZASLivi
ﬁ 8;8 _8 8;% YE_;R‘rgmatm modification UP 8.28% ; 24 vﬁ HEEI%Q _gmoothlmuscle
. | epai . e
A 0/0 .0 0/3 YC_DNA replication UP 0.480 137 VAQUERIZAS Prostate
28 S Yk I et o A
8 Metabolism R 4 S mus
A 0/0 0 0/16 YC_Protein synthesis degradation UP 0.666 162 VA UERIZAE_WI%,oIe blood
A 0/0 0 0/8 YC”RNA processing binding UP 1.000 0/40 VAQUERIZASFetal brain
A 0/0 .0 0/2 YC”Signal transduction UP 1.000 0/43 VAQUERIZAS Uterus
A 0/0 .0 0/3 'YC_Tumor supressor genes UP 1.000 0/12 VAQUERIZAS_Kidney




Correlation Cluster

Spot Summary: W

# metagenes = 64
# genes = 277

<r> metagenes = 0.94

<r>genes =0.21

beta: r2=3.09 / log p= -Inf

# samples with spot =20 (7.3 %)

Basal : 16 (19 %)

Overview Map
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Spot Genelist

Rank max e

ID min e
1 1984 1.86  -1.04
2 170680 171 -0.44
3 8338 161 -1.41
4 6441 155  -0.67
5 51278 145  -1.28
6 8843 144  -0.83
7 54361 14 -0.63
8 338442 1.38 -0.84
9 10809 135  -0.99
10 79670 131 -1
11 83442 13 -1.19
12 641649 13 -1.25
13 55004 1.29 -0.83
14 83786 1.28 -0.95
15 se72 1.28 -0.36
16 388555 1.27 -0.5
17 134285 1.25 -0.91
18 8689 124  -0.35
19 80765 1.24 -0.77
20 118663 1.24 -0.39

r

0.35

0.43

0.32

0.36

0.43

0.47

0.49

0.37

0.44

0.55

0.44

0.32

0.4

0.52

0.3

0.35

0.55

0.47

0.34

Description
Symbol

EIF5A  eukaryotic translation initiation factor 5A [Source:HGNC Syml
PSORS1@goriasis susceptibility 1 candidate 2 [Source:HGNC Symbol;
HIST2H2Aistone cluster 2, H2ac [Source:HGNC Symbol;Acc:4738]
SFTPD surfactant protein D [Source:HGNC Symbol;Acc:10803]
IER5 immediate early response 5 [Source:HGNC Symbol;Acc:539¢
HCAR3 hydroxycarboxylic acid receptor 3 [Source:HGNC Symbol;Act
WNT4  wingless—-type MMTV integration site family, member 4 [Sourc
HCAR2 hydroxycarboxylic acid receptor 2 [Source:HGNC Symbol;Acc
STARD1(StAR-related lipid transfer (START) domain containing 10 [Sc
ZCCHCce6zinc finger, CCHC domain containing 6 [Source:HGNC Symb
SH3BGRE$13 domain binding glutamic acid-rich protein like 3 [Source
TMEM91transmembrane protein 91 [Source:HGNC Symbol;Acc:3239%
LAMTORIate endosomal/lysosomal adaptor, MAPK and MTOR activatc
FRMD8 FERM domain containing 8 [Source:HGNC Symbol;Acc:2546
PSG4  pregnancy specific beta—1-glycoprotein 4 [Source:HGNC Syi
IGFL3  IGF-like family member 3 [Source:HGNC Symbol;Acc:32930
TMEM17transmembrane protein 171 [Source:HGNC Symbol;Acc:270%
KRT36 keratin 36 [Source:HGNC Symbol;Acc:6454]

STARDS StAR-related lipid transfer (START) domain containing 5 [Sot

BTBD16 BTB (POZ) domain containing 16 [Source:HGNC Symbol;Acc

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 2e-07 33/717 Chr  Chri6
2 3e-05 5/23 BP endosome organization
3 le-04 61747 CC  nucleosome
4 Te-04 8/115 MF  lipid binding
5 7e-04 4125 BP  membrane fusion
6 1le-03 3/13 MF  phosphatidylinositol-3,4-bisphosphate binding
7 2e-03 3/16 GSE# AMUNDSON_DNA_DAMAGE_RESPONSE_TP53
8 3e-03 215 miRN AGTG-521
9 3e-03 44/1720 Chr Chrl
10 3e-03 13/320 BP  small GTPase mediated signal transduction
11 3e-03 6/86 MF  guanyl-nucleotide exchange factor activity
12 3e-03 6/86 BP  nucleosome assembly
13 3e-03 71115 BP  endocytosis
14 4e-03 4/38 BP  positive regulation of interleukin-6 production
15 4e-03 3/19 MF  SNARE binding
16 6e-03 4144 BP  regulation of Rab GTPase activity
17 6e-03 3/23 BP  positive regulation of release of cytochrome ¢ from mitochondria
18 7e-03 5/71 mIiRN hsa-miR-1254
19 7e-03 4/46 MF  Rab GTPase activator activity
20 8e-03 3/25 MF  phosphatidylinositol-3,4,5-trisphosphate binding
21 9e-03 219 miRN TCCG-184
22 1e-02 9/215 cc lysosomal membrane
23 1e-02 3/28 CC  Golgi stack
24 le-02 2/10 MF  3-beta—hydroxy-delta5-steroid dehydrogenase activity
25 1e-02 2710 CcC  DNA-directed RNA polymerase | complex
26 le-02 2/10 GSE/ LUI_THYROID_CANCER_CLUSTER_5
27 le-02 5/82 BP endoplasmic reticulum unfolded protein response
28 le-02 3/29 BP  positive regulation of interferon-gamma production
29 1e-02 12/342  MF  protein heterodimerization activity
30 1e-02 3/30 CC  SNARE complex
31 1e-02 2/11 BP  regulation of fat cell differentiation
32 le-02 2/11 GSE# GALE_APL_WITH_FLT3_MUTATED_DN
33 1e-02 2/11 mIRN GCGC-525--524
34 le-02 4156 cc  recycling endosome
35 2e-02 6/120 miRN GAGC-149
36 2e-02 27112 BP extracellular polysaccharide biosynthetic process
37 2e-02 2/12 BP  rRNA transcription
38 2e-02 2/12 GSE/ LI_LUNG_CANCER
39 2e-02 2/12 GSE/ KEGG_GLYCEROPHOSPHOLIPID_METABOLISM
40 2e-02 2/12 miRN  hsa-miR-639
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|t value ra-n =1 A j j
K 9 giglall - GROGSEhanzaion etallie yinjall - Geneset, . Rryplue  ginjall - Genese
47125 membrane fusion 0.2 0/14 LIU_PROSTATE_CANCER U 1215 I sosomal membrane
13/320 small GTPase medlated signal transduction 0.2 0/15 RHODES CANCER_META_ SIGNATURE e 128 E
6/ 8 nucleosome assembl 0.2 1/ GENTLES modul2 e-0 /10 dlrected RNA polymerase | complex
71115 endocytosis 0.2 1/ GENTLES modul7 e-0 /30 SNARE
4/3 positive regulallon of interleukin—-6 production 0.2 1/ GENTLES modulll e-0. 4/56 recycling en osome
4144 regulation of Rab GTPase activity 0.4 4/185 SPANG_LPS-index2 e—0. /13 clathrin—coated vesicle membrane
312 positive regulation of release of cytochrome ¢ from mitochondria 0.7 8/530 Lembcke Normal vs Adenoma e-0. 4/ 455 Pefandeaf region of cytoplasm
5/8; endoplasmic reticulum unfolded protein response 0.7 1/68 SHAUGHNESSY_MM high risk e—0; /134 early endosome
e-0: 3/2 positive regulation of interferon— gamma production 0.9 6/553 Lembcke Colonic Inflammation 4e-0; /109 mltochondrlal out%r membrane
e-0: 211 regulation of fat cell differentiatio 1.0 0/16 HODES” Ul NDIFFERENTIATED CANCI 5e-0. /116 cyo asmlc membrane-bounded vesicle
e-0 2171 extracellular polysaccharide blOSynthenc process 1.0 0/15 SR RIOU BREAST CANCER GRADE T Vs 3 DN 6e-0. 4/88
e—0: 211 rRNA transcription 1.0 0/15 SOTIRIOU”| BREAST_CANCER —GRADE_1_VS“3"U 7e-0 158 |m€gfa| t0 endOP|35m'C reticulum membrane
e—0; 3134 positive regulatlon of tumor necrosis factor production 1.0 0/10 LIU BREAST CANCER 9e-0 /181 neuron projection
e-0: 71164 cell deal 1.0 0/14 LIUUCOMMON_CANCER_GENES e—0; 1184 lysosome
e-0. 4164 acuvatlon of signaling protein activity involved in unfolded protein response 1.0 0/14 LIU_LIVER_CANCER e-0. 132 OPQ signalosome
e—0 10/290 intracellular protein transport 1.0 o/ LIU PROSTATE ._CANCER_DN e-0: 1234 neuronalcell body
e—0. 2115 regulation of neuronal s\ Raptic lasticity 10 0/14 _ER | e-0 6/190 extracellular matrix
e—0. 2/16 positive regulation of activated T cell prollferatlon 1.0 0/9 WANG ER D e-0 31/ collagen
e—0: 2/16 regulation of cell morphogenesis 1.0 0/16 WOLFER_overlap genes e-0 3/71 cell projection
poyplue #injgll - Gepeset 1SGASE rya GRneSEL.. HOp:value  sinjall  Ganeset. e
e—0: 4471720  Chrl 0.03 1/ BCHETNIA_EBM down 0.08 1265 willscher_GBM_Verhaak-CL_expression_B_up
e—0; 221957 Chr11 0.76 5/375 GUDé_Ipsorlass down 0.08 /265 willscher_GBM”Verhaak-MES_expression B_u
e—0: 21/918 Chr 17 1.00 0/17 BCHETNIA_EBM ulg 0.08 /265 willscher_GBM”Verhaak-PNwf{_expression_B_down
e-0; 25/1135 Chr 19 1.00 0/26 BCHETNIA_EBM-DM up 0.08 /265 willscher GBM—Verhaa'fPNmLTt t_expression B_down
e-0; 11/504 Chr 15 A 0/0 0.11 / willscher_GBM_LTSmut_proteomics-| WN™
e—0 13/633 Chr9 A 0/0 0.13 137 Christensen hypometl‘gﬁated in_ependymoma
e—0! 1/23 Chr HSCHR6_MHC_DBB A 0/0 0.17 185 GIEZELT_GB S_LTS
e—0; 9/449 Chr 20 A 0/0 0.18 112 willscher "GBM Verhaak-PNwt_expression_|_up
e-0; 10/519 Chr 14 A 0/0 0.18 112 willscher_GBM_Verhaak—PNmut_expression_1_up
4e-0: 16/ 866 Chr 12 A 0/0 0.18 112 Christensen, hy"ermeth lated_in_ependymoma
4e-0: 13/714 Chr 6 A 0/0 0.20 113 Christensen_hypomethylated Tn_grade2” astrocytom
e—0. 10/602 Chr 10 A 0/0 0.20 /13 Christensen_hypomethylated grade2” ollgodendroglloma
e 6/386 Chr 22 A 0/0 0.20 149 Christensen_hy omelhylated in_j pnmary glioblastoma
e 21280 Chr 13 A 0/0 0.. /14 VERHAAK_T| ype
6/630 Chr X A 0/0 0.. /14 Christensen_hypomethylated_in_grade2_oligoastrocytoma
11/1033 Chr2 A 0/0 0.. /14 Cmstensen _hypomethylated_in_grade3_oligoastrocytoma
4534 Chr8 A 0/0 0.. 9/391 Dowi
1/232 Chr18 A 0/0 0.. 2154 wgllscﬁer_GBM groteomlcs wtOnly_SpotG
8/914 Chr3 A 0/0 0.24 1/16 willscher_GBM_STSwt_profeomic$=O_UP
4?}[]461” NSS%?\F DNA DAMAGE RESPONSE_TP53 nk ! g ue g}qga” s%s H‘SQPL lJ &go a 'Sg %ﬁ?)l ﬁ\lr};e DN
110 LUI THYROID CANCER_CLUSTER 5 1/12 WIRTH_Prim. Iymphold organs 0. 1291 SPANG_IL21
! PL_WITH_FLT3_MUTATED_DN 0 1712 WIRTH”Lymphocytes 0.. 154 SPANG| BAFF Qhrs DN
! LI LUNG_CANCE 0. 2162 WIRTH_Liver 0.. 118 DAVE Inte
! KEC CEROPHOSPHOLIPID METABOLISM 0. 37120 WIRTH Testis 0.; 1274 SPANG_I
! HANDRAN METASTAS| P! 0.4 1/26 WIRTH Pancreas 0. 124 SPANG| BAFF QhrS UpP
A KLEIN_PRIMARY SIGN LYMPHOMA_UP 0. 1/50 WIRTH Homeostasis 0. 128 DAVE_Immune response 1
/14 /ANG_BARRET 0. 41400 WIRTH_Nervous System 0. 1426 SPANG_CD40 6hrs DN
/14 PENG RAPAMYCIN_ RESPONSE_U 0. 41417 WIRTH Immune system 0.! /118 SPANG_LPS 6hrs UP
114 BIOCARTA ERKS5 HWAY 1.0 0/5 WIRTHPituitary gland 0.60 /119 ROSOLOWSKI greentotal
! LUI_THYROID CANCER PAXS PPARG_DN 1.0 0/13 WIRTH_Sec. IYmphowd organs 0.63 /59 LENZ_Stromal Signature 2
/ KANG CISPLRI'IN RESISTAN! 1.0 0/10 WIRTH_B—cell 0.69 /69 SPANG_LPS 6hrs DN
/ HOFMANN ODYSPLASTIC SYNDROM_RISK_UP 1.0 0/13 WIRTH Tonsil 0.73 1/755 SPANG BCR UP
/ MELLMAN TUTl TARG ETS UP 1.0 0/13 WIRTH Thymus 0.77 /86 ROSOLOWSKI_green UP
/ GG AMINO NUCLEOTIDE_SUGAR_METABOLISM 1.0 o/ WIRTH_Bone marrow 0.77 /86 ROSOLOWSKIred total
/ ACTOME_RNA POLVMERFSE I TRANSCRIPTIO'N INITIATION_FROI 1.0 0/14 WIRTH Globus pallidus 0.80 41327 SPAl CD40
/ REACTOME ASSOCIATION OF TRIC_Ci TARGET_PROTEINS_| 1.0 o/ WIRTH Telencephalon 0.82 1/100 ROSOLOWSKI_blue total
/ FOURNIER ACINAR DEVEEOPMENT‘EARE‘( 1.0 o/ WIRTH_Cortex cerebri 0.99 1/ 50 LENZ_Stromal Signature 1
116 NOJIMA SFRP2_TARGETS_DN 1.0 0/ WIRTH_]| Hlppocampus 0.99 1/ Zl DL ted
116 OSWALD'_HEMATOPOIETIC__STEM_CELL_IN_COLLAGEN_GEL_UP 1.0 o/ WIRTH_Thalamus 1.00 o/ BENTINK_mBL UP
\{alue #}Ii]{?” % dg Wé}]lééme % J”H&QE%§ %e é)gﬁ %St\oma papillary
3/13 osphatidylinositol-3, 4 bisphosphate binding 0.009 219 CCG-184 0/34 Pancreatic cancel
6/86 uan&l nucleoude exch ange factor activity 0.014 2/1 GCGC 525——524 0/22 Glioblastoma muluforme somatic
3/19 0.016 6/120 GAGC-149 0/21 Gastrointestinal
4146 Rab GTPase actlvator activity 0.020 8/199 CAGC*320 0/ F’Ilunary adenoma
3/25 ghosphaud linositol-3,4,5-trisphosphate binding 0.024 4/6 CAGG-504 0/36
2110 beta—hydroxy-deltab-sterojd dehydrogenase activity 0.031 5/104 ACTG-139 0/27 c Iorectal cancer
12/342 protein heterodimerization activit 0.034 7/181 ACTG-34B 0/ 8 lenomas, multlple colorectal
2713 ion transmembrane transporter activity 0.035 3/4: GACA-339 0/35 Prostate canc
4162 protease binding 0.038 417 CCAG-331 0/11 Alzhelmerdlsease susceptibility to
152/8023  protein binding 0.048 5/117 CCCA-326 0/ Schlzophrenla susceptlbl ity to
3736 coenzyme blndlng 0.052 3/50 TACA-508 0/ Parklnson [sea
2/14 NAD+ kinase activi 0.057 3/52 CCAC—147 0/23 ?atocellu ar carcmoma
4/81 metalloend?fepudase activity 0.061 2124 TTCH 0/29 elanoma and neural system tumor syndrome
3/50 SH3/SH2 adaptor activity 0.063 6/167 ATGC 103——107 0/30 Ovanan cancer
2122 protein kinase inhibitor activity 0.064 157577 GTG! 0/38 Breast cancer
2/23 isomerase activity 0.085 6/181 CCTG—214 0/15 Gastric cancel
10/339 GTP binding - 0.093 417102 AGGG-18A 0/4 Thyroid carclnoma follicular
3/54 translation initiation factor activity 0.114 5/152 GGGA—133A——13SB 0/36 Lung cancer
8/256 GTPase activity 0.117 2/35 GCAA 0/12 Bladder cancer
gl LI N AN LA M Lo Qgi Base HVIDAbd—baap Gepese
l I lglgiag)set éom I afm% .03 / ACIEJ T L 43
1/5 miR-320 0.017 2112 hsa-miR-639 0.18 1/12 ACIEJ] L 24
1/8 miR-155 0.019 3/34 hsa-miR-615-5p 0.20 1/13 ACIEJ”] L 10
0/11 let-7a 0.020 9/238 hsa-miR-21. 0.21 1/14 ACIEJ”] L 30
0/6 let-7b 0.022 2/14 R .00 0/16 ACIEJ”] L
0/4 let-7c 0.024 3/37 R .00 0/ ACIEJ”] L13
0/6 et-7d 0.025 5/98 R 0 .00 0/ ACIEJ”] L 14
0/4 et-7g 0.039 4176 R-1321 .00 0/11 ACIEJ”] 5
0/13 miR-1 0.044 2120 R .00 0/15 ACIEJ”] L 16
0/5 miR-101 0.044 3/47 T 62-3p .00 0/ ACIEJ| L17
0/2 miR-101b 0.051 4/83 .00 0/14 ACIEJ”] L 19
0/4 miR-106b 0.057 2/23 .00 0/4 ACIEJ”] L
0/2 miR-107 0.063 4189 -608 .00 0/5 ACIEJ”] L 20
0/4 miR-122 0.072 5/132 .00 0/15 IACIEJ”]| L 22
0/ miR-124a 0.075 2127 5 .00 0/4 IACIEJ]| L 23
0/ miR-125a 0.081 1/ hsa-miR- .00 0/14 ACIEJ] L 26
0/ miR-125b 0.085 2/29 .00 0/ ACIEJ] L 27
0/ miR-126 085 2129 miR-129 .00 0/ ACIEJ] L 28
0/ miR-127 0.093 3/64 hsa ‘miR-550 .00 0/ ACIEJ] L 29
o/ miR-128 0.093 3/64 hsa-miR-371-5p .00 0/11 ACIEJ] L
ATWLACEy R povalie snal e  hlssug
al réz a” al k 91 alue %Wﬂg rf\}leégt%_ al k .1 Q/a” ﬁ mt Appendix
0.2 1/14 0.7 17 /1095 HEBENSTRE! hlgh expression TF 0.1 1/8 VAQUERIZAS Tongue
0.2 1/15 .0 1271146 HEBENSTREIflow expression TF 0.2 2/44 VAQUERIZAS Placenta
0/12 .0 0/14 O 0.2 1/13 VAQUERIZAS Ovary
0/11 .0 0/5 F 0.3 1/20 VAQUERIZAS Adrenal cortex
.0 0/14 .0 0/63 YCﬁar ets UP 0.7 1/62 VAQUERIZAS Lun
.0 0/12 .0 0/9 YCjargets DOWN 0.7 21144 VAQUERIZAS General
.0 0/11 .0 0/4 YC_Apoptosis UP 1.0 0/40 VAQUERIZASFetal brain
.0 0/15 5.6 .0 0/8 'YC”Cell cycle UP 1.0 0/28 VAQUERIZASLiver
0 0/13 BENTINK src 10 0 0/2 YC Cell cycle DOWI 1.0 0/37 VAQUERIZAS”Prostate
A 0/0 .0 0/4 Cell growth and prohferauon uP 1.0 0/29 VAQUERIZA _Smooth muscle
A 0/0 .0 0/2 C_"hromatln modification UP 1.0 0/43 VA UERIZA _Utel
A 0/0 .0 0/7 'YC”DNA repai 1.0 0/12 VA 1ZA Kldne
A 0/0 .0 0/3 YC_DNA repllcauonU 1.0 0/22 VA UERIZA< _Spinal cord
A 0/0 .0 0/2 ECM cell adhesion DOWN 1.0 0/43 VAQUERIZAS _Whole brain
A 0/0 .0 0/20 'YC”Metabolism UP 1.0 0/41 VAQUERIZAS Thymus
A 0/0 .0 0/16 YC_Protein synthesis degradation UP 1.0 0/39 VAQUERIZAS Thyroid
A 0/0 .0 0/8 YC_RNA processing binding UP 1.0 0/62 VAQUERIZAS”Whole blood
A 0/0 .0 0/2 YC~Signal transduction UP 1.0 0/30 VAQUERIZAS Fetal lung
A 0/0 .0 0/3 YCZTumor supressor genes UP 1.0 0/16 VAQUERIZAS”Pancreas




Correlation Cluster

Spot Summary: X

# metagenes = 95
# genes = 685

<r> metagenes = 0.93

<r>genes = 0.28

beta: r2=12.37 / log p= -Inf

# samples with spot = 64 (23.3 %)

Basal : 33 (39.3%)

Overview Map
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Spot Genelist

Rank max e
ID min e

1 2167 5.04 -2.11
2 374918 3.79 -1.25
3 780854 3.58 -1.9
4 404203 33 -0.91
5 780851 323  -191
6 118430 317  -0.81
7 780853 3.15 -1.74
8 1041 3.12 -11
9 151516 297  -101
10 3489 2.81 -2.42
11 760 2.81 -2.26
12 51200 2.78 -1.85
13 2731 2.65 -0.96
14 9119 2.63 -0.92
15 4015 2.63 -1.39
16 8710 2.62 -1.39
17 5947 261 247
18 5744 259  -2.33
19 1823 2.59 -0.82
20 4753 2.56 -1.8

r

0.33

0.43

0.24

0.51

0.23

0.37

0.25

0.66

0.52

0.59

0.69

0.64

0.22

0.55

0.41

0.5

0.45

0.7

0.61

0.39

Description
Symbol

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

IGFL1  IGF-like family member 1 [Source:HGNC Symbol;Acc:24093
SNORD3small nucleolar RNA, C/D box 3D [Source:HGNC Symbol;Act
SPINK6 serine peptidase inhibitor, Kazal type 6 [Source:HGNC Symb
SNORD3small nucleolar RNA, C/D box 3A [Source:HGNC Symbol;Acc
MUCL1 mucin-like 1 [Source:HGNC Symbol;Acc:30588]
SNORD3gmall nucleolar RNA, C/D box 3C [Source:HGNC Symbol;Acc
CDSN corneodesmosin [Source:HGNC Symbol;Acc:1802]

ASPRV1 aspartic peptidase, retroviral-like 1 [Source:HGNC Symbol;A
IGFBP6 insulin-like growth factor binding protein 6 [Source:HGNC Sy
CA2 carbonic anhydrase Il [Source:HGNC Symbol;Acc:1373]
CPA4  carboxypeptidase A4 [Source:HGNC Symbol;Acc:15740]
GLDC glycine dehydrogenase (decarboxylating) [Source:HGNC Syn
KRT75 keratin 75 [Source:HGNC Symbol;Acc:24431]

LOX lysyl oxidase [Source:HGNC Symbol;Acc:6664]
SERPINBserpin peptidase inhibitor, clade B (ovalbumin), member 7 [Sc
RBP1 retinol binding protein 1, cellular [Source:HGNC Symbol;Acc:!
PTHLH parathyroid hormone-like hormone [Source:HGNC Symbol;A
DSC1

desmocollin 1 [Source:HGNC Symbol;Acc:3035]

NELL2 NEL-like 2 (chicken) [Source:HGNC Symbol;Acc:7751]

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 3e-39 104 /572 Disea GUDJ_psoriasis up
2 le-12 28/135 H.Tiss WIRTH_Mucosa
3 6e-08 16/76 BP  epidermis development
4 2e-07 16/82 CC intermediate filament
5 7e-07 11/42 BP  keratinization
6 9e-07 7115 GSE# RICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_MODERATELY_DN
7 1e-06 8/21 CC  desmosome
8 1e-06 11/44 BP  skin development
9 1e-06 231/4310 CC  cytoplasm
10 2e-06 7116 GSE# HUPER_BREAST_BASAL_VS_LUMINAL_UP
11 2e-06 45/519  Chr Chr14
12 3e-06 154/2659 CC  plasma membrane
13 2e-05 6/15 GSE# RICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_POORLY_DN
14 3e-05 21/186 MF  structural molecule activity
15 7e-05 5/12 BP  hemidesmosome assembly
16 7e-05 5/12 BP  keratinocyte proliferation
17 9e-05 417 MMM MACIEJ_MMML 9
18 2e-04 6/22 MF  cadherin binding
19 2e-04 5/15 GSE# FARMER_BREAST_CANCER_CLUSTER_3
20 2e-04 36/470  mMiRN GCAC-17-5P--20A--106A--106B--20B--519D
21 3e-04 14/116  miRN GACA-219
22 3e-04 43/603  mMiRN hsa-miR-20a
23 3e-04 5/16 GSE/ FARMER_BREAST_CANCER_CLUSTER_4
24 3e-04 5/16 GSEf XU_HGF_SIGNALING_NOT_VIA_AKT1_6HR
25 4e-04 33/426  mMIiRN hsa-miR-519d
26 5e-04 12/95 mMiRN hsa-miR-133b
27 5e-04 11/82 MF  structural constituent of cytoskeleton
28 5e-04 12/96 miRN  hsa-miR-133a
29 6e-04 40/565  MIRN hsa-miR-20b
30 7e-04 6/27 cC basal plasma membrane
31 7e-04 28/354  miRN CTTT-524
32 8e-04 13/114  miRN hsa-miR-875-3p
33 1e-03 13/117  Glio GIEZELT_GBM_WT_up_VS_mut
34 1e-03 15/147  mMRN hsa-miR-143
35 1e-03 53/835 CC integral to plasma membrane
36 1e-03 5/20 MF  scaffold protein binding
37 1e-03 4/12 GSE/ DOANE_RESPONSE_TO_ANDROGEN_UP
38 1e-03 4/12 GSE/ SESTO_RESPONSE_TO_UV_C3
39 1e-03 30/401  miRN ACCA-9
40 1e-03 3/6 GSE/ SMID_BREAST_CANCER_RELAPSE_IN_PLEURA_UP
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keratinization

skin development

hemidesmosome assembly

<eratinocyte proliferation

<eratinocyte differentiation

ilopodiurh assembly

ntermediate filament cytoskeleton organization

regulation of phosphoryla |on

pyruvate metabolic pro

cellular res onse to extracellular stimulus

wound healin

glycolysis

posmve regulatlon ofl kappaB kinase/NF-kappaB signaling
P catabolic pro

posmve regulation of MAPK cascade

negative regulation of interleukin- 2 production

posmve regulation of cell migration

gﬁulauon of cyclin—dependent protein serine/threonine kinase activity

junction assembly

Geneset

HSCHRG MHC_DBB

[e]e]elelelelolelolelelolelelolololole]

%N%MOR DIFFERENTIATED WELL_VS_MODERATELY_DN
HUPER BREAST BAS,

RICKMAN_TUMOR DIFFERENTIATED WELL_VS_POORLY_DN
FARMER BREAST CANCER_CLUSTER_3
FARMER”] BREASfCANCER CLUSTER 4
XU_HGF_SIGNALING_NOT. AKT1 _6HR
DOANE_RESPONSE_TO ANDRDGENTJP
SESTO"RESPONSETTO V_C3

MID _BREAST CANCER RELAPS%&’\"T%LEURAEUP

GER”M
ELVIDGEHIFlA TARGE
ELVIDGE HIF1A”AND. HIFZA TARGETS DN
G_HCP_PROSTATE_CANCER

&T gﬁl%tecule activity

cadherin bindin
structural constituent of cytoskeleton
scaffold protein binding
epidermal growth factor receptor binding
calcium ion binding
GTPase activity
Rab GTPase bindi q
%_‘p uncuon channe activity
din

TAR
CHIANG LIVER' CANCER SUBCLASS_CTNNB1_UP
TASTASIS DN

potassmm channel activity

inward rectifier potassium channel activity
cytokine receptor activity

ephrin receptor binding

lipid bindin

cytoskeletal adaptor activity.

rétinol dehydrogenase activity

translation initiation factor activity
calcium-dependent phosphol|p|d binding
microfilament motor activity

(v)
-
.
E
T
¥
=
e

BENTINK src.2
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4e-04

903val

0.26
0.39
0.57
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

[;e #GJI/’IIQS” gé‘?l\lqs'eﬁg index2

SPANG_BCL6-index2
9 /530 Lembcke Normal vs Adenoma
EANG
up
LIU BREAST CANCER
AUGHNESSY MM high risk
U PER_MM goad survival
LIU PROSTATE CANCER_UP
ENTLES_modull2
ENTLES modul16
LIU_PROSTATE CANCER _DN
GENTLES_modul4
GENTLES modul7
KUIPER_MM poor survival
Lembcke_Colonic Inflammation
RHODES” CANCER META SIGNATURE
RHODES”UNDIFFERENTIATED_C,
SOTIRIOU BREAST
SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_U!

%&ﬁ;sls up

GUDJ sorlasls down

BCHETNIA EBM IgM up
BCHETNIA_EBM down
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WIRTH_Prim, Iymphold organs
WIRTH_TonS|

WIRTH Thym

WIRTH Cortex cerebn
WIRTH Thalamus

WIRTH Globus pallidus
WIRTH Telencephalon
WIRTH Liver

Placenta

0 WIRTH_Nervous System
WIRTH Testis
WIRTH Immune system
WIRTH Pituitary gland
WIRTH Sec. IYmphmd organs
WIRTH_B-cel
WIRTH Lymphocytes

WIRTH Bone marrow

WIRTH Hippocampus
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28 / 354
30/401 79
20/ 257 TTTG-520
28/415 TTTG-19A--19B
/163 CTT! *38
16/198 ATGT-3
25/362 CAGT- 2008**200Cf*429
18/240 CAGT-141--200A
30 /467 TGTT-30A-5P--30C--30D--30B--30E-5P
5/3 TCTG-383
29 /457 TGCC-124A
21/ AAGC-;
1817248 TACT-26A--26B
16 /220 CATT-20:
5/3 GTAA-299-5P
137168 ATAC—14
8/84
23/358 TGCA 519C——5198——519A
?* E
/126 hsafm R-519d
hsa-miR-133b
12/ 6 hsa-miR-133a
40 /565 sa-miR-20b
1114 sa-miR-875-3p

1817210 hsa-miR-!
1/100 hsa-miR-1299
211262 1sa—mi 48|
10/88 1sa-miR-1265
12/118 1sa-mi 19e
23/302 1sa—M| 48i
34/511 sa-miR-106b
33/ sa-miR-10
12/122 hsa-miR-105
15/170 hsa-miR-29a
26 /364 hsa-miR-519b-3p

35/538 hsa-miR-17

ve  ginfal

64 /1233
52/1146

%nﬁ(§§4 synthes|s degradation UP
IM_MYC tai
4EB‘E STRE Iow expression TF

4EBENSTREIT h|gh expression TF
YC Melabohsm

2
1
5
9
8
2 YC Cell cycle DOWI

4 Cell growth and prollferauon upP
2 YC Chromatin_modification UP

7 'YC_DNA repair UP

3 YC_DNA replication UP

2 YC_ECM cell adhesion DOWN

8 'YC_RNA processing binding UP

2 YC”Signal transduction UP

3 'YC_Tumor supressor genes UP

CE
CANCER_GRADE 1 VS 3 DN

l

fangal

efOE
—06 231 / 4310
e-0 154 / 2659
e-0. 6/27
e-0. 53 /835
e-0. /21
e—0. 127115
e—0. 10/88
e-0. 4/16
5e-0. 7151
9e-0. 6/44
e—0. 5/32
e-0. 6/45
e-0. 23/333
e-0 3/12
e-0 5/34
e-0 5/35
e-0 5/35
e-0 25/380
—value #j
9001 %Iﬂ‘ EJI
0.003 71 4
0.007 20/ 265
.007 20/ 265
.007 20/ 265
.007 20/ 265
.011 26/391
.020 11/132
0.023 8/8!
.034 20/313
.034 20/313
.034 20/313
.041 9/112
.060 6/ 6
.067 6/ 7
.067 10/142
.074 5/ 5!
.075 6/7
.083 87110
.088 11/169
TR
.003 } ”
.003 0/86
.003 0/ 250
.010 1/119
.091 71291
.093 431852
.094 5/59
1112 8/118
.240 14/ 275
1314 4769
.378 3 /755
.395 /12
.420 /13
.450 2274
.466 /38
.530 /18
.656 154
.685 5/140
.783 3/
.790 117327
I :BL L&hel Jl§ﬁ
.4
0.6 123
0.8 /36
.0 0/
.0 0/34
.0 0/22
.0 0/21
.0 0/
.0 0/36
.0 0/27
.0 0/
.0 0/35
.0 0/11
.0 0/
.0 0/
.0 0/23
.0 0/29
.0 0/30
0 0/38
0 /15
Y pf L3
3/11
1/4
1/5
1/7
1/11
1/11
1/13
1/13
1/14
0/16
0/9
0/15
0/2
0/4
0/15
0/4
0/12
0/14
0/2
IR G
113
116
143
144
128
129
/37
/38
/39
/16
/16
143
120
122
124
129
130
162
141

ﬁerme%la?‘ﬂamem

Ytoplasm
E lasma membrane
asal plasma membrane
integral to plasma membrane
gap junction
cell-cell |unc!|0n
melanoso
extrinsic to plasma membrane
lipid particle
kel'atln 5|Ia31

I-cell adherens junction
stres: leer
cytos el eton

fascia adhe
exmnsu: to cytoplasmn: side of plasma membrane
cell penp

|ntracellular membrane-bounded organelle

gl:%@gsggM WT. u VS_mut

ymehr_Pron_GCIMP_Hypermeth_DN
cher_GBM_Verhaak-CL  expression_B_up
cher_GBM_Verhaak-MES_expression_B_u
cher_GBM_Verhaak-PNwf_expression_B_down
Cl |T)| —GBM_Verhaak-PNmut_expression_B_down

N
wi
wi
vv

wn
Clnsténsen hypermetlgla‘ted in_grade3_oligoastrocytoma
Iafalre hygerme h_L onfrol

wills u
wil scher GBMWerhaak—MES expression D pdown

on
Christensen h){permethylaled in gradez ngoastrocy\oma
cultured astroglia vs. in Vivo astrocytes
willscher_GBM_proteomics_wtOnly J)

Chnstensen hypermethylaled in gra e2_oligodendroglioma
oL MOG

GIEZELT GBM STSW! down_VS_LTSwt

Christensen Bﬁ/permethylaled in_grade3_astrocytoma
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Correlation Cluster

Spot Summary: Y Spot Genelist Geneset Overrepresentation

# metagenes = 30 Rank max e r Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 162
1 5327 2.56 -1.74 0.35 PLAT  plasminogen activator, tissue [Source:HGNC Symbol;Acc:90¢ 1 3e-07 9/92 CC tight junction
2 2e-05 6/57 BP  cell-cell junction organization
<r> metagenes =0.94 2 9073 2.47 -0.88 0.44 CLDNS claudin 8 [Source:HGNC Symbol;Acc:2050] 3 4e-04 14 /504 Chr  Chr15
<r>genes = 0.26 4 5e-04 4137 cc  adherens junction
3 3881 191 -0.55 0.37 KRT31 keratin 31 [Source:HGNC Symbol;Acc:6448] 5 5e-04 3/16 GSE# LUCAS_HNF4A_TARGETS_UP
beta: r2=6.47 / |Og p= —Inf 6 1e-03 4149 CC  peroxisomal membrane
4 55191 1.84 -1.03 032 NADSYNINAD synthetase 1 [Source:HGNC Symbol;Acc:29832] 7 2e-03 217 GSE# REACTOME_SLC_MEDIATED_TRANSMEMBRANE_TRANSPORT
. 8 2e-03 6/137 CC  basolateral plasma membrane
= 0, . -
# Samples with spot = 38 ( 13.8% ) 5 157506 1.8 -164 054 RDH10 retinol dehydrogenase 10 (all-trans) [Source:HGNC Symbol;, 9 3e-03 3/30 BP  protein localization to plasma membrane
Atypical : 4 (5.4 %) 10 3e-03 219 GSEf REACTOME_TRANSMEMBRANE_TRANSPORT_OF_SMALL_MOLECUL
ical - 0 6 100130691 172  -0.78 065  AC074286.1 11 4e-03 3/33 CC  intercalated disc
Classical : 7 ( 21.9 % ) 12 4e-03 3/33 BP tight junction assembly
. 0 )
Basal : 27 ( 32.1% ) 7 2886 1.7 -0.89 0.49 GRB7  growth factor receptor-bound protein 7 [Source:HGNC Symb 13 4e-03 2/10 MRN. CTAC-325
14 4e-03 10/379  Glio Down_a
8 1525 1.67 -2.17 0.52 CXADR coxsackie virus and adenovirus receptor [Source:HGNC Sym 15 5e-03 8/266 MRN AAGC-135A--135B
16 5e-03 2/11 BP  cochlea development
9 8804 1.63 -1.52 0.38 CREG1 cellular repressor of E1A-stimulated genes 1 [Source:HGNC 17 5e-03 2/11 BP  ear development
18 5e-03 2/11 BP fatty acid beta-oxidation using acyl-CoA oxidase
— WHITESIDE_CISPLATIN_RESISTANCE_UP
10 81610 162 -163 055  FAMS3D famiy with sequence similarity 83, member D [Source:HGNG 19 5e-03 2/ GSE/ _ | -
20 5e-03 2/11 miRN GCGC-525--524
; 21 7e-03 4176 BP  wound healing
13 157 -0.5 0.47 arylacetamide deacetylase [Source:HGNC Symbol;Acc:17.
11 AADAC ary iase | Y ! 22 7e-03 4177 CC late endosome membrane
23 7e-03 2/13 MF  spectrin binding
12 283422 15 w072 05 24 7e-03 27113 GSE# BAELDE_DIABETIC_NEPHROPATHY_DN
. ) ) » 25 7e-03 2/13 GSE# KEGG_CIRCADIAN_RHYTHM_MAMMAL
Ove rview Map Spot 13 2052 1.48 -0.85 0.41 EPHX1 epoxide hydrolase 1, microsomal (xenobiotic) [Source:HGNC 26 76-03 2/13 MRN. miR-1
. 27 8e-03 2714 GSE# FINETTI_BREAST_CANCERS_KINOME_BLUE
50 14 60437 146  -064 047  CDH26 cadherin 26 [Source:HGNC Symbol;Acc:15902] 28 8e-03 2/14 GSE£ BIOCARTA_UCALPAIN_PATHWAY
29 8e-03 45/3274 CC  integral to membrane
40 | 15 26355 1.44 -1.04 0.58 FAM162Aamily with sequence similarity 162, member A [Source:HGN( 30 9e-03 3/43 CcC  neuromuscular junction
31 9e-03 8/296 MF  oxidoreductase activity
16 4257 1.42 -0.96 0.34 MGST1 microsomal glutathione S-transferase 1 [Source:HGNC Syml 32 9e-03 3/44 BP  steroid metabolic process
30 o ) 33 9e-03 2115 BP  lens morphogenesis in camera-type eye
17 55893 141 -113 037  ZNF395 zinc finger protein 395 [Source:HGNC Symbol;Acc:18737] 34 9e-03 2/15 GSEf WATANABE_RECTAL_CANCER_RADIOTHERAPY_RESPONSIVE_DN
35 9e-03 2/15 GSE/ WANG_ESOPHAGUS_CANCER_VS_NORMAL_DN
20 18 121273 14 -1.04 0.46 C12orfs4chromosome 12 open reading frame 54 [Source:HGNC Symt 36 9e-03 2/15 GSE# AIGNER_ZEB1_TARGETS
37 9e-03 2/15 GSE/ BECKER_TAMOXIFEN_RESISTANCE_UP
10 — 19 2086 1.38 -0.79 0.51 ERV3-1 endogenous retrovirus group 3, member 1 [Source:HGNC Sy 38 9e-03 2/15 GSE/ YAGI_AML_RELAPSE_PROGNOSIS
39 9e-03 2/15 GSE# BEIER_GLIOMA_STEM_CELL_UP
H 1 20 1718 1.38 -1.74 0.61 DHCR24 24-dehydrocholesterol reductase [Source:HGNC Symbol;Acc 40 9e-03 2/15 GSE# REACTOME_SEMA4D_IN_SEMAPHORIN_SIGNALING
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SOTIRIOU BREAST CANCER_GRADE_1_VS_3_ DI 1e-0. 4/89 peroxisome
SOTIRIOU BREA! fC NCER_GRADE_1_VS_3| U 1e-0. /48 cell bud}/
LIU_BREAST CAI 1e-0. 6 apical plasma membrane
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)g‘!ﬁ ﬁ%ﬁ ?ﬁ:§gt\oma papillary
! OXIdUTSdUCIﬂse activity 0.005 8/ AAGC-135A--135B 0/34 Pancreatic cancel
/ ﬁroleln phosphatase type 2A regulator activity 0.005 21/ GCGC-525--524 0/22 Glioblastoma muluforme somatic
/ ydrolase activity 0.010 6/184 GGCA-22 0/21 Gastrointestinal
1170 transcription corepressor activity 0.011 4/ CCA 516 5P 0/ F’IIUIIal'Va lenoma
126 virus receptor activit 0.015 10/457 124A 0/36
1175 protein domain specific binding 0.020 10/481 TGCT 15A7716~1557719577424”497 0/27 Cglorectal cancer
169 phosphatidylinositol binding 0.021 41107 ACAC-142-3P 0/ lenomas, multlple colorectal
/31 ammoFeptldase activit 0.026 47114 TGTA-485-3P 0/35 Prostate canct
135 guany nucleotide bindin 0.027 117577 GTGC-506 0/11 AlzRemer disease, susce tibility to
/35 ransmembrane receptor protein tyrosine kinase activity 0.028 47117 CCA-326 0/ Schuophrema suscepnm ity to
/38 G-protein beta/gamma-subunit complex binding 0.030 6/239 TGCA-148A--152--148B 0/ Parklnson [sea
1280 receptor bindin 0.034 41124 GICT-7 0/23 ?atocellu ar carcmoma
141 non-membrane spanning protein tyrosine kinase activity 0.041 6/257 TTTG-520D 0/29 elanoma and neural system tumor syndrome
146 53 binding 0.048 4/139 CTAC-199A 0/30 Ovanan cancer
150 ab GTPase binding 0.049 3/84 ATGC-21 0/38 Breast cancer
1549 molecular_function 0.056 2/39 GTAA-299-5P 0/15 Gastric cance
110 acid phosphatase activity 0.066 3/95 GGGC-36! 0/4 ‘Thyroid carcmoma follicular
110 fucosyllransferase activity 0.076 4163 TAAT-126 0/36 Lung cancer
/10 G-protein coupled purinérgic nucleotide receptor activity 0.077 6/303 AAGC-218 0/12 Bladder cancer
Al LN glAel A tophel DASE MAbudobaap Genese
I !Igneset mMIR= ACIET Y L
1/ miR-205 440 hsa-mil 19a 0/13 ACIEJ]| L 10
1/ miR-125a 0.01 5/140 hsa-mil 0/7 ACIEJ] L 13
1/ miR-125b 0.01 5/141 hsa-mil 0/ ACIEJ”] L 14
1/12 miR-29b 0.02 4/100 hsa-miR-33| 0/11 ACIEJ”] L15
0/11 let-7a 0.02 2/21 hsa-miR-662 0/15 ACIEJ”] L16
0/ let-7b 0.02 3/60 hsa-miR-485-3p 0/ ACIEJ] L17
0/4 let-7c 0.02 2124 6. 0/14 ACIEJ”] 9
0/6 let-7d 0.02 517167 0/4 ACIEJ”] L
0/4 let-7g 0.03 6/241 0/5 ACIEJ”| L 20
0/5 miR-101 0.03 57180 0/15 ACIEJ”] L 22
0/2 miR-101b 0.04 5/186 0/4 ACIEJ| L 23
0/4 miR-106b 0.04 41130 0/12 ACIEJ| L 24
0/2 miR-107 0.04 3/78 0/14 IACIEJ”]| L 26
0/4 miR-122 0.04 3/79 0/2 IACIEJ]| L 27
0/ miR-124a 0.04 4134 0/5 ACIEJ] L 28
0/ miR-126 0.05 3/82 0/ ACIEJ] L 29
X 0/ miR-127 0.05 1/5 0/11 ACIEJ] L
. o/ miR-128 0.05 2137 hsa-miR-! 517b 0/14 IACIEJ”]| L 30
X o/ miR-128b 0.05 41145 hsa-miR-135a o/ IACIEJ”] L31
I € 5;;[[!3” &E&%g&I}7PISK7UP ah_k 91 Value ﬂmﬁg E‘\%“I’Q&IT Iow expression TF S %nl{a" U tiFetaI thyroid
0/15 | 0.2 1/20 YC Metabolisi 2/16 VAQUERIZAS” Salivary gland
0/12 3.1 0.4 12 /1095 4EBENSTREIT hlgh expression TF 3/62 VAQUERIZAS”Lung
0/11 0.5 1/63 YC_Targets UP 2137 VAQUERIZAS Prostate
0/14 0.8 10/1233 IM MYC targets 2/39 VAQUERIZASThyroid
0/12 1.0 0/14 OWICK?TF 2/44 VAQUERIZAS Placenta
0/11 1.0 0/5 1/ VAQUERIZA 70ngue
0/15 1.0 0/9 YCjargets DOWN 1/13 VAQUERIZA
0/13 1.0 0/4 'YC”Apoptosis UP 1/24 VAQUERIZA Trach
0/14 1.0 0/8 'YC”Cell cycle UP 1/29 VAQUERIZA Smooth muscle
A 0/0 1.0 0/2 YC Cell cycle DOWI 1/38 VAQUERIZA Tes s
A 0/0 1.0 0/4 Cell growth and prohferauon uP 1/41 VAQUERIZASTT]
A 0/0 1.0 0/2 YC Chromatin_modification UP 1/43 VAQUERIZA _Whole braln
A 0/0 1.0 0/7 C”DNA repair UP 2/144 VAQUERIZAS”General
A 0/0 1.0 0/3 YC_DNA replication UP 0/40 VAQUERIZASFetal brain
A 0/0 1.0 0/2 'YC"ECM cell adhesion DOWN 0/28 VAQUERIZAS Liver
A 0/0 1.0 0/16 YC_Protein synthesis de radatlon UpP 0/43 VAQUERIZAS”Uterus
A 0/0 1.0 0/8 YC”RNA processing binding 0/12 VAQUERIZAS Kidne:
A 0/0 1.0 0/2 YC”Signal transduction UP 0/22 VAQUERIZAS” Spinal cord
A 0/0 1.0 0/3 YC_Tumor supressor genes UP 0/62 VAQUERIZAS_Whole blood




Correlation Cluster

Spot Summary: Z Spot Genelist Geneset Overrepresentation

# metagenes = 31 Rank maxe T Description Rank p-value #in/all Geneset
# genes = 85 ID min e Symbol
1 1373 1.32 -0.55 0.24 CPS1  carbamoyl-phosphate synthase 1, mitochondrial [Source:HG 1 9e-07 6/66 BP lipid catabolic process
2 5e-04 10/572 Disea GUDJ_psoriasis up
<r> metagenes =0.95 2 337959 1.32 -0.23 0.15 KRTAP13kexatin associated protein 13-2 [Source:HGNC Symbol;Acc:1 3 7e-04 3/35 MF  hydrolase activity, acting on ester bonds
<r> genes = 0.23 4 9e-04 2/9 GSE/# REACTOME_AMINE_COMPOUND_SLC_TRANSPORTERS
3 388698 0.92 -0.16 05 FLG2 filaggrin family member 2 [Source:HGNC Symbol;Acc:33276] 5 1le-03 2/10 BP urea cycle
beta: r2= 1.05 / |Og p= =Inf 6 1e-03 5/158 BP lipid metabolic process
4 83640 0.87 -0.46 05 FAM103Aamily with sequence similarity 103, member Al [Source:HGM 7 1e-03 3/42 BP  keratinization
. 2e-03 2/12 MF  hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in line
# samples with spot =7 (2.5 %) - 8 Y actng gen (but not pepide)
5 353133 0.85 -0.33 021 LCE1C late cornified envelope 1C [Source:HGNC Symbol;Acc:29464 9 2e-03 2714 BP  chondroitin sulfate catabolic process
Basal : 7 ( 8.3 % ) 10 3e-03 5/198 BP  vesicle-mediated transport
6 11254 082 -032 041  SLC6AL4solute carrier family 6 (amino acid transporter), member 14 ¢ 11 6e-03 2/23 BP  glycosaminoglycan catabolic process
12 7e-03 6/339 MF  GTP binding
7 384 082 -045 038 ARG2 arginase 2 [Source:HGNC Symbol;Acc:664] 13 1le-02 2133 BP  sphingolipid biosynthetic process
14 1e-02 2135 MF  guanyl nucleotide binding
8 122553 081 -052 038  TRAPPCeRfficking protein particle complex 68 [Source:HGNC Symbo 19 2e-02 2/38 MF  G-protein beta/gamma-subunit complex binding
16 2e-02 2144 BP  regulation of Rab GTPase activity
9 3622 0.77 -0.63 0.41 ING2  inhibitor of growth family, member 2 [Source:HGNC Symbol;2 17 2e-02 2146 MF  Rab GTPase activator activity
18 2e-02 41220 CC  mitochondrial matrix
10 353144 0.77 -0.26 0.2 LCE3C late cornified envelope 3C [Source:HGNC Symbol;Acc:16612 19 2e-02 175 MMM MACIE)_MMML 28
20 3e-02 1/6 GSE# MA_PITUITARY_FETAL_VS_ADULT_UP
. —02 miRN -miR-126*
11 3423 0.77 -0.64 0.27 DS iduronate 2-sulfatase [Source:HGNC Symbol;Acc:5389] 21 se-0 2158 h§a miR-126 X
22 3e-02 1/7 Glio oligodendrocytes_glio
3e-02 1/7 GSE# SCHLESINGER_H3K27ME3_IN_NORMAL_AND_METHYLATED_IN_CAN
12 2774 075 -0.39 025 GNAL guanine nucleotide binding protein (G protein), alpha activatir 23 © - - - - -
24 3e-02 1/7 GSE# KEGG_SPHINGOLIPID_METABOLISM
1 13 11219 th i i I 2[s :HGNC Symbol; 25 8e-02 L7 RN miR-145
Ove rview Map Spot 069 -023 053 TREX2 three prime repair exonuclease 2 [Source:HGNC Symbol:Acc 26 4002 41256 ME  GTPase activity
: 27 4e-02 1/8 GSE# CHEOK_RESPONSE_TO_MERCAPTOPURINE_AND_LD_MTX_UP
50 — 14 10740 069 -023 041  RFPL1S RFPL1 antisense RNA 1 [Source:HGNC Symbol;Acc:9978] 28 46-02 1/8 GSE£ YAGIAML_WITH T 8 21 TRANSLOCATION
. 29 4e-02 2165 BP  response to glucocorticoid
40 15 4598 068 -042 0.63 MVK  mevalonate kinase [Source:HGNC Symbol;Acc:7530] 30 4e-02 5/386 Chr Chr 22
31 4e-02 1/9 GSE/ GOZGIT_ESR1_TARGETS_DN
16 100131551 067  -0.34 054 32 4e-02 1/9 GSE/ REACTOME_NEF_MEDIATED_DOWNREGULATION_OF_MHC_CLASS_
30 33 4e-02 11/1253 BP  small molecule metabolic process
17 55954 067  -0.36 041  ZMATS5 zinc finger, matrin-type 5 [Source:HGNC Symbol:Acc:28046] 34 56-02 2169 BP  MAPK cascade
20 - 35 5e-02 2/69 BP response to toxic substance
18 9517 0.66 -0.53 0.52 SPTLC2 serine palmitoyltransferase, long chain base subunit 2 [Sourc: 36 5e-02 2/69 BP  sphingolipid metabolic process
37 5e-02 2/70 MF  phospholipid binding
10 — 19 83874 0.66 -0.42 05 TBC1D10PBC1 domain family, member 10A [Source:HGNC Symbol;Ac 38 5e-02 5/ 400 H.Tist WIRTH_Nervous System
39 5e-02 1/10 BP  anagen
1 20 43847 0.66 -0.32  0.46 KLK14 kallikrein-related peptidase 14 [Source:HGNC Symbol;Acc:6: 40 5e-02 1/10 BP  negative regulation of G-protein coupled receptor protein signaling pathwa
I I I I
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ik p-value ol —value  #i
k 99,84 #} Qéa” ﬁ@&ﬁﬁﬁ}lﬁ process 7 ?} grﬁlﬂ l@trmal vs Adenoma 907 4#}[]{@ ggchon&la‘ matrjx
1 2110 urea cycl 0.8 1/ SPANG_BCL6-index2 0.0 /110 Paranude region of axon
le: 5/158 lipid metabollc process 0.9 1/ Lembcke Colonic Inflammation 0.0! /11 Iopodlum membrane
142 keratinization .0 0/15 H CANCER META SIGNATURE 0.0! /11
/14 chondroitin sulfate ca!ahollc process .0 0/16 ODES UNDIFFERENTIATED_CANCER 0.0 /11 mRNA cap binding complex
3e-0: /198 vesicle-mediated transpor .0 0/15 SOTIRIOU BREAST CANCER GRADE 1 VS 3 DN 0.0! /11 Schmidt-Lanterman incisure
6e-0: 123 glycosaminoglycan catabollc process .0 0/15 SOTIRIOU BREAST CANCER_GRADE_1_VS_3"UP 0.05 /11 trans— G0|%I network transport vesicle
1e-0 133 sphlngollpld Iosymhellc process 0 0/10 LIU_BREAST CANCER 0.06 112 Sin3 comple:
2e-0; /44 regulation of Rab GTPase activity 0 0/14 10-CORMMON CANCER_GENES 0.06 182 intermediate filament
4e-0; /65 response to glucocorticoid .0 0/14 LIUTLIVER_CANCER 0.06 /13 clathrin—i coaﬁd vesicle membrane
4e-0; 1/1253 small molecue metabolic process .0 0/15 LIUTPROSTATE_CANCER_DN 0.07 /14 myelin sh
5e-0: 169 MAPK cade. .0 0/14 LIU"PROSTATE_CANCER_UP 0.07 /14 secretory granule membrane
5e-0: 169 response to toxic substance .0 0/14 WANG_ER_| U 0.0: 117 autophagic vacuole membrane
5e-0; 169 sphlngollpld metabolic process .0 o/ WANG El 0.0: 117 pericentriolar material
5e-0: /10 agen .0 0/16 WOLFER overlag enes 0. 117 proteasome accessorY complex
5e-0: 110 negative regulation of G—protein coupled receptor protein signaling pathway .0 0/12 BEN-P 0. 123 clathrin adaptor com
5e-0: /10 positive regulation of keratinocyte differentiation .0 0/15 BEN—PORATH upP 0. 124 endoplasmic retlculum Golgl intermediate compartment membrane
5e-0: /10 protein deacetylation .0 0/15 ENTLES_modull 0. 124 U12-type spliceosomal complex
5e-0; /10 response to caffeine .0 0/16 GENTLES modul2 0. 127 membrane coat
5e-0. /10 response to food .0 0/10 GENTLES”modul3 0. 128 Golgi stack
g?ﬂeset 'I'S%’e—m ﬁi'f‘gﬁ” i &ﬁ;sls up d 903value #}gla” &ﬁ&&%{les glio
/ Chr X 8e-02 1717 BCHETNIA_EBM US 0.06 /1 strocytes_glio
0.17 / Chr 17 1le-01 1/26 BCHETNIA_EBM-DM up 0.07 / 8 WIRTH Normal Brain
.19 / Chr4 6e-01 21375 GUDJ_psoriasis down 0.20 / 4 Ol
0.20 / Chr19 1e+00 o/ BCHETNIA_EBM down 0.30 17 G T_GBM_MGMTmethyl_down_VS_nonmethyl
0.23 1 Chrl NA 0/0 0.30 17 G T_GBM STSwt_down VS_LTSwt
0.24 1 Chr 15 NA 0/0 0.30 17 G BM_WT down_VS_mut
0.26 / Chr 14 NA 0/0 0.31 174 G TGBM, TS up_
0.32 ! Chr18 NA 0/0 0.31 176 G T_GBM_STSwt_up_VS_LT:
0.35 ! Chr 10 NA 0/0 0.34 185 G T GBM_STS down VS_LTS
0.61 / Chr 21 NA 0/0 0.38 195 G T_GBM_MGMTmethyl_up_VS_nonmethyl
0.68 ! Chr5 NA 0/0 0.44 1118 willscher"GBM "Verhaal —CL expresslon K_down
0.69 ! Chr 6 NA 0/0 0.44 /118 willscher_GBM_Verhaak-N expresslonT( down
0.71 ! Chr11 NA 0/0 0.44 /118 willscher_GBM”Verhaak-PNwi_exp on_K_up
0.75 1534 Chr 8 NA 0/0 0.44 /118 willscher_GBM”Verhaak-PNmut_expression_K_up
0.75 1280 Chr13 NA 0/0 0.46 /313 willscher_GBM_Verhaak-CL_expression_D_Ui
0.81 /866 Chr 12 NA 0/0 0.46 /313 willscl |c|7(SBMVerI.au MES_expression | D down
0.83 /633 Chr9 NA 0/0 0.46 /313 willscher_GBM_Verhaak-PNwf_expression_D_up
0.89 1743 Chr7 NA 0/0 0.57 /169 willscl |c| —GBM_} proteomlcs WtOnly Differencélist_
0.89 /1033 Chr2 NA 0/0 0.58 /391 Down_b
I SR —— ikl BRe  ginail Geneset, e TR R0ESRL ue pown
16 MA PITUITARY_FETAL VS _ADULT UP™ 0.22 1/50 WIRTH Homeostasls 0.2 1852 SPANG BCR DN
17 SCHLESINGER_H3K27ME3_IN_NORMAL_AND_METHYLATED_IN_CANCH 0.27 1/62 WIRTHL ver 0.3 186 ROSOLOWSKI_red total
17 KEGG SPHINGDLIPID METABOLISM 0.45 1/120 WIRTH Tes 0.4 1274 SPANG_IL21 DN
! CHEOK RESPONSE_TO _MERCAPTOPURINE_AND_LD_MTX_UP 0.62 21417 WIRTHT] Immunes stem 0.7 1250 LENZ_Stromal s|gnaturel
! YAGI_AML WITH T 8 2T TRANSLOCATION 1.00 0/5 WIRTH Pituitary gland 0.8 1291 SPANG IL21 UP
A GOZGIT_ESR1 _TARGETS DN 1.00 0/26 WIRTH_Pancreas .0 /755 BCR UP
! REACTOME NEF MEDIATED DOWNREGULATION OF MHC CLASS_|_( 1.00 0/13 WIRTH Sec. I¥mphowd organs .0 0/13 BENTI mBL UP
110 IAKAMURA™TI R_ZONE_PERIPHERAL VS_CENTRAL_DI 1.00 0/12 WIRTH_Prim. lymphoid organs 0 0/13 BENTINK_mBL DOWN
110 SAMOLS TAR ETS F KHSV M 1.00 0/10 WIRTH B—ceIIS .0 0/140 DAVE_BL-vs-DLBCL
/10 GRAND\/AUX IRFS TA TS UOP 1.00 0/13 WIRTH Tonsil .0 0/12 DAVE_BL DN
/10 REACTOM ENYLATE CYTLASE_ACTIVATING_ PATHWAY 1.00 0/13 WIRTH Thymus .0 0/18 DAVE_BLTnter
/10 REACTO ME HOST INTERACTIONS OF HIV_FACTORS 1.00 0/12 WIRTH”Lymphocytes 0 0/12 DAVE_BL
/10 REACTOMEWITAM[N BS gF’ANTOTHENNI'E)"METABOLISM 1.00 o/ WIRTH_Bone marrow .0 0/18 DAVE c-myc BL
/11 YTTEN_EZH2 T/ 1.00 0/14 WIRTH Globus pallidus 0 0/6 DAVE_MHCCII BL DN
/11 RICKMAN—METASTASIS DN 1.00 0/15 WIRTH Telencephalon .0 0/22 AVE_NFkB
/111 FLECHNER_BIOPSY KIDNEY TRANSPLANT _OK_VS_DONOR_DN 1.00 0/13 WIRTH_Cortex cerebri .0 0/28 DAVE_Immune response 1
/11 MASSARWEH TAMOS(IFEN RESISTANCE_UP 1.00 0/16 WIRTH Hippocampus .0 0/20 DAVE_Immune response 2
/111 REACTOME_HIV_INFECTION 1.00 0/13 WIRTH S .0 0/59 LENZ”Stromal signature 2
/11 REACTOME_NA CL _| DEPENDENT NEUROTRANSMITTER_TRANSPORTI 1.00 0/15 WIRTH_Cerebellum .0 0/54 SPANG_BAFF 9hrs DN
y} [Ma” @oe&gﬁﬁgww acting on ester bonds Wé}}é?&e %&J” H%Fl§§et %e é)gﬁ a%%ﬁ@t\oma papillary
2/12 a/drolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear 0.08 41329 AATG-23A--23B 0/34 Pancreatic cancel
6/339 0.10 21106 CAGC—485—5P 0/22 Glioblastoma muluforme somatic
2/35 guanyl nucleotide binding 0.11 2/114 TGTA-485- 0/21 Gastrointestinal
2138 rotein beta/gamma-subunit complex binding 0.12 31244 GTGC-; 25”327792”363”367 0/ Pnunarya lenoma
2146 GTPase activator activity 0.13 21124 GTCT- 0/36
41256 GTPase activit 0.13 2/129 TAAT-323 0/27 Cglorectal cancer
2170 phospholipid bindin 0.16 1/35 CAGT-134 0/ lenomas, multlple colorectal
1/12 ephrin receptor activity 0.16 2/145 AAAG-5: 0/35 Prostate canc
1/12 [AD+ bindin 0.18 1740 GTAA-200A 0/11 Alzhelmerdlsease susceptibility to
1/12 thioesterase binding 0.19 1/42 CAGG-49 0/ Schlzophrenla susceptibility to
1/14 neurotransmitter:sodium symporter activity 0.19 21163 TAAT-126 0/ Parkmson
1/14 tropomyosin bindin 0.21 1/47 CCAG-490 0/23 Fatocellu\arcarcmoma
1/15 Eﬂhosphohpase A2 activity 0.21 1/ 4 ACAT-190 0/29 elanoma and neural system tumor syndrome
1/16 AP kinase kinase activity 0.23 217182 CTGA-24 0730 Ovarlan cancer
1/17 amino acid transmembrane transporter activity 0.23 1/5: GCAA-502 0/38 Breast cancer
1/17 histone acetyltransferase binding 023 2/185 AAAG-204--211 0/15 Gastric, cance
1/17 sulfuric ester hydrolase activity 0.27 1/64 ACAC-122A 0/4 ‘Thyroid carcmoma follicular
1/19 retinoic acid receptor binding 0.28 1/65 CAGG-504 0/36 Lung cancer
1/19 SNARE binding 0.30 1/7 AGGT-500 0/12 Bladder cancer
%’;HF l‘ggngset LHJ (émelc” et aTa ibdbe BZI/LIUELI%E/Q Senese
NSa=miR™= .02 ACIET Y L 28
0/11 let-7a 0.0f 179 hsa-m R787675g .00 0/16 ACIEJ”] L
0/6 let-7b 0. 12 hsa-miR-516a-5p .00 0/13 ACIEJ] L 10
0/4 let-7c 0. 12 hsa-miR-151-5p .00 0/7 ACIEJ] L 13
0/6 et-7d 0. 1120 hsa-miR-625 .00 0/9 ACIEJ”] L 14
0/4 et-79 0. 1126 hsa-miR-145 .00 0/11 ACIEJ”] L 15
0/13 miR— 0. 1127 hsa-miR-223 .00 0/15 ACIEJ”] L 16
0/5 miR-101 0.14 130 hsa-miR-631 .00 0/2 ACIEJ”] 7
0/2 miR-101b 0.15 133 1sa-miR-1178 .00 0/14 ACIEJ”] L 19
0/4 miR-106b 0. 139 1sa-miR-502-3 .00 0/4 IACIEJ”| L
0/2 miR-107 0.18 141 1sa-miR-490-5p .00 0/5 IACIEJ”]| L 20
0/4 miR-122 0. 145 1sa-miR-411 .00 0/15 ACIEJ| L 22
0/2 miR-124a 0. 147 1sa-miR-553 .00 0/4 ACIEJ”] L 23
0/ miR-125a 0. 148 1sa-miR-623 .00 0/12 ACIEJ] L 24
0/ miR-125b 0. 1177 sa-miR-300 .00 0/14 ACIEJ] L 26
0/ miR-126 0. /181 sa-miR-381 .00 0/2 IACIEJ]| L 27
o/ miR-127 0.24 154 hsa-miR-187 .00 0/6 ACIEJ”] L 29
. 0/ miR-128 0.24 154 hsa-miR-1302 .00 0/11 ACIEJ] L
. 0/ miR-128b 0.24 155 hsa-miR-891b .00 0/14 ACIEJ] L 30
. 0/2 miR-129 0.24 155 hsa-miR-379 .00 0/11 ACIEJ] L 31
Al rﬂ Waida K p-val ! 1Ssu %
a e %a” %&%§%7PISK7UP ahk Ez alue #J@fﬁ” %@E}%‘{»QE” low expression TF P %a” Ul ELFSla' brain
0/15 _| 0.6 6/1233 KIM_MYC tar %_ 0/44 VAQUERIZAS”] Placenta
0/12 3.1 0.6 5/1095 HEEENSTRE __high expression TF 0/28 VAQUERIZAS Liver
0/11 .0 0/14 0/37 VAQUERIZASPro
0/14 .0 0/5 0/29 VAQUERIZAS™Smooth muscle
0/12 .0 0/63 YCjar ets UP 0/43 VAQUERIZAS” Utel
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 VA ZAS”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_"hromann modification UP 0/39 VAQUERIZAS Thy
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




Correlation Cluster

Spot Summary: Al

# metagenes = 32
# genes = 142

<r> metagenes = 0.95
<r>genes =0.14
beta: r2=0.47 / log p= -Inf

# samples with spot =0 (0 %)

Overview Map
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Spot Genelist

Rank

ID
1 1907
2 89797
3 6330
4 7088
5 145173
6 117195
7 1312
8 59274
9 8828
10 89872
11 2531
12 26031
13 93145
14 9231
15 54872
16 5047
17 2019
18 377
19 23765
20 84248

max e
min e

1.81 -0.7
1.04 -0.83
0.96 -0.33
0.88 -0.73
0.87 -0.62
0.87 -0.24
0.87 -0.58
0.78 -0.49
0.73 -0.26
0.72 -0.26
0.71 -0.62
0.69 -0.47
0.69 -0.33
0.68 -0.61
0.66 -0.35
0.65 -0.16
0.65 -0.25
0.65 -0.72
0.64 -0.37
0.64 -0.45

r

0.26

021

0.21

0.28

0.31

0.3

0.32

0.35

0.28

0.27

0.22

0.33

0.38

0.32

0.4

0.35

0.26

0.28

0.26

Description
Symbol
EDN2 endothelin 2 [Source:HGNC Symbol;Acc:3177]
NAV2  neuron navigator 2 [Source:HGNC Symbol;Acc:15997]
SCN4B sodium channel, voltage—gated, type IV, beta subunit [Source
TLE1 transducin-like enhancer of split 1 (E(sp1) homolog, Drosoph

B3GALTLbeta 1,3-galactosyltransferase-like [Source:HGNC Symbol;A
MRGPRX@AS-related GPR, member X3 [Source:HGNC Symbol;Acc::
COMT catechol-O-methyltransferase [Source:HGNC Symbol;Acc:2:
MESDC1mesoderm development candidate 1 [Source:HGNC Symbol;
NRP2  neuropilin 2 [Source:HGNC Symbol;Acc:8005]

AQP10 aquaporin 10 [Source:HGNC Symbol;Acc:16029]
KDSR  3-ketodihydrosphingosine reductase [Source:HGNC Symbol;

OSBPL3 oxysterol binding protein-like 3 [Source:HGNC Symbol;Acc:1

OLFM2 olfactomedin 2 [Source:HGNC Symbol;Acc:17189]

DLG5 discs, large homolog 5 (Drosophila) [Source:HGNC Symbol;A
PIGG  phosphatidylinositol glycan anchor biosynthesis, class G [Sot
PAEP  progestagen—-associated endometrial protein [Source:HGNC
EN1 engrailed homeobox 1 [Source:HGNC Symbol;Acc:3342]
ARF3  ADP-ribosylation factor 3 [Source:HGNC Symbol;Acc:654]
IL17RA interleukin 17 receptor A [Source:HGNC Symbol;Acc:5985]

FYTTD1 forty-two-three domain containing 1 [Source:HGNC Symbol;

Geneset Overrepresentation

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

p-value #in/all

4715
6/111
71157
3/18
3/19
3/19
29/183
3/26
6/153
4/63
8/274
3/33
4169
3/34
3/35
3/36
8/293
8/294
11/504
2/11
2/11
3/37
35/265
3/38
2/12
2/12
3/41
3/41
2/13
2/13
2/13
2/14
2/14
2/14
2/15
2/15
2/15
2/15
2/15
2/15

Geneset
BP anterior/posterior axis specification
BP  neuron differentiation
BP  Whnt signaling pathway
MF transforming growth factor beta-activated receptor activity
BP  anatomical structure formation involved in morphogenesis
BP regulation of protein binding

7 CC  membrane
MF  growth factor binding
CC  endoplasmic reticulum lumen
MF  hormone activity
BP nervous system development
BP positive regulation of cell adhesion
miRN AGCT-28
BP  thymus development
MF  protein self-association
H.Tis¢ WIRTH_Placenta
BP  synaptic transmission
mMIiRN hsa-miR-202
BP negative regulation of transcription from RNA polymerase |l promoter
BP  chaperone mediated protein folding requiring cofactor
BP  embryonic viscerocranium morphogenesis
MF  symporter activity

9 CC plasma membrane
MF  transcription regulatory region sequence-specific DNA binding
BP  cerebellar Purkinje cell differentiation
BP  head development
BP  dorsallventral pattern formation
MF  SMAD binding
BP  hematopoietic progenitor cell differentiation
MF  transmembrane receptor protein serine/threonine kinase activity
GSE# WANG_METHYLATED_IN_BREAST_CANCER
BP pharyngeal system development
BP  positive regulation of cell-cell adhesion
GSE/ BIOCARTA_TOB1_PATHWAY
BP  female gamete generation
BP mitochondrial transport
BP  positive regulation of extrinsic apoptotic signaling pathway via death domai
BP  regulation of ARF protein signal transduction
GSE/ LINDGREN_BLADDER_CANCER_CLUSTER_2A DN
GSE# BIOCARTA_TGFB_PATHWAY

p-values
o= ¢ume wo -.—-%.D-E.:-O.- -o—o-_o—,T — 1
n
--|F
.. fd'— 0.8
- 06 ¥
[a)
- 04 LL
- 0.2
— I 0
I I I I I I
0.0 0.2 0.4 0.6 0.8 1.0



E VaIUe ﬁ}r\!all 9@%%§£rlora}(ls specification !41 %lne #}E‘l{a” ﬁpmkE CANCER_UP g%p
6/111 neuron differentiation 0.1 1/14 WANG ER UP™ endoplasmlc retlculum lumen
4 71157 Wnt signaling pathw: P/ 0.1 2/68 SHAUGHNESSY_MM h h rlsk e— plasma membrane
119 anatomical structure formation involved in morphogenesis 0.1 1/15 LIU_PROSTATE CAN e-0 /164
/19 regulation of protein bmdlng 0.2 1/33 KUIPER_MM good survwal’ e-0; 8 /3274 Integral to membrane
1274 nervous system developi 0.3 4/316 SPANG_BCL6-index2 e—0 711182  extracellular region
133 {)osmve regulation of ceII adheslon 0.8 1/185 SPANG_LPS-index2 e-0. 127 receptor complex
134 hymus development 0.8 3/530 Lembcke_Normal vs Adenoma e-0. /171 cell projectlon
1293 synaptic transmission 1.0 21553 Lembcke_Colonic Inflammation e—0. /207 dendrite
1/504 negative regulation of transcription from RNA polymerase Il promoter 1.0 0/15 RHODES_CANCER META SIGNATURE e—0; /33 medlator complex
/111 chaperone mediated protein foldmg requmng cofactor 1.0 0/16 RHODES‘UNDIFFERE TIATED _CANCER 4e-0; 0/621 endoplasmic reticulum
/11 embryonic viscerocranium mOI’[J ogene: 1.0 0/15 SOTIRIOU_BREAST _CANCER_GRADE_1_VS 3 DN 5e-0. 2 /835 integral to plasma membrane
112 cerebellar Purkinje cell differentiation 1.0 0/15 SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3”_UP 6e-0. 147 acrosomal vesicle
112 head development 10 0/10 LIU BREAST CANCER 7e-0. 47183 protelnaceous Siracellular matrix
141 dorsal/ventral pattern formation 1.0 0/14 LIU_COMMON CANCER GENES e—0. 110 NBAF ¢ lex
113 hematopoietic progenitor cell differentiation 1.0 0/14 LUl LI\/ER CANCI e-0; /111 acetylchollne gated channel complex
114 pharyngeal system development 1.0 o/ WANG_ER_DN e-0; /11 intrinsic to cytoplasmic side of plasma membrane
114 ?osmve regulation of cell-cell adhesion 1.0 0/16 WOLFER overlaé) enes e-0: 112 %Iatelet alpha granule
/15 female gamete generation 1.0 0/12 BEN-POR; e-0: 163 olgi lumen
115 mitochondrial transport 1.0 0/15 BEN-PORATH_UP e-0 /13 smooth endoplasmic reticulum
—value J;S%aﬁﬁ llo -value #j
5’ gloiall - Geneset 5 #igall - GRNSSEL qoun Pe finjall - G M TS down VS (TSwt
11/633 Chr9 1.0 21572 GUDé_Ipsorlasls up 0.06 /49 Vishal_subnetwork signature 6f survival in GBM
0 13 71504 Chr 15 1.0 0/17 BCHETNIA_EBM up 0.09 /58 Ol . . . . .
. Chr 16 1.0 o/ BCHETNIA_EBM down 0. /15 Donson-chemokines/cytokines—associated with LTS in HGA
Chr19 1.0 0/26 BCHETNIAZEBM-| DM up 0. /16 VERHAAK_MES subtype
Chr 10 NA 0/0 0. 117 Shinawi_with_increased_methylation_in_STS
Chr1l NA 0/0 0.. 128 Barbus_GBM_STS_vs._LTS
Chr13 NA 0/0 0.. 1379 Down_a
Chr 14 NA 0/0 0. 146 oL PC
Chr18 NA 0/0 0.: 174 GIEZELT_GBM_STS up_VS_LTS
Chr 4 NA 0/0 0.49 1313 willscher"GBM "Verhaak=CL “expression_D_u
Chr 17 NA 0/0 0.49 1313 willscher_GBM™”Verhaak-MES_expression T D down
Chr8 NA 0/0 0.49 /313 willscher_GBM Verhaak—PNwi_expression_D_up
Chr5 NA 0/0 0.55 195 IEZELT_GBM_MGMTmethyl_up VS nonmeThyI
Chr 6 NA 0/0 0. /105 willscher “GBM __proteomics_wiOnly_Spoti
Chr7 NA 0/0 0.64 /391 Down
Chr X NA 0/0 0.1 /265 willscher_GBM_Verhaak-CL_expression_B_up
Chrl NA 0/0 0. / 265 willscher ~GBM”Verhaak-MES_expression B _u|
Chr 2 NA 0/0 0. / 265 wi ul:‘l —GBM”Verhaak-PNwfi_expression_B_down
Chr12 NA 0/0 0.6 /265 willscher_GBM_Verhaak-PNmut_expression_B_down
QA%I'&%YLATED IN BREAST_CANCER nk E.Ooéglue ?}an” ﬁsﬂpﬁgctenta lJ E.O a"sg g}@?” @ﬁ{'gﬁ)%tal s,\llgnaturel
BIOCARTA TOB1 PATHWAY 0.081 3/120 WIRTH Tes! 0. 0/852 SPANG_BCR DI
LINDGREN_BLADDER _CANCER_CLUSTER_2A_DN 0.104 1/13 WIRTH Cortex cerebri 0.. 128 DAVE_Immune response 1
BIOCARTA TGFB_PATHWAY 0.409 1/62 WIRTH Live 0.. 138 ROSOLOWSKI blue DOWN
116 TURASHV[EI BREAST LOBULAR CARCINOMA_VS_DUCTAL_NORMAL_! 0.437 41400 WIRTHT] Nervous System 0. 1140 \VE_BL-vs-DLBCL
116 IAN_ERC! 0.660 17127 WIRTH Muscle 0.44 169 PANG_LPS 6hrs DN
13 VICENT METAS 0.683 1/135 WIRTH Mucosa 0.4 41426 SPANG_CD40 N
/4 NIELSEN_SCHWAI O'M 0.972 1/417 WIRTH Immune system 0.52 / 8 SOLOWSKI red total
5 MYLLYKANGAS AMPLIFIC?\TION | HOT_SPOT_1 1.000 0/5 WIRTH Pituitary gland 0.68 /275 ZHANG_DLBCL mutated
15 E_SKI TARGETS DN 1.000 0/26 WIRTH_Pancreas 0.94 1327 SPANG_CDA40 6hrs UP
/5 ALDNSO METASTASIS E 1.000 0/13 WIRTH”Sec. I){mphowd organs 0.99 /755 SPAN BCR U
5 REAC OME HORMONE LIGFND BINDING_RECEPTORS 1.000 0/12 WIRTH”Prim. lymphoid organs .00 0/13 BENTI
/6 BENPORATH_MYC_MAX_ T/ TS 1.000 0/10 WIRTH B—CeIIS .00 0/13 BENTINK mBL DOWN
/6 REACTOME GLUCOSE AND OTHER SUGAR SLC_TRANSPORTERS 1.000 0/13 WIRTH Tonsil | 0/12 BL
17 CLIMENT_ BREAST_CANCER_COPY NUM 1.000 0/13 WIRTH Thymus ! 0/18 DAVE BLTH!EF
17 BRUNEAU_HEART "GREAT_VESSELS_AND_VALVULOGENESIS 1.000 0/12 WIRTH Lymphocytes ! 0/12 WVE_BL
17 VALK_AML_ CLUS R 6 1.000 0/6 WIRTH_Bone marrow X 0/18 DAVE c-myc BL U
17 REACTOME_S EDIATED _TRANSMEMBRANE_TRANSPORT 1.000 0/14 WIRTH Globus pallidus 0/ DAVE_MHCCII BL DN
18 NIKOLSKY BREA'ST CANCER 1DQ22 AMPLICON™ 1.000 0/15 WIRTH Telencephalon 0/22 DAVE”NFkB
/8 MUNSHI_MULTIPLE_MYELOMA_DN 1.000 0/16 WIRTH_Hippocampus 0/20 DAVE_Immune responsez
l..l(_ #} I:Ma” %r%gm%m\mh factor beta—activated receptor activity éoog € %@J” H&E é)gﬁ a%g t\oma papillary
126 rowth factor bindin: 0.016 6 /240 CAGT 141——200A 0/34 Pancreatic cancel
4/63 ormone activity 0.025 1/3 0/22 Glioblastoma muluforme somatic
135 protein self-association 0.026 3/76 GAGA7452 0/21 Gastrointestinal
137 symporter activity 0.039 4/151 GTAT-369-3P 0/ PIIUIISI’V adenoma
138 transcription regulatory region sequence-specific DNA binding 0.039 3/89 TCCA-516-5P 0/36
/41 SMAD binding 0.040 8/457 TGCC-124A 0/27 Cglorectal cancer
/13 transmembrane receptor protein serine/threonine kinase activity 0.05 8/481 TGCT-15A--16--15B--195--424--497 0/ enomas, multlple colorectal
117 ARF guanyl-nucleotide exchange factor activit; 0.05 9/577 GTGC-506 0/35 Prostate canci
118 RNA polymerase Il transcription corepressor activity 0.05: 51246 TGCT-330 0/11 Alzhelmerdlsease susceptibility to
120 phosphatidylinositol 3—kinase bindin: 0.05: 5/247 GTGC-96 0/ Schlzophrenla susceptlm ity to
121 aspartic-type endopeptidase activity 0.06 2147 CCAG—490 0/ Parkmson \
/170 transcription corepressor actlwty 0.06: 71415 TTTG-19A: 0/23 ?atocellu & carcinoma
129 A polymerase Il core promoter proximal region sequence-specific DNA bir 0.06 71420 TGGT 29A——29B——29C 0729 elanoma and neural system tumor syndrome
/41 endopeptidase activi 0.06 41182 24 0/30 Ovanan cancer
5/238 ubiquitin—protein ligase activity. 0.07 1/9 GGAT—127 0/38 Breastcancer
2145 steroid hormone receptor activity 0.07 2153 AAGT—4ZZB——42 A 0/15 Gastric cancel
2149 calcium channel activity 0.075 5/266 AAGC-135A--135B 0/4 Thyroid Carcinoma, follicular
6/335 protein serine/threonine kinase activity 0.08 6/358 TGCA-! 5190——5195——519A 0/36 Lung cancer
71421 protein tyrosine kinase activity 0.08! 3/125 GAGC 337 0/12 Bladder cancer
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é I !angset .0 I %Ell R ‘Ok 1 ACIET L
1/2 miR-328 0.02: 1192 hsa-miR-944 0 0/ 1 IACIEJ”]| L
1/4 miR-122 0.024 1193 hsa-miR-545 .0 0/1: ACIEJ] L 10
1/4 miR-133b 0.021 176 hsa-miR-1261 .0 0/7 ACIEJ”] L 13
1/4 miR-29a 0.03 133 hsa-miR-934 .0 0/ ACIEJ”] L 14
1/7 miR-145 0.03! 185 hsa-miR-557 .0 0/11 ACIEJ”] L 15
1/7 miR-210 0.04; 138 hsa-miR-885-5p .0 0/15 IACIEJ| L16
1/9 miR-125b 0.0: 141 hsa-miR-518b .0 0/ ACIEJ”] 7
1/12 miR-29b 0.047 141 0. .0 0/14 ACIEJ”] L 19
1/13 miR-. 0.048 5/234 .0 0/4 ACIEJ”| L
0/11 let-7a 0.050 3/98 .0 0/5 ACIEJ”] L 20
0/6 let-7b 0.053 3/100 .0 0/15 ACIEJ”] L 22
0/4 let-7c 0.053 41167 .0 0/4 ACIEJ| L 23
0/6 let-7d 0.057 2/46 .0 0/12 IACIEJ”]| L 24
0/4 let-79 0.059 41173 .0 0/14 IACIEJ]| L 26
0/5 miR-10: 0.059 /105 .0 0/ ACIEJ] L 27
0/2 miR-101b 0.065 109 i 0 0/ ACIEJ] L 28
0/4 miR-106b 0.065 /109 hsa-mi *501*5g 0 0/ ACIEJ”] L 29
0/2 miR-124a 0.067 150 hsa-miR-1224-3p .0 0/ ACIEJ”] L
0/6 miR-125a 0.069 /51 hsa-miR-1279 .0 0/14 ACIEJ] L 30
Al V&éu’-\ K b j R plRsUg .
a rﬂ ! %‘!a” _UP al k .00\8/a|ue %mﬁg E‘%gg\%sl'%g low expression TF al bos %Q‘a" ﬁ LrJ‘!:f Place
0/15 _DN 0.581 9/1095 HEBENSTRElthQh expression TF 0.16 1/20 VAQUERIZAS”Bone marrow
0/12 0.826 8/1233 KIM MYCt r ets 0.28 1/38 VAQUERIZAS Testis
0/11 .000 0/14 0.34 2/144 VAQUERIZAS” General
0/14 .000 0/5 0.41 1/62 VAQUERIZAS”Whole blood
8111 360 8182 ¥9§§g$§ Bown 160 01%  VASUERIZAS[her ™"
N | ver
0/15 .000 0/4 'YC”Apoptosis UP 1.00 0/37 VAQUERIZASPro
0/13 .000 0/8 YC:CgIIE:ycIe UP 1.00 0/29 VAQUERIZAS™ Smuoth muscle
0/14 .000 0/2 YC Cell cycle DOWI 1.00 0/43 VAQUERIZAS Ute
A 0/0 .000 0/4 Cell growth and prol\ferauon upP 1.00 0/12 VAQUERIZASKI Idne
ﬁ 8;8 .888 8;; YE_;IR‘rRmatm modification UP 1.00 0;22 xﬁ BE;%&% S| hlnla lC)DI’d
! 1.00 0/43 ole brain
A 0/0 .000 0/3 YC_DNA reghcauon UP 1.00 0/41 VAQUERIZAS Thymus
A 0/0 .000 0/2 ECM cell adhesion DOWN 1.00 0/39 VAQUERIZAS Thyroid
A 0/0 .000 0/20 'YC”Metabolism UP 1.00 0/7 VAQUERIZAS”Appendix
A 0/0 .000 0/16 YC_Protein synthesis degradation UP 1.00 0/30 VAQUERIZAS] Fe al lung
A 0/0 .000 0/8 YC_RNA processing binding UP 1.00 0/62 VAQUERIZAS”Lun
A 0/0 .000 0/2 YC_Signal transduction up’ 1.00 0/16 VAQUERIZAS”| Pancreas
A 0/0 .000 0/3 YCZTumor supressor genes UP 1.00 0/24 VAQUERIZAS Trachea




Correlation Cluster

Spot Summary: B1

# metagenes = 42
#genes =172

<r> metagenes = 0.96
<r>genes = 0.22
beta: r2=2.67 / log p= -Inf

# samples with spot =32 (11.6 %)
Atypical : 4 (5.4 %)
Classical : 5 (15.6 %)

Basal : 11 (13.1 %)
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ID

645037
729422
729442
2577
729428
2576
26748
645073
100008586
2579
26749
729447
8277
729396
441520
4109
653219
100101629
4103

4100

max e
min e

4.91 -0.85
4.91 -0.82
4.7 -0.77
4.65 -0.69
4.58 -0.7
4.56 -0.69
4.55 -0.68
4.39 -0.7
4.37 -0.71
3.8 -0.56
3.77 -0.6
3.7 -0.56
3.56 -0.39
3.52 -0.52
3.26 -0.75
3.25 -0.86
3.18 -0.46
3.04 -0.52
2.69 -0.85
2.59 -0.76

r

0.85

0.86

0.85

0.85

0.85

0.85

0.85

0.84

0.8

0.85

0.85

0.29

0.85

0.6

0.6

0.69

0.84

0.47

0.67

Description
Symbol

GAGE2CG antigen 2C [Source:HGNC Symbol;Acc:31958]

GAGE12% antigen 12J [Source:HGNC Symbol;Acc:17778]
GAGE12% antigen 12J [Source:HGNC Symbol;Acc:17778]
GAGE123 antigen 12J [Source:HGNC Symbol;Acc:17778]
GAGE12@ antigen 12C [Source:HGNC Symbol;Acc:28402]
GAGE1238 antigen 12J [Source:HGNC Symbol;Acc:17778]
GAGE12IG antigen 121 [Source:HGNC Symbol;Acc:4105]

GAGE12% antigen 12J [Source:HGNC Symbol;Acc:17778]
GAGE125 antigen 12J [Source:HGNC Symbol;Acc:17778]
GAGE12(G antigen 12 [Source:HGNC Symbol;Acc:4105]

GAGEZ2EG antigen 2E [Source:HGNC Symbol;Acc:31960]

GAGE2AG antigen 2A [Source:HGNC Symbol;Acc:4099]

TKTL1 transketolase-like 1 [Source:HGNC Symbol;Acc:11835]
GAGE12% antigen 12J [Source:HGNC Symbol;Acc:17778]

CT45A2 cancer/testis antigen family 45, member A2 [Source:HGNC S
MAGEA1melanoma antigen family A, 10 [Source:HGNC Symbol;Acc:6
XAGE1B X antigen family, member 1B [Source:HGNC Symbol;Acc:254
GAGEZ2EG antigen 2E [Source:HGNC Symbol;Acc:31960]
MAGEA4melanoma antigen family A, 4 [Source:HGNC Symbol;Acc:68

MAGEA1melanoma antigen family A, 1 (directs expression of antigen !

Geneset Overrepresentation

Rank p-value #in/all

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

49/630
14/120
6/34
5/23
4715
3/6
11/259
5/37
3/8
7/118
7/118
71118
71118
6/89
3/14
6/99
3/19
2/5
2/5
10/346
9/293
11/429
2/8
8/274
2/10
2/10
2/10
2/10
2/11
2/12
2/12
2/13
2/13
2/13
2/13
2/13
2/13
2/14
2/14
2/14

Geneset

Chr  ChrX

H.Tiss WIRTH_Testis

Chr  ChrY

BP  calcium-dependent cell-cell adhesion

GSE# MATTIOLI_MULTIPLE_MYELOMA_SUBGROUPS
miRN. miR-181b

BP spermatogenesis

BP synapse assembly

GSE# ACEVEDO_METHYLATED_IN_LIVER_CANCER_DN
Glio willscher_GBM_Verhaak-CL_expression_K_down
Glio willscher_GBM_Verhaak-MES_expression_K_down
Glio willscher_GBM_Verhaak-PNwt_expression_K_up
Glio willscher_GBM_Verhaak-PNmut_expression_K_up
Glio WIRTH_Normal Brain

GSE# MAHADEVAN_IMATINIB_RESISTANCE_UP

BP homophilic cell adhesion

BP  oogenesis

GSE# MYLLYKANGAS_AMPLIFICATION_HOT_SPOT_1
miRN miR-181a

BP  cell differentiation

BP  synaptic transmission

BP  multicellular organismal development

GSE# WEBER_METHYLATED_ICP_IN_FIBROBLAST

BP  nervous system development

MF  L-glutamate transmembrane transporter activity

BP  piRNA metabolic process

GSE# CONRAD_STEM_CELL

miRN  hsa-miR-933

Glio neurons_glio

GSE/ RAY_TARGETS_OF_P210_BCR_ABL_FUSION_UP
GSE# REACTOME_INORGANIC_CATION_ANION_SLC_TRANSPORTERS
BP synapsis

GSE# PIEPOLI_LGI1_TARGETS_DN

GSE/ HATADA_METHYLATED_IN_LUNG_CANCER_DN
GSE# NOUZOVA_TRETINOIN_AND_H4_ACETYLATION
GSE# REACTOME_AMINO_ACID_AND_OLIGOPEPTIDE_SLC_TRANSPORTEI
GSE# REACTOME_NEUROTRANSMITTER_RELEASE_CYCLE
BP  DNA methylation involved in gamete generation
GSE# RICKMAN_HEAD_AND_NECK_CANCER_B

GSE# REACTOME_GLUTAMATE_NEUROTRANSMITTER_RELEASE_CYCLE

p-values
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n
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K pef(yealue #}Q{a” %Qm&:%gndem cell-cell adhesion lé.oﬁelne #}%a” @J@EQW oor survival BO value ?}Qﬁ( I (élglgr L%ﬁL
5 11/259 spermatogeness 0.08 0/15 LIU_PROSTATE_CANCER_DN 0.0 2/835 ntegralto plasma membrane
e 5/37 synapse assem 3’ 0.11 1/14 WANG ER _UP ™ 0.0 /10 hemoglobin complex
e-04 6/99 homophilic cell adhesion 0.45 1/68 SHAUGHNESSY MM high risk 0.0¢ /10 unctional sarcoplasmic reticulum membrane
e-04 3/19 oogenesis 0.94 1/316 SPANG_BCL6-index: 0.0 /10 euronal postsynaptic density
e-04 10/ 346 cell differentiation 0.95 2/530 Lembcke_Normal vs Ad 0.0 /10 Y body
e-03 9/293 synaptic transmission 1.00 0/15 RHODES_CANCER META SIGNATURE 0.0 /11 mRNA cap binding complex
e-03 11/429 multicellular organismal deveIOpmem 1.00 0/16 RHODES UNDIFFERENTIATED CANCER 0.0! /11 photoreceptor disc membrane
e-03 81274 nervous system developme 1.00 0/15 SOTIRIOU BREAST CANCER_GRADE 1_VS_3 D 0.10 /12 excitatory synapse
e-03 2110 pIRNA metabollc process 1.00 0/15 SOTIRIOU BREAST _CANCER_GRADE_1_VS_3_l U 0.10 /12 presynaptic active zone
5e-03 2113 SDy 1.00 0/10 LIU EAST CANCER 0.1 /13 axoriemal dynein complex
e—03 2114 NA methylatlon involved in gamete generation 1.00 0/14 LIU COMMON CANCER_GENES 0.1 /13 mrtochondrral respiratory chain
e-02 2122 hrstone methyla on 1.00 0/14 LIUTLIVER_CANCER 0.1 47 1 4640 ucleu:
e-02 2122 male 1.00 0/14 LU~ PROSTATE CANCER_UP 0.1 114 cont[actrhe fllﬁer
e-02 2127 gene sHencmg by RNA 1.00 o/ WANG 0.1 114
e-02 2127 grotern polymerization 1.00 0/16 WOLFER overla@ enes 0.1 /141 postsynaptrc membrane
e-02 9/481 iological_process 1.00 0/12 BEN-P! 0.1 /116 photoreceptorrnnersegmem
e-02 2/31 microtubule-based process 1.00 0715 BEN—PORATH up 0.14 117 perlcentrlolar material
e-02 2133 fertilization 1.00 0/15 GENTLES_modull 0.16 120 dynern complex
e-02 3/93 anatomical structure morphogenesis 1.00 0/16 GENTLES_modul2 0.17 /21 polysome
r —-value #j J@Qaﬁﬁ j j
Pe—34 iﬂﬂ!g)” &gpeset ﬁ[yé” Q’Engéﬁ;srs down #}g{é” ﬁl?rm %%tM Verhaak-CL_expression_K_down
4e-07 6/34 ChrY 1/572 GUDJ_psoriasis up 71118 willscher_GBM”Verhaak-MES _expression_K_down
2e-0; 12/699 Chrs 0/17 BCHETNIA_EBM up 71118 willscher_GBM”Verhaak-PNwf_expression_K_up
2e-0: 1/23 Chr HSCHR6_MHC_DBB o/ BCHETNIA_EBM down 71118 willscher_GBM_Verhaak-PNmut_expression_K_up
4e-0: 4/386 Chr 22 0/26 BCHETNIA_EBM- DM up /89 WIRTH_Normal Brain
5e-0: 41449 Chr 20 A 0/0 /11 neurons _glio
6e-0: 6/743 Chr7 A 0/0 1379
7e-0. 4/519 Chr 14 A 0/0 173 GIEZELT GBM_WT_down_VS_mut
7e-0: 21280 Chr 13 A 0/0 157 developing astrocytes
7e-0: 5/714 Chr6 A 0/0 /111 willscher_GBM_Verhaak-CL_expression_M_down
8e-0: 4/618 Chr 4 A 0/0 /11 willscher_GBM_Verhaak-MES_expression_M_down
8e-0: 1/187 Chr 21 A 0/0 /111 willscher_ GBM”Verhaak-| PNmut t_expression_M_up
8e-0:. 3/534 Chr 8 A 0/0 /12 PhlII sP'Nu Vs MES & Prol
9e-0: 711135 Chr 19 A 0/0 195 M MGMTmelhyI up_VS_nonmethyl
9e-0: 5/866 Chr 12 A 0/0 /53 ChrlslensenEM/permethylaled in prlmary glioblastoma
9e-0; 5/1033 Chr2 A 0/0 /54 willscher_GBM_proteomics_wtOnly_Spott
1le+0 41918 Chr 17 A 0/0 /58 PC
1le+00 41957 Chr11 A 0/0 /64 Chrlstensen hypermethylated_in_grade2_astrocytoma
1e+00 21633 Chr9 A 0/0 /83 Christensen”| hypermetréylaled in seconcrary glioblastoma
1e+00 21717 Chr 16 A 0/0 /85 laffaire_hypérmeth_LGG_vs_confrol
ﬁn\!a” %@H&$%LTIPLE MYELOMA SUBGROUPS nk éﬂg ue fﬂn{ I s% I~ J} ” ﬁ\lr};e_ﬁgtBhrs UP
ACEVEDO METHYLATED_IN_LIVER_CANCER_DN 8e-03 9/400 WIRTH Nervous System 1275 ZHANG DLBCL mutated
4 MAHADEVAN IMATINIB_RESTSTANCE_UP 4e-02 2136 WIRTH Placenta 1327 SPAN hrs UP
MYLLYKANGAS AMPLIFICATION_HOT_ SPOT 1 e+00 0/5 WIRTHPituitary gland 1755 SPANG_| BCR UP
WEBER METHYLATED_ICP_IN_FIBROBLAST e+00 0/26 WIRTH_Pancreas 1852 SPANG_BCR DI
0 CONRAD_STEM_CELL e+00 07417 WIRTHZImmune system 113 ENTINK_mBL
2 RAY_TARGETS OF_P210_BCR_ABL_FUSION_UP e+00 0/13 WIRTH_Sec. lymphoid organs 0/13 BENTINK_mBL DOWN
2 REACTOME_INORGANIC_CATION_ANION_SLC_TRANSPORTERS e+00 0/12 WIRTH_Prim. lymphoid organs 0/ 140 DAVE_ BL-vs-DLBCL
3 PIEPOLI LGI1 TARGETS DN e+00 0/10 WIRTH_| B—CeIIS 0/12 DAVE_BL_DN
3 HATADA"METHYLATED_IN LUNG CANCER DN e+00 0/13 WIRTH Tonsil 0/18 DAVE_BLTnter
3 NOUZOVA TRETINOIN"AND_H4 ACETYLATTO e+00 0/13 WIRTH Thymus 0/12 DAVE BL U
3 REACTOME_AMINO_ACID AND DLIGOPEPTIDE SLC TRANSPORTERS e+00 0/12 WIR H Lymphocytes 0/18 DAVE_c-myc BL UP
3 REACTOME_NEUROTRANSMIT EASE_CYCLI e+00 0/ WIRT! ne marrow 0/ DAVE_MHCCII BL DN
4 RICKMAN D. D _NECK C NCER e+00 0/14 WIRTH Globus pallldus 0/22 AVE_NFkB
4 REACTOME GLUTAMEI‘E NEUROTRAN'SMITTER RELEASE_CYCLE e+00 0/15 WIRTH Telencephalo 0/28 BAVE-mmane responsel
WEBER_METHY| ICP_IN_SPERM_UP e+00 0/13 WIRTH”Cortex cerebrl 0/20 DAVE”Immune response 2
WEBER_| METHYLATED ICP”]| IN SPERM_DN e+00 0/16 WIRTH Hippocampus 0/250 LENZ”Stromal signature 1
CHOI_ATL ACUTE _STAGE — e+00 0/13 WIRTHThalamus 0/59 LENZ Stromal signature 2
REACTOME_SEROTONIN RECEPTOI e+00 0/15 WIRTH Cerebellum 0/54 BAFF 9hrs DN
MYLLYKANGAS_AMPLIFICATION_HOT_SPOT_lG e+00 0/50 WIRTH_Homeostasis 0/24 SPANG_BAFF Qhrs UP
et A diRgenese: IRNALnG Bhom,pa
ransmembrane transporter activity .00 = oma papillary
ecular funs 0.009 6/208 ATTC-186 0/34 Pancreallc cancel
proleln dlme”Zﬁ“O” activity 0.027 175 GGCA-324-3P 0/22 Glioblastoma muluforme somatic
nucleic acid binding 0.029 177 GGTG-329 0/21 Gastrointestinal
dru g binding 0.044 191 CTGT-194 0/ F’nunarya lenoma
GABA-A receptor activity 0.053 4/163 TAAT-126 0/36
enhancer seqluence -specific DNA binding 0.058 4/168 ATAC-144 0/27 C Iorectal cancer
neurexin far rotein binding 0.081 41189 AAGC—-520F 0/ 8 lenomas, multlple colorectal
oxygen transporter activity 0.087 2157 CTCA-526B 0/35 Prostate canc
histone binding 0.089 2/ AGT 9 0/11 Alzhelmerdlsease susceptibility to
mRNA binding 0.090 6/358 TGCA-519C--519B--519A 0/ Schrzophrenla susceptrbr ity to
Notch bindin: 0.093 41199 CAGC-320 0/ Parkrnson [sea
calcium ion binding 0.101 3/129 GTGA-224 0/23 ?atocellu ar carcrnoma
histone acetyl-lysine binding 0.101 71457 TGCC-124A 0/29 elanoma and neural system tumor syndrome
receptor activit; 0.137 ! AGTC- 0/30 Ovarlan cancer
1/1 threonine-type endopeptidase activity 0.152 119 GTCA-380-5P 0/38 Breast cancer
5/321 G-protein coupled receptor activi 0.167 185 TG-17-3| 0/15 Gastric cancel
2/79 serine-type endopeptidase inhibitor activity 0.167 185 ATTA-380-3P 0/4 Fryroid carcinoma, follicular
1/19 retinoic acid receptor binding 0.173 4252 AGCA-93--302A--302B--302C--302D--372--373--520E--520A--526 0/36 Lung cancer
2182 structural constituent of cytoskeleton 0.175 3/167 ATGC-103--107 0/12 Bladder cancer
S LR AL tep el DASE WAk b3 Genese
I !an8§et .003 I ACIEJ L
2/5 miR-181a 0.035 41142 hsa-miR- 409 3p 0/13 ACIEJ”] L 10
1/2 miR-107 0.037 185 hsa-miR-557 0/7 ACIEJ”] L 13
1/2 miR-181c 0.044 191 R-216a 0/ ACIEJ”] L 14
1/4 miR-27a 0.049 195 R-603 0/11 ACIEJ”] L15
1/12 miR-29b 0.064 148 R-208b 0/15 ACIEJ”] L16
0/11 let-7a 0.069 150 R-571 0/ ACIEJ”] L17
0/6 let-7b 0.075 19 R-373* 0/14 ACIEJ”] 9
0/4 let-7c 0.087 157 R-629 0/4 ACIEJ”] L
0/6 let-7d 0.089 158 R-126* 0/5 ACIEJ”| L 20
0/4 let-79 0.114 167 R-1826 0/15 ACIEJ”] L 22
0/13 miR-. 0.133 1312 R-32 0/4 ACIEJ| L 23
0/5 miR-101 0.136 1148 R-548f 0/12 ACIEJ| L 24
0/2 miR-101b 0.137 175 R-513c 0/14 IACIEJ”]| L 26
0/4 miR-106b 0.137 175 R-592 0/2 IACIEJ]| L 27
0/4 miR-122 0.144 118 R-563 0/5 ACIEJ] L 28
0/2 miR-124a 0.145 178 R-542-. 3g 0/ ACIEJ] L 29
0/6 miR-125a 0.146 1153 R-450b-5p 0/11 ACIEJ”] L
0/9 miR-125b 0.159 120 hsa-miR-1282 0/14 ACIEJ] L 30
0/5 miR-126 0.167 185 hsa-miR-188-3p 0/11 ACIEJ] L 31
AUMLL K povalue # kbRl
a e %‘!a” %&%§%7PISK7UP al k .04 alue {én{ lﬁ! %B\%SI"QE low expression TF al k .2 [ﬂga” ﬁ Lﬁﬁ%‘its ituitary
0/15 GUSTAFSON_PI3K_DN .00 1/1095 HEBENSTREIT_high expression TF 0.2 1/29 VAQUERI ZASismooth muscle
0/12 EN e .00 0/14 OWICK TF 0.4 21144 VAQUERIZAS
0/11 BENT .00 0/1233 IM MYCrargets 0 0740 VAQUER ZASiFetaI bram
0/14 BENT! .00 0/5 YC TI .0 0/44 VAQUERIZASPlacenta
0/12 BENT! .00 0/63 YCﬁar ets UP .0 0/28 VAQUERIZAS
0/11 BENT .00 0/9 chargets DOWN 0 01737 VAQUERIZASProstate
0/15 BENT! .00 0/4 'YC_Apoptosis UP .0 0743 VAQUERIZAS Uterus
0/13 BENT! .00 0/8 'YC”Cell cycle UP .0 0/12 VAQUERIZASKidne?
0/14 BENT] .00 0/2 YC Cell cycle DOWI .0 0/22 VAQUERIZAS”Spinal cord
A 0/0 .00 0/4 Cell growth and prolrferauon uUpP .0 0/43 VAQUERIZAS”Whole brain
A 0/0 .00 0/2 C_"hromatln modification UP 0 0/41 VAQUERIZAS Thymus
A 0/0 .00 0/7 'YC”DNA repai .0 0/39 VAQUERIZAS Thy
A 0/0 .00 0/3 YC_DNA replrcatron UP .0 0/62 VAQUERIZAS”Whole blood
A 0/0 .00 0/2 ECM cell adhesion DOWN .0 0/7 VAQUERI ZAS_ApPendrx
A 0/0 .00 0/20 'YC”Metabolism UP .0 0/30 VAQUERIZAS Fetal lung
A 0/0 .00 0/16 YC_Protein synthesis degradation UP .0 0/62 VAQUERIZAS”]
A 0/0 .00 0/8 YC_RNA processing binding UP .0 0/16 VAQUERIZAS_Pancreas
A 0/0 .00 0/2 YC”Signal transduction UP .0 0/24 VAQUERIZAS Trachea
A 0/0 .00 0/3 YCZTumor supressor genes UP .0 0/14 VAQUERIZAS Fetal liver




Correlation Cluster

Spot Summary: C1

# metagenes = 27
# genes = 269

<r> metagenes = 0.96
<r>genes = 0.25
beta: r2=3.56 / log p= -Inf

# samples with spot =24 (8.7 %)
Atypical : 5 (6.8 %)
Classical : 3 (9.4 %)

Basal : 12 (14.3 %)

Overview Map
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Spot Genelist

Rank max e
ID min e

1 1207 152 -1.35
2 144363 1.49 -0.94
3 100093630 1.47 -1.34
4 84833 1.42 -0.97
5 5423 139 -1.04
6 401505 136  -0.87
7 139886 1.35 -1.31
8 55848 1.34 -0.94
9 6154 121 -0.73
10 27257 121 -0.84
11 6160 12 -0.91
12 6175 1.19 -1.11
13 4712 117 -0.65
14 64776 112 -0.99
15 4724 112 -0.88
16 38 111 -0.8
17 83955 111 -0.73
18 1349 111 -1.08
19 6165 11 -0.95
20 80227 11 -1.04

r

0.49

0.49

0.27

0.4

0.59

0.32

0.45

0.6

0.36

0.56

0.67

0.54

0.58

0.51

0.45

0.53

0.69

0.53

0.35

Description
Symbol

CLNS1A chloride channel, nucleotide-sensitive, 1A [Source:HGNC Sy
LYRM5 LYR motif containing 5 [Source:HGNC Symbol;Acc:27052]

SNHG8 small nucleolar RNA host gene 8 (non—protein coding) [Sourc
USMGS5 up-regulated during skeletal muscle growth 5 homolog (mous
POLB  polymerase (DNA directed), beta [Source:HGNC Symbol;Acc
TOMMS translocase of outer mitochondrial membrane 5 homolog (yee
SPIN4 spindlin family, member 4 [Source:HGNC Symbol;Acc:27040]
PLGRKT plasminogen receptor, C-terminal lysine transmembrane prot
RPL26 ribosomal protein L26 [Source:HGNC Symbol;Acc:10327]
LSM1  LSM1 homolog, U6 small nuclear RNA associated (S. cerevis
RPL31 ribosomal protein L31 [Source:HGNC Symbol;Acc:10334]
RPLPO ribosomal protein, large, PO [Source:HGNC Symbol;Acc:1037
NDUFB6 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 6, 17
Cllorfl chromosome 11 open reading frame 1 [Source:HGNC Symbc
NDUFS4 NADH dehydrogenase (ubiquinone) Fe-S protein 4, 18kDa (!
ACAT1 acetyl-CoA acetyltransferase 1 [Source:HGNC Symbol;Acc:€
NACAP1 nascent-polypeptide—associated complex alpha polypeptide
COX7B cytochrome c oxidase subunit VIIb [Source:HGNC Symbol;Ac

RPL35A ribosomal protein L35a [Source:HGNC Symbol;Acc:10345]

PAAF1 proteasomal ATPase-associated factor 1 [Source:HGNC Syn

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

Density

p-value #in/all Geneset
7e-27 26/83 BP  respiratory electron transport chain
2e-24 77/1318 CC  mitochondrion
3e-24 30/153 MF  structural constituent of ribosome
4e-24 39/304 CC  mitochondrial inner membrane
9e-22 3417253 BP translation
5e-20 22192 BP translational elongation
6e-20 21/81 BP viral transcription
2e-19 261152 BP  cellular metabolic process
3e-19 21187 BP translational termination
4e-19 24128 BP translational initiation
le-18 21/92 BP  viral life cycle
3e-18 22/109 BP  SRP-dependent cotranslational protein targeting to membrane
2e-17 25/167 CC  ribosome
le-16 21/115 BP  nuclear-transcribed mRNA catabolic process, nonsense-mediated decay
3e-15 29 /287 BP  viral process
le-14 421649 BP  gene expression
le-14 25/219 BP  mMRNA metabolic process
2e-14 261242 BP  RNA metabolic process
4e-14 14/51 cC cytosolic large ribosomal subunit
6e-12 11/36 CcC  mitochondrial respiratory chain complex |
le-11 32/482 BP  cellular protein metabolic process
9e-11 10/34 MF  NADH dehydrogenase (ubiquinone) activity
le-10 10/35 BP mitochondrial electron transport, NADH to ubiquinone
8e-09 48/1233 TF KIM_MYC targets
le-07 29 /595 MF  RNA binding
2e-07 5/10 CC large ribosomal subunit
4e-07 6/19 CC  mitochondrial proton—transporting ATP synthase complex
4e-07 11/96 BP  rRNA processing
7e-07 5/12 BP  oxidative phosphorylation
le-06 5/13 GSE/ REACTOME_FORMATION_OF_ATP_BY_CHEMIOSMOTIC_COUPLING
2e-06 5/14 BP mitochondrial ATP synthesis coupled proton transport
3e-06 5/15 BP  ATP synthesis coupled proton transport
2e-05 6/37 CC  cytosolic small ribosomal subunit
4e-05 4/13 CC  mitochondrial respiratory chain
5e-05 5/26 MF cytochrome-c oxidase activity
6e-05 7162 Glio  Stuehler_Proteins_up_in_STS
6e-05 5/27 MF  rRNA binding
9e-05 11/169 Glio willscher_GBM_proteomics_wtOnly_Differencelist_
le-04 4716 BP mitochondrial respiratory chain complex | assembly
le-04 4/16 Canct GENTLES_modul10
p-values
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fk  p-yalue # @NCRIle 4
k e—\é ’%N I %QFAﬁ%%LC"O” transport chain e-04 4#J n({a” &%H%é%odullo 93 4 #7“;'1(9{'5! gtgcrr}'g%r%tn
2 4 [ 253 translation e-04 3/11 GENTLES modul5 4e-24 9 / 304 mitochondrial inner membrane
e-20 2 /92 translational elongation e-02 3/39 ZHANG MM IIJ\P 2e-17 5/167 ribosome
1/81 viral transcription e-01 1/14 LIU_ COMMON_CANCER _GENES 4e-14 451 cytosolic large ribosomal subunit
6 /152 cellular metabolic process e-01 1/15 SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP e-12 1/36 mitochondrial resplralory chain complex |
1/87 translational termination e-01 1/15 GENTLES “modull 2e-07 /10 large ribosomal subuni
4 /128 translational initiation e—-01 1/15 GENTLES_modul6 4e-07 6/19 mitochondrial roton-tranSportmg ATP synthase complex
1/92 V|ral life cycle e-01 1/16 GENTLESﬁmoduIZ 2e-05 6/37 cytosolic small ribosomal subunit
2 /109 P-dependent cotranslational protein targeting to membrane e-01 1/16 GENTLES modul 4e-05 4/13 mitochondrial respiratory chain
1/115 nuclear transcribed mRNA catabolic process, nonsense-mediated decay e-01 1/68 SHAUGHNESSY MM high risk 2e-04 5/33 mediator complex
9 / 287 viral process e+00 1/185 SPANG_LPS-index2 2e-04 4719 mitochondrial small nbosomal subunit
42 /649 gene expression e+00 2/316 SPANG_BCL6-index2 5e-04 4123 ochondrl I ri
5/219 MRNA metabolic process e+00 41530 LembcKe_Normal vs Adenol 2e-03 115 aryotlc trans atlon |n|t|at|on factor 3 complex
6 /242 RNA metabolic process e+00 0/15 RHODEST CANCER META SIGNATURE 7e-03 5/74 mltochondrlal membrane
2 /482 cellular protein metabolic process e+00 0/16 DES_UNDIFFERENTIATED_CANCE! 7e-03 125 small ribosomal subunit
e-10 0/35 mitochondrial electron transport, NADH to ubiguinone e+00 0/15 SOTIRIOU BREAST CANCER_GRADE_ 1 VS_3_DN e-03 4149 mitochondrial mtermembrane space
1/96 RNA processing e+00 0/10 LIU_BREAST_CANCER e-02 4155 ﬁ’ oteasome comf)
7e-07 112 oxidative phosphorylation e+00 0/14 LIUTLIVER CANCER e-02 2711 olo TFIIH complex
2e-06 5/14 mitochondrial ATP ynthesis coupled proton transport e+00 0/15 LIUTPROSTATE_CANCER_DN e-02 2871142  intracellular o
3e-06 5/15 ATP synthesis coupled proton transport e+00 0/14 LIUZPROSTATE_CANCER_UP e—oz 2113 eukaryotic 48S preinitiation complex
J@%&ﬁ@ —value
ggpeset ?JD/E"” Q’B %ﬁ:ﬁ;sls up e-05 #}QJ all %?bttelns _up_in_STS
Chr11 1/375 GUDé_Ipsorlass down 9e-05 1/169 willscher_ GBM_proteomics_wtOnly_Differencelist_
Chr 4 0/17 BCHETNIA_EBM up e-04 /54 willscher_GBM_proteomics_wtOnly”SpotG
Chr o/ BCHETNIA_EBM down e—0. /328 Up
Chr 0/26 BCHETNIAZEBM-| DM up e—0; 170 willscher_GBM _proteomics_wtOnly_SpotJ
Chr 18 A 0/0 e—0; 112 willscher” GBM_ LTSwt_profeomics=C_UP
Chr 12 A 0/0 e—0; 112 willscher_GBM _LTSmut_proteomics-B_UP
Chr 21 A 0/0 e-0. 112 willscher GBM—STSwt protecmlcs B_DOWN
Chr A 0/0 e—0! 174 GIEZELT_G M'STSiup VS_LTS
Chr 15 A 0/0 4e-0. 128 Barbus_GBM _STS vs._[TS
Chr X A 0/0 4e-0: 133 willschér_GBM proTeomlcs wtOnly_SpotC
Chr 13 A 0/0 5e-0 149 Vlshal S"bnetwork signature of survwal in GBM
Chr HSCHR6_MHC_QBL A 0/0 7e-0 171 EZEL Tmethyl_down_VS_nonmethyl
Chr A 0/0 7e-0 172 GIEZELT GBM STSwt_down_VS_LTSwi
Chr 10 A 0/0 7e-0 4/313 willscher "GBM “Verhaak—-CL_expression_D_up
Chr A 0/0 7e-0 4] willscher_GBM_Verhaak-MES_expression_D_down
Chr 14 A 0/0 7 4/ willscher_GBM_Verhaak-PNwi{_expression_D_up
Chr 17 A 0/0 8e: 5/ ow
Chr 20 A 0/0 1/ EZELT_GBM_WT up_VS
Chr A 0/0 1/ W||Ischer'GBM | “Verhiaak=CL_ expressmn C_up
FORMATION _OF ATP BY_CHEMIOSMOTIC_COUPLING nk ! .2 ﬁlue f#}[ﬂga” @1@”—? et;bellum lJ ﬁ@@? E
REACTOME REGULATION_OF_GENE_EXPRESSION_IN_BETA_CELLS 0.6 1/50 WIRTH” Homeostasls ROSOLO! SKI green UP
G_RIBOSOME 0.9 1/127 WIRTH Mus ROSOLOWSKI_red total
REACTOMEiFORMATION OF A POOL_OF FREE 40S SUBUNITS 0.9 41417 WIRTHT Immunes stem WRIGHT _GCBUP
REACTOME_GTP_HYDROLYSIS_AND_JOINING_OF THE_60S_RIBOSON 1.0 0/5 WIRTHPituitary gland 12 ROSOLOWSKI_red UP
REACTOME_INFLUENZA VIRAL RNA_TRANSCRIPTION "AND_REPLICA] 1.0 0/26 WIRTH_Pancreas ROSOLOWSKI greentotal
REACTOME_PEPTIDE_CHAIN_ELONGATION 1.0 0/13 WIRTH Sec. I¥mph0\d organs SPANG_BCR UP
REACTOME_REGULATION_OF BETA_CELL_DEVELOPMENT 1.0 0/12 WIRTH_Prim. lymphoid organs /38 ROSOLOWSKI blue DOWN
REACTOME_VIRAL MRNAT'RFNSLATION 1.0 0/10 WIRTH_| B—CeIIS SPANG_BAFF 9
REACTOME#RANS'LA 1.0 0/13 WIRTH Tonsil 1. BlL-vs— DLBCL
BIOCARTA_ETC_P THW 1.0 0/13 WIRTH Thymus /6 SPANG_LPS 6hr:
BARRIER TANCER RELAPSE TUMOR_SAMPLE_UP 1.0 0/12 WIRTH”Lymphocytes ROSOLOWSKI blue total
IS THYROID_CANCER 1.0 0/6 WIRTH_Bone marrow / SPANG IL2 UP
WILLIKMS ESR2TARGE 5( 1.0 0/400 WIRTH Nervous System NG_BC!
REAUX_MULTTPLE MYEEOMA BY_TACI_DN 1.0 0/14 WIRTH Globus pallidus SPANG CD40 6hrs DN
CAFFAREL RESPONSE _TO_THC 24HR_5_UP 1.0 0/15 WIRTH Telencephalon / SPANG”IL21 DN
CHANG _POUSF1 TARGETS DN 1.0 0/13 WIRTH”Cortex cerebri 1 ZHANG_DLBCL mutated
YANAGISAWA LUNG_CANCER_RECURRENCE 1.0 0/16 WIRTH Hippocampus / SPANG_CDA40 6hrs UP
E_VIF_MEDIATED DEGRADATION OF_APOBEC3G 1.0 0/13 WIRTH Thalamus 1.00 0/13 BENTINK_mBL UP
DER IFN GAMM? RESPONSE_DI 1.0 0/120 WIRTH Testis 1.00 0/13 BENTINK_mBL DOWN
M pyaiie # IRNACS LR IRNALISS
p %p{%” sct;ucmraﬁgntstiluem of ribosome - . ” E%%EP .06 € )4 @J‘Dsws SuSCeﬁ)llblhty to
10/34 NADH dehydrogenase (ubiquinone) activity 0. 175 ATGT-489 .00 0/ Thyroid carcinoma, papi
297595 RNA blndlng 0. 1129 CTCT-520A--525 .00 0/34 Pancreatic cancer
5/26 C ochrome-c oxidase activity 0.4 131 CA-5( .00 0/22 Glioblastoma multiforme, somatic
5/27 NA bindini 0.4 185 ACTG-17-3P .00 0/21 Gastrointestinal
4718 2 iron, 2 sulfur cluster bindin, 0.4 134 TCTA-51 .00 0/ Pnunary adenoma
3/10 oxidoreductase activity, acting on NAD(P)H 0.4 /91 CTGT-194 00 0/36
4125 hydrogen ion transmembrane transporter activity 0.4 /35 GCAA-431 .00 0/27 c Iorectal cancer
5/50 transmembrane transporter activity 0 137 CTCT-526C--518F--526A .00 0/ 3 nomas muluple colorectal
71112 methyltransferase activi 0. /41 GTCA-378 .00 0/35 I' state
3/26 thyroid hormone receptor binding 0. 146 GGTG-412 .00 0/11 Alzhemer d |sease susceFumlny to
5/79 electron carrier activity 0. 147 AGTC-345 .00 0/ Schlzophrenla susceptlbl ity to
3129 iron-sulfur cluster binding 0. 149 CTAG-384 .00 0/ Parkmson
3/31 RNA polymerase Il transcription cofactor activity 0. /115 TTGG- 515 5P--519E .00 0/23 Ebatocellular carcinoma
3/35 ammoaCyl tRNA ligase activity 0. /181 CCTG-214 .00 0/29 elanoma and neural system tumor syndrome
4/64 mMRNA bin 0. 152 GTGT-514 .00 0/30 Ovanan cancer
3/36 4 iron, 4 sulfur cluster blndln% 0. /56 GTGT-342 .00 0/38 Breast cancer
2/16 RNA polymerase Il carboxy—terminal domain kinase activity 0. 1125 ACAC—199A——199B ,oo 0/15 Gastric cancel
2/18 TBP—class protein binding 0. /64 0/4 Thyroid carclnoma follicular
14 /504 nucleotide binding 0. 169 AGCT 28 0/36 Lung cancer
el el LR bl A l@?mﬁ% Dase W B‘L@&ﬁﬁ ;
I e Qgset 02 -2-3p 'A%untp_
1/11 let-7a 0.08 6/188 0.032 1/2 ACIEJ]
0/6 let-7b 0.09 1/6 0.078 1/5 ACIEJ]
0/4 let-7c 0.11 4/114 0.107 1/7 ACIEJ”]
0/6 et-7d 0.12 5/161 .163 1/11 ACIEJ”]
0/4 et-7g 0.15 41127 .000 0/16 ACIEJ”]
0/13 miR— 0.16 5/178 .000 0/13 ACIEJ”]
0/5 miR-101 0.17 2146 .000 0/7 ACIEJ”]
0/2 miR-101b 0.17 3/89 .000 0/ ACIEJ”]
0/4 miR-106b 0.19 1/13 .000 0/11 ACIEJ”|
0/2 miR-107 0.20 3/95 0: .000 0/15 ACIEJ”]
0/4 miR-122 0.20 3/96 .000 0/ ACIEJ”]
0/2 miR-124a 0.21 5/197 8 .000 0/4 ACIEJ”]
0/ miR-125a 0.23 1/16 1 98 .000 0/5 ACIEJ]
0/ miR-125b 0.24 1/17 .000 0/4 ACIEJ]
0/ miR-126 0.26 2162 .000 0/12 ACIEJ]
0/ miR-127 0.28 1/20 nsa-mi R- 323-5p .000 0/14 ACIEJ]
X 0/ miR-128 0.29 2/67 hsa-miR-1246 .000 0/ ACIEJ]
. 0/ miR-128b 0.30 2/68 hsa-miR-649 .000 0/ ACIEJ]
. 0/2 miR-. 0.30 1/22 hsa-miR-1250 .000 0/11 ACIEJ]
ATWLACT, R e el e I pIaRLIG
a all  GRAeSE! pax up ahk  p-yalue  #n/all Neeq s plall - G L’JE:S&E Tests.
0/15 e-01 1/8 YC_RN. rocesslng binding UP 0.5 1/43 VAQUERIZAS Utel
0/12 e-01 2171095 4EBENST E|T high’expression TF .0 0740 VAQUERI ZASiFetaI braln
0/11 e-01 1/63 YC Taﬁ; s UP .0 0744 VAQUERIZASPlacenta
0/14 e+00 211146 -lEBENS REIT __low expression TF .0 0/28 VAQUERIZAS Liver
0/12 e+00 0/14 .0 0/37 VAQUERIZASProstate
0/11 e+00 0/5 .0 0/29 VAQUERIZAS™! Smooth muscle
0/15 e+00 0/9 YCjargets DOWN .0 0/144 VAQUERIZAS” Gel
0/13 e+00 0/4 'YC”Apoptosis UP .0 0/12 VAQUERI ZASﬁKldne
0/14 e+00 0/8 'YC”Cell cycle UP .0 0/22 VAQUERIZAS”Spinal cord
A 0/0 e+00 0/2 YC Cell cycle DOWI .0 0/43 VAQUERIZAS Whole brain
A 0/0 e+00 0/4 Cell growth and prohferauon uP 0 0/41 VAQUERIZAS_Thymus
A 0/0 e+00 0/2 C_vhromatln modification UP .0 0/39 VAQUERIZAS Thyroid
A 0/0 e+00 0/7 YC”DNA repal .0 0/62 VAQUERIZAS”Whole blood
A 0/0 e+00 0/3 YC_DNA repllcatlon upP .0 0/7 VAQUERIZAS”Appendix
A 0/0 e+00 0/2 ECM cell adhesion DOWN .0 0/30 VAQUERIZAS Fetal lung
A 0/0 e+00 0/20 YC~Metabolism UP .0 0/62 VAQUERIZAS Lung
A 0/0 e+00 0/16 YC”Protein synthesis degradation UP .0 0/16 VAQUERIZAS”Pancreas
A 0/0 e+00 0/2 YC_Signal transduction UP Xi} 0/24 VAQUERIZAS Trachea
A 0/0 e+00 0/3 YC_Tumor supressor genes UP .0 0/14 VAQUERIZAS Fetal liver




Correlation Cluster

Spot Summary: D1

# metagenes = 44
# genes = 435

<r> metagenes = 0.94
<r>genes = 0.25

beta: r2=3.98 / log p= -Inf

# samples with spot =25 (9.1 %)

Atypical : 1 (1.4%)
Classical : 2 (6.2 %)

Basal : 16 (19 %)

Overview Map

Spot
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Spot Genelist

Rank

ID
1 10413
2 2354
3 8349
4 91612
5 147463
6 100008589
7 1843
8 114908
9 1647
10 25800
11 23645
12 1958
13 150094
14 10972
15 7s38
16 5366
17 57018
18 3725
19 6622
20 2353

max e
min e

2.32 -1.54
213 -2.88
2.04 -1.67
2 -1.22
1.9 -1.14
1.84 -1.52
18 -2.27
1.77 -1.52
1.77 -1.07
1.74 -1.25
171 -1.84
1.66 -2.12
157 -1.48
1.55 -1.23
1.53 -2.16
1.49 -1.15
1.46 -1
1.46 -1.81
1.44 -0.92
1.43 -3.04

r

0.46

0.43

0.46

0.2

0.6

0.42

0.3

0.54

0.38

0.48

0.38

0.61

0.59

0.43

0.51

0.53

0.28

0.61

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

HIST2H2B&tone cluster 2, H2be [Source:HGNC Symbol;Acc:4760]

CHURC1churchill domain containing 1 [Source:HGNC Symbol;Acc:20(
ANKRD2@nkyrin repeat domain 29 [Source:HGNC Symbol;Acc:27110]
RNA28SRNA, 28S ribosomal 5 [Source:HGNC Symbol;Acc:37659]

DUSP1 dual specificity phosphatase 1 [Source:HGNC Symbol;Acc:3C
TMEM128ansmembrane protein 123 [Source:HGNC Symbol;Acc:301%
GADD454rowth arrest and DNA-damage-inducible, alpha [Source:HC
SLC39A6solute carrier family 39 (zinc transporter), member 6 [Source:
PPP1R19%otein phosphatase 1, regulatory subunit 15A [Source:HGN(
EGR1 early growth response 1 [Source:HGNC Symbol;Acc:3238]
SIK1 salt-inducible kinase 1 [Source:HGNC Symbol;Acc:11142]

TMED10 transmembrane emp24-like trafficking protein 10 (yeast) [Sou

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

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

CCNL1 cyclin L1 [Source:HGNC Symbol;Acc:20569]

JUN jun proto—oncogene [Source:HGNC Symbol;Acc:6204]
SNCA synuclein, alpha (non A4 component of amyloid precursor) [S
FOS FBJ murine osteosarcoma viral oncogene homolog [Source:+

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

Density

p-value #in/all

6e-30
2e-20
2e-19
5e-18
6e-17
8e-17
8e-17
8e-17
2e-16
5e-16
7e-16
7e-16
2e-15
2e-15
4e-15
4e-15
6e-15
6e-15
le-14
S5e-14
6e-14
8e-14
le-13
2e-13
2e-13
2e-13
8e-13
le-12
le-12
le-12
le-12
3e-12
4e-12
4e-12
4e-12
5e-12
9e-12
9e-12
le-11
le-11

10

Geneset

64 /436 miRN. hsa-miR-548n

411262 miRN. hsa-miR-548|

43/310 miRN hsa-miR-340

35/217  MIRN. hsa-miR-548m

52/517 miRN. hsa-miR-106a

40/313 Glio willscher_GBM_Verhaak-CL_expression_D_up

40/313 Glio willscher_GBM_Verhaak-MES_expression_D_down

40/313 Glio  willscher_GBM_Verhaak-PNwt_expression_D_up

41/336 miRN  hsa-miR-548d-5p

39/313 miRN hsa-miR-559

36 /269 miRN hsa-miR-1244

50/511 miRN hsa-miR-106b

38/307 miRN  hsa-miR-548¢c-5p

547603 miRN hsa-miR-20a

281167 miRN hsa-miR-548g

41/368 miRN hsa-miR-144

35/271 miRN hsa-miR-548h

50/538 miRN hsa-miR-17

51/565 miRN hsa-miR-20b

371324 miRN hsa-miR-18a

35/293 miRN hsa-miR-186

31/232 miRN ACTT-142-5P

37/336 miRN  hsa-miR-548b-5p

28/192 miRN  hsa-miR-944

48 /545 miRN  hsa-miR-93

31/240 miRN hsa-miR-152

3417302 miRN  hsa-miR-548i

241150 miRN hsa-miR-200c

44 1 494 miRN hsa-miR-107

26/180 miRN  hsa-miR-374a

39/399 miRN hsa-miR-519¢-3p

33/300 miRN  hsa-miR-561

33/301 miRN hsa-miR-18b

29/234 miRN  hsa-miR-26a

25/173 miRN  hsa-miR-548k

43/ 495 miRN  hsa-miR-103

411463 miRN hsa-miR-301a

23/151 miRN hsa-miR-429

33/315 miRN  hsa-miR-30e

34/335 miRN hsa-miR-142-5p

p-values
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f’gp{%” @5% Eﬂed transport —~ {%W&” Q:eﬁ%tu dex2 #éy/?slzlo nugneset
221290 intracellular protein transport 217316 SPANG_BCL6-index2 481686 Golgi apparatus
297478 protein transport 2/1 GENTLES modull6 471949 nucleoplasm
6/30 cellular response to calcium ion 2e-01 0/14 LIU COMMON_CANCER_GENES 271455 pennuclear region of cytoplasm
11/113 transforming growth factor beta receptor signaling pathway 3e-01 2/3 ZHANG_MM up 148 / 4310 cytopla:
18/262 protein ubiquitination 3e-01 1/1 SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_DN ruffle
7147 skeletal muscle cell dlﬁerennatlon 3e-01 1/1 GENTLES “modull ss / 2373 cytosol
413 COPI coatl |n? of Golgl ve 3e-01 1/1 GENTLESﬁmod 11 24/ 436 olgi membrane
4714 response to light stims 3e-01 1/1 WOLFER overlap genes 10/116 Iamelllpudlum
6/38 rotein K48-linked ublqumnauon 3e-01 1/1 GENTLES_modul 4/18 odosome
4115 OPII vesicle coatin 3e-01 1/1 GENTLES modul7 8/87 rans—Golgi network
8/72 proteasome-mediated ubiquitin— dependent&)rotem catabolic process 4e-01 214 | MM poor survival 3/11 trans—Golgi network transport vesicle
26 /504 negative regulation of transcription from RNA polymerase Il promoter 5e-01 2/6 SHAUGHNESSY_MM high risk 6/53 endoplasmic reticulum-Golgi intermediate compartment
5/29 protein autoubiquitination 6e-01 1/3 KUIPER_MM good survival 4124 endoplasmic reticulum-Golgi intermediate compartment membrane
8/81 energy reserve metabolic process 1e+00 5/530 Lembcke_Normal vs. Adenoma 12/184 actin cytoskeleton
6/47 {:rotem ubiquitination involved in ubiquitin-dependent protein catabolic proces 1e+00 4/553 Lembcke_Colonic Inflammati 7177 Iate end some membrane
7164 lI-like receptor 10 signaling pathway 1e+00 0/1! RHODES‘ CANCER META SIGNATURE 7178 Ogy
7164 toll-like receptor 5 signaling pathway 1e+00 0/1 DES”UNDIFFERENTIATED_CANCE 7180 chromatin
6/49 to Golgi vesicle-mediafed transport 1e+00 0/1! SOTIRIOU BREAST CANCER_GRADE_: 1 VS_3_UP 4127 membrane coat
5/34 regulation of cell differentiation 1e+00 0/10 LIU_BREAST_CANCER 3/14 COPI vesicle coat
Zinigll - Gepeset 1S & finfall - GeneseLoy om u ! il GERESEh vermask-cL expression 0 up
40/1033 Chr 1.0 5/375 GUDJ_psoriasis down 40/313 willscher_GBM”Verhaak-MES_expression_D_down
9 / 699 Chr 1.0 8/572 GUDé_IJJSOTIaSIS up 40/313 willscher_GBM_Verhaak-PNwt_expression_D_up
2 / 504 Chr 15 1.0 0/17 EBM up 241328 UF
5/ 618 Chr 1.0 0/2 BCHETNIA_EBM down 8/73 GIEZELT_GBM_WT_down_VS _mut
0/519 Chr 14 NA 0/0 7170 willscher "GBM “prot€omics_wtOnly_SpotJ
2 /914 Chr NA 0/0 5/49 Vishal_stbnetwork signature of survwal in GBM
5/714 Chr NA 0/0 2112 Wllscher GBM_LTSwt proteomics—-C_UP
9 /602 Chr 10 NA 0/0 5/71 GIEZELT_GBM_MGMTmethyl down VS nonmethyl
/232 Chr 18 NA 0/0 1105 WIIIScwerTSBM proteomics_wtOnly_S| o
9 /630 Chr X NA 0/0 137 willscher GBM roteomics wlOnI
1187 Chr 21 NA 0/0 14 willscher_GB! ‘erhaak-| PNmut expresslon A_down
71957 Chr 11 NA 0/0 /5 Phillips PToIlf uF vs PN & ME!
1/866 Chr 12 NA 0/0 149 mature astrocyte:
4633 Chr NA 0/0 /169 willscher GBM proteomlcs wtOnly_Differencelist_
1/534 Chr NA 0/0 127 WIR P
3/743 Chr NA 0/0 17 Donson—adaptlve |mmun|ty—assoc|ated with LTS in HGA
5/ 1720 Chr1 NA 0/0 17 KIM_epithelial-mesenchymal-transition related genes_decreased expressior
3/918 Chr 17 NA 0/0 /11 willscher_GBM_Verhaak=CL_expression_M_down
1386 Chr 22 NA 0/0 /11 willscher_GBM_Verhaak-MES_expression_M_down
Ginfal - GeRese! e cuminc e okl BRe  ginai  Geneset . AR gepe o
6/10 CHASSOT_SKIN_WOUND 0.044 2/13 WIRTH”Sec. lympl owd organs 4e-05 0 /274 SPANG_IL21
7116 AMIT_DELAYED "EARLY_GENES 0.058 2115 WIRTH Telencephalon e-0. /100 ROSOLOWSKI blue total
6/15 AMIT_EGF_RESPONSE 0.233 1/10 WIRTH B-cells e—0: 2 /426 SPANG_| 0 Bhr:
6/16 AMIT_SERUM_RESPONSE 40 MCF10A 0.329 1/15 WIRTH Cerehellum e—0. 169 SPANGiLPS 6hr5 DN
5/16 AMI ESPONSE_40_MCF10A 0.966 1/127 WIRTH Muscle e-0 154 SPANG_BAFF 9hrs DN
5/16 UZONYI| RESPONSE TO_LEUKOTRIENE_AND_THROMBIN 0.998 3/400 WIRTHTT Nervous System e—0. 2275 ZHANG_DLBCL mutated
5/16 JI_RESPONSE_TO FSI 1.000 0/5 WIRTH_Pituitary gland e-0 6/ 755 SPANG R UP
4/11 REACTOME BETACATENIN_PHOSPHORYLATION_CASCADE 1.000 0/26 WIRTH_Pancreas e-0 14 MASCQUE_mBL DOWN
4712 ESPONSE TO_UV 1.000 0/12 WIRTH_Prim. Iymphold organs e-0 /5 MASCQUE _mBL U
4/14 CHNG 7VI LTIPLE_MYELOMA HYPERPLOID DN 1.000 0/13 WIRTH Tonsil e—0; 1/291 SPANG_IL21
4/14 TIAN_TNF SIGNATJNG NOT VIA 1.000 0/13 WIRTH Thymus 486 ROSOLOWSKI _red total
4/14 EGG _EPTTHELIAL C TGNALING IN_HELICOBACTER_PYLORI_INF 1.000 0/12 WIRTH Lymphocyles e / IASCQUE_G
4714 BIOCARTA L2 PATF! AY 1.000 o/ WIRTH_Bone marrow e—0. /13 BENTINK_mBL
4715 SEIDEN ICOGENES 1.000 0/14 WIRTH Globus pallidus e—0. /13 BENTINK_mBL DOWN
4115 IRMEIER_LMP1 RESPONSE E, 1.000 0/13 WIRTH”Cortex cerebri 4e-0; /18 DAVE_BL Inter
4715 FRASOR PONSE ERM OR FULVESTRANT_UP 1.000 0/16 WIR H Hippocampus 4e-0; 118 DAVE_c-myc BL UP
4115 CARTA_IL6_PAT] 1.000 0/13 WIR halamus 4e-0; 186 ROSOLOWSKI_green UP
4/15 BIOCARTA_INSULIN_PATHWAY 1.000 0/120 WIR HT 4e-0; 120 ROSOLOWSKI red UP
4115 BIOCARTA_TPO_PATHWAY 1.000 0/50 WIRTH_ Homeostasls 4e-0; 122 DAVE_NFkB BC DN
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21/238 ub'g“'“” protein ligase activity 3e-11 7181 AACT-223 2e-0:; /3 Thyroid carclnoma papillary
25/361 bindin 7e-11 4/ 354 CTTT—524 7e-0. /5 Duchenne muscular dystrophy
6/31 RN, pol 'merase |l activating transcription factor binding 4e-10 2 /165 TTTG-518, 7e-0. /5 Gastroesphageal reflux
18/288 protein Kinase bindin 2e-09 7 /467 TGTT- 30A 5P**30C**30D**308**30E 5P 0. / Muscular dystrophy
7159 F{roleln phosphatase binding 4e-09 3 /391 181B--181C--181D 0: / Miyoshi myopath
4119 ding 4e-09 4 /415 / Eso hageal cancer
/48 hosphoprotein phosphatase activity le-07 4./ 470 7-5P--20A--106A--106B--20B--519D /12 Bladder
4/216 ranscription coactivator activity 1e-07 1/205 / Pnunar adenoma
/10 lamin bindin 4e-07 2 /240 i Myocardial infarction, susceptibility to
/111 AU-rich element bindin 4e-07 2 [ 240 1 Cardlomyopathy, |d|0palh|c dilatet
137 androgen receptor bindin 8e-07 6/139 AC-199A 6e-0; 115 Gastric cal
192 ATP-dependent helicase activi . 8e-07 41107 7e-0 117 Cardlomyopathy, dilated
/112 histone methyltransferase activity (H3-K4 specific) 1e-06 2 /257 520D e—0. / Systemic lupus’ erythematosus, susceptibility
4/ 500 sequence-specific DNA binding 3e-06 4 /314 'I‘I'GC 130A——301——l30B e—0 i Dermatitis, atopic
4126 1h rmd hormone receptor binding . 3e-06 2189 e—0. /19 Multiple myeloma
4127 é’ B/merase Il regulatory region sequence-specific DNA binding 4e-06 5/139 GCAA—129 e-0 14 Thyroid carcinoma, follicular
/14 RHS TPase activator activity 6e-06 9 /220 CATT-203 e-0 /21 Gastrointestinal
14252 transcription factor binding 6e-06 8 /420 TGGT-29A--29B--29C e-0 122 Glioblastoma multiforme, somatic
5/46 GDP binding 7e-06 517146 ACTG-30A-3P--30E-3P e-0 123 Hepatocellular carcinoma
NAbel B Leeneser LI INAv LA W Loa bl DASE WAk A3 Gepese
1002 2N e-30 7 RZ546n 05 i ACIEY RAIML 50
! miR-101 2e-20 411262 hsa l“‘ R 8l 4 4/13 ACIEJ] L 10
/11 let-7a 2e-19 43/310 hsa-miR-340 0 /14 ACIEJ] L 30
! miR-153 5e-18 35/217 hsa-miR-548m 0 115 ACIEJ”] L 22
! miR-328 6e-17 52/517 sa-MmiR— 063 0 15 ACIEJ”] L 28
! miR-214 2e-16 411336 sa-miR-548d-5p 0 17 ACIEJ”] L 48
! miR-223 5e-16 39/313 hsa-miR-559 0 /111 ACIEJ”] L31
14 miR-122 7e-16 36 /269 hsa-miR-12 0 114 ACIEJ”]
14 miR-128b 7e-16 50/511 hsa-miR-106l e+00 116 ACIEJ]| L
14 miR-133b 2e-15 38/307 hsa-miR-548c-5p e+00 0/7 ACIEJ| L 13
14 miR-195 2e-15 54 /603 hsa-miR-20a e+00 0/9 ACIEJ”] L 14
14 miR-204 4e-15 28/167 hsa-miR-548g e+00 0/11 ACIEJ”] L 15
14 miR-34b 4e-15 41 /368 1sa-miR-14: e+00 0/15 ACIEJ”] L 16
14 miR-34c 6e-15 35/271 1sa-miR-548h e+00 0/2 ACIEJ] L17
14 iR-7 6e-15 50 /538 sa—miR— e+00 0/14 IACIEJ]| L19
! miR-200a le-14 51 /565 sa-miR-20b e+00 0/4 IACIEJ]| L
! miR-200b 5e-14 371324 hsa-miR-18a e+00 0/5 IACIEJ”]| L 20
/ miR-320 6e-14 35/293 hsa-miR-186 e+00 0/4 ACIEJ] L 23
/ miR-372 le-13 37/336 hsa-miR-548b-5p e+00 0/12 ACIEJ”] L 24
! let-7b 2e-13 281192 hsa-miR-944 e+00 0/14 ACIEJ] L 26
AGKy R poyaive g  blssue
a” §§II1 PI3K_UP a k pefOGa ue gf'ﬂf?gg %B\%?QEITihigh expression TF a k %*OE [ﬂl{a” ﬁ Pancreas
114 e-02 2/14 IOWICK_TF e-04 8162 VAQUERIZA ’Lun%
114 e-01 1/5 YC_TFand cofactors e—04 5/24 VAQUERIZAS Trachea
115 e-01 1/9 YC_Targets DOWN e-0. 5/39 VAQUERIZAS Thyroid
115 e—01 1/16 YC Protein symheSIS degradation UP e-0 6/62 VAQUERIZAS-Whole biood
0/12 e—-01 3271233 M MYC Ia e-0 3/20 VAQUERIZAS”Adrenal cortex
0/11 e—01 1/63 YCT % e—0; 437 VA( UERIZA _Prostate
0/12 e+00 711146 -lEBENS REIT_| Iow expression TF 4e-0; 2/12 VA —Kidne PI
0/11 e+00 0/5 4e-0. 3/30 VA UERIZAS Fetal lung
0/13 BENTINK Src 10 e+00 0/4 Y ApOptOSIS up 9e-0 3/41 VA UERIZASThymus
0/0 e+00 0/8 'YC”Cell cycle UP e-0 2121 VA RIZAS Tonsil
0/0 e+00 0/2 YC Cell cycle D e-0 3/44 VA UERIZAS_PIacenta
0/0 e+00 0/4 Cell growth and prol\feratlon upP e-0. 1/7 VAQUE! IZAS Appendlx
0/0 e+00 0/2 Yc_uhromatln maodification UP e-0. 2/29 VAQUERIZA: g{( ode
0/0 e+00 0/7 YC”DNA repali e—0; 1/10 VAQUERIZAS”. eletal muscle.psoas
0/0 e+00 0/3 Y _DNA repllcatlon upP e—0! 1/13 VAQUERIZAS_Skin
0/0 e+00 0/2 ECM cell adhesion DOWN e—0 2143 VA UERIZAS_WhOIe brain
0/0 e+00 0/20 Y07 Metabolism UP e—0 57144 VAQUERIZAS ral
0/0 e+00 0/8 YC_RNA processini blndlng up e—0 1/15 VAQUERIZAS, Adrena\ gland
0/0 e+00 0/2 YC_Signal transduction U 4e-0. 1/19 VAQUERIZAS Pituitary




