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extracellular matrix organization
extracellular matrix
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GUDJ_psoriasis up
epidermis development

¢ [l mitochondrion

structural constituent of ribosome
rRNA processing

M type | interferon signaling pathway
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cytokine-mediated signaling pathway

e mitochondrion
KIM_MYC targets
mitochondrial inner membrane
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hsa-miR-559

g RNA binding
nucleus
hsa-miR-103

h respiratory electron transport chain
mitochondrial inner membrane
mitochondrion

i Lembcke_Colonic Inflammation
GUDJ_psoriasis down
willscher_GBM_Verhaak—CL_expression_B_up
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j WIRTH_Immune system
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immune response
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willscher_GBM_Verhaak—PNmut_expression_C_down
mitotic cell cycle
| [l hsa-miR-1237
BILD_E2F3_ONCOGENIC_SIGNATURE
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Spot Summary: a

# metagenes = 26
# genes = 479

<r> metagenes = 0.87
<r>genes = 0.29
beta: r2=20.85 / log p= -Inf

# samples with spot =54 (19.6 %)
Atypical : 31 (41.9 %)
Classical : 5 (15.6 %)

Basal : 16 (19 %)
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ID

3043
1278
1281
4314
3576
4312
3040
1277
4319
633
4060
1294
1293
1290
4318
3553
12
3486
1289

3371

max e
min e

3.2 -3.29
2.53 -3.03
217 -3.02
3.31 -3.02
2.96 -2.98
2.74 -2.96
3.64 -2.76
2.83 -2.73
4.09 -2.68
2.12 -2.52
214 -25
1.73 -2.42
213 -2.42
231 -2.39
2.75 -2.38
3.13 -2.37
3.84 -2.36
2.44 -2.35
2.82 -2.32
222 -2.3

r

0.32

0.81

0.79

0.58

0.78

0.32

0.82

0.57

0.8

0.63

0.57

0.84

0.86

0.51

0.54

0.4

0.27

0.88

0.68

Description
Symbol

HBB hemoglobin, beta [Source:HGNC Symbol;Acc:4827]
COL1A2 collagen, type |, alpha 2 [Source:HGNC Symbol;Acc:2198]
COL3AL collagen, type I, alpha 1 [Source:HGNC Symbol;Acc:2201]
MMP3  matrix metallopeptidase 3 (stromelysin 1, progelatinase) [Sou
IL8 interleukin 8 [Source:HGNC Symbol;Acc:6025]

MMP1 matrix metallopeptidase 1 (interstitial collagenase) [Source:H
HBA2 hemoglobin, alpha 2 [Source:HGNC Symbol;Acc:4824]
COL1A1 collagen, type |, alpha 1 [Source:HGNC Symbol;Acc:2197]
MMP10 matrix metallopeptidase 10 (stromelysin 2) [Source:HGNC Sy
BGN biglycan [Source:HGNC Symbol;Acc:1044]
LUM lumican [Source:HGNC Symbol;Acc:6724]

COL7A1 collagen, type VII, alpha 1 [Source:HGNC Symbol;Acc:2214]
COLBA3 collagen, type VI, alpha 3 [Source:HGNC Symbol;Acc:2213]
COL5A?2 collagen, type V, alpha 2 [Source:HGNC Symbol;Acc:2210]
MMP9  matrix metallopeptidase 9 (gelatinase B, 92kDa gelatinase, 9.
IL1B interleukin 1, beta [Source:HGNC Symbol;Acc:5992]
RP11-986E7.7

IGFBP3 insulin-like growth factor binding protein 3 [Source:HGNC Sy
COL5AL1 collagen, type V, alpha 1 [Source:HGNC Symbol;Acc:2209]

TNC tenascin C [Source:HGNC Symbol;Acc:5318]

Geneset Overrepresentation

Rank
1 7e-75
2 7e-71
3 9e-59
4 3e-56
5 4e-42
6 le-34
7 9e-34
8 le-32
9 6e-28
10 5e-25
11 le-22
12 le-22
13 2e-20
14 2e-20
15 2e-20
16 2e-20
17 le-19
18 4e-18
19 2e-17
20 le-16
21 5e-16
22 5e-15
23 le-14
24 le-14
25 3e-14
26 3e-14
27 3e-13
28 5e-13
29 9e-13
30 le-12
31 2e-12
32 2e-12
33 2e-12
34 5e-12
35 6e-12
36 Te-12
37 2e-11
38 2e-11
39 4e-11
40 5e-11
8
2 6
(2}
S 4
@]
2
0

p-value #in/all

90 /250
86 /242
70/190

Lympl
BP
cc

148/1182 CC

Geneset

LENZ_Stromal signature 1
extracellular matrix organization
extracellular matrix
extracellular region

99 /683 CC extracellular space
70/403 BP  cell adhesion
80/553 Cance Lembcke_Colonic Inflammation
33/69 BP  extracellular matrix disassembly
29/64 BP  collagen catabolic process
41/183 CC  proteinaceous extracellular matrix
28/83 CC  basement membrane
15/16 MMM MACIEJ_MMML 1
43 /265 Glio willscher_GBM_Verhaak-CL_expression_B_up
43 /265 Glio willscher_GBM_Verhaak-MES_expression_B_up
43 /265 Glio willscher_GBM_Verhaak-PNwt_expression_B_down
431265 Glio willscher_GBM_Verhaak-PNmut_expression_B_down
22157 MF  extracellular matrix structural constituent
451330 CC  cell surface
35/204 BP angiogenesis
12/15 GSE# CROMER_TUMORIGENESIS_UP
12716 GSE/ FARMER_BREAST_CANCER_CLUSTER_5
25/119 Lymp ROSOLOWSKI_green total
12/19 MF  extracellular matrix binding
11/15 GSE# ONDER_CDH1_TARGETS_2_UP
21/85 MF  integrin binding
18/59 Lymp LENZ_Stromal signature 2
237117 Glio GIEZELT_GBM_WT_up_VS_mut
18/68 Glio cultured astroglia vs. in vivo astrocytes
138/2659 CC  plasma membrane
10/15 GSE/ ONDER_CDH1_SIGNALING_VIA_CTNNB1
18/72 CC  extracellular vesicular exosome
39/364 BP negative regulation of cell proliferation
25/153 CC  endoplasmic reticulum lumen
50/579 MF  calcium ion binding
171768 cc  collagen
13/35 Glio Colman_survival_associated
13/37 BP  collagen fibril organization
22/129 BP  cell migration
17176 BP  wound healing
13 /40 BP cellular response to amino acid stimulus
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cell adhesi

extracellular matrix disassembly
collagen catabolic process
angiogenesis

negative regulation of cell proliferation
collagen fibril organization

cell migration

wound healing

cellular response to amino acid stimulus
blood coagulation

Icell matrix adhesion

chondroitin sulfate metabolic process
skeletal system development
glycosaminoglycan metabolic process
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RHODES UN%IFFERENTIATED CANCER

Lembcke Normal vs Adenoma
SPANG BCL6-index2
R’ MM poor survwal

GHNE MM high ri
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SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3"U

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

{Aeneset
lymphoid organs
WIRTH_Placenta
WIRTH Caortex cerebri
WIsTH E im. A mﬁhold organs
mpho

WIR THT¥\
WIRTHTI'herId gland
WIRTH Nervous System
WIRTH Mus
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WIRTH_Pituitary gland

U
WIRTH _Cerebellum
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et-
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hsa-miR-646
hsa—le[—R7f

-3
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hsa-miR-566
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hsa miR %01 3p

B\%SI’QIE low expression TF
MYC_ECM cell aw,e\‘smn DOWN

HEB'E STRE?T __high expression TF

C
MY Apoptosls up
MYC”Cell cycle UP
MYC”Cell cycle Dt
MYC—Cell growth and prollferauon upP
MYC~Chromatin_modification UP
MYC_DNA repair UP
MYC”DNA replication UP
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MYC_RNA processing, binding UP
MYC”Signal transduction UP
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extracellular region
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proteinaceous extracellular matrix
basement membrane

cell surface

plasma membrane

extracellular vesicular exosome
enﬁoplasmu: reticulum lumen
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cell-cell |unct|on
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membrane

stress fiber

integrin complex

focal adhesion
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ruffle

ﬁll@ﬂ S:%tM Verhaak-CL_expression_B_up

willscher_GBM™Verhaak-| MES expression_B_u
willscher_GBM”Verhaak-PNwf_expression_B_down
wnlscwer GBM " Verhaak-P dmLTt expression_B_down

G _up_ )

cultured astroglia vs7in Vivo astrocytes
Colman_survival_associated
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Chnstensen _hypermethylated_in_grade2_oligodendroglioma

1r|stensen hypomethylated in pnmar%ghublasloma
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1Rstensen hypelr)methylaled in_grade3_oligoastrocytoma
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lischer_Gl| proteomics_wtOnly_S|

hristensen hypome!hylated in ependymoma
hristensen_hypermethylated_in_grade3_astrocytoma
hristensen_hypomethylated_Tn_grade2_oligodendroglioma
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Spot Summary: b

# metagenes = 43
# genes = 584

<r> metagenes = 0.79
<r>genes = 0.25
beta: r2=34.22 / log p= -Inf

# samples with spot = 69 (25.1 %)
Atypical : 40 (54.1 %)
Classical : 5 (15.6 %)
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Rank
ID

3860
6707
286887
6278
5266
388533
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3963

374897
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max e
min e

1.89 -5.51
2.01 -5.26
1.44 -5.11
2.17 -4.49
1.7 -4.44
3.06 -4.41
1.7 -4.39
2.29 -4.37
2.69 -4.32
1.85 -4.32
1.26 -4.25
2.73 -4.24
19 -4.23
2.45 -3.78
2.26 -3.75
3.19 -3.72
2.41 -3.7
2.19 -3.69
2.74 -3.66
2.79 -3.66

r

0.54

0.74

0.65

0.77

0.66

0.87

0.86

0.81

0.85

0.85

0.9

0.81

0.69

0.71

0.74

0.89

0.53

Description
Symbol

KRT13 keratin 13 [Source:HGNC Symbol;Acc:6415]

SPRR3 small proline-rich protein 3 [Source:HGNC Symbol;Acc:1126
KRT6C keratin 6C [Source:HGNC Symbol;Acc:20406]

S100A7 S100 calcium binding protein A7 [Source:HGNC Symbol;Acc:
PI3 peptidase inhibitor 3, skin—derived [Source:HGNC Symbol;Ac
KRTDAP keratinocyte differentiation-associated protein [Source:HGNC
KRT14 keratin 14 [Source:HGNC Symbol;Acc:6416]

LGALS? lectin, galactoside-binding, soluble, 7 [Source:HGNC Symbol
SBSN  suprabasin [Source:HGNC Symbol;Acc:24950]

SPRR2A small proline-rich protein 2A [Source:HGNC Symbol;Acc:112
SPRR1A small proline-rich protein 1A [Source:HGNC Symbol;Acc:112
SPRR2E small proline-rich protein 2E [Source:HGNC Symbol;Acc:112
SPRR2F small proline-rich protein 2F [Source:HGNC Symbol;Acc:112
CNFN  cornifelin [Source:HGNC Symbol;Acc:30183]
GJB6  gap junction protein, beta 6, 30kDa [Source:HGNC Symbol;A
AKR1B1@ldo-keto reductase family 1, member B10 (aldose reductase
CEACAMe&arcinoembryonic antigen-related cell adhesion molecule 6 (i
TMPRSStransmembrane protease, serine 11D [Source:HGNC Symbol

SPRR1B small proline-rich protein 1B [Source:HGNC Symbol;Acc:112

ALDH3ARIdehyde dehydrogenase 3 family, member Al [Source:HGN(

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

Density

p-value #in/all

1le-99
le-92
6e-31
3e-24
6e-24
le-18
7e-17
4e-16
7e-14
3e-13
7e-13
2e-10
2e-09
4e-09
le-08
le-08
le-08
2e-08
5e-08
2e-07
2e-07
3e-07
3e-07
3e-07
5e-07
5e-07
6e-07
9e-07
1le-06
le-06
2e-06
2e-06
3e-06
3e-06
5e-06
le-05
1le-05
le-05
1le-05
le-05
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Geneset

100/135  H.Tiss WIRTH_Mucosa

151/572 Disea GUDJ_psoriasis up

35/76 BP  epidermis development

26/53 BP  keratinocyte differentiation

18/21 CcC cornified envelope

20/42 BP  keratinization

100/1182 CC  extracellular region

24182 CC intermediate filament

32/186 MF  structural molecule activity

11/16 GSE# HUPER_BREAST_BASAL_VS_LUMINAL_UP

12/21 CC  desmosome

10/19 BP peptide cross-linking

13/44 CC  keratin filament

79/1146 TF HEBENSTREIT_low expression TF

8/15 GSE# WANG_BARRETTS_ESOPHAGUS_AND_ESOPHAGUS_CANCER_DN

8/15 GSE# HINATA_NFKB_TARGETS_KERATINOCYTE_DN

16/79 MF  serine-type endopeptidase inhibitor activity

144 /2659 CC  plasma membrane

11/38 BP  epithelial cell differentiation

12/52 BP  negative regulation of endopeptidase activity

46 /579 MF  calcium ion binding

7115 GSE/# AIGNER_ZEB1_TARGETS

7115 GSE# RICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_MODERATELY_DN

7115 GSE# LIN_SILENCED_BY_TUMOR_MICROENVIRONMENT

7116 GSE/ ONDER_CDH1_TARGETS_3_DN

7116 GSE/ LEE_LIVER_CANCER_MYC_TGFA_UP

23/201 CC apical plasma membrane

14782 MF  structural constituent of cytoskeleton

202/4310 CC  cytoplasm

1717122 MF  serine-type endopeptidase activity

49683 CC extracellular space

10/44 BP  skin development

6/13 BP  negative regulation of peptidase activity

6/13 H.Tist WIRTH_Tonsil

8/29 BP  regulation of proteolysis

6/16 GSE# SENGUPTA_NASOPHARYNGEAL_CARCINOMA_DN

6/16 GSE# JAEGER_METASTASIS_DN

6/16 GSE/ ELVIDGE_HIF1A_AND_HIF2A_TARGETS_DN

6/16 GSE/ COLDREN_GEFITINIB_RESISTANCE_DN

6/16 GSE# CROMER_TUMORIGENESIS_DN

p-values
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6 /53 keratinocyte differentiation 6e-0 11/185 SPANG_[PS-index2 7e-17 100/1182 extracellular region
0/42 keratinization 8e-0: 26 /553 Lembcke_Colonic Inflammation 24182 intermediate filament
0/19 peptide cross-linking 2e-0. 1/7 ZHANG_MGUS up 12/21 desmosome
1/38 eplthellal cell differentiation 2e-0. 0/10 LIU BREAST CANCER 13/44 keratin filament
2/52 negative regulation of endopeptidase activity 3e-0. 1/9 WANG_ER_DN 144 /2659  plasma membrane
0/44 skin development 3e-0. /14 LIU PROSTATE_CANCER_UP 23/201 apical plasma membrane
113 negative re%ulatlon of peptldase activity 4e-0; 114 WANG ER_UP ™~ 202 /4310 cytoplas
129 regulation of proteolysis 4e-0; 115 LIU PROSTATE CANCER DN 2e-06 49/683 extracellular space
/112 hemidesmosome assembly 4e-0; 116 ENTLES_modul: 5e-05 271333 cytoskeleton
1/76 wound heali 4e-0; 116 GENTLES_moduI7 6e-05 6/2 f) tion . .
/25 brown fat celldlfferentlatlon 4e-0: 116 GENTLES modulll 1e-04 713 cell-cell adherens junction
0/73 defense response to bacterium 7e-0. 133 KUIPER_NMM good survival 1e-04 5/1 connexon complex
71194 cell-cell si nalmg 7e-0 168 SHAUGHNES: Y MM high risk 1e-04 11/83 anchored to membrane
1/100 cell-cell adhe: ﬁ 8e-0: 139 ZHANG_MM u| 5e-04 481835 Integral to plasma membrane
471 ftermediate flament cytoskeleton organization 8e-0 148 KUIPER_ MMSpoor survival 7e-04 12/115 cell=cell junction
411 retinoic acid metabolic process 9e-0 1316 SPANG BCL 1e-0. 13/137 basolateral plasma membrane
5/2 positive regulation of reactive oxygen species metabolic process 1e+00 115 RHODES_CAI CER META SIGNATURE 2e-0. 47 1 mlcrowllus membrane
41 cellular response to extracellular stimulus 1e+00 0/16 RHODES_UNDIFFERENTIATED_CANCER 2e-0; 5/27 basal plasma membrane
4/ 1 ectoderm development 1e+00 0/15 SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_DN 3e-0 117117 cytoplasmic vesicle
pryalue gnjall - Gepeset 1SQADL wnay geneser ., HOp:value  sinjall ~ Geneset,., coup npmmer, on
71232 Chr 18 1e-0: 117 BCHETNIA_EBM ulg 0.002 11/110 Christenseri_hypermethylated_in_grade3_astrocytoma
e-0: 8 /519 Chr 14 6e-0 /26 BCHETNIA_EBM-DM up 0.002 11/112 Christensen_hypermethylated_in_grade2_oligoastrocytoma
e-0 7 / 866 Chr 12 7e-0 21375 GUDJ_psoriasis down 0.002 12/132 Christensen’ hypermethylated n grade3 oligoastrocytoma
e—0; 3/534 Chrg 1e+00 0/2 BCHETNIA_EBM down 0.003 11/117 GIEZELT %_
e-0; /2 Chr HSCHR6_MHC_DBB NA 0/0 0.003 91/ 8 laffaire, hypermet EG VS,
e—0; 6 /633 Chr9 NA 0/0 0.007 6/ 4 Christensen_hypometl yl'tea'| pnmar glioblastoma
e—0; 4 /602 Chr 10 NA 0/0 0.011 11/142 Christensen_hypermethylated_in_grade: ollgodendroglloma
e—0. 43/1135 Chr 19 NA 0/0 0.012 17/ 265 willscher_¢ ‘erhaak-CL_expression_|]
e—0; 5/918 Chr17 NA 0/0 0.012 17 /265 willscl |eliGBMW/erhaa'—MESiexpressl_on;B u
e—0. 9/504 Chr 15 NA 0/0 0.012 17/ 265 w Scl |eliGBMWerhaa ~PNwi_expression_B_ own
4e-0: 71449 Chr 20 NA 0/0 0.012 17 /265 scher_GBM_Verhaak—-PNmut_expression_B_d
4e-0: 3/618 Chr 4 NA 0/0 0.026 718: Chrls enSenBMrpermethylaled in secondary gl?)blastuma
4e-0: 6 /714 Chr 6 NA 0/0 0.027 4/3 willscher proteomics_wtOnly_SpotC
e—0. 21717 Chr 16 NA 0/0 0.032 6/ 6 cultured astrogfia vs. in vivo astrocyt'es
1187 Chr NA 0/0 0.033 4/3 Colman_survival_associated
/5 Cl rHSCHRG MHC_QBL NA 0/0 0.037 5/5: Christensen_hypermethylated_in_primary_glioblastoma
e 8 /957 Chr 1. NA 0/0 0.040 4/3 Christensen”_hypomethylated Th__ependymoma
/280 Chr 13 NA 0/0 0.052 5/58 Christensen_hypomethylated_in_secondary_glioblastoma
8/699 Chrs NA 0/0 0.055 2/11 VERHAAK_Brain
E}?EEEAST BASAL VS _LUMINAL_UP
/ANG BARRETTS ESOPHAGUS AND—ESOPHAGUS CANCER_DN
NATA_ NFKB TAR'GETS KERATINOCYTE_|
ER ZEBI TARGET: 0.010 ROSOLOWSKI_green UP.
AN TUMOR DIFFERENTIATED WELL VS MODERATELY_DN WIRTH —Live 0.152 LENZ_Stromal Signature 2
IOR_MICROENVIRONMENT 0.205 SPANC BAFF Qhrs UP

WIRTH Cortex cerebrl
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ncreas 4 WRIGHT GCB
WIRTH Nervous System
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GNESEL. CIBREIRTEL  ceneser e
WIRTH Tonsil 0.008 81275 ZHANG_DLBCL mutated
WIRTH Prlm Iymphold organs 0.009 0/119 ROSOLOWSKI greentotal
RTH_Thy 186

159

124

/

/12

/

/

/
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6

/

/

/

1

/

/

/

ASIS DN e+00 400 0.597 18 SPANG_[PS 6hrS UP
ELVIDGE_HIF. AND HIF2A TARGETS DN e+00 120 WIRTH Testis 0.742 ROSOLOWSKI_blue DOWN
DREN_GEFITINIB_RESISTAN e+00 5 WIRTH Pituitary gland 0.748 74 SPAN _1L21 DN
CROMER TUMORIGI IS D e+00 417 WIRTH_Immuné System 0.795 852 SP, CR DN
KEGG_LINOLEIC_ACID METABOLIS M e+00 WIRTH_Sec. |Ymp oid organs 0.855 4 SPANG BAFF 9hrs DN
R ME Ul ION_ASSE e+00 WIRTH B-cells 0.873 40 DAVE -vs-DLBCL
RESPONSE TO_TSA_AND_| DECITABINE upP e+00 WIRTH”Lymphocytes 0.915 9 SPANG_LPS 6hrs DN
LIUCDX2 TARGETS DN — e+00 WIRTH_Bone marrow 0.945 91 SPANG_IL21 UP
ER REAST CANCER CLUSTER 3 e+00 WIRTH Globus pallidus 0.954 ROSOLOWSKI_red total
VER_CANCER_M E e+00 WIRTH Telencephalon 0.965 426 SPANG_CD40 Bhrs DN
LEE LIVER CANCER DENA e+00 WIRTH_Hippocampus 0.972 100 ROSOLOWSKI, blue total
W poave 4 WP ANeS LI Rae XRS5 ARG
e-14 %W&” Qlﬁmg%‘%me activity .00! ! t{ E‘q§%L——ZOA——106A——106B——208——519D .3 € ) Q:Ltaneous malignant, 2
08 16/79 serine—type endopeptidase inhibitor activity 0.017 13/190 CACT 520(5 —520 0.6 /23 Stroke, suscepnblllty to
46 /579 calcium 1on binding 0.06: 6/82 0.7 /36 Lung cancer
14/82 structural constituent of cytoskeleton 0.07; 20/401 .0 0/ Thyroid carclnoma papillary
171122 serine— Wﬁe endopeptidase activity 0.11: 5/73 AGGC*SlErSF' .0 0/34 Pancreatic cancel
5/15 retinol dehydrogenase activity 0.11 9/163 CTTG-381 .0 0/22 Glioblastoma muluforme somatic
4710 FHU”CUUH channel activity 0.13 12 /240 CAGT-141--200A .0 0/21 GaStrOInte tinal
4/10 E recﬂotor binding 0.154 2/20 GTAG-189 0 0/ ul ary adenoma
8/51 roteln binding, bridging 0.162 121248 TACT-26A--26B .0 0/36
5/19 aminin bindini 0.167 71129 ACCA-522 -0 0/27 Cglorectal cancer
5/23 peptidase inhibitor activity 0.193 4165 TCTG-198 .0 0/ nomas multlple colorectal
4715 interleukin—1 receptor binding 0.200 71136 GCAT-105 0 0/35 [osta
21/296 oxidoreductase activity 0.20 12/261 GC-182 i} 0/11 Reimer ¢ sease susceFtlbmtyto
7153 serine—type peptidase activity 0.20 3/45 TATC-488 .0 0/ Schizophrenia, susceptibility to
31/531 catalytic activity 0.21! 97189 AAGC-520F 0 0/ Parkmson disease
4720 scaffold protein binding 022 127267 CACT-128A--12 0 0/23 epatocellular carcinoma
7162 protease binding 0.23 117244 TGC—ZS——32——92——363——367 0 0/29 elanoma and neural system tumor syndrome
5/34 endopeptidase inhibitor activity 0.27 57100 ACAG lOA——lO 0 0/30 Ovarlan cancer
4122 cyslelne—é/pe endopeptidase inhibitor activity 0.27. 3/52 CAC-147 0 0/38 Breast cancer
3/12 rétinol bini 0.275 179 TCCG 184 0/ 5 Gastric cancer
Lo Lc LD |
Nalte Naltie A
| !§n§§£t o o | e 1=k Sene
15 miR-196a 0.01 4127 hsa-m 0055 2/11
19 miR-125b 0.02 4130 hsa-m 0.069 1/2
12 miR-346 0.03 8/102 hsa-m 0.133 1/4
113 miR- 0.03 3 /426 hsa-mi 0.221 1/7
14 miR-122 0.03 1122 hsa-m 0.325 1/11
14 miR-133b 0.03 0 /603 hsa-mi 0.393 1/14
14 miR-206 0.04 8 / 565 hsa-mi 0.393 1/14
14 miR-20a 0.06 4143 1sa-mi 0.435 1/16
14 miR-29a 0.07 5/63 1Sa-Mm| 1.000 0/13
15 miR-126 0.07 97147 1sa—mi 1.000 0/
16 miR-125a 0.08 10/172 1sa—mi 1.000 0/11
17 miR-145 0.08 2/14 1sa—mi 1.000 0/15
/ miR-17 0.09 6/88 1sa-mi 1.000 0/2
/12 miR-29b 0.09 1155 sa—-m 1.000 0/4
112 miR-29¢ 010 132 hsa-mil 1.000 0/5
126 miR-21 0.11 116 hsa—ml -12 1.000 0/15
0/11 let-7a 0.11 133 hsa-miR-644 1.000 0/4
0/ let-7b 0.12 195 hsa-miR-888 1.000 0/12
o/ let-7c 0.12 175 hsa-miR-1290 1.000 0/14
WGy K povalue 3 Kk bRelg
a” §§II1 PI3K_DN a k Pe—og %Wﬁu E}\%SI" IT_low expression TF a k .001 g‘a” Ul Trachea
2/12 le-01 /16 MYC_Protein SJntheSIS degradation UP 0.009 /13 VAQUERIZASSkin
1/12 4e-01 163 MYCTargets 0.017 116 VAQUERIZAS”Pancreas
1/13 e-01 /120 MY Melabollsm upP 0.030 2/8 VAQUERIZAS_Tongue
0/11 e+00 9 /1233 KIM_MYC tare ?T 0.067 4/44 VAQUERIZAS Placenta
0/14 e+00 0/ 1095 HEEE STRE _high expression TF 0.172 4/62 VAQUERIZA
0/11 e+00 114 0.283 /30 VAQUERIZASFetal lung
0/15 e+00 0/5 F 0.348 112 VAQUERIZAS”Kidney
0/13 e+00 0/9 MYCTI'argets DOWN 0.374 137 VAQUERIZAS”Prostate
0/14 BENTINK src2 e+00 0/4 MYC~Apoptosis UP 0.399 /39 VAQUERIZASThyroid
0/0 e+00 0/8 MYC”Cell cycle UP 0.435 /16 VAQUERIZAS Heart
0/0 e+00 0/2 MYC”Cell cycle D 0.448 /43 VAQUERIZAS Uter
0/0 e+00 0/4 MYC—Cell growth and prol\feratlon uP 0.448 143 VAQUERIZAS”Whole brain
0/0 e+00 0/2 MYC~Chromatin_modification UP 0.492 119 VAQUERIZAS”Pituitar
0/0 e+00 0/7 MYC~DNA repair UP 0.510 120 VAQUERIZA drenal cortex
0/0 e+00 0/3 MYCTDNA replication UP 0.527 /21 VAQUERIZASTonsil
0/0 e+00 0/2 MYC_ECM cell adhesion DOWN 0.544 122 VAQUERIZAS”Spinal cord
0/0 e+00 0/8 MYC”RNA processing binding UP 0.632 128 VAQUERIZAS”Liver
0/0 e+00 0/2 MYC”Signal transduction UP 0.645 129 VAQUERIZAS™Smooth muscle
0/0 e+00 0/3 MYCZTumor supressor genes UP 0.645 129 VAQUERIZAS_Lymph node
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Sample—-Underexpression

Spot Summary: c

# metagenes = 47
# genes = 486

<r> metagenes = 0.91
<r>genes = 0.25
beta: r2=5.41 / log p= -Inf

# samples with spot =12 (4.4 %)
Atypical : 7 (9.5%)

Basal : 3 (3.6 %)

Overview Map Spot
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ID

1152
4495
10428
991
284085
5652
2194
131076
283869
26519
3006
27237
79703
430
230
8772
80154
2017
27341

5639

max e
min e

2.07 -1.8
2.82 -1.79
1.42 -1.7
1.49 -1.64
2.29 -1.64
1.26 -1.57
1.45 -1.54
2.28 -1.53
2.84 -1.53
1.02 -15
2.13 -1.48
1.42 -1.48
1.33 -1.36
1.64 -1.34
1.64 -1.33
2.18 -1.29
1.54 -1.25
1.86 -1.24
1.09 -1.23
0.92 -1.23

r

0.37

021

0.53

0.49

0.52

0.33

0.53

0.27

0.19

0.44

0.37

0.32

0.36

0.52

0.45

0.42

0.43

0.51

Description
Symbol

CKB creatine kinase, brain [Source:HGNC Symbol;Acc:1991]
MT1G metallothionein 1G [Source:HGNC Symbol;Acc:7399]
CFDP1 craniofacial development protein 1 [Source:HGNC Symbol;Ac
CcDC20 cell division cycle 20 [Source:HGNC Symbol;Acc:1723]
KRT18Pggeratin 18 pseudogene 55 [Source:HGNC Symbol;Acc:26874
PRSS8 protease, serine, 8 [Source:HGNC Symbol;Acc:9491]

FASN fatty acid synthase [Source:HGNC Symbol;Acc:3594]
cCcDC58 coiled—coil domain containing 58 [Source:HGNC Symbol;Acc
NPW neuropeptide W [Source:HGNC Symbol;Acc:30509]

TIMM10 translocase of inner mitochondrial membrane 10 homolog (ye
HIST1H1bistone cluster 1, Hlc [Source:HGNC Symbol;Acc:4716]
ARHGEFRE0 guanine nucleotide exchange factor (GEF) 16 [Source:H
C1llorfsochromosome 11 open reading frame 80 [Source:HGNC Symt
ASCL2

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

ALDOC aldolase C, fructose-bisphosphate [Source:HGNC Symbol;A«

FADD Fas (TNFRSF6)-associated via death domain [Source:HGNC
CTTN  cortactin [Source:HGNC Symbol;Acc:3338]
RRP7A ribosomal RNA processing 7 homolog A (S. cerevisiae) [Sour

PRRG2 proline rich Gla (G-carboxyglutamic acid) 2 [Source:HGNC S

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 4e-20 102/1318 CC  mitochondrion
2 3e-12 25/153 MF  structural constituent of ribosome
3 4e-11 19/96 BP  rRNA processing
4 9e-11 48/579  CC  nucleolus
5 4e-10 29/253 BP translation
6 7e-09 30/304 CC  mitochondrial inner membrane
7 1e-08 50/717  Chr Chr16
8 2e-08 21/167 CC  ribosome
9 1le-07 39/530 Cance Lembcke_Normal vs Adenoma
10 4e-07 12/66 BP positive regulation of ubiquitin—protein ligase activity involved in mitotic cell
11 8e-07 12/70 BP regulation of ubiquitin—protein ligase activity involved in mitotic cell cycle
12 1e-06 25/287  BP  viral process
13 1e-06 42/649  BP  gene expression
14 2e-06 12/74 BP  anaphase-promoting complex-dependent proteasomal ubiquitin-depende
15 2e-06 11/62 BP negative regulation of ubiquitin—protein ligase activity involved in mitotic cel
16 4e-06 6/16 GSE# BIOCARTA_PTDINS_PATHWAY
17 4e-06 10/55 CC  proteasome complex
18 5e-06 5/10 GSE# REACTOME_HIV_LIFE_CYCLE
19 5e-06 12/83 BP  respiratory electron transport chain
20 9e-06 9/48 BP  regulation of cellular amino acid metabolic process
21 1e-05 21/242 BP  RNA metabolic process
22 1e-05 6/19 CC  mitochondrial small ribosomal subunit
23 2e-05 51/949 CC  nucleoplasm
24 2e-05 5/13 GSE# REACTOME_GLYCOLYSIS
25 3e-05 5/14 GSE/ LOCKWOOD_AMPLIFIED_IN_LUNG_CANCER
26 4e-05 61/1233 TF  KIM_MYC targets
27 4e-05 15/152 BP  cellular metabolic process
28 5e-05 5/15 CcC  mitochondrial large ribosomal subunit
29 5e-05 5/15 Canct GENTLES_modull
30 5e-05 5/15 GSE/ ZHANG_RESPONSE_TO_CANTHARIDIN_DN
31 7e-05 61/1253 BP  small molecule metabolic process
32 7e-05 12/106 BP  protein polyubiquitination
33 7e-05 5/16 GSE/ WONG_MITOCHONDRIA_GENE_MODULE
34 7e-05 5/16 GSE/ WONG_EMBRYONIC_STEM_CELL_CORE
35 7e-05 5/16 GSE/ MOOTHA_HUMAN_MITODB_6_2002
36 7e-05 22/298 BP  DNA repair
37 8e-05 4/9 GSE# BIOCARTA_GLYCOLYSIS_PATHWAY
38 9e-05 18/219 BP  mRNA metabolic process
39 9e-05 9/63 BP  DNA damage response, signal transduction by p53 class mediator resulting
40 9e-05 9/63 TF  MYC_Targets UP
p-values
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posmve regulatlon of ubiquitin—protein ligase activity involved in mitotic cell cy
regulation of ubiquitin—protein ligase activity involved in mitotic cell cycle

viral process

gene expression

anaphase—promoting complex—dependent proteasomal ubiquitin-dependent |
negative regulation of ubiquitin— proteln ligase activity involved in mitotic cell ¢}
respiratory electron transport chai

re'%ulauon of cellular amino acid metabollc process

RNA metabolic process

cellular metabolic proce:

small molecule metabollc process

Broteln polyublqultmatlon

epai
MRNA metabollc process
DNA damage response, signal transduction by p53 class mediator resulting in
antigen processing and presentation of exogenous peptide antigen via MHC ¢
antigen processing and presentation of exogenous peptide antigen via MHC ¢
antigen processing and presentation of pepiide antigen via MHC class |

sepeset

ril
hr HSCHR6_MHC_DBB
17

2

re6
r HSCHR6_MHC_QBL
r9

r21
hr 12
hr 2
hr 3
hr X
hr 18

000000000000000090
o
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S&eﬁTDINS PATHWAY
REACTOME_HIV L(I_')FE CYCLE

REACTOME_GL' LYSIS
LOCKWOOD_ AMPLIFIED IN_LUNG_CANCER
ZHANG_RESPONSE_T ANTHARTDIN DN

WONG MITOCH! ONURIA GENE_M
WONG_EMBRYONIC STEM_CELL CORE
00 MAN_MITODB 6 2002

REACT( ECTION

NIKOLSKY BREA‘ST CANCER_1Q21_AMPLICON
MOQO VOXPH!

XU_RESPONSE _TO_TRETINOIN_AND_NSC682994_DN
El OYIA"DN

TARGETS UP
WAM NYOKOI:I OVARIAN CANCER_LMP_UP
MANALO_HYPOXIA

sct;ucmraﬁgnsmuem of nbosome
NADH dehydrogenase activi

NADH dehydrogenase (ubiguinone) activity
tRNA binding

pseudouridine synthase activit
ribonucleoprotein complex binding,
threonine-type endopeptidase activity
monosaccharide binding

RNA blndlngl

telomeric DNA binding

snoRNA binding

chaperone bln in

identical protein bindin:
3'-5'-exoribonuclease activity
enzyme regulator activity

Hsp70 protein binding
molecular_function

unfolded protein binding
methyltransferase activi
aminoacyl-tRNA ligase activity
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grﬁlﬂgsﬁotrmal vs Adenoma
GE du 1

igh ri
RHODES UNDIFFERE TIATED CANCER
GENTLES modul2
GENTLES odul7.

DES ANCER META SIGNATURE
SOTIRIOU BREAST_ CANCER_GRADE_1_VS_3_UP
ER‘I;IFLES modul6

KUIPER_ MM pour survival
LIU_PROSTATE_CANCER_UP
L R_CANCER

X;
Lembcke_Colonic Inflammation

REPRSCLam up

GUDJ_psoriasis down

GUDéTpsorlass up
HETNIA_EBM down

BCHETNIAZ_EBM-DM vu|

Wa§%£ns
WIRTH”Lymphocytes
WIR FH ecI Iymphowd organs
WIR FHjeIencephalon
WIRTH_Pancreas
WIRTH Testis
WIRTH”Immune system
WIRTH Nervous System
WIRTHPituitary gland
WIRTH_Prim. lymphoid organs
WIETH —Tonsil

CAC-|
TCTA 378A——376B
GCT-28
CTCT 368

gl Dase

hsa m|R—516a—3p
1sa-miR-658
1sa-miR-604

hsa-miR-422a

%Wéﬁt ets

YC_Targets

YCCell rowlh and proliferation UP
HEBENSTREIT_high expression TF
MYC_Chromatin_modification UP
MYC_DNA replication UP
MYC”Tumor supressor genes UP
YC~Metabolism UP

YC
'YC_Cell cycle UP.
'YC”RNA processing binding U
'YC”Protein §yntheS|s degradauon uP
-IEBE STREI low expression TF

G
YC_rargets DOWN
YC_Apoptosis UP

YC_Cell cycle DOWN
YC_ECM cell adhesion DOWN
'YC_Signal transduction UP
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ggchon%notn

nucleolus
mnochondnal inner membrane
ribosome
proteasome complex
mitochondrial small ribosomal subunit
nucleoplasm
mitochondrial large ribosomal subunit
protealsome accessory complex
n¥|t0chondrla| resplralor?l chain complex |
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Spot Summary: d

# metagenes =9
# genes = 129

<r> metagenes = 0.98
<r>genes = 0.43
beta: r2= 10.61 / log p= —Inf

# samples with spot = 73 (26.5 %)
Atypical : 11 (149 %)
Classical : 21 (65.6 %)

Basal : 27 (32.1 %)
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ID

4599
9636
3627
2537
684
10964
8519
629
10410
3136
94240
55008
8743
10581
10561
51296
51191
115362
3106

10866

max e
min e
1.79 -2.78
2.47 -2.69
3.43 -2.5
19 -2.48
1.71 -2.44
2.46 -2.33
1.93 -2.3
2.42 -2.1
1.47 -2.08
1.7 -2.07
2.04 -2.07
1.98 -2.07
2.43 -2.05
1.63 -2
1.95 -1.98
1.74 -1.96
1.79 -1.93
2.34 -1.91
1.27 -1.9
1.55 -1.9

r

0.71

0.73

0.75

0.69

0.81

0.6

0.72

0.69

0.81

0.61

0.38

0.72

0.74

0.83

0.71

0.73

0.75

0.66

Description
Symbol

MX1 myxovirus (influenza virus) resistance 1, interferon—inducible
ISG15  1SG15 ubiquitin-like modifier [Source:HGNC Symbol;Acc:40%

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

IFI6 interferon, alpha-inducible protein 6 [Source:HGNC Symbol;/
BST2  bone marrow stromal cell antigen 2 [Source:HGNC Symbol;A
IF144L interferon—induced protein 44-like [Source:HGNC Symbol;Ac
IFITM1  interferon induced transmembrane protein 1 [Source:HGNC ¢

CFB complement factor B [Source:HGNC Symbol;Acc:1037]
IFITM3  interferon induced transmembrane protein 3 [Source:HGNC £
EPSTI1 epithelial stromal interaction 1 (breast) [Source:HGNC Symbc
HERC6 HECT and RLD domain containing E3 ubiquitin protein ligase
TNFSF1aumor necrosis factor (ligand) superfamily, member 10 [Sourc
IFITM2  interferon induced transmembrane protein 2 [Source:HGNC £
IF144 interferon-induced protein 44 [Source:HGNC Symbol;Acc:16'
SLC15A3solute carrier family 15 (oligopeptide transporter), member 3 |
HERC5 HECT and RLD domain containing E3 ubiquitin protein ligase
GBP5 guanylate binding protein 5 [Source:HGNC Symbol;Acc:1989
HLA-B major histocompatibility complex, class I, B [Source:HGNC S!

HCP5  HLA complex P5 (non—protein coding) [Source:HGNC Symbc

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 3e-49 29/51 BP type | interferon signaling pathway
2 5e-39 31/123 BP  defense response to virus
3 4e-36 34/204 BP  cytokine-mediated signaling pathway
4 le-34 46 /572 Disea GUDJ_psoriasis up
5 1le-33 27/109  BP  response to virus
6 1e-27 31/274  Lympl SPANG_IL21 DN
7 5e-23 12/16 GSE# MOSERLE_IFNA_RESPONSE
8 4e-22 28/312 BP  immune response
9 7e-21 16 /60 BP interferon-gamma-mediated signaling pathway
10 2e-20 11/16 GSE# EINAV_INTERFERON_SIGNATURE_IN_CANCER
11 2e-20 11/16 GSE# ZHANG_INTERFERON_RESPONSE
12 4e-20 13/31 BP  negative regulation of viral genome replication
13 2e-19 10/13 GSE/# BOWIE_RESPONSE_TO_TAMOXIFEN
14 8e-19 9/10 GSE# BOWIE_RESPONSE_TO_EXTRACELLULAR_MATRIX
15 4e-18 10/16 GSE# UROSEVIC_RESPONSE_TO_IMIQUIMOD
16 5e-16 8/10 GSE/ GRANDVAUX_IFN_RESPONSE_NOT_VIA_IRF3
17 2e-15 8/11 GSE/# BENNETT_SYSTEMIC_LUPUS_ERYTHEMATOSUS
18 4e-14 26 /530 BP  innate immune response
19 2e-13 7/10 CC  MHC class | protein complex
20 2e-13 6/6 Lymp/ DAVE_MHCCII BL DN
21 2e-13 12/70 BP  antigen processing and presentation of exogenous peptide antigen via MH(
22 4e-13 12/74 BP antigen processing and presentation of exogenous peptide antigen via MH
23 4e-13 8/18 BP  positive regulation of T cell mediated cytotoxicity
24 4e-13 20/316  Cance SPANG_BCL6-index2
25 le-12 16/185 Canct SPANG_LPS-index2
26 4e-12 19/316 BP  modulation by virus of host morphology or physiology
27 5e-12 12/91 BP antigen processing and presentation of peptide antigen via MHC class |
28 5e-12 6/8 GSE# ROETH_TERT_TARGETS_UP
29 le-11 11/74 BP  regulation of immune response
30 2e-11 7116 GSE/ MAHADEVAN_RESPONSE_TO_MP470_UP
31 4e-11 7118 MF  peptide antigen binding
32 8e-11 9/47 BP  antigen processing and presentation
33 2e-10 6/12 GSE/ TSAI_DNAJB4_TARGETS_UP
34 2e-10 9/51 MF  double-stranded RNA binding
35 2e-10 9/52 Chr  Chr HSCHR6_MHC_QBL
36 6e-10 6/14 Glio Donson-immune cell intra signaling—associated with LTS in HGA
37 6e-10 6/14 GSE/ XU_AKT1_TARGETS_6HR
38 6e-10 6/14 GSE/ RADAEVA_RESPONSE_TO_IFNA1_UP
39 1le-09 6/16 GSE/# XU_HGF_TARGETS_INDUCED_BY_AKT1_6HR
40 le-07 5/16 GSE# FARMER_BREAST_CANCER_CLUSTER_1
p-values
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&§n$§§r§)n SlglnaU”Q pathway éeﬂglne %'M%” gé‘gNrL'ei§8_tB—index2 #}[ﬂ({a” N erein complex
lefense response to virus le-12 16 /185 SPANG_LPS-index2 6/32 ER to Golgi transport vesicle membrane
cytokine-mediated signaling pathway 6e-06 16/553 Lembcke_Colonic Inflammation 4172378  cytosol ) o
résponse to virus 7e-02 1/9 5/23 integral to lumenal side of endoplasmic reticulum membrane
immune response . . ) 8e-02 0/16 RHODES UNDIFFERENTIATED CANCER 6745 phagocytic vesicle membrane
interferon-gamma-mediated signaling pathway 1e-01 1/14 LIU_COMMON _CANCER GENES 6/80 early endosome membrane
1 negative regulation of viral genome replication 4e-01 1/68 SHAUGHNESSY_MM high risk 3/17 proteasome core complex
5 innate immune response . . . . 1e+00 1/530 Lembcke_Normal'vs Adenoma 14/ 68 extracellular space
70 antigen processing and presentation of exogenous peptide antigen via MH 1e+00 0/15 RHODES” CANCER_META _SIGNATURE 4 /55 proteasome complex
7: antl%en processing and presentation of exogenous peptide antigen via MH! 1e+00 0/15 SOTIRIOU_BREAST CANCER _GRADE_1 VS 3 DN 18/118 extracellular region
8 positive regulation of T cell mediated cytotoxicity 1e+00 0/15 SOTIRIOU”BREAST_CANCER_GRADE_1_VS_3_UP 45/ 4310 gytng)lasm‘ h
3. modulation by virus of host morphology or physiology 1e+00 0/10 LIU_BREAST_CANCER 2127 CF ubiquitin I|%ase complex
91 antigen procéssing and presentation of peptide antigen via MHC class | 1e+00 0/14 LIU_LIVER_CANCER 57215 lysosomal membrane
7 regulation of immune response 1e+00 0/15 LIU_PROSTATE_CANCER_DN 4/162 external side of plasma membrane
7 antigen processing and presentation . 1e+00 0/14 LIU_PROSTATE_CANCER_UP 71436 Golgi membrane
negative regulation of type | interferon production 1e+00 0/14 WANG_ER_UP 4/184 lysosome .
response to interferon-gamma 1e+00 0/16 WOLFER overla@l\?enes 2/51 cytoplasmic mRNA processing body
positive regulation of interferon-beta production 1e+00 0/12 BEN-PORATH 71455 perinuclear region of cytoplasm
apoptotic process . 1e+00 0/15 BEN-PORATH_UP 2158 integral to endoplasmic reticulum membrane
positive regulation of interferon-alpha production 1e+00 0/15 GENTLES_modull 1/10 lateral element
g“lﬁ'ﬁ'&%ﬁ?&fMHCiQBL rl@%—aézl 4#é|/14 I Q’BG‘_%&Q;SIS up ?}[ﬂla” 7%$une cell intra signaling—associated with LTS in HGA
/9 Chr11 1e+00 0/375 GUDJ_psoriasis down 5/72 GIEZELT_GBM_STSwt_down_VS_LTSwt
449 Chr 20 1e+00 0/17 BCHETNIA_EBM up 10/ 328 Up - - ) ) ) .
2 Chr HSCHR6_MHC_DBB 1e+00 o/ BCHETNIA_EBM down 4149 Donson-innate immunity-associated with LTS in HGA
6 Chr 4 1e+00 0/26 BCHETNIAZEBM-DM up 3/68 cultured astroglia vs. in Vivo astrocytes . i
386 Chr 22 NA 0/0 2/32 ansgn—Mlsc immune function-associated with LTS in HGA
71720  Chr1 NA 0/0 2133 willscher_GBM_proteomics_wtOnly_SpotC
519 Chr 14 NA 0/0 1/6 Martinez_Glio, 'ﬁE}?ometh }
1033 Chr2 NA 0/0 1/7 willscher_GBM_LTSmut_proteomics-P_DOWN
187 Chr 21 NA 0/0 2149 Christensen_hypomethy atedJnipnm_aryighoblastoma
602 Chr 10 NA 0/0 517265 willscher_Gl Verhaak-CL “expression_B_u|
866 Chr 12 NA 0/0 5/265 willscher_GBM”Verhaak-MES_expression B _u|
914 Chr3 NA 0/0 5/265 willscher_GBM_Verhaak—-PNwi_expression_B_down
1135 Chr19 NA 0/0 517265 willscher_GBM_Verhaak-PNmut_expression_B_down
714 Chr 6 NA 0/0 1/15 Donson-chemokines/cytokines—associated with LTS in HGA
232 Chr 18 NA 0/0 2/105 willscher GBM _proteomics_wtOnly_SpotB
918 Chr 17 NA 0/0 2/117 GIEZELT_GBM_WT_up_VS_mut
633 Chr9 NA 0/0 1/35 Colman_survival_associated
280 Chr13 NA 0/0 1/37 Christensen_hypomethylated_in_ependymoma
504 Chr15 NA 0/0 1/45 willscher_GBM_Verhaak—-PNwt_eéxpression_J_up
P‘ 9” Eg_%eILNA RESPONSE nk é{é ue f@ﬂ(ﬁ“ E‘n—elﬁﬁwtme system ’3%'@?%” g’ﬁ\lr}:eﬁgltDN
116 EINAV_INTERFERON SIGNATURE_IN_CANCER 4e-03 2/12 WIRTH”Lymphocytes 6/ DAVE_MHCCII BL DN
116 ZHANG_INTERFERON RESPONSE e-01 1/13 WIRTH_Sec. lymphoid organs 4/38 ROSOLOWSKI_hlue DOWN
113 BOWIE "RESPONSE_TO_TAMOXIFEN e-01 1/13 WIRTH_Cortex cerebri 6/119 ROSOLOWSKI_green total
1 BOWIE_RESPONSE_TO_EXTRACELLULAR_MATRIX e-01 1/36 WIRTH Placenta 2120 AVE_ImmuneTesponse 2
116 ROSEVIC_RESPONSE_TO IMIQUIMOD e+00 0/ WIRTH_Pituitary gland 47118 SPANG_LPS 6hrs UP
10 GRANDVAUX_IFN _RESPONSE_NOT VIA IRF3 e+00 0/26 WIRTH_Pancreas . 71327 SPANG_CD40 6hrs UP
11 BENNETT _SYSTEMIC _LUPUSERYTHEMATOSUS e+00 0/12 WIRTH_Prim. lymphoid organs 3/69 SPANG_LPS 6hrs DN
8 ROETH_TERT_TARGETS UP e+00 0/10 WIRTH_B-cells 41140 -vs—DLBCL
16 MAHADEVAN 'RESPONSE_TO_MP470_UP e+00 0/13 WIRTH Tonsil 3/86 ROSOLOWSKI_green UP
12 TSAI DNAJBZ TARGETS UP e+00 0/13 WIRTH Thymus 1/12 DAVE_BL DN
14 XU _AKT1 TAl S 6HR e+00 0/6 WIRTH_Bone marrow 1/22 DAVE_NFKB BL DN
14 RADAEVA_RESPONSE _TO_IFNA1 _UP e+00 0/400 WIRTH Nervous System 1/28 DAVE_Immune response 1
1 XU HGF TARGETS INDUCED BY AKT1 6HR e+00 0/14 WIRTH Globus pallidus 5/426 SPANG_CDA40 6hrs DN
1 FARME REAST CANCER_( 3 e+00 0/15 WIRTH Telencephalon 1/59 LENZ_Stromal signature 2
1 ZHAN_MOULTIPLE MYELOMA LB _DN e+00 0/16 WIRTH Hippocampus 1/86 ROSOLOWSKI_red total
1 ZHANG_ANTIVIRAL RESPONSE_TO_RIBAVIRIN_UP e+00 0/13 WIRTH Thalamus 71852 SPANG_BCR DN
10 DAUER_STAT3 TARGETS e+00 0/15 WIRTH Cerebellum 21275 ZHANG_DLBCL mutated
10 GRANDVAUX_IRF3_TARGETS_UP e+00 0/120 WIRTH Testis . 21/ SPANG1L21 UP
12 ZHU_CMV_8_HR_UP e+00 0/50 IRTH_Homeostasis a4/ SPANG_BCR UP

Wi
1 N bindint . A= P i ihoma, papillary
Fjall DESREN binding d :SL € %!?l” H&E”%ﬁ?& #J TRIeh il
9/5 double-stranded RNAbinding . 0. 132 ACAA- 0/34 Pancreatic cancer, .
42 NAD+ ADP-ribosyltransferase activity 0. 133 TCTG-383 0/22 Glioblastoma multiforme, somatic
71115 helicase activity o 0. 140 GTAA-200A 0/21 Gastrointestinal
42 slmigle—sl_ran_ded RNA binding 0. 143 CCCA-299-3P 0/ Pituitary adenoma
i ey : e A
r g, . — orectal cancer
4/4 chemokine activit 0.5 179 TCTC-185 0/ Agenomas, multiple colorectal
3/ 1 threonineflype_er%ldopeptidase,activily . 0.5 180 AG— 0/35 Prostate cancer P _
3/ 1 h¥drolase activity, acting on acid anhydrides 0.5 185 ATTA-380-3P 0/11 Alzheimer disease, susceptibility to
5/9 {\ P-de| enden% h?llcase a(gnwb i 0. 1106 A-519 0/ Schlizophredma‘ susceptibility to
3/2 umor necrosis factor receptor binding 0. /116 CAGC-370 0/ Parkinson disease
G R : s St TER o —
1y ivi X = - ural sy: u Y1
4172 transferase aCIIVIIP/ 0. 1139 GCAA-129 0/30 Ovarian cancer
71238 ub_lgumn—protem igase activity 0.7 1159 CACC-138 0/38 Breast cancer
2110 aci Iphospha(ase activity 0. 1181 CCTG-214 0/15 Gastric cancer .
2/11 fegd atory region DNA binding 0. /182 TAGC-9 0/4 Thyroid carcinoma, follicular
2/12 MHC class | protein binding 0. 1189 CT-1 0736 Lung cancer
11/595 RNA binding 0. 1240 ACAT-1--206 0/12 Bladder cancer
L9 L MLk
| nsset é%e 9 | . Jenese
|F@1 . e 4 TACIE. L 47
1/3 miR-148a 0. 138 5 212 ACIEJ] L 27
1/9 miR-17 0. 141 1/4 ACIEJ”] L
0/11 let-7a 0. 143 1/13 ACIEJ”] L
0/6 let-7b 0. 144 0/16 ACIEJ”] L
0/4 let-7c 0. 147 0/13 ACIEJ”] L 10
0/6 et-7d 0. 148 0/7 ACIEJ”] L13
0/4 et-7g 0. 153 0/9 ACIEJ”] 4
0 0/13 miR-1 0. 153 0/11 ACIEJ”] L 15
0 0/5 miR-101 0. 153 0/15 ACIEJ”| L 16
. 0/2 miR-101b 0.4 158 0/2 ACIEJ”] L17
. 0/4 miR-106b 04 158 0/14 ACIEJ| L 19
. 0/2 miR-107 04 159 0/5 ACIEJ| L 20
. 0/4 miR-122 0.4 169 0/15 IACIEJ”]| L 22
y 0/ miR-124a 0.4 172 0/4 IACIEJ]| L 23
y 0/ miR-125a 0.4 173 0/12 IACIEJ]| L 24
. 0/ miR-125b 0.4 175 0/14 ACIEJ] L 26
. 0/ miR-126 0.4 175 0/5 ACIEJ”] L 28
. 0/ miR-127 0.4 176 0/6 ACIEJ”] L 29
. o/ miR-128 0.5 177 hsa-miR-620 0/11 ACIEJ] L
2RAUMERACE e geneser, ok prvalue gl gy o Buiall Genaser ymph noce
0.10 1/13 BENTINK src.10 0. 9/1095 HEBENSTREIT_high expression TF 3/21 VAQUERIZAS Tonsil
0/13 GUSTAFSON_PI3K_UP 0. 10/1233 IM_MY! tar?_?Ts i 4162 VAQUERIZAS Whole blood
0/15 GUSTAFSON_PI3K_DN 0. 5/1146 HEBENSTREIT_low expression TF 3/41 VAQUERIZAS” Thymus
0/12 BENTINK_e2f3.1 1.0 0/5 YC TFs 2/62 VAQUERIZAS Lung
0/11 BENTINK e2f3.2 1.0 0/63 YC Targets UP 1/16 VAQUERIZAS” Salivary gland
0/14 BENTINK”myc.1 1.0 0/9 YC_Targets DOWN 1/16 VAQUERIZAS Heart
0/12 Bl as.1l 1.0 0/4 'YC_Apoptosis UP 1/29 VAQUERIZAS”Smooth muscle
0112 BENTINCHes 19 318 VE-Call yele Down 5740 VAQUERIZAS Fetalbra
0/14 src. 1. 0/2 ell cycle 0/40 etal brain
0/0 - 1.0 0/4 'YC”Cell g¥owth and proliferation UP 0/28 VAQUERIZAS Liver
0/0 1.0 0/2 'YC~Chromatin_maodification UP 0/37 VAQUERIZAS Prostate
0/0 1.0 0/7 _DNA repair UP 0/43 VAQUERIZAS Uterus
0/0 1.0 0/3 DNA replication UP 0/144 VAQUERIZAS General
0/0 1.0 0/2 ECM cell adhesion DOWN 0/12 VAQUERIZASKidne!
0/0 1.0 0/20 C”Metabolism UP 0/22 VAQUERIZAS”Spinal cord
0/0 1.0 0/16 Protein synthesis degradation UP 0/43 VAQUERIZAS”Whole brain
0/0 1.0 0/8 RNA processing binding UP 0/39 VAQUERIZAS Thyroid
0/0 1.0 0/2 C”Signal transduction UP 0/7 VAQUERIZAS”Appendix
0/0 10 0/3 —Tumor supressor genes UP 0/30 VAQUERIZAS”Fetal lun:
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Spot Summary: e

# metagenes = 16
# genes = 193

<r> metagenes = 0.98
<r>genes =0.23
beta: r2=1.91 / log p= -Inf

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

Rank

ID
1 8673
2 3615
3 10217
4 8721
5 27335
6 644
7 7923
8 644928
9 54460
10 254863
11 140823
12 327
13 10591
14 29082
15 100128731
16 25824
17 929
18 400156
19 100131187
20 8574

max e
min e
1.03 -1.25
1.04 -1.16
1.09 -1.08
0.76 -1.03
1.06 -1.02
12 -0.96
118 -0.96
121 -0.95
0.79 -0.95
1.04 -0.95
1.15 -0.93
0.73 -0.93
11 -0.92
0.79 -0.92
0.85 -0.91
1.08 -0.89
0.96 -0.89
12 -0.87
1.05 -0.87
0.76 -0.86

r

0.53

0.41

0.35

0.47

0.3

0.45

0.36

0.38

0.53

0.52

0.54

0.55

0.49

0.45

0.39

0.52

0.28

0.45

0.44

Description
Symbol

VAMPS vesicle-associated membrane protein 8 [Source:HGNC Syml
IMPDH2 IMP (inosine 5'-monophosphate) dehydrogenase 2 [Source:t
CTDSPL CTD (carboxy—-terminal domain, RNA polymerase I, polypep!
EDF1 endothelial differentiation—related factor 1 [Source:HGNC Syr
EIF3K eukaryotic translation initiation factor 3, subunit K [Source:HG

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

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

MRPS21 mitochondrial ribosomal protein S21 [Source:HGNC Symbol;
TMEM25@&ansmembrane protein 256 [Source:HGNC Symbol;Acc:2861
ROMO1 reactive oxygen species modulator 1 [Source:HGNC Symbol;
APEH acylaminoacyl-peptide hydrolase [Source:HGNC Symbol;Acc
DNPH1 2'-deoxynucleoside 5'-phosphate N-hydrolase 1 [Source:HC
CHMP4Acharged multivesicular body protein 4A [Source:HGNC Symb
0OST4 oligosaccharyltransferase 4 homolog (S. cerevisiae) [Source:
PRDX5 peroxiredoxin 5 [Source:HGNC Symbol;Acc:9355]

ATP6V1FATPase, H+ transporting, lysosomal 14kDa, V1 subunit F [So
TSTD1

thiosulfate sulfurtransferase (rhodanese)-like domain contain

AKR7A2 aldo-keto reductase family 7, member A2 (aflatoxin aldehyde

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

Density

p-value

8e-16
5e-08
4e-07
3e-06
4e-05
5e-05
6e-05
7e-05
7e-05
le-04
2e-04
2e-04
4e-04
4e-04
4e-04
4e-04
5e-04
5e-04
6e-04
6e-04
6e-04
7e-04
7e-04
7e-04
7e-04
1le-03
1le-03
1le-03
1le-03
2e-03
3e-03
3e-03
3e-03
3e-03
4e-03
4e-03
4e-03
4e-03
6e-03
6e-03

15

10

#in/all

52/1318
37/1233
16 /304
11/167
127253
7183
9/152
9/153
5/38
3/9
3/10
5/47
3/13
3/13
3/13
15/482
18/649
3/14
4/34
3/15
3/15
71128
5/62
4136
3/16
9/220
25/1135
3/19
3/20
3/21
2/7
15/579
3/25
23/1095
15/595
20/918
2/9
2/9
2/10
2/10

Geneset

CC  mitochondrion

TF KIM_MYC targets

CC  mitochondrial inner membrane

CC  ribosome

BP translation

BP respiratory electron transport chain

BP  cellular metabolic process

MF  structural constituent of ribosome

MF  DNA-directed RNA polymerase activity

GSE# KEGG_RNA_POLYMERASE

MF  NADH dehydrogenase activity

BP  protein targeting to mitochondrion

CC  mitochondrial respiratory chain

GSE# CHNG_MULTIPLE_MYELOMA_HYPERPLOID_UP
GSE£ REACTOME_FORMATION_OF_ATP_BY_CHEMIOSMOTIC_COUPLING
BP  cellular protein metabolic process

BP  gene expression

BP  mitochondrial ATP synthesis coupled proton transport
MF  NADH dehydrogenase (ubiquinone) activity

BP  ATP synthesis coupled proton transport
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BP  translational initiation

Glio Stuehler_Proteins_up_in_STS

cC mitochondrial respiratory chain complex |
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CC  mitochondrial matrix

Chr  Chr19

CC  mitochondrial proton—transporting ATP synthase complex
Lymp ROSOLOWSKI_red UP

CC transcription factor TFIID complex

MMM MACIEJ_MMML 48

CC  nucleolus

MF  hydrogen ion transmembrane transporter activity

TF  HEBENSTREIT_high expression TF

MF  RNA binding

Chr  Chr17
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BP peroxisome fission
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Spot Summary: f

# metagenes = 26
# genes = 387

<r> metagenes = 0.91
<r>genes = 0.27
beta: r2=5.13 / log p= -Inf

# samples with spot =17 (6.2 %)
Atypical : 12 (16.2 %)

Basal:1(1.2%)
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Spot Genelist

Rank

ID
1 2353
2 2354
3 1843
4 7538
5 1958
6 23645
7 3725
8 5573
9 8553
10 4609
11 10413
12 114908
13 100008589
14 3703
15 150094
16 23022
17 n
18 10950
19 1316
20 10787

max e
min e

1.43 -3.04
213 -2.88
1.8 -2.27
1.53 -2.16
1.66 -2.12
1.71 -1.84
1.46 -1.81
0.87 -1.75
1.05 -1.61
1.42 -1.59
2.32 -1.54
1.77 -1.52
1.84 -1.52
11 -15
1.57 -1.48
1.18 -1.39
0.65 -1.37
154 -1.34
1.02 -1.29
11 -1.28

r

0.61

0.43

0.6

0.38

0.53

0.34

0.44

0.59

0.46

0.42

0.29

0.41

0.38

0.41

0.45

0.46

0.34

0.77

Description
Symbol
FOS FBJ murine osteosarcoma viral oncogene homolog [Source:F
FOSB  FBJ murine osteosarcoma viral oncogene homolog B [Source
DUSP1 dual specificity phosphatase 1 [Source:HGNC Symbol;Acc:3(
ZFP36 ZFP36 ring finger protein [Source:HGNC Symbol;Acc:12862]
EGR1 early growth response 1 [Source:HGNC Symbol;Acc:3238]

PPP1R19%otein phosphatase 1, regulatory subunit 15A [Source:HGN(
JUN jun proto—oncogene [Source:HGNC Symbol;Acc:6204]
PRKARZ1Arotein kinase, CAMP-dependent, regulatory, type |, alpha [Si
BHLHE4asic helix-loop-helix family, member e40 [Source:HGNC Sy
MYC v-myc avian myelocytomatosis viral oncogene homolog [Sou
YAP1 Yes-associated protein 1 [Source:HGNC Symbol;Acc:16262]
TMEM128ansmembrane protein 123 [Source:HGNC Symbol;Acc:301%
RNA28SHRNA, 28S ribosomal 5 [Source:HGNC Symbol;Acc:37659]
STT3A STT3A, subunit of the oligosaccharyltransferase complex (car
SIK1 salt-inducible kinase 1 [Source:HGNC Symbol;Acc:11142]
PALLD palladin, cytoskeletal associated protein [Source:HGNC Syml
ACTG1 actin, gamma 1 [Source:HGNC Symbol;Acc:144]
BTG3 BTG family, member 3 [Source:HGNC Symbol;Acc:1132]
KLF6 Kruppel-like factor 6 [Source:HGNC Symbol;Acc:2235]

NCKAP1 NCK-associated protein 1 [Source:HGNC Symbol;Acc:7666]

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 3e-19 48/436  mIRN hsa-miR-548n
2 9e-16 34/269  miRN hsa-miR-1244
3 9e-14 34/313  miRN hsa-miR-559
4 2e-13 24/155  miRN hsa-miR-802
5 6e-13 34/335  mMIRN hsa-miR-142-5p
6 le-12 27/217  miRN hsa-miR-548m
7 2e-12 32/310  miRN hsa-miR-340
8 4e-12 29/262  miRN hsa-miR-548|
9 4e-12 31/300 MRN hsa-miR-561
10 8e-12 31/307  miRN hsa-miR-548c-5p
11 2e-11 22/157  miRN hsa-miR-5480
12 2e-11 31/318  miRN hsa-miR-590-3p
13 3e-11 31/324  miRN hsa-miR-18a
14 5e-11 28/271  mIiRN hsa-miR-548h
15 8e-11 26/240  mMiRN hsa-miR-152
16 le-10 39/517  mMiRN hsa-miR-106a
17 3e-10 29/313  Glio willscher_GBM_Verhaak-CL_expression_D_up
18 3e-10 29/313  Glio willscher_GBM_Verhaak-MES_expression_D_down
19 3e-10 29/313  Glio willscher_GBM_Verhaak-PNwt_expression_D_up
20 3e-10 38/511  miRN hsa-miR-106b
21 4e-10 30/336 miRN hsa-miR-548d-5p
22 4e-10 20/151  miRN hsa-miR-429
23 6e-10 23/206  mMiRN hsa-miR-148b
24 6e-10 22/189  miRN hsa-miR-513a-3p
25 9e-10 41/603  MIiRN hsa-miR-20a
26 9e-10 8/16 GSE/ NAGASHIMA_EGF_SIGNALING_UP
27 1e-09 24/232  miRN ACTT-142-5P
28 1e-09 36/488  mMIiRN hsa-miR-16
29 1e-09 32/399  miRN hsa-miR-519c-3p
30 1e-09 18/130  miRN hsa-miR-155
31 2e-09 22/198  miRN hsa-miR-33a
32 2e-09 39/565  mMiRN hsa-miR-20b
33 2e-09 21/184  miRN hsa-miR-586
34 2e-09 19/150  mMiRN hsa-miR-200c
35 2e-09 20/167  miRN hsa-miR-548g
36 3e-09 20/169  MiRN hsa-miR-374b
37 3e-09 30/368 MIiRN hsa-miR-144
38 3e-09 26/284  miRN hsa-miR-503
39 4e-09 28/328  Glio Up
40 4e-09 19/155  miRN hsa-miR-200b
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91749 to Golgi vesicle-mediated transport 5733 UIPE 004 arvival 0/2378  cytosol
5/15 COPII vesicle coatin o718 LU PRGSTA‘PE CANCW 4/ 614 endoplasmic reticulum membrane
11/113 transforming growth ?actor beta receptor signaling pathway %6-01 1/10 GENTLES modul3 6 /455 perinuclear region of cytoplasm
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4714 response t to light stimulus 36-01 1718 GENTLES moduls 3/436 Golgi membrane
9/90 ein N-linked g cosylauon via asparagine 3e-01 1/18 GENTLES’mOdulu 97621 endo Iasmlc reticulum
i;%g | o atnchor blosy!n%\et{c fiaton: 30 248 KUEER, MM?EJU Hg 0Ilgosaccharyltransferase c
long—term synaptic potentiation — om|
541278 protin transypor‘tj p 2278% %Hg %%?EEFS{_EJV%rlgFFERENTIATED CANCER 153 endoplasmic reticulum-Golgi |r’|jtermed|ate compartment
9/96 regulation of cell cycle 3e-01 1/18 GENTLES mod ﬁ)genes 155 proteasome complex
4/17 intra-Golgi vesicle-mediated transport 36-01 1716 GENTLESmoqu? 158 ubiquitin ligase complex
3/10 maternal placenta developm 36-01 1716 CENTLES maduii0 26/4310  cytoplasm
3/11 regulation of proteasomanroteln catabolic process — 34 /4640 nucleus
5739 response to CAMP 8e-01 1/68 SHAUGHNESSY MM high risk 781 uffie
83 Gfende 0 2iom Lemode Nomeedenone 1675 cndgsome membrane
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e-0: 6 /618 Chr 4 O'g ﬂ%ﬂ %%J SOI’IE%S?SM DM up e—lo ?3%?3” ﬁl@éﬂg% Verhaak-CL_expression_D_up
e—0: 6 / 957 Chr 11 10 37395 GUDJ_psor|a5| i e-10 9/313 willscher_ GBMVerhaak-MES_expression_D_down
e-0: 7 /699 Chr5 10 3717 E'IJ!J\IIA EBSM lown e-10 9/313 willscher_GBM_Verhaak—-PNw{_expression_D_up
-0 41602 Chr 10 10 012 BEHETNIA-EAM do g2 8328 b
e-0; 8/504  Chrl5 NA 0/0 = own 5e-05 173 GIEZELT_GBM_WT down_VS mut
e-0. 1187 Chr 21 A 070 2e-04 170 willscher "GBM “protéomics_wtOnly_SpotJ
9e-0: 171033 Chr 2 A 0/0 9e-04 149 Vishal_stbnetwork signature of survwal in GBM
1e-0. 21714 Chr 6 A 070 6e-0 /16 willscher_GBM_STSwt_proteomics-O_UP
2e-0 6 /914 Chr3 A 0/0 7e-0. 0/169 willscher_GBM_proteomics_wtOnly _| D‘fferencehst
3e-0: 5/534 Chr 8 A 070 e-0. 4137 willscher_GBM _proteomics_wtOnly_Spol
4e-0: 6 /630 Chr X A 070 e—0. 2/12 willscher_ GBM_LTSwt proleomlcs C
e-0; /232 Chr 18 A 0/0 e—0; 4162 Stuehler_Proteins_up_in_STS
e—0: 0/519 Chr 14 A 0/0 e-0. 5/105 willscher_GBM proleomlcs wtOnly_SpotB
e—0; 6 /1720 Chr1 A 0/0 e-0. 57117 GIEZELT_GBM_W VS _mut
e-0: 6 /866 Chr 12 A 070 e-0. 17 Donson-adaptive-i |mmun|ty—assoc|ated with LTS in HGA
e-0; 1/633 Chr9 A 0/0 e—0; 17 KIM_epithelial-mesenchymal-transition related genes_decreased expressior
0/743 Chr7 A 0/0 /33 willscher_GBM_proteomics_wtOnly_
1717 Chr 16 A 0/0 e /11 willscher_GBM_Verhaak-CL_expression_M_down
1449 Chr 20 A 0/0 e /11 willscher_GBM”Verhaak-MES_expression_M_down
B I I e /11 willscher_GBM_Verhaak-PNmut_expression_M_up
Linjall  GeRese! cor s e k| B3%ue g ENER b syt CTHAEIRTIE)  gepeser,
7116 AMIT_SERUM_RESPONSE_40 MCF10A 0.04 2/13 WIRTH”! Sec m oid organs e9 EvE
6/15 AMIT_EGF _RESPONSE 40" HELA 91 2113 WIRTH Sec. lymp 9 -0 81100 ROSOLDWSKI Ne tota
6/16 AMIT_DELAYED EARLY GENES 00 17400 WIRTH Nervous Syst -0 141274 1121 DN
5/10 CHASSOT_ SKIN_ WOUND 00 /5 WIRTH-Pitltary giand e 281755 femae
5/15 SEIDEN_ ONCOGENESIS_BY_MET 00 013 WIRTH Pancreas 4e-0 4154 SPANG BAFF Shrs DN
5/16 CAFFAREL RESPONSE TO THC UP 00 0/1 WIRTH-Pam. ymphoid o 4e-0 167426 SPANG_CDA0 6l
116 AMIT EGF RESPONSE 4 B Kk WIRTHTDnsﬂy phoid organs 5e-0. 5/86 SOLOWSKI_red total
116 UZONY| RESPONSE TO LEUKOTRIENE AND_THROMBIN 100 0/1 WIRTH Thymus e-0 4769 SPANG_LPS 6firs DN
4714 TIAN_TNF_SIGH 00 oI WIRTH-Lynon e-0 14 MASCQUE_mBL DOWN
4714 BIOCARTA LS BATHWAY 100 0/6 WIRTH Bynpn?grtgs e 01201 SPANC
4715 BIRVEIER LMPY RESPONSE EARLY .00 0714 WIRTH Globus pallidus e-0 8 MASCQUE
4116 AMIT_EGF_RESFONSE 60 MCE10A 00 0/1 WIRTH Telencephalon 138 ROSOLOWSKI Siie Down
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HE IR % bR R SR
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3/10 BIOCARIACONAG, PATHWA 00 0750 WIRTH Homeostasis e 122 DAV EEKB LN e
HELA .00 0/62 WIRTH Liver 5e-0 128 DAVE_Immune response 1
#pvall, Genesst, RN NS bl diRoeneser, IRNADISS
8/57 Rroleln transporter activity 36-06 541354 CTTT-524 .05
5/31 A polymerase |l activating transcription factor binding 66-06 127104 0.05 12 Cardlomyopathy, |d|opath|c dilated
148 hosphoproleln phosphatase activity 4e-05 147168 0.07 /3 Thyroid carcinoma, pay
/10 amin binding e-05 16/225 0.0¢ /4 Thyroid carcinoma, foll |cu|ar
41252 lranscrlﬁuon Fractor binding e—04 378 0.1 /5 Duchenne muscular dystrophy
5/288 Brotem inase binding 04 171257 0.1 /5 Gastroesphageal reflux
71361 ? e-04 13/ 185 0.1 /16 Muscular dystrophy
4/35 uany nucleotide binding 6-04 227301 0.1 /6 Miyoshi myopath
119 & D binding e—04 167540 0.2 /10 Esophageal canc
157 ublqumn thiolesterase activity e—04 107107 0.2 /11 Alzheimer disease, susceptibility to
159 Frotem phosphatase binding’ 46-04 11/136 0.2 111 Melanoma, cutaneous malignant, 2
1/216 ranscrlpuon coactivator activity 56-04 167261 0.25 112 Bladder cancer
/22 Igublqumn binding B6-04 3/9 0.25 112 Neuroblastoma
44 /1344 86-04 157240 0.30 115 Gastric cancel
4141 kmase bindini 76-04 231470 0.3 116 Myopathy, nemalme 3
4142 protein serine/threonine phosphatase activity 86-04 107126 0.3 117 Cardiomyopathy, dilated
124 repressing transcription fa Pctor binding 86-04 5732 0.3 /19 Multiple myeloma
5/66 flavin adenine dinucleotide binding 1e-0: 6/52 0.3 /21 Gastrointestinal
1172 magnesium ion binding 26-03 227467 0.4 122 Glioblastoma multiforme, somatic
l' 'S 0.4 / 23 Hepatocellular carcinoma
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12 miR-659 2e- 2 /310 1/11 ACIEJ] L31
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14 miR-122 ge- 17307 Q17 ACIET"MMML 13
14 miR-133p 2e- 21157 /9 ACIET"MMML 14
14 miR-195 2e- 1/318 0/11 IACIET ] L15
14 miR-204 3e- 17324 0/15 ACIET"MMML 16
14 miR-34b be- 8 /271 0/2 ACIET ] L17
14 miR-34c Bo- 81540 0/14 ACIE] | L 19
14 R-7 le- 9 /517 0/4 ACIET ] L
i R=5008 3e-10 57511 373 AGIETMMME 3
r2 miR-2900 4e-10 0 /336 hsa-miR-5480-5p 0712 ACIET 123
/5 miR-372 S0 07151 hsa-miR-429 0/14 ACIET 6
[ 6e-10 3/206 hsa-miR-148b 0/2 AGIET L 27
R QVMIJ'\%an K p-value # -
1933 &E §§II1 PISK UP al k %,04 %/ %B\%?QEIT high expression TF néa” Ul Pancreas
14 e-03 421233 KIM_MYC targefs 5/24 VAQUERIZAS Trachea
1718 e—gg 12 MYC_Signal transduction UP 7162 VAQUERIZAS Lung
0/12 S—Dl f? Myc DNgnd cofaﬁtgrs 5739 VAQUERIZASThyroid
0/11 o0l 163 MYCTargetenis 6162 VAQUERIZAS Whole blood
0/12 o0l 9 MYﬁa;ggg DOWN 2712 VAQUERIZAS Kidney
813t sS4 e-01 114 Ko 313 VAGUERIZAS Adrorar
9113 e-01 116 MYC ProTeln synthesis degradation UP renal cortex
8%3 BENTINK src 10 e+00 41146 HEB NS TREI'y low expregslon TF %;30 y/i ngl%ﬁ ég a? Il?ng
/0 et 973 Ye_IFs 2141 VAQUERIZAS” Thymus
0/0 e+00 0/4 MYC Apopt05|s up 1/13 VAQUERIZAS
0/0 9188 85% mg ge“ cycIe UP 2144 VAQUERIZA: | cena
0/0 . elf ovcle D 1715 VAQUERIZA Adrena\ ! gland
0/0 e+00 0/4 MYC_Cell growth and prohferatlon UP 1/19 VAGUERIZA!
81 e+00 0/2 MYC~Chromatin_modification UP 1/20 VAQUERIZA Bone marrow
0/0 e+00 0/3 MYC_DNA replication UP 1/%9 VAQUERIZA: mph node
918 e+00 0/2 MYC_ECM cell adhesion DOWN 1/38 VAQUERIZA Tgslg
070 e+00 0/20 MYC~Metabolism UP 1743 VAGUERIZA! eru
e+00 0/8 MYCZRNA processing binding UP 1743 VAQUERIZA! Whole brain
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Sample—-Underexpression

Spot Summary: g

# metagenes = 32
# genes = 437

<r> metagenes = 0.9
<r>genes =0.24
beta: r2=4.09 / log p= -Inf

# samples with spot =9 (3.3 %)
Atypical : 3(4.1%)

Basal:2(2.4%)

Overview Map Spot
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ID

64207
4089
27075
3187
23215
51765
1429
85460
9908
6146
57088
5612
60481
51320
4200
64083
4254
961
55958

64393

max e
min e

1.94 -2.13
0.95 -1.52
1.78 -1.45
0.89 -1.41
1.25 -14
1.13 -1.35
1.26 -1.33
113 -1.28
1.07 -1.25
1.05 -1.25
141 -1.2
1.08 -1.18
1.39 -1.17
0.8 -1.15
0.89 -1.12
0.73 -1.11
1.49 -1.1
0.99 -1.1
0.8 -1.09
0.8 -1.08

r

0.27

0.69

0.37

0.52

0.44

0.39

0.42

0.65

0.24

0.4

0.5

0.61

0.48

0.61

05

0.31

0.47

0.44

Description
Symbol

IRF2BPL interferon regulatory factor 2 binding protein-like [Source:HG
SMAD4 SMAD family member 4 [Source:HGNC Symbol;Acc:6770]
TSPAN13etraspanin 13 [Source:HGNC Symbol;Acc:21643]
HNRNPHheterogeneous nuclear ribonucleoprotein H1 (H) [Source:HG
PRRC2Cproline-rich coiled-coil 2C [Source:HGNC Symbol;Acc:2490:
MST4  Serine/threonine—protein kinase MST4 [Source:UniProtkKB/S
CRYZ crystallin, zeta (quinone reductase) [Source:HGNC Symbol;A
ZNF518Bzinc finger protein 518B [Source:HGNC Symbol;Acc:29365]
G3BP2 GTPase activating protein (SH3 domain) binding protein 2 [S¢
RPL22 ribosomal protein L22 [Source:HGNC Symbol;Acc:10315]
PLSCR4 phospholipid scramblase 4 [Source:HGNC Symbol;Acc:1649°
PRKRIR protein-kinase, interferon-inducible double stranded RNA de
ELOVL5 ELOVL fatty acid elongase 5 [Source:HGNC Symbol;Acc:213
MEX3C mex—3 RNA binding family member C [Source:HGNC Symbo
ME2 malic enzyme 2, NAD(+)-dependent, mitochondrial [Source:t
GOLPH3golgi phosphoprotein 3 (coat-protein) [Source:HGNC Symbo
KITLG KIT ligand [Source:HGNC Symbol;Acc:6343]

CD47  CDA47 molecule [Source:HGNC Symbol;Acc:1682]

KLHL9 kelch-like family member 9 [Source:HGNC Symbol;Acc:1873

ZMAT3  zinc finger, matrin—type 3 [Source:HGNC Symbol;Acc:29983]

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

Density

p-value #in/all Geneset
9e-11 46 /1595 MF  RNA binding
3e-10 184/4640 CC  nucleus
4e-10 40/ 495 miRN. hsa-miR-103
7e-10 36/421 miRN. hsa-let-7b
7e-10 21/153 miRN hsa-miR-450b-5p
2e-09 36/433 miRN hsa-miR-19b
2e-09 21/163 BP mRNA splicing, via spliceosome
3e-09 241215 miRN. hsa-miR-203
5e-09 38/494 miRN hsa-miR-107
8e-09 30/336 miRN hsa-miR-548b-5p
9e-09 16 /100 miRN  hsa-miR-544
9e-09 28 /300 miRN hsa-miR-548¢c-3p
1e-08 25 /246 miRN  hsa-miR-524-5p
2e-08 26/271 MIiRN hsa-miR-101
2e-08 337412 miRN hsa-miR-372
2e-08 17/121 miRN hsa-miR-543
3e-08 20/169 miRN hsa-miR-580
3e-08 28/315 miRN hsa-miR-30e
3e-08 34/440 miRN hsa-miR-19a
3e-08 35/463 miRN hsa-miR-301a
3e-08 20/171 miRN  hsa-miR-369-3p
3e-08 55 /940 MF  nucleic acid binding
3e-08 20/172 miRN hsa-miR-607
3e-08 21/189 miRN hsa-miR-1283
3e-08 26/280  mMRN hsa-miR-320a
4e-08 271300 miRN  hsa-miR-561
4e-08 371512 miRN hsa-miR-15a
4e-08 271303 miRN hsa-miR-302b
5e-08 38/538 miRN  hsa-miR-17
5e-08 371517 miRN hsa-miR-106a
5e-08 16/113 miRN hsa-miR-507
5e-08 231229 BP  RNA splicing
5e-08 25/267 miRN hsa-miR-577
7e-08 15/101 miRN hsa-miR-410
7e-08 2117197 miRN  hsa-miR-568
8e-08 271311 miRN  hsa-miR-98
9e-08 26/293 miRN hsa-miR-186
9e-08 31/396 miRN hsa-miR-301b
1le-07 281336 miRN hsa-miR-548d-5p
le-07 16/119 miRN  hsa-miR-579
p-values
12 RN MY N YR ars ryars
. _ = = ="ude*0lT ket
I R -- 2 r
o/ oo |1
89
.
64d
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WOLFER overlap genes
GENTLE§ odul4
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SPANG—LPS—indeXZ
G ER DN

KUIPER_MM good survival

GENTLES modul18
NG

ANG ER_UP
SOTIRIOU BREAST_CANCER_GRADE_1_VS_3_DN
BEN-PORATH_UP

SHAUGHNESSY MM high risk

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

ﬁ@ Pﬁﬁ\?rtmd land

WIR H Immune system

cells
WIRTH- Lymphocytes
WIRTH_Cortex cerebri
WIRTH Cerebellum
WIRTH Nervous System
WIRTH_Pituitary gland
WIRTH_Pancreas
WIRTH Sec. I¥mphowd organs
WIRTH_Prim. lymphoid organs

WIR H Globus pallldus
WIRTH Telencephalon
WIRTH Hippocampus
WIRTH Thalamus
WIR H Testis
WIRTH_Homeostasis

e3 %EA!A” Hﬁ@é‘ SR 301--1308

GTAT-369-3P
CAGT 2008——9200C——429
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1
518A-2
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GACT 212——132
GGGC 36
TGTA-485-3
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GTGC 507
7b
same 450b-5p
hsa-miR-19b
hsa-miR-203
-miR-1
hsa-m| R—548b—5p
hsa—mlR 548(:—3p
hsa-miR-524-5p

hsa-m ? 369-3p
hsa-miR-607
hsa-miR-1283

4EB‘ENSTRE$T _high expresslon TF
YC_Tumor supressorgenes uUpP
YC Agopmsls

and cofactors

e UP
NA processlng binding UP
YCTarg

Y
-IEBE STREI low expression TF

‘(C_Tar ets DOWN
YC_Cell cycle DOWN

C_Cell growth and proliferation UP
YC~Chromatin_modification UP
'YC_DNA replication UP
YC_ECM cell adhesion DOWN
'YC_Metabolism UP
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(-;neset

nucle
catalytlc step 2 spliceosome
liceosomal complex
r| onucleoproteln complex
nuclear SP
intracellular membrane-bounded organelle
nucleoplasm
cytoplasmic stress granule
nuclear matrix
nuclear inner membrane
nucleolus
calcium channel complex

Cytoplasm
transcription factor TFIID complex
chr matin

Cul3 R¥NG ublqumn ligase complex
nBAF compl

condensed chromosome

npBAF complex

QS;%tM Verhaak-CL_expression_D_up
willscher_GBM”Verhaak-MES_expression_D_down
willscher_GBM_Verhaak-PNwf{_expression_D_up

cher_GBM_Verhaak-CL_expression_H_down
cher_GBMVerhaak-MES_expression_H_up
cher_GBM_Verhaak-PNwt_expression_H_up
L |e| GBM_pro eomics_wtOnly_Spot

S#ro eomics; wlOnly Differencelist_

éééééc

Bal bus LTS

willscher GBM LTSmuT {_proteomics—A_UP

neurons glio

GIEZELT GBM MGMTmelhyI down_VS_nonmethyl

VERHAAR _NL Subtyj

VERHAAK_PN Sublype

willscher_GBM_proteomics_wtOnly_SpotJ
Donson-Misc |mmune functlon assoclated with LTS in HGA

GIEZELT_GBM_WT_down,

mllscher@BM_Proteomlcs WtOnly SpotC

Colman_survival_associated

GESEL oy
SPANG_IL21 UP
mutated

ZHAN LB
SPANG CDéOUGhrS DN

[
SPANG_LPS 6hrs UP
ROSOLOWSKI_red UP
SPANGQ_[IJSAFF Yhrs DN

ROSOLOWSKI green uprP
ROSOLOWSKI”green total
SPANG_CD40 6hrs UP
DAVE _BL_DN
SPANG LPS 6hrs DN
HT B UP

RO O'LOWSKI red total

SPANG_BAFF Shrs UP

Pancreallc canc

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”Lymph node
VAQUERIZAS”General
VAQUERIZAS”Thymus

Uterus
VAQUERIZAS”Whole blood
VAQUERIZA 7E_etal liver

_Thy .
VAQUERIZAS Fetal brain
VAQUERIZAS”Whole brain
VAQUERIZAS Placenta
VA UERIZA Prostate
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Sample—-Underexpression

Spot Summary: h

# metagenes = 17
# genes = 235

<r> metagenes = 0.96
<r>genes = 0.28
beta: r2=4.68 / log p= -Inf

# samples with spot =6 (2.2 %)
Atypical : 3(4.1%)

Basal:1(1.2%)
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ID

1207
100093630
8065
139886
81853
509
6175
6392
6166
4259
4729
1349
441951
6129
10799
84263
5423
80227
27235

2271

max e
min e

152 -1.35
1.47 -1.34
0.91 -1.32
1.35 -1.31
1.07 -1.25
1.01 -1.14
119 -111
1.06 -111
0.96 -1.1
0.93 -1.09
0.85 -1.09
111 -1.08
0.93 -1.07
1 -1.07
0.99 -1.07
0.9 -1.05
1.39 -1.04
11 -1.04
0.9 -1.03
0.92 -1.03

r

0.49

0.27

0.47

0.32

0.68

0.67

0.72

0.47

0.36

0.45

0.69

0.46

0.54

0.65

0.39

0.26

0.35

0.53

0.52

Description
Symbol

CLNS1A chloride channel, nucleotide-sensitive, 1A [Source:HGNC Sy
SNHG8 small nucleolar RNA host gene 8 (non—protein coding) [Sourc
cuLs cullin 5 [Source:HGNC Symbol;Acc:2556]
SPIN4  spindlin family, member 4 [Source:HGNC Symbol;Acc:27040]
TMEM14Bansmembrane protein 14B [Source:HGNC Symbol;Acc:213t
ATP5C1 ATP synthase, H+ transporting, mitochondrial F1 complex, ga
RPLPO ribosomal protein, large, PO [Source:HGNC Symbol;Acc:1037
SDHD succinate dehydrogenase complex, subunit D, integral memb
RPL36ALribosomal protein L36a-like [Source:HGNC Symbol;Acc:103¢
MGST3 microsomal glutathione S-transferase 3 [Source:HGNC Syml
NDUFV2 NADH dehydrogenase (ubiquinone) flavoprotein 2, 24kDa [Sc
COX7B cytochrome c oxidase subunit VIlb [Source:HGNC Symbol;Ac
ZFAS1 ZNFX1 antisense RNA 1 [Source:HGNC Symbol;Acc:33101]
RPL7  ribosomal protein L7 [Source:HGNC Symbol;Acc:10363]
RPP40 ribonuclease P/MRP 40kDa subunit [Source:HGNC Symbol;#
HSDL2 hydroxysteroid dehydrogenase like 2 [Source:HGNC Symbol;
POLB  polymerase (DNA directed), beta [Source:HGNC Symbol;Acc
PAAF1 proteasomal ATPase-associated factor 1 [Source:HGNC Syn
coenzyme Q2 4-hydroxybenzoate polyprenyltransferase [Sot

coQ2

FH fumarate hydratase [Source:HGNC Symbol;Acc:3700]

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 2e-28 26/83 BP  respiratory electron transport chain
2 3e-25 38/304 CC  mitochondrial inner membrane
3 6e-25 72/1318 CC  mitochondrion
4 3e-22 271152 BP  cellular metabolic process
5 8e-20 25/153 MF  structural constituent of ribosome
6 2e-19 30/253 BP translation
7 8e-18 19/87 BP translational termination
8 3e-17 19/92 BP translational elongation
9 4e-17 20/109 BP  SRP-dependent cotranslational protein targeting to membrane
10 5e-17 18/81 BP viral transcription
11 8e-17 21/128 BP translational initiation
12 5e-16 18/92 BP viral life cycle
13 6e-16 28/287  BP viral process
14 2e-15 22/167 CC  ribosome
15 3e-14 18/115 BP  nuclear-transcribed mRNA catabolic process, nonsense-mediated decay
16 2e-13 13/51 CcC  cytosolic large ribosomal subunit
17 3e-13 37/649  BP  gene expression
18 le-12 9/19 CC  mitochondrial proton-transporting ATP synthase complex
19 7e-12 30/482 BP cellular protein metabolic process
20 3e-11 211242 BP  RNA metabolic process
21 3e-11 20/219 BP  MRNA metabolic process
22 2e-10 4711233 TF  KIM_MYC targets
23 6e-10 7115 BP  ATP synthesis coupled proton transport
24 7e-10 9/34 MF  NADH dehydrogenase (ubiquinone) activity
25 1le-09 9/36 CC  mitochondrial respiratory chain complex |
26 le-08 6/13 GSE/ REACTOME_FORMATION_OF_ATP_BY_CHEMIOSMOTIC_COUPLING
27 2e-08 6/14 BP mitochondrial ATP synthesis coupled proton transport
28 2e-08 8/35 BP  mitochondrial electron transport, NADH to ubiquinone
29 le-06 6/25 MF  hydrogen ion transmembrane transporter activity
30 1e-06 6/26 MF  cytochrome-c oxidase activity
31 3e-06 24 /595 MF  RNA binding
32 5e-06 38/1253 BP  small molecule metabolic process
33 7e-06 4/10 cC large ribosomal subunit
34 le-05 4/11 Canct GENTLES_modul5
35 1e-05 4/11 MMM MACIEJ_MMML 49
36 2e-05 4/12 BP  oxidative phosphorylation
37 2e-05 7162 Glio  Stuehler_Proteins_up_in_STS
38 3e-05 5/27 BP  DNA-dependent transcription, initiation
39 3e-05 5/27 MF  rRNA binding
40 5e-05 4/15 MMM MACIEJ_MMML 22
p-values
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% @%%Fectron transport chain

cell Iar metabolic process
translation

translational termlnauon
translational elongati

P-dependent cotranslanonal protein targeting to membrane

viral transcription
translational initiation
viral life cycle

viral proc

nuclear—f transcrlbed mRNA catabolic process, nonsense-mediated decay

gene expression
cellular protein metabolic process

RNA metabolic process

mRNA metabolic process

ATP synthesis coupled proton transport

mitochondrial ATP synthesis coupled proton transport
mitochondrial electron transport, NADH to ubiquinone

small molecule metabolic process
oxidative phosphorylation

Geneset

hr
hr HSCHR6_MHC_QBL
rig

ri2
rl

r14
r10

9
hr 17
hr3
hr 13
hr 15
hr 22

[e]e]elelelole]elolele]eleolelolololole]

REACTOME_GTP.
REACTOME_PEPTIDE_CHAIN_ELONGAT!

REAC
REACTOME_VIRAL MRNA_TRANSLATION
REACTOME _TRANSLATION

EGG BASAL TRANSCRIPTION FACTORS
BIOCARTA ETC P W

IAGY _TFTC COM O
>AKAFTUMOR INFILTRATING MONOCYTES DN
00 'OXPHOS

THA—I'CA
BARIS THYROID_CANCER UP
REAUX MULTTIPLE MYELOMA BY TACI_DN
G PCAF_COMPONENTS HUMAN_
YANAGISAWK LUNG_CANCER_RECURRENCE

sct;ucmraﬁgnsmuem of ribosome
NADH dehydro ubiquinone) activity
hydrogen i |un transmem rane transporter activity
cytochrome—c oxidase activity

NA binding
rRNA binding
transmembrane transporter activity
2 iron, 2 sulfur cluster binding
electron carrier activity
Froleln complex binding.
Xsophospholl ase activity

\TPase activi &
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—class protein binding

translatlon initiation factor activity
molecular_function
| ase activity

thyroid hormone receptor binding
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ubiquitin protein ligase binding
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GENTLES modull
ZHANG MM I,J\f)
LIU_COMM CANCER_GENES
SOTIRIOU. BRdEAST CANCER_GRADE_1_VS_3_UP
ule

Lembcke_Normal vs Adenol
RHODESTCANCER META SIGNATURE
DES_UNDIFFERENTIATED_CANCE!

SOTIRIOU BREAST CANCER_GRADE _ 1 VS_3_DN
LIU_BREAST_CANCER

U_LIVER CANCER
LIUUPROSTATE_CANCER_DN
LIU"PROSTATE_CANCER_UP
WANG_ER_UP ™

Q’E) %&ﬁ;sls up

GUDJ_psoriasis down
BCHETNIA_EBM up
BCHETNIA_EBM down
BCHETNIAZEBM-| DM up

sasﬂpéqlbellum

WIRTH Mus

WIRTHZ Immunes stem
WIRTH Pituitary gland
WIRTH”Pancreas
WIRTH_Sec. lymphoid organs
WIRTH_Prim. lymphoid organs
WIRTH_B-cells

WIRTH_Lymphocytes
WIRTH_Bone marrow
WIRTH”Nervous System
WIRTH Globus pallidus
WIRTH Telencephalon
WIRTH”Cortex cerebri

—Tes
WIRTH_ HomeostaS|s
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CACT SZDG——SZOH
AG 3

ACAC—199A——199B
GCAA-502

—-361
TCTA 376A——376B
TG

&j Badse

Eéen ES
hsa-miR-!
hsa-miR-
hsa-miR-518e*
R—
R-

hsa-miR-518b

HEBENST! RE?T high expression TF
HgBENSTREIrow expression TF

YCﬁar ets UP

YC Cell cycle DOWI
Cell growth and prol\ferauon upP

C_"hromatln modification UP
'YC_DNA repai
YC_DNA repllcatlon UP
ECM cell adhesion DOWN
C~Metabolism UP
YC—Protein synthesis degradation UP
'YC_RNA processing binding UP
YC”Signal transduction UP
'YC_Tumor supressor genes UP
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ggchon&la‘ inner membrane
mitochondrion

ribosome
cytosolic large ribosomal subunit
mitochondrial proton—transﬁomng ATP sYnthase complex
mitochondrial respiratory chain complex
large ribosomal subunit
mitochondrial ribosome,
mitochondrial intermembrane space
mitochondrial respirator chaln
transcription factor TFT mplex
eukaryotic translation |n|1|at|on factor 3 complex
cytosolic small ribosomal subuni
mitochondrial small ribosomal subunlt
transcription factor TFIID complex
mitochondrial membrane
cytosol .
ribonucleoprotein complex
/ASH complex

mediator complex

ggnee%ttems up in_STS

er_GBM_protedomics_wtOnly_Spott
er_GBM”]| pro eomics_wtOnly | leference\lst
'er_GBM_proteomics; wtOnIy_S/g otJ
M_LTSmut_proteomics—A_UP
- LTSwt_proteomics—C_UP
rer_GBM _LTSmut_proteomics-B_UP
scher GBM _STSwt protecmlcs B_DOWN
EZELT G M'STSiup VS_LTS
Barbus_GBM _STS vs._[TS
willschér_GBM proTeomlcs wtOnly_SpotC
willscher_GBM_proteomics_wtOnly_SpotH
Vlshal s"bnetwork slgnalure of surwval in GBM
GIEZELT. STSwt_down_VS_LTSwt

OSSsSSsSES

D_yu|
willscher_GBM_Verhaak-MES_expression | 'Dpdown
W|Ilsch%r GBM_Verhaak-PNwi_expression_D_up
Down

GFEZELT_G BM_WT_up_VS_mut

QHL |_red total
ROSOLOWSKI—green UP
ROSOLOWSKI_green total

s DN
ROSOLOWSKI blue total
DAVE BL-vs-DLBCL
ZHANG DLBCL mutated
SPANG—I

NG_BCI
SPANG CD4O 6hrs up
BENTINK_mBL U

BENTINK mBL DOWN

Pancreallc canc

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

VA ZAS"Whole brain
VA§UER ZAS"Thymus
VA ST

_Lung
VAQUERIZAS _Pancreas
VAQUERIZAS Trachea
VAQUERIZAS Fetal liver
VAQUERIZAS Tonsil
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Spot Summary: i

# metagenes = 55
# genes = 701

<r> metagenes = 0.75
<r>genes =0.24
beta: r2=17.23 / log p= -Inf

# samples with spot = 35 (12.7 %)
Classical : 1 (3.1 %)

Basal : 14 (16.7 %)
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ID

6192
3122
3512
8857
3113
3108
1396
3109
3488
3128
3936
972

713

5552
6347
5880
2878
894

8404

3169

max e
min e

2.37 -3.35
2.02 -2.66
3.8 -2.52
2.85 -2.38
2.34 -2.37
21 -2.36
1.78 -2.34
2.27 -2.32
2.23 -2.24
2.53 -2.08
2.29 -2.07
1.95 -2.06
272 -1.99
2.28 -1.97
271 -1.97
2.14 -1.96
2.16 -1.95
2.15 -1.95
2.29 -1.94
2.66 -1.9

r

0.32

0.86

0.56

0.49

0.86

0.37

0.91

0.64

0.75

0.89

0.87

0.76

0.78

0.63

0.79

0.46

0.45

0.74

0.65

Description
Symbol

RPS4Y1 ribosomal protein S4, Y-linked 1 [Source:HGNC Symbol;Acc
HLA-DRMajor histocompatibility complex, class II, DR alpha [Source:}
1GJ immunoglobulin J polypeptide, linker protein for immunoglobu
FCGBP Fc fragment of IgG binding protein [Source:HGNC Symbol;Ac
HLA-DPAmajor histocompatibility complex, class Il, DP alpha 1 [Source
HLA-DM#ajor histocompatibility complex, class Il, DM alpha [Source:|
CRIP1 cysteine-rich protein 1 (intestinal) [Source:HGNC Symbol;Ac
HLA-DMBhajor histocompatibility complex, class Il, DM beta [Source:H

IGFBPS5 insulin-like growth factor binding protein 5 [Source:HGNC Sy

HLA-DRB®&jor histocompatibility complex, class II, DR beta 6 (pseudo

LCP1  lymphocyte cytosolic protein 1 (L—plastin) [Source:HGNC Syr
CD74 CD74 molecule, major histocompatibility complex, class Il inv.
C1QB  complement component 1, g subcomponent, B chain [Source
SRGN serglycin [Source:HGNC Symbol;Acc:9361]

CcCL2  chemokine (C-C motif) ligand 2 [Source:HGNC Symbol;Acc::
RAC2 ras-related C3 botulinum toxin substrate 2 (rho family, small ¢
GPX3 glutathione peroxidase 3 (plasma) [Source:HGNC Symbol;Ac

CCND2 cyclin D2 [Source:HGNC Symbol;Acc:1583]

SPARCLISPARC-like 1 (hevin) [Source:HGNC Symbol;Acc:11220]

FOXA1 forkhead box Al [Source:HGNC Symbol;Acc:5021]

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

Density

p-value #in/all

9e-19
le-16
3e-16
3e-16
3e-16
3e-16
7e-16
2e-12
3e-12
le-11
3e-11
4e-08
4e-08
5e-08
2e-07
4e-07
8e-07
1le-06
le-06
2e-06
3e-06
3e-06
4e-06
5e-06
5e-06
7e-06
1le-05
le-05
le-05
2e-05
2e-05
2e-05
3e-05
3e-05
3e-05
3e-05
3e-05
3e-05
3e-05
3e-05

741553
56 /375
46/ 265
46/ 265
46/ 265
46/ 265
13/16

7117683

Cance
Disea
Glio
Glio
Glio
Glio
GSE#
cC

102/1182 CC

Geneset

Lembcke_Colonic Inflammation

GUDJ_psoriasis down
willscher_GBM_Verhaak-CL_expression_B_up
willscher_GBM_Verhaak-MES_expression_B_up
willscher_GBM_Verhaak-PNwt_expression_B_down
willscher_GBM_Verhaak—-PNmut_expression_B_down
RICKMAN_HEAD_AND_NECK_CANCER_D
extracellular space

extracellular region

51/417 H.Tiss WIRTH_Immune system
421312 BP  immune response
6/7 GSE# LOPEZ_MESOTELIOMA_SURVIVAL_TIME_DN
6/7 GSE/# LOPEZ_MESOTHELIOMA_SURVIVAL_WORST_VS_BEST_DN
8/15 CC  MHC class Il protein complex
7112 GSE# BERTUCCI_INVASIVE_CARCINOMA_DUCTAL_VS_LOBULAR_DN
231162 CC  external side of plasma membrane
8/20 BP  complement activation
18/112 MF  heparin binding
7115 GSE# NAKAJIMA_MAST_CELL
7116 GSE# CROMER_TUMORIGENESIS_DN
5/7 GSE/ LOPEZ_MESOTHELIOMA_SURVIVAL_OVERALL_UP
11/47 BP  antigen processing and presentation
6/12 GSE# ZHAN_MULTIPLE_MYELOMA_ DN
11/49 Glio Donson-innate immunity—associated with LTS in HGA
32/316 Canct SPANG_BCL6-index2
5/8 Glio Donson-migration tethering and rolling—associated with LTS in HGA
281269 BP  inflammatory response
6/14 GSE# SMID_BREAST_CANCER_RELAPSE_IN_LUNG_DN
6/14 GSE/ WU_SILENCED_BY_METHYLATION_IN_BLADDER_CANCER
8/29 TF Tic VAQUERIZAS_Lymph node
6/15 GSE# TONKS_TARGETS_OF_RUNX1_RUNX1T1_FUSION_GRANULOCYTE_C
6/15 GSE# POOLA_INVASIVE_BREAST_CANCER_DN
31/327 Lymp SPANG_CD40 6hrs UP
5/10 GSE/ LU_TUMOR_VASCULATURE_DN
5/10 GSE/ FERRANDO_LYL1 _NEIGHBORS
5/10 GSE# BIOCARTA_MONOCYTE_PATHWAY
6/16 Lymp WRIGHT_ABC UP
6/16 GSE/ KORKOLA_TERATOMA_UP
6/16 GSE/ TURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_LOBULAR_NORM
6/16 GSE# BILBAN_B_CLL_LPL_DN
p-values
.. . o o DS ;_2-65.’_. -.. :- ‘I—=mr 1
- - n
° -~ == |Fdrf_ 0.8
. s .+« |t :
- 06 ¢
o
- 04 LL
— 0.2
-0




ﬁm!ﬁ” %J g]:el[;e %Jll’]g I rﬁk{g% @liomc Inflamma(lon #1";'[{93” g\%&%egpace
8120 complemen aCllVﬁll e—-06 32/316 SPANG_BCL6-int 102/1182  extracellular region
11/47 antigen processing and presentation e—04 5/15 GENTLESﬁmoduI13 /15 MHC class Il protein complex
281269 inflammatory response e-0 4/13 GENTLES modull7 23/162 external side of plasma membrane
6/19 calcium-independent cell-cell adhesion 4e-0: 4/16 GENTLES modul 7128 transport vesicle membrane
16/129 response to lipopolysaccharide 7e-0: /110 LIU_BREAST. CANCER 8/37 actin filament
6/20 actin filament polymerization 7e-0. /15 LIU_PROSTATE_CANCI 7135 trans-Golgi network membrane
8/38 humoral immune response e-0; 115 SOTIRIOU BREAST CANCER _GRADE_1_VS_3_DN 8/46 endocytic Vesicle membrar
9/49 arachidonic ac|d melahollc process e-0: / NG 5/21 clathrin—coated endocync vesmle membrane
10/60 T cell costi |mv e-0; 113 GENTLES_moduIlZ 141/2659 plasma membral
7130 positive regu auon of B cell proliferation e-0; 113 TLES modull8 5/23 integral to Iumenal side of endoplasmic reticulum membrane
/22 comFlement activation, classical pathway e-0. 114 LIU LIVER_ CANCER 52 /835 integral to plasma membrane
1/74 regulation of immune response e-0; /116 ENTLES ‘modull4. 10/92 tight junction
3 /407 blood coagulation e—0. 0/185 SPANG_LPS~index2 3/10 | A complex
142 B cell dlﬂerentlauon e—0 ! ER DN 241330 F ?
1/76 4e-0; 112 BEN-PORATH_DN 6/43 pl atelet a pha granule lumen
143 ceIIuIar response to organic cyclic compound 4e-0; 133 KUIPER MM good survival 3/11 E%
125 melanocyte differentiation 5e-0. /14 LIU_COMMON_CANCER GENES 5/32 to Gulgltrans ort vesicle membrane
5/17 positive regulation of neuirophll chemotaxis 5e-0. 114 LIU_PROSTATE _CANCER UP 15/183 proteinaceous extracellular matrix
4110 epoxygenase P450 pathway 5e-0. 115 RHODES_CANCER_META_SIGNATURE 3712 phagocytic cup
)Q{a” g“lﬁ'ﬁ'&%ﬁ?&fMHCiQBL rl@%—alﬁ ?glﬂ!%” E_? ﬁ;sls down d 4#6“}1!%” QS;%tM Verhaak-CL_expression_B_up
40/714 Chré 2e-02 4/26 BCHETNIA_EBM-DM up 46 [ 265 willscher_GBM”Verhaak-MES_expression B_u
9 / 699 Chr5 2e-01 2/17 BCHETNIA_EBM up 46/ 265 willscher_GBM_Verhaak-PNwt_expression_B_down
.08 3 /602 Chr 10 6e-01 24 /572 GUDJ_psoriasis up 46/ 265 willscher_ GBM_Verhaak-PNmat_ex ressmn B down
.1 3 /618 Chr4 1e+00 0/2 BCHETNIA_EBM down 11/49 Donson-innate immunity—associated with L
0.15 1/1033 Chr2 NA 0/0 5/8 Donson-migration tethering and rolling— assomated wnh LTS in HGA
0.16 43 /866 Chr12 NA 0/0 10/55 OL vs. MOG-
0.17 1/1720 Chr1 NA 0/0 4/10 willscher_ GBM_LTSwt_proteomics-G_UP
0.20 71534 Chrg NA 0/0 7149 mature astrocytes
0.21 517280 Chr 13 NA 0/0 185 laffaire_hypermeth_LGG_vs_control
0.27 0/187 Chr 21 NA 0/0 112 astrocyTes glio
0.29 5/ 743 Chr7 NA 0/0 /46 .
0.38 41/914 Chr3 NA 0/0 0/105 WIIISCher GBM proleomlcs wtOnly_SpotB
0.43 134 ChryY NA 0/0 /14 VERHAAK_CL'S
0.52 71633 Chr9 NA 0/0 0/112 Chrlslensen hyj ermethylaled in_grade2_oligoastrocytoma
0.66 /232 Chr 18 NA 0/0 /15 Donson-chemokines/cytokines—associated with LTS in HGA
0.89 7/519 Chr 14 NA 0/0 1/132 Christensen_hypermethylated_in_grade3_oligoastrocytoma
0.90 2 /386 Chr 22 NA 0/0 17 oligodendrocytes_glio
0.90 2 /918 Chr17 NA 0/0 /17 Donson-chemokine/cytokine-i receptors associated with LTS in HGA
0.90 1/630 Chr X NA 0/0 /44 in vivo astrocytes vs. cultured astroglia
Gl GERESel vy i ek cancrr o okl B5%Re  gingal  Geneset . ¢ b Gepeser gprs Up
6/7 LOPEZ_MESOTELIOMA SURVIVAL_TIME_D| 2e-02 3/13 WIRTH_Sec. lymphoid organs 116 WRIGH‘I‘ ABC U
6/7 LOPEZ | MESOTHELIOW SURVIVA'I: WO'RST VS_BEST 3e-01 2126 WIRTH_Pancreas /28 DAVE_Imimune response 1
7112 BERTUCCI INVASIVE_CARCINOMA T 'DUCTAL'VS'LOBUL_AR DN 4e-01 1/12 WIRTHZPrim. Iymphold organs 3 /250 LENZ_Stromal slgnaturel
7115 IAKAJ _MAST CEEL 4e-01 1/12 WIRTH_Lymphocytes 18 MASCQUE ABCU
7116 CROME TUMORTG 4e-01 1/13 WIRTH ymus /86 ROSOLOWSKI red total
517 LOPEZ MESOTHELIOMA SU'RVIVAL OVERALL_UP 4e-01 1/13 WIRTH Thalamus 1/118 SPANG_LPS 6hrs
6/12 ZHAN_MULTIPLE_MYELOMA 4e-01 1/13 WIRTH Thyroid gland /13 BENTI mBL
6/14 SMID_BREAST_CANCE! R RELAPSE_IN_LUNG D 5e-01 1/14 WIRTH_Globus pallidus /5 MASCOQUE_mBL UP
6/14 WU_SILENCED_BY_METRYLATION TN BLADDE 5e-01 1/15 WIRTH_Cerebellum /14 WRI B
6/15 _ ETS UNX1 RUNXlTl FUSION GRANULOCYTE DN 5e-01 3/62 WIRTH Liver 1/140 DAVE_BL-vs-DLBCL
6/15 POOLA”INVASIVE BREAST CANC 5e-01 1/16 WIRTH”| Hlppocam us /59 LENZ”Stromal signature 2
5/10 L _VAS 5e-01 17 /400 WIRTH Nervous System 8/274 SPANG IL21 DN
5/10 FEI DO _LYL1 NEIGH 6e-01 5/120 WIRTH Testis . 120 DAVE_Immune response 2
5/10 3IOCARTA MONOCYTE PATHWAY 9e-01 1/50 WIRTH_Homeostasis /22 DAVE_NFkB BL DN
6/16 RKOLA TERATOMA_UP 1e+00 21127 WIRTH Muscle 8/291 SPANG_IL21 UP
6/16 I'URASH\/TLI BREAST LOBULAR_CARCINOMA_VS_LOBULAR_NORMAL 1e+00 o/ WIRTH] P"U"afy gland 4138 ROSOLOWSKI_blue DOWN
6/16 BILBAN B_CLL _LPL DN 1e+00 o/ 0 WIRTH B-c 171275 ZHANG_DLBCL mutated
6/16 RICKMAN "HEAD AND_NECK_CANCER_A 1e+00 [ WIRTH Ton: | 2/12 AVE_BL_DN
6/16 BOQUEST_STEM_CELT_CULTURED_VS_FRESH_DN 1e+00 o/ WIRTHZ Bone marrow 241426 SPANG_CD40 6hrs DN
hE p-value # nes I;% d%{ﬂ’ﬁé H@ A Uégﬁ
P -0 ﬁm{ﬁ” gé[% i GE € ” Q%ﬁ;t ) St\oma papillary
571823 sequence-: SpeCIfIC DNA binding transcription factor activity 4e-04 T (: 6 0/34 Pancreallc cancel
5/14 selenium bindin: 7e-04 15 / 136 0/22 Glioblastoma muluforme somatic
8/43 chemokine activity 9e-04 12/98 A GT722177222 0/21 Gastrointestinal
23/252 transcription factor binding 1e-0: 34 /457 TGCC 0/ Pnunary adenoma
6/27 anugen binding 1e-0; 18/189 ~! 0/36
4712 Rac GTPase activator activity 4e-0: 12/116 GACA-219 0/27 Cglorectal cancer
5/21 glycosaminoglycan bindin 4e-0: 20/ 244 GTGC-25--32--92--363--367 0/ lenomas, multlple colorectal
6134 endopeptidase inhibitor activity 5e-0. 9/7 GGCC-193A--193B 0/35 Prostate canci
4/16 cytokine binding 5e-0: 15/168 ATAC-144 0/11 Alzhelmerdlsease susceptibility to
241318 chromatin binding 6e-0: 29 /415 TTTG-19A--19B 0/ Schlzophrenla susceptlbl ity to
4717 metallocarboxypeFtldase activity 6e-0; 11/108 AGCA-155 0/ Parklnson
4117 RNA polymerase || distal enhancer sequence-specific DNA binding 7e-0. 9/8 AACT-223 0/23 Fatocellu\ar carcinoma
5/27 estrogen receptor binding 9e-0: 137145 AAAG-511 0/29 elanoma and neural system tumor syndrome
4/18 aromatase activity 1e-0: 201267 CACT-128A--128B 0/30 Ovanan cancer
9/79 electron carrier activity 1e-0: 5/3 CCTG- 0/38 Breast cancer
4120 RNA polymerase Il transcription coactivator activity 1e-0 19/252 AGCA-93--302A--302B--302C--302D--372--373--520E--520A--526 0/15 Gastric cance!
6/43 SCEVEH% r receptor activity 1e-0. 6/45 GGCA-455 0/4 Thyroid carclnoma follicular
61745 steroid hormone receptor activity le-0; 36/577 GTGC-506 0/36 Lung cancer
4122 coreceptor activity 2e-0. 8177 GGTG-329 0/12 Bladder cancer
LWL LA el pase IVIDARGCEE  Gonese
l pedl Lﬁ%ﬁnﬁset éooz m A
2/ miR-15a 0.002 10/81 hsa- ITII - 8 2/3 A
4126 miR-21 0.003 22 /269 R- 0.083 1/2
! miR-221 0.004 11/101 :*410 0.159 1/4
! miR-222 0.004 9/7 R-1305 0.159 1/4
110 miR-146a 0.007 13/141 R-135b 0.195 1/5
! miR-15! 0.008 2117278 R-30c 0.262 1/7
! miR-34: 0.008 715 R-891b 0.380 1/11
! miR-148a 0.009 167194 R-222 0.380 1/11
! miR-223 0.009 1317146 R-494 0.456 1/14
14 let-7c 0.014 157187 20d-5p 0.456 1/14
14 miR-34b 0.017 4/24 28 .000 0/16
14 miR-34c 0.018 7164 .000 0/13
! miR-101 0.018 7164 .000 0/7
! miR-205 0.019 4177 .000 0/9
! miR-320 0.021 9/268 .000 0/11
! let=7 0.023 1/130 .000 0/15
/ miR-133a 0.026 /40 miR-758 .000 0/2
/ miR-15b 0.027 5/203 hsa miR-221 .000 0/14
/ miR-26a 0.028 8 / 449 hsa-miR-130b .000 0/15
a@ r} 08 (;sgl {a” ﬁﬂ@ﬁgfsz ah_k E)ef(\){lalue %Wﬁu %H\%SI'QEIT low expression TF %,é %%a" ﬁ 15}%%% Lymph node
.09 112 BENT! 8e-02 12 YC Cell cycle DOWI e—05 6/16 VAQUERIZA Sallvary gland
8 /111 BENTINK ras.4 8e-02 12 C_Chromatin_modification UP e-04 6/21 VAQUERIZASTon:
1 112 BENTINK e2f3 1 2e-01 15 YCTF e-04 81740 VAQUERIZA Fetal braln
3 113 BENT K”src.10 3e-01 18 YC_Cell cycle UP e-04 7137 VAQUERIZASProstate
0.46 /14 NTINK_myc.1 3e-01 19 YCTargesDOWN e-0: 3/7 VAQUERIZAS”Appendix
0.48 115 GUSTAFSON PI3K_DN 5e-01 163 YC_Targets UP e—0. 5/24 /AQUERIZAS Trachea
1.00 0/13 GUSTAFSON_PI3K_UP 6e-01 /20 MYCT Melabol ism U e—0: 6/41 VAQUERIZAS”Thymus
1.00 0/15 BENTINK ras’® 1e+00 2 /1095 HEBENSTREIT hlgh expression TF 8e-0 4719 VAQUERIZAS”Pituitary
1.00 0/14 BENTINK src.2 1e+00 8/1233  KIM | MYC ageTs 8e-0! 5/30 VA UERIZAS Fetal lung
A 0/0 1e+00 0/14 OWI 9e-0: 4120 VA ZAS_Bone marrow
A 0/0 1e+00 0/4 C Aprt 9e-0 6/43 VA UER ZAS " Uteru
A 0/0 1e+00 0/4 C_Cell growth and proliferation UP e—0: 6/43 VAQUERIZA _Whole brain
A 0/0 1e+00 0/7 C DNArepair e-0. 7162 VAQUER ZA —Whole blood
A 0/0 1e+00 0/3 YC_DNA repllcatlon upP e-0. 7162 VAQUERIZAS Lung
A 0/0 1e+00 0/2 'YC_ECM cell adhesion DOWN e-0; 5/39 VAQUERI ZAS“I'hyrmd
A 0/0 1e+00 0/16 YC_Protein synthesis de radatlon upP e-0. 4/28 VAQUERIZASLivi
A 0/0 1e+00 0/8 YC_RNA processing binding e—0; 4/29 VAQUERIZAS 7Smooth muscle
A 0/0 1e+00 0/2 YC_Signal transduction up’ e-0 3/20 VAQUERIZAS”Adrenal cortex
A 0/0 1e+00 0/3 'YC_Tumor supressor genes UP e-0 2/13 VAQUERIZAS Ovary
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Spot Summary: j

# metagenes = 31
# genes = 456

<r> metagenes = 0.85
<r>genes = 0.37
beta: r2=17.38 / log p= —Inf

# samples with spot =36 (13.1 %)
Classical : 6 (18.8%)

Basal : 18 (21.4 %)
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ID

3543
6364
57172
54855
5920
51755
400818
23231
4283
10628
2634
3002
3123
641737
3001
51466
3669
4067
915

100132406

max e
min e

15 -4.05
3.07 -3.08
3.1 -2.31
2.8 -2.28
2.02 -2.17
2.83 -2.17
1.62 -1.99
2.08 -1.93
2.98 -1.9
1.61 -1.89
1.44 -1.84
2.43 -1.84
3.58 -1.81
12 -1.79
2.33 -1.74
1.65 -1.73
1.84 -1.71
1.56 -1.67
2.29 -1.66
1.15 -1.64

r

0.53

0.26

0.69

0.66

0.69

0.63

0.55

0.57

0.55

0.71

0.25

0.93

0.65

0.77

0.71

0.47

0.91

0.64

Description
Symbol

IGLL1  immunoglobulin lambda-like polypeptide 1 [Source:HGNC Sy
CCL20 chemokine (C-C motif) ligand 20 [Source:HGNC Symbol;Acc
CAMK1Gecalcium/calmodulin-dependent protein kinase IG [Source:HG
FAM46C family with sequence similarity 46, member C [Source:HGNC
RARRES®tinoic acid receptor responder (tazarotene induced) 3 [Sour
CDK12 cyclin-dependent kinase 12 [Source:HGNC Symbol;Acc:242;
AC23981MNeuroblastoma breakpoint family member 1 [Source:UniProt
SEL1L3 sel-1 suppressor of lin-12-like 3 (C. elegans) [Source:HGNC
CXCL9 chemokine (C-X-C motif) ligand 9 [Source:HGNC Symbol;Ac
TXNIP thioredoxin interacting protein [Source:HGNC Symbol;Acc:16
GBP2 guanylate binding protein 2, interferon-inducible [Source:HGI
GZMB  granzyme B (granzyme 2, cytotoxic T-lymphocyte-associate:
HLA-DRB1ajor histocompatibility complex, class II, DR beta 1 [Source:
GZMA granzyme A (granzyme 1, cytotoxic T-lymphocyte-associate:
EVL Enah/Vasp-like [Source:HGNC Symbol;Acc:20234]
1SG20 interferon stimulated exonuclease gene 20kDa [Source:HGN(
LYN v-yes-1 Yamaguchi sarcoma viral related oncogene homolog
CD3D CD3d molecule, delta (CD3-TCR complex) [Source:HGNC S

NBPF10 neuroblastoma breakpoint family, member 10 [Source:HGNC

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

Density

p-value #in/all

4e-31
5e-17
4e-13
4e-08
5e-07
1le-06
le-06
2e-06
2e-06
2e-06
5e-06
6e-06
le-05
1le-05
2e-05
2e-05
2e-05
3e-05
3e-05
6e-05
7e-05
7e-05
le-04
le-04
le-04
2e-04
2e-04
2e-04
2e-04
2e-04
3e-04
3e-04
3e-04
3e-04
4e-04
4e-04
4e-04
5e-04
7e-04
7e-04
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Geneset

64 /417 H.Tiss WIRTH_Immune system

54 /553 Cance Lembcke_Colonic Inflammation

35/312 BP  immune response

12/60 BP T cell costimulation

6/13 Cance GENTLES_modul18

17/162 CC  external side of plasma membrane

6/15 CC  MHC class Il protein complex

19/204 BP  cell surface receptor signaling pathway

6/16 GSE# FARMER_BREAST_CANCER_CLUSTER_1

6/16 GSE# SU_THYMUS

5/11 GSE# BIOCARTA_TCYTOTOXIC_PATHWAY

24327 Lympl SPANG_CD40 6hrs UP

5/13 BP  negative regulation of B cell proliferation

54/1135 Chr Chr19

417 Glio Donson-cytotoxic effectors—associated with LTS in HGA

5/14 GSE# FINETTI_BREAST_CANCER_KINOME_GREEN

10/74 BP  regulation of immune response

8147 BP  antigen processing and presentation

5/15 Glio Donson-chemokines/cytokines—associated with LTS in HGA

261426 Lymp' SPANG_CD40 6hrs DN

10/84 BP T cell receptor signaling pathway

6/28 BP B cell receptor signaling pathway

4/11 BP positive regulation of B cell differentiation

4/11 BP  positive regulation of natural killer cell mediated cytotoxicity

4711 GSE/ BIOCARTA_THELPER_PATHWAY

7145 BP cellular defense response

7145 BP T cell activation

8/60 BP interferon-gamma-mediated signaling pathway

4112 BP  negative regulation of T cell activation

4112 GSE/ BIOCARTA_CTL_PATHWAY

4/13 Lymp' BENTINK_mBL DOWN

4/13 GSE# BIOCARTA_IL17_PATHWAY

15/204 BP  cytokine-mediated signaling pathway

5/24 BP  negative regulation of T cell proliferation

4/14 GSE/ BIOCARTA_IL12_PATHWAY

4/14 GSE# BIOCARTA_NO2IL12_PATHWAY

12 /143 MF  transmembrane signaling receptor activity

4115 GSE/ HUMMEL_BURKITTS_LYMPHOMA_DN

19/316 Canct SPANG_BCL6-index2

5/28 CC transport vesicle membrane

p-values
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i%aj Mﬁ” ﬁm@ﬁ%‘{,nse éeﬂ@lne ﬁm@l grﬁ&!%s@oqonlc Inflammation — Q@rﬁlo@&%tof plasma membrane
2160 T cell costimulation 5e-07 6/1 GENTLES modull8 1le-06 MHC class Il protein complex
9/204 cell surface receptor swgnallng pathway 7e-04 197/ 31 SPANG_BCL6-index2 e-04 transport vesicle membrane
/13 negative regulation of B cell prollferatlon e-01 81/185 ANG_LPS-index2 e-0. clathrin—coated endocytic vesicle membrane
0/74 regulation of immune response e-01 1/7 ZHANG_MGUS up e—0. integral to lumenal sidé of endoplasmic reticulum membrane
147 an |S1€n processing and Dfesemallon e-01 1/14 LIU_ COMMON CANCER GENES e-0. immunological synapse
0/84 T cell receptor signaling pathway e-01 1/13 GENTLES_modul12 e-0: /12 T cell receptor complex
128 B cell receptor signaling pathway e—-01 1/14 LIU_LIVER_CANCEI 4e-0. 0 / 686 Golgl apparatus
/111 positive regulation of B cell differentiat e-01 1/14 WANG_ER”UP e—0. 1/184 g osome
4711 positive regulation of natural killer cell medlaled cytotoxicity e-01 1/15 LIU PROSTATE_CANCEI 9e-0: 4732 R to Golgi transport vesicle membrane
7145 cellular defense response e-01 1/16 HODES UNDIFFERENTmTED _CANCER e-0. 4/35 trans—Golgi network membrane
7145 T cell activation e-01 1/48 KUIPER VM poor survival e-0. 4138 cytoplasmic side of plasma membrane
8160 interferon-gamma-mediated 5|gna||ng pathway e-01 1/68 SHAUGHNESSY_MM high rlsk e—0; 5/65 lysosomal lumen
4112 negative regulation of T cell activati |o e+00 5/530 Lembcke Normal'vs Adenol e-0. 4146 endocytic vesicle membrane
57204 cytokine-mediated si naImP pathw: e+00 0/15 DES CANCER META SIGNATURE 4e-0; 5/70 endomembrane syst
124 negative regulation of T cel Pthfefa on e+00 0/15 SOTIRIOU BREAST CANCER 1 VS 3 DN 4e-0; 3129 istone deacetylase complex
0/123 defense response to virus e+00 0/15 SOTIRIOU” BREAST‘CANCER GRADE 1"VS“3_UP 5e-0. 5/78 PML bod
113 Osmve regulation of JAK-STAT cascade e+00 0/10 LIU_BREAST_CANCER 6e-0. 10/ 215 ysosomal membrane
4/27 opolysacchande mediated signaling pathway e+00 0/14 LIU_PROSTATE_CANCER_UP e—0 2119 istone methyltransferase complex
3/14 lefense response to protozoan e+00 0/9 WANG_ER_DN ™ e—0. 3/41 ransport vesicle
#J Nﬁu gplgeset rl@%sa ﬂ/ ?2” Q’E) %&ﬁ;sls up d ?}g/all gf&oxm effectors-associated with LTS in HGA
8 /918 Chr 17 1.0 41375 GUDé_Ipsorlass down 5/15 Donson-chemokines/cytokines—associated with LTS in HGA
%ggge gwrg% %.8 8; 7 ESEETNIQ Egm dp 5 ;49 Donson-innate |mmun|;ty associated with LTSllln HG,
hr X ow 4/32 Donson-Misc immune function-associated with L Sln HGA
123 Chr HSCHR6_MHC_DBB 1.0 0/26 BCHETNIAZEBM-| DM up 217 Donson-— adaptR)e ?mmur?lty assocslateg \Aﬁt T
/52 Chr HSCHR6_MHC_QBL A 0/0 2/8 Donson-migration tetherlnlg\‘an rolling— assomated wnh LTS in HGA
9/630 Chr X A 0/0 445 willscher_GBM_Verhaak: \wt_expression_J_up
21743 Chr7 A 0/0 117 Donson-chemakine/cytokine-réceptors— assomated with LTS in HGA
1/717 Chr 16 A 0/0 1/265 willscher_GBM_Verhaak-CL_expression_|
5/504 Chr 15 A 0/0 1/265 willscher_GBM”Verhaak-MES_expression | 'B u
5/519 Chr 14 A 0/0 1/265 willscher_GBM_Verhaak—-PNwi_expression_B_down
6/633 Chr9 A 0/0 1/265 willscher_GBM™Verhaak-PNmut_expression_B_down
71699 Chr5 A 0/0 /4 willscher_Gl STSwt_proteomics-L_UP
421720 Chr1 A 0/0 4/71 willscher_GBM”Verhaak-CL_expression_H_down
2 /957 Chr11 A 0/0 4/71 willscher_GBM_Verhaak-MES_expression H_up
37602 Chr 10 A 0/0 4171 w cher_GBM_Verhaak-PNwi_ expresslon H_up
3/1033 Chr2 A 0/0 /48 Noushméhr_Pron_GCIMP r&yperm eth
1 44 Chr 20 A 0/0 /58 Christensen_ hypomelh Iate in secondary glloblastoma
/1232 Chr 18 A 0/0 4795 T MGMTmetl Y Up_VS_nonimethyl
14/714 Chr6 A 0/0 1/12 Phillips PN up VS MES & Prolif”
#} nga” QWQ&AST CANCER_CLUSTER_1 nk E,efélg ue g!ﬂ(ﬁ“ sﬁgp}-ﬁlﬁ%tme system lJ kLO allsg é@?f" g’ﬁ\lr};e_égjo 6hrs UP
116 SU_THYMUS e-01 1/ WIRTH_Bone marrow e—05 26/426 SPANG_CDA40 6hrs DN
/111 BIOCARTA _TCYTOTOXIC_PATHWAY e-01 1/ WIRTH Cortex cerebrl e—04 BENTINK_mBL DOWN
114 FINETTI_BREAST CANCER KINOME_GREEN e-01 1/ WIRTH Hippocampus e—0: 7/69 SPANG_LPS 6hrs DN
4/11 BIOCARTA_THELPER PATHWAY e-01 1/ WIRTH Placenta e—0: 4122 DAVE_NFkB B
4/12 BIOCART/ TL_PATHWAY e+00 1/127 WIRTH Muscle 4e-0: 10/ 140 DAVE BL—VS—DLBCL
4/13 BIOCARTA_IL17_PATHWAY e+00 1/400 WIRTH Nervous System e-0: 3/16 WRIGHT _ABC UP
4/14 BIOCARTAIL12 PATHWAY e+00 0/5 WIRTH_Pituitary gland e—0. 6/86 ROSOLOWSKI_red total
4/14 BIOCARTA_N 12 P e+00 0/26 WIRTH_Pancreas 4e-0: 3/28 DAVE_ImmuneT responsel
4115 HUMMEL UR I SLYMPHOMA DN e+00 0/13 WIRTHSec. I¥mphowd organs 5e-0. 4/54 SPANG_BAFF 9hr: DN
/ BOQUEST S L e+00 0/12 WIRTH_Prim. lymphoid organs e-0. 3/38 ROSOLOWSKI blue
/ REACTOME IMMUNOREGULATORY INTERACTIONS_BETWEEN_A_LYM e+00 0/10 WIRTH B—CeIIS 1/4 WRIGHT_custom GCB DLBCL upP
/ LEE EARLY_T_LYMPHOCYTE DN e+00 0/ WIRTH Tonsil e 1/4 MASCQUE_mBL
/ KLEIN_TARGETS OF B R AB'Ll FUSION e+00 0/ Wi Hj’h mus e 11/274 SPANG_IL21 DN
/ ICCABE_HOXC6_TAI e+00 0/12 WIR G‘I e 5/100 ROSOLOWSKI_blue total
/ ZHAN VI LATE DIFFERENTTATION GENES DN e+00 0/14 WIR H Obus pallldus e 1/5 WRIGHT _custom ABC-DLBCL UP
/ BIOCARTA CTLA4 P e+00 [ WIRTH Telencephalon e 28/852 SPANG_BCR DN
14 TH TER TAR'GE S DN e+00 o/ WIRTH Thalamus e 1/8 MASC E_GCB UP
14 BIOCARTA_CYTOKINE_PATHW; e+00 o/ WIRTH Cerebellum e 1/8 MASCQUE _ABC
113 BONOME OVARIAN_( CKNCER POOR SURVIVAL_DN e+00 0/120 WIRTH Testis e 5/118 SPANG_LPS Shrs UP
yalue #}n %” % g%atne signaling receptor activity J éoz e %J” H&?Q—%??t é)gﬁ %St\oma papillary
5/4 non-membrane spanning protein tyrosine kinase activity 0.06 4/55 AATG-136 0/34 Pancreatic cancel
514 chemokine activity 0.13 3/48 CCAT-432 0/22 Glioblastoma muluforme somatic
1/1749 DNA bindin 0.15 57108 AGCA-155 0/21 Gastrointestinal
2 /227 receptor acfivity 0.17 4/83 AGGA-516-3P 0/ Pnunarya [enoma
/2 uanyl-nucleotide exchan%;e factor activity 0.21 5/120 GAGC-14 0/36
2 /529 protein homodimerization activi 0.25 2/37 TAGG-192--215 0/27 c Slorectal cancer
710 endodeoxyribonuclease activity 031 41107 TCCA-51 0/ Kdenomas, mquFJle colorectal
110 hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in cyclic 0.31 3/75 CCAG-33. 0/35 Prostate canci
/10 small GTPase bindini 0.34 6/182 CTGA-24 0/11 AlzRemer disease, susce tibility to
4146 Rab GTPase activator activity 0.36 1/17 AGTC-151 0/ Schlzophrenla susceptlm ity to
2/11 regulatory region DNA bindirg 0.37 3/83 GCAC-18A--18B 0/ Parkmson \
4147 transcripfion cofactor activity 0.38 1/18 CG —503 0/23 ?atocellu ar carcmoma
3/ 2 enz 'me inhibitor activity 0.39 2/51 ATAA 0/29 elanoma and neural system tumor syndrome
414 steine-type endopeptidase activity 041 2/53 AAGT— 4225——422A 0/30 Ovanan cancer
2/1. WHC clas protein binding 041 1/20 GTAG 0/38 Breast cancer
71121 cytokine activity 0.42 67199 CA( —320 0/15 Gastric cancel
21/531 catal)/tlc activity 0.44 71240 CAGT-141--200A 0/4 Thyroid carclnoma follicular
4/50 SHB/SH2 adamor activity 0.46 1/23 CAC —302 0/36 Lung cancer
3/31 SH2 domain binding 0.48 11/401 0/12 Bladder cancer

AP teengse: LN g Avel = l@?mﬁ% =t WIMALuAbap  enese
1/2 miR-193a 11 0.044 2/13
1/26 miR-21 0.07 / 6 hsa-mil 72200 0.052 1/
0/11 let-7a 0.08 /18 R iR-! 0.076 1/
0/6 let-7b 0.09 141 sa*m!szlQOfSp 0.101 1/4
0/4 let-7c 0.10 143 0.101 1/4
0/6 et-7d 0.11 4169 0.169 1/7
0/4 et-79 0.11 1125 hsa—mlR 520a-5p 0.310 1/14
0/13 miR- 0.15 /51 i 0.328 1/15
0/5 miR-101 0.18 129 IR-296-5p 1.000 0/16
0/2 miR-101b 0.19 158 -324-3p 1.000 0/13
0/4 miR-106b 0.19 131 7 1.000 0/
0/2 miR-107 0.20 4/88 —-423-5p 1.000 0/9
0/4 miR-122 0.21 133 4 1.000 0/11
0/ miR-124a 0.22 134 -615-5p 1.000 0/
0/ miR-125a 0.22 134 -1226 1.000 0/14
0/ miR-125b 0.23 135 8 1.000 0/
X 0/ miR-126 0.23 110 hsa-miR-933 1.000 0/15
. 0/ miR-127 0.27 169 hsa-miR-502-5p 1.000 0/4
. o/ miR-128 0.27 139 hsa-miR-1258 1.000 0/12
ATWLACE, I povalue Rk plssue
a r}s all &E%%{ _DN ahk .05 #J ':'Ma” W . . .007 ﬁEJJaH U _Lymph node
.0 0/13 L 0.42 0 /1095 HEBENSTREIT _high expression TF 0.036 128 VAQUERIZASLiver
0/12 B e2f3.1 0.99 0/1233 IM_MYC targefs 0.064 116 VAQUERIZASFetal thyroid
?T . | !
0/11 .00 711146 4EEENSTRE low expression TF 0.104 /21 VAQUERIZAS Tonsil
0/14 .00 15 0.175 129 VAQUERIZA Smomh muscle
AR 11 LI = G2 D Ve
X X — . y
.0 0/15 .00 0/4 YC_Apoptosis UP 0.310 /14 VA UERIZAS Fetal Ilver
R I 1 B Gm ple Voumeeednd.
! X ell cycle .34 16 alvar an
A 0/0 .00 0/4 Cell g¥owth and prol\feratlon uUpP 0.412 /20 ERIZAS”Bone rr)\/agrrow
ﬁ 8;8 .88 8;; YE_;IR‘rRmatm modification UP 8.485 ;62 VA UEEI%ﬁg‘Whole blood
X .485 62
A 0/0 .00 0/3 YC_DNA regllcatlon upP 0.549 130 UERIZAS]| Fetaﬁ Iung
A 810 90 815 NV Nictabols Up Do 0883 i uERIZﬁé—F
X Metabolism X
A 0/0 .00 0/16 YC_Protein synthesis degradation UP 1.000 0/40 UERIZAS”]| Fetal brain
A 0/0 .00 0/8 YC_RNA processing binding UP 1.000 0/44 UERIZAS”Placenta
A 0/0 .00 0/2 YC”Signal transduction UP 1.000 0/43 UERIZAS_Uterus
A 0/0 .00 0/3 'YC_Tumor supressor genes UP 1.000 0/12 UERIZAS Kidney
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Spot Summary: k

# metagenes = 49
# genes = 685

<r> metagenes = 0.84
<r>genes = 0.25
beta: r2=9.53 / log p= -Inf

# samples with spot =25 (9.1 %)
Atypical : 9 (12.2 %)

Basal: 6 (7.1%)
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Rank
ID

3866
9076
256764
94234
216
4072
3304
928

11166

© 0o N o g A~ W N B

=
o

4953

7153

=R
NP

655

116832

B
A W

55165

10643

= e
o o

54443

3945

= e
o N

51659

6657

N P
o ©

29968

max e
min e

3.23 -3.16
24 -3.14
231 -2.89
217 -2.63
2.99 -2.41
25 -2.3
1.71 -2.26
2.05 -2.1
2.55 -1.98
2.24 -1.94
17 -1.84
1.77 -1.82
1.7 -1.8
1.32 -1.76
2.03 -1.74
1.46 -1.74
1.73 -1.73
1.45 -1.7
2.29 -1.7
151 -1.67

r

0.46

0.37

0.4

0.35

0.63

0.26

0.65

0.68

0.4

0.83

0.53

0.61

0.81

0.52

0.71

0.38

0.62

0.85

0.59

Description
Symbol

KRT15 keratin 15 [Source:HGNC Symbol;Acc:6421]

CLDN1 claudin 1 [Source:HGNC Symbol;Acc:2032]

WDR72 WD repeat domain 72 [Source:HGNC Symbol;Acc:26790]
FOXQ1 forkhead box Q1 [Source:HGNC Symbol;Acc:20951]
ALDH1ARIdehyde dehydrogenase 1 family, member Al [Source:HGN(
EPCAM epithelial cell adhesion molecule [Source:HGNC Symbol;Acc:
HSPA1A heat shock 70kDa protein 1A [Source:HGNC Symbol;Acc:52¢
CcD9 CD9 molecule [Source:HGNC Symbol;Acc:1709]

SOX21 SRY (sex determining region Y)—box 21 [Source:HGNC Symt
ODC1 ornithine decarboxylase 1 [Source:HGNC Symbol;Acc:8109]
TOP2A topoisomerase (DNA) Il alpha 170kDa [Source:HGNC Symbc
BMP7  bone morphogenetic protein 7 [Source:HGNC Symbol;Acc:1(
RPL39L ribosomal protein L39-like [Source:HGNC Symbol;Acc:1709¢
CEP55 centrosomal protein 55kDa [Source:HGNC Symbol;Acc:1161
IGF2BP3insulin-like growth factor 2 mRNA binding protein 3 [Source:t
ANLN  anillin, actin binding protein [Source:HGNC Symbol;Acc:1408
LDHB lactate dehydrogenase B [Source:HGNC Symbol;Acc:6541]
GINS2  GINS complex subunit 2 (Psf2 homolog) [Source:HGNC Sym
SOX2  SRY (sex determining region Y)—box 2 [Source:HGNC Symbc

PSAT1 phosphoserine aminotransferase 1 [Source:HGNC Symbol;Ar

Geneset Overrepresentation

Rank
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Density

p-value #in/all Geneset
le-95 941142 Glio willscher_GBM_Verhaak-CL_expression_C_up
le-95 94 /142 Glio  willscher_GBM_Verhaak-PNmut_expression_C_down
2e-70 116/370 BP  mitotic cell cycle
le-54 119/530 Cance Lembcke_Normal vs Adenoma
8e-39 136/949 CC  nucleoplasm
6e-31 49/149 BP  DNA replication
2e-27 56 / 232 BP  mitosis
7e-23 16/16 GSE# EGUCHI_CELL_CYCLE_RB1_TARGETS
3e-21 26/57 Glio developing astrocytes
6e-21 39/148 BP  G1/S transition of mitotic cell cycle
3e-20 15/16 GSE# FINETTI_BREAST_CANCER_BASAL_VS_LUMINAL
3e-20 54/298 BP  DNA repair
6e-19 14715 GSE# FINETTI_BREAST_CANCER_KINOME_RED
2e-18 185/2378 CC  cytosol
4e-18 25/66 CC  condensed chromosome kinetochore
6e-18 18/30 BP  DNA strand elongation involved in DNA replication
8e-18 731572 Disea GUDJ_psoriasis up
le-17 23/56 cC  chromosome, centromeric region
3e-16 12/13 GSE# CROONQUIST_IL6_DEPRIVATION_DN
5e-16 13/16 GSE# FARMER_BREAST_CANCER_CLUSTER_2
4e-14 12716 GSE/ GRAHAM_NORMAL_QUIESCENT_VS_NORMAL_DIVIDING_DN
4e-14 12716 GSE/ KANG_DOXORUBICIN_RESISTANCE_UP
4e-14 89/914 Chr  Chr3
le-13 16/35 BP  mitotic nuclear envelope disassembly
2e-13 11/14 MMM MACIEJ_MMML 4
2e-13 11/14 GSE/ ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER
3e-13 113/1344 MF  ATP binding
4e-13 12/18 BP spindle organization
4e-13 181749 BP  telomere maintenance
5e-13 279/4640 CC  nucleus
7e-13 11/15 Canct SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3 UP
2e-12 13/24 BP  telomere maintenance via recombination
2e-12 11/16 Cancc WOLFER_overlap genes
2e-12 11/16 GSE/# SCIAN_CELL_CYCLE_TARGETS_OF_TP53_AND_TP73_DN
2e-12 11716 GSE/ FRASOR_RESPONSE_TO_SERM_OR_FULVESTRANT_DN
2e-12 11/16 GSE# CROONQUIST_NRAS_SIGNALING_DN
2e-12 11/16 GSE# REACTOME_ACTIVATION_OF_THE_PRE_REPLICATIVE_COMPLEX
2e-12 11/16 GSE/ REACTOME_DNA_STRAND_ELONGATION
2e-12 11/16 GSE# REACTOME_G2_M_CHECKPOINTS
3e-12 19/61 CC  kinetochore
p-values
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k Be yalue #'Q/?/U %ﬁ@?sﬁ@ le ! Eefgzl lne %@/@J gslgotrmal vs Adenoma %Q/QU ﬁéﬁt
497149 DNA repllca lon 7e-1. 1715 SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP 85 /2378 1050
e 56 /232 2e-1] 1/16 LFER Overlay ’aen S 5 /66 condensed chromosome kinetochore
6e—21 9 /148 GllS Iransmon of mitotic cell cycle 1e-0! 6/68 SHAUGHNESS M high ri 3 /56 chromosome, centromeric region
3e-20 4/ 298 DNA repai 8e-0 116 HODES_UNDIFFERE! TIATED CANCER 79 /4640 nucleus
6e-1 8/30 DNA slrand elongation involved in DNA replication 1e-04 9/48 KUIPER MM poor survival 9/61 kinetochore
le-1: 6/35 mitotic nuclear envelope disassembly 3e-04 5/15 BEN-PORA UP 8/59 nuclear pore
4e-1. 2/18 spindle organization 4e-04 7133 KUIPER MM good survival 0/83 spindle pole
4e-1 8/49 lelomere malmenance 5e-04 4710 GENTLES modul3 9 /579 nucleolus
2e-1. 3/24 telomere main fanx;e via recombmatlon 3e-0: 4715 HODES CANCER META_SIGNATURE 41/335 centrosome
5e-1 6 /122 G2/M transmon of mitotic cell cycle 3e-0: 4/15 GENTLES odul. 22/109 spindle
Se-1 2721 telomere maintenance via seml conservative replication 3e-0: 4/15 GENTLES:moduIG 221120 nuclear envelope
le-1 2/22 DNA replication initiation 4e-0: 4/16 GENTLES”modul2 7110 nuclear pore outer ring
7e-1 2129 regulation of glucose transport 4e-0: 4/16 GENTLES modul4 7182 chromosome
e-0 /11 mitotic metaphase plate congression 5e-0. /39 G_MM u| 5/80 matin
-0 7167 chromosome segregation 1le-0. 116 TLES_modul7 133 splndle mlcrotubule
e-0 5/53 mRNA transporl 3e-0. 110 LIU BREAST_CANCER 2714310 cytoplas!
e-0! 0 /213 cell C‘p’ 4e-0 /11 NTLES_modul 57104 mdbody
e—0 0/22 CENP-A containing nucleosome assembly at centromere 4e-0 /113 GENTLES modul16 5/10 lateral element
e—0! 9/92 cell division 4e-0. 114 LIU_COMMON_CANCER_GENES 8/31 condensed nuclear chromosome
-value  #j J@%aﬁg j |
pe—14 dmﬁ” g%%neset e-18 %'f‘!ﬁ” Q’E) %&ﬁ;sls up &}Nﬁ" Lg%%tm Verhaak-CL_ex| Pressmn C. ug
e-05 43/534 Chr8 6e-01 15/375 GUDJ_psoriasis down 4./ 142 willscher_ GBM”Verhaak-PNmut_expression_C_down
e—0: 4 | 866 Chr 12 7e-01 1/26 BCHETNIA_EBM-DM up 6/57 developing astrocytes
e—0; 6 /1033 Chr2 1e+00 0/17 BCHETNIAZEBM up 1/68 cultured astroglia vs. in vivo astrocytes
e—0; 3/232 Chr 18 1e+00 0/2 BCHETNIA_EBM down /5 Phillips Prolif up vs PN & MES
e—0; 5 /504 Chr 15 A 0/0 137 willscher_GBM_proteomics_wtOnly_SpotH
e—0; 711720 Chrl A 0/0 1/328 Up
e—0; 9 /630 Chr X A 0/0 113 Christensen_hypomethylated_in_grade2_astrocytoma
e—0. 6 /618 Chr 4 A 0/0 113 Christensen_hypomethylated_in_grade2_oligodendroglioma
e—0. 1/743 Chr7 A 0/0 114 Christensen”hyj ed_in_grade2_oligoastrocytoma
e—0. 6/714 Chr 6 A 0/0 114 Christensen_hy ed in_grade3_oligoastrocytoma
e—0. 1/602 Chr 10 A 0/0 5/62 Stuehler_Protei
e-0; 1/633 Chr9 A 0/0 2/15 VERHAAK_PN s pe
e—0. 152 Chr HSCHRG MHC_QBL A 0/0 3/31 KIM prognostic SI nature LTS vs. STS
e—0. 4/449 Chr A 0/0 4749 Vishal_subnetwork signature of survival i |n GBM
/280 C"II’ 13 A 0/0 /4 willscher_GBM_STSwt_proteomics—L _|
6/519 Chr 14 A 0/0 /4 willscher_GBM”Verhaak—-CL _expression_| E up
3/ 717 Chr 16 A 0/0 14 willscher_GBM”Verhaak-PNwt_expression_E_down
1/386 Chr 22 A 0/0 /4 willscher_GBM™Verhaak-PNmut_expression_E_down
2 /699 Chrs A 0/0 71313 willscher_GBM_Verhaak-CL_expression_D_up
A4, - WHQIE,
il tinjall L CYCLE Ra1 TARG q fajall - GeneShbnoes Sl el Genesel o
e 5/16 FINETTI"BREAST _CANCER BASAL VS LUMINAL 0.1: 2115 WIR lencephalon 16 /100 ROSO'LOWSKI blue mtal
e 4/15 FINETTI_BREAST_CANCER KINOI 0.1: 2/15 WIRTH_Cerebellum 56 / 755 SPANG_BCR UP
e—-16 2/13 CROONQUIST _IL6" DEPRIVATION N— 0.4 1/13 WIRTHZTh! mus 1 DAVE_c-myc BL UP
e-16 3/16 Al BRI T_CANCER_CLUSTE! 0.4: 1/13 WIR H:Th 11/86 ROSOLOWSKI_green UP
4e-14 2/16 GRAHAM_ NORMA[ UIE NT VS, NORMAL DIVIDING_DN 0.4! 1/14 WIR GIObuS pallldus 11/119 ROSOLOWSKI_green total
4e-14 2716 N D O E U 0.74 41120 WIRTH Testis 44 /852 SPANG _BCR
1/14 ROSTY CERVI CAL C]SNCER PROLI'FERATION CLUSTER 0.78 1/36 WIRTH”Placenta 2/ 1 BENTINK _mBL UP
1/15 SOTIRIOU BREAST_CANC 0.96 11/417 WIRTH Immune system 1/5 MASCQUE_m
1/16 ELL YCLE TAR ETS OF TP 0.99 9/400 WIRTH] Nervous ystem 20/426 SPANG_CD40 6hrs DN
1/16 F ASOR ESP! E_TO_SERM OR FULVESTRANT DN 1.00 1/135 WIRTH 14 /291 SPANG_IL21 UP
1/16 CROONQUIST NRASEIG‘NALIN N 1.00 o/ WIRTH”]| Pnunary gland 3/54 SPANG’BAFF 9hrs DN
1/16 REACTOME_ACTI IVAT[O OF_THE_ PRE REPLICATIVE_COMPLEX 1.00 0/ WIRTH_Pancreas 1/12 BL_Dl
1/16 REACT( ME_DNA STRAND ELONGATION 1.00 0/ WIRTH Sec. I){mpho‘d organs 1/12 DA E | TJP
1/16 REACTOME_G2_M_CHECKPOINTS 1.00 [ WIRTH”Prim. lymphoid organs 1/14 WRIGHT CB U
0/14 ZHAN_MULTIPLE_MYELOMA_PR_UP 1.00 o/ WIRTH B-cells 121275 ZHANG DLBCL mutated
/1 KALMA E2F1 TARGET. 1.00 [ WIRTH Tonsil 1/1 DAVE BL I er
0/15 FOURNIER_ACINAR DEVELOPMENT LATE_DN 1.00 o/ WIRTH_Bone marrow 3/ 6! SPANG_LPS 6hrs
0/15 LEE EARLY_T LYMPHOC . o/ WIRTH Cortex cerebri 3/ 8 ROSOLDWSKI red total
0/16 FUJIT_YBX1_TARGETS_| DN o/ WIRTH_Hippocampus 41118 SPANG_LPS 6hrs Ul
ﬁ'? 14 t ﬁ@,{‘ ?ﬁet é’gsl é}"g Eﬁ@ I\oma papillary
411/8023  protein bindi ATGT 302C 0/34 Pancreatic cancel
7713 cleocgoplasmlc transporter activity GTC-345 0/22 Ghloblastoma multiforme, somatic
11760 histone bindin 0 TAG*lSB 0/21 Gastrointestinal
12/71 microtubule molor activity . /64 TCTG-361 [ Pnunary adenoma
7124 NA helicase activity X 2/ 1 GC-9 0/36
13/88 unfolded protein binding X 1129 CCA-522 0/27 Cglorectal cancer
39/504 nucleotide bmdmg 0.09 171 ATAC-144 0/ lenomas, multlple colorectal
10/62 sln le-stranded DNA blndln? X 0.10 /60 GG-328 0/35 Prostate canc
7133 —dependent ATPase acfivity 0.14 184 ATGC-217 0/11 Alzhelmerdlsease susceptibility to
16 /145 mlcrotubule binding 0.14 1/18: TTTT-373 0/ Schlzophrenla susceptlbl ity to
271318 chromatin binding 0.15 1145 G—511 0/ Parkmson
281335 Eroleln serine/threonine kinase activity 0.16 14 0/23 ?atocellu\ar carcinoma
6125 an GTPase bindi ,g 0.16 1127 0/29 elanoma and neural system tumor syndrome
12/99 double-stranded DNA binding 0.19 119 0/30 Ovanan cancer
6/28 core promoter bin |n? 0.20 4156 0/38 Breast cancer
17 /175 protein domain specific binding 0.21 4157 0/15 Gastric cancel
8/51 damatﬁ;ed DNA bindil 0.22 458 0/4 Thyroid carclnoma follicular
5/20 lutathione transferase activity 0.24 /41 0/36 Lung cancer
11/92 \TP-dependent helicase activity 0.25 11/208 T 0/12 Bladder cancer
Ld | :
—Valtie Senese
ée—os Iﬂ‘ | = 2e— 1 /{ ACIET
9e-06 1/171 7/14 ACIEJ]
9e-06 8/132 3/11 ACIEJ”]
1le-05 3/199 2/4 ACIEJ”]
3e-05 1 /336 1/5 ACIEJ”]
8e-05 71288 1/5 ACIEJ”]
e-04 2 /218 1/8 ACIEJ”]
e-04 21219 1/13 ACIEJ”]
e-04 71300 1/14 ACIEJ”]
e-04 3/95 1/15 ACIEJ”|
e-04 71302 1/15 ACIEJ”]
e-04 9/181 0/16 ACIEJ|
e-04 3/98 0/7 ACIEJ|
e-04 71307 0/9 IACIEJ”]|
e-04 0 /202 0/2 IACIEJ]|
e—-04 8/172 0/4 ACIEJ]
4e-04 8 /336 0/4 IACIEJ”]|
4e-04 71321 0/12 ACIEJ]
e-04 1/ 0/14 ACIEJ]
e-04 71166 0/2 IACIEJ”]
K p-value # k e
lB&%ggll'LPIS;KiUP al k [?efll %P/ 3 % al k ﬂ[ﬂl{a" ﬁ LrJ}:%Sﬁt Skeletal muscle.psoas
4114 BENTINK_myc.1 e—-08 15/63 Targets P 13 VAQUERIZAS Tes!
3/11 BENTINK e2f3.2 e-05 7120 (o] 12 VAQUERIZA Sﬁlnal cord
3715 BENTINK ras.6 e-04 8 / 1095 %EBENSTREIT thgh expression TF /4 VAQUERIZASTI
2/14 BENTINK src.2 e-03 18 YC_Cell cycle'Ul /1 VAQUERIZAS Kidney
1/12 BENTINK e2f3.1 e-03 /18 YC_RNA processln binding /1 VAQUERIZAS Ovary
1/12 BENTINK ras.1 e-02 14 YC Cell growth ant prol\feratlon UP /14 VAQUERIZAS Fetal Ilver
1/13 BENTINK src.. e-02 17 'YC_DNA'repair UP /15 VAQUERIZAS”Adrenal gland
0/15 GUSTAFSON_PI3K_DN e-01 /13 'YC”DNA repllcatlon UP 162 VA UERIZA hole biood
0/11 BENTINK_ras4 e-01 14 YC Aﬁo tosis UP /39 VA RIZAS Th %/
0/0 4e-01 114 OWTC /16 VA UERIZAS Fe al thyrold
0/0 5e-01 /16 C Prc?reln §yntheS|s degradation UP /43 VAQUERIZAS” Ui
0/0 e+00 9/1146 H B NSTREIT_low expression TF 143 VA UER ZAS‘WhoIe brain
0/0 e+00 0/5 C TFs 120 VAQUERIZAS”Bone marrow
0/0 e+00 0/9 VC_ral' ets DOWN 12 VAQUERI ZAS“I'OnSII
0/0 e+00 0/2 YC_Cell cycle DOWN 12 VAQUERIZASLive
0/0 e+00 0/2 YC_Chromatin_modification UP 12 VAQUERIZAS™ Smooth muscle
0/0 e+00 0/2 YC”ECM cell adhesion DOWN 12 VAQUERIZAS l:y 5) node
0/0 e+00 0/2 YC—Signal transduction UP 13 VAQUERIZAS Fetal lung
0/0 e+00 0/3 YCZTumor supressor genes UP 140 VAQUERIZAS Fetal brain
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Spot Summary: |

# metagenes = 20
# genes = 185

<r> metagenes = 0.95
<r>genes =0.24

beta: r2=6.9 / log p= -Inf

# samples with spot =22 (8 %)

Basal : 10 (11.9 %)
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Spot Genelist

Rank

ID
1 3880
2 3856
3 26227
4 84707
5 a5
6 59342
7 815
8 57216
9 400916
10 200634
11 253782
12 7345
13 26053
14 5625
15 57549
16 6647
17 286676
18 sa71
19 59271
20 56977

max e
min e

3.42 -4.05
2.63 -2.21
1.93 -2.15
2.04 -1.89
2.19 -1.87
1.61 -1.74
2.07 -1.61
1.29 -1.54
1.6 -1.51
1.51 -1.49
1.46 -1.45
3 -1.41
1.29 -1.33
1.89 -1.32
1.98 -1.31
0.97 -1.27
1.51 -1.2
2.55 -1.19
1.36 -1.15
1.46 -1.14

r

0.56

0.46

0.6

0.57

0.59

0.46

0.34

0.57

0.47

0.43

0.42

0.4

0.62

0.42

0.62

0.37

0.37

0.48

Description
Symbol

KRT19 keratin 19 [Source:HGNC Symbol;Acc:6436]

KRT8P3 keratin 8 pseudogene 3 [Source:HGNC Symbol;Acc:31056]
PHGDH phosphoglycerate dehydrogenase [Source:HGNC Symbol;Ac
BEX2 brain expressed X-linked 2 [Source:HGNC Symbol;Acc:3093
ASS1  argininosuccinate synthase 1 [Source:HGNC Symbol;Acc:75¢
SCPEP1 serine carboxypeptidase 1 [Source:HGNC Symbol;Acc:29507
CBS cystathionine-beta-synthase [Source:HGNC Symbol;Acc:15!
VANGL2 VANGL planar cell polarity protein 2 [Source:HGNC Symbol;/
CHCHD10oiled-coil-helix—coiled-coil-helix domain containing 10 [Sot
KRTCAPZXeratinocyte associated protein 3 [Source:HGNC Symbol;Acc
CERS6 ceramide synthase 6 [Source:HGNC Symbol;Acc:23826]
UCHL1 ubiquitin carboxyl-terminal esterase L1 (ubiquitin thiolesteras
AUTS2 autism susceptibility candidate 2 [Source:HGNC Symbol;Acc:
PRODH proline dehydrogenase (oxidase) 1 [Source:HGNC Symbol;A«
IGSF9  immunoglobulin superfamily, member 9 [Source:HGNC Symb
SOD1  superoxide dismutase 1, soluble [Source:HGNC Symbol;Acc:
ILDR1  immunoglobulin-like domain containing receptor 1 [Source:H
LOXL4 lysyl oxidase-like 4 [Source:HGNC Symbol;Acc:17171]
EVALC eva-1homolog C (C. elegans) [Source:HGNC Symbol;Acc:1:

STOX2 storkhead box 2 [Source:HGNC Symbol;Acc:25450]

Geneset Overrepresentation

Rank

©o~NoOOR~WNE

p-value #in/all Geneset
9e-07 6/30 miRN. hsa-miR-1237
2e-05 4/16 GSE# BILD_E2F3_ONCOGENIC_SIGNATURE
3e-05 2711033 Chr Chr2
6e-04 3/15 GSE# FARMER_BREAST_CANCER_CLUSTER_6
6e-04 3/15 GSE# PELLICCIOTTA_HDAC_IN_ANTIGEN_PRESENTATION_UP
7e-04 3/16 GSE# PACHER_TARGETS_OF_IGF1_AND_IGF2_UP
1e-03 3/19 BP cellular amino acid biosynthetic process
1e-03 3/19 MF  Wnt-activated receptor activity
2e-03 5/75 miRN hsa-miR-375
2e-03 3/21 Glio Martinez_Glio_hypermeth
2e-03 2/6 GSE# MYLLYKANGAS_AMPLIFICATION_HOT_SPOT_7
2e-03 4147 miRN hsa-miR-346
2e-03 3/23 BP  gonad development
2e-03 3/23 miRN hsa-miR-151-5p
3e-03 3/25 BP cellular response to oxidative stress
3e-03 71167 BP  cellular nitrogen compound metabolic process
3e-03 3/26 MF  Wnt-protein binding
3e-03 67127 miRN GACT-212--132
3e-03 11/375 miRN ACTG-27A--27B
4e-03 2/9 GSE# NIKOLSKY_BREAST_CANCER_7P15_AMPLICON
4e-03 6/136 miRN hsa-miR-576-3p
4e-03 3/30 TF Tis VAQUERIZAS_Fetal lung
5e-03 3/31 BP regulation of actin cytoskeleton organization
5e-03 3/31 BP response to nutrient levels
5e-03 2/10 CC junctional sarcoplasmic reticulum membrane
5e-03 2/10 BP  negative regulation of cell-substrate adhesion
5e-03 2/10 MF  omega peptidase activity
5e-03 2/10 BP  oxaloacetate metabolic process
5e-03 2/10 BP  somatic stem cell division
5e-03 2/10 GSE/ AMUNDSON_RESPONSE_TO_ARSENITE
6e-03 3/33 mIiRN hsa-miR-644
6e-03 4166 miRN GCTC-335
6e-03 2/11 BP protein palmitoylation
6e-03 2/11 GSE/ CUI_GLUCOSE_DEPRIVATION
7e-03 3/35 miRN hsa-miR-1274b
8e-03 27112 GSE# ONDER_CDH1_TARGETS_1_UP
8e-03 2112 GSE# HELLER_SILENCED_BY_METHYLATION_DN
8e-03 2/12 GSE/ KAYO_AGING_MUSCLE_UP
8e-03 2/12 GSE/ REACTOME_AMINO_ACID_SYNTHESIS_AND_INTERCONVERSION
8e-03 4/70 BP canonical Wnt signaling pathway
p-values
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k E)OOYaIue ?} I:’Ma” gﬁl@%ﬁﬁg acid blosynthetlc process !41 elne #} I:'Ma” N_CANCER_GENES 900¥alue #}[ﬂ({a” ﬁgﬂl%ssgkoplasmlc reticulum membrane
gonad development 0.1 1/14 LIU LIVER CA'NCER 0.010 2/14 Spmdle midzone
3 / 25 cellular response to oxidative stress 0.2 1/15 N-PO 0.0 8/304 mitochondrial inner membrane
.003 71167 cellular nitrogen compound metabolic process 0.2 1/16 GENTLES moHuI? 0.0 23/1318 mitochondrion
X /131 regulation of actin ¢ P/[oskeleton organization 0.4 1/48 KUIPER_NIM poor survival 0.0 2/21 photoreceptor connecting cilium
X /131 response to nutrient level 0.6 21718 SPANG_LPS-index: 0.0: 47102 cilium
/10 negative regulation of cell-substrate adhesion 0.7 5/530 Lembcke Normal vs Adenoma 0.0:; 57163 synapse
110 oxaloacetate metabolic process 0.9 21316 SPANG_BCL6-index2 0.037 5/164
/10 somatic stem cell d|V|s|0n 1.0 0/15 RHODES_CANCER META SIGNATURE 0.043 9 /4310 cytoplasm
/11 protein palmitoylati 1.0 o/ RHO ES”UNDIFFEREN TIA‘I’ED CANCER 0.050 / peroxisomal matrix
4170 canonical Wnt SIgnallng pathway 1.0 0/15 OTIRIOU_BREAST CANCER GRADE_1 VS_3 DN 0.061 / sarcoplasmic reticulum
3/38 placenta development 1.0 0/15 SOTIRIOU BREAST _CANCER_GRADE_1_VS~: 3 up 0.062 / nucleiarm trix
4/75 cilium assembly 1.0 0/10 EAST CANCER 0.066 / spindle pole
114 eura\ tube formation 1.0 0/15 LIU PROS TATE_C, 0.074 14 cleavage furrow
142 eat 1.0 0/14 LIU”_PROSTATE CANCER UP 0.07 / peroxisome,
115 posmve re u lation of branchmg involved in ureteric bud morphogenesis 1.0 0/14 WANG_ER U 0.1 / ciliary transition zone
/15 sEmaI cord developme 1.0 0/ WANG ER| 0.1 / dendrite cytoplasm
144 skin development 1.0 0/16 WOLFER overlaé) enes 0.1 / filopodium membrane
144 smoothened signaling pathway 1.0 0/12 BEN-POR; 0.1: / PRC1 complex
116 positive regulation of cytokinesis 1.0 0/15 GENTLES_modull 0.1 / septin complex
iﬁ N&u ggpeset rl@%‘la ?} ri"!é” Q’Bngéﬁgsls down d 900¥a|ue #}[]{a” @aﬁ IB hypermeth
/386 Chr 22 1.0 0/572 GUDé_Ipsorlasls up 0.012 6/169 willscher_GBM_proteomics _\ wtOnIy_leferenceIlst
41743 Chr7 1.0 0/17 BCHETNIA_EBM up 0.014 4/ ChristenSen_hypermethylated_in_Secondary_glioblastoma
6/914 Chr 1.0 o/ BCHETNIA_EBM down 0.021 / Christensen_hypermethylated_in_primary_gfioblastoma
1187 Chr 21 1.0 0/26 BCHETNIAZEBM-| DM up 0.032 /391 Down_b
/534 Chr A 0/0 0.032 / St ehTer Prolelns up_ln STS
1602 Chr 10 A 0/0 0.036 1 WIRTH_PN subtype
/519 Chr 14 A 0/0 0.044 170 willschér_GBM_proteomics_wtOnly_SpotJ
21/1720 Chr A 0/0 0.045 171 willscher_GBM_Verhaak-CL_expression_H_down
6 /44 Chr 20 A 0/0 0.045 171 willscl |eliGBMW/er |aak MES_expression_H_up
11/918 Chr 17 A 0/0 0.045 171 willscher_GBM—Verhaak—PNwt_expression_H_up
71630 Chr X A 0/0 0.070 185 GIE ITGBMSTS down VS L S
71714 Chr 6 A 0/0 0.122 /54 willscher “"GBM “proteomics _wtOnly J)
21232 Chr 18 A 0/0 0.126 /110 Christensen_h: permethylaled in gra le3_astrocytoma
5/618 Chr 4 A 0/0 0.126 112 VERHAAK
31504 Chr15 A 0/0 0.126 /12 Cirlstensen hypermethylaled in_ependymoma
6/866 Chr12 A 0/0 0.137 /58
41717 Chr 16 A 0/0 0.161 /64 Chrlstensenmklpermethylaled in_grade2_astrocytoma
3/633 Chr A 0/0 0.165 /16 willscher proteomics-O
6/1135 Chr19 A 0/0 0.189 /171 GIEZELT_GBM_MGMTmethyl_down_VS_nonmethyl
41#} nga” 9.% E)NCOGENIC SIGNATURE nk 5.05ﬁ ue f#} g/a” ﬁsﬂ-ﬁﬁmary %and lJ k allsg !}@a” &%‘.QLS%
115 FARMER B'REAST CANCER_CLUSTE 0.16 71400 WIRTH”Nervous System 0. 113 ENTINK
115 PELLICCTOTTA HDAC_IN_ANTIGEN PRESENTATION UpP 0.76 1/127 WIRTH Muscle 0. 186 ROSOLOWSKI red total
116 TARGETS OF [GF1_AND TG 0.85 3/417 WIRTH_| Immune system 0. /100 ROSOLOWSKI blue total
! MYLLYKKNGAS AMPLIFICATION HOT SPOT 7 .00 0/ WIRTH_Pancreas 0. 138 ROSOLOWSKI”_blue DOWN
/ NIKOLSKY BREAST CANCER_7P15 AMPLICON .00 0/ WIRTH_Sec. lymphoid organs 0. 154 SPANG_BAFF Jhre
110 AMUNDSON_RESPONSE_TO ARSENITE .00 0/ WIRTH_Prim. lymphoid organs 0. /140 AVE. —vs—
/111 CUI_GLUCOSE_DEPRIVATION' .00 0/10 WIRTH_B-cells 0.! /755 PANG _|
112 ONDER_CDH1 TS 1 UP .00 0/13 WIRTH Tonsil 0. 3/274 SPANG_IL21 DN
112 HELLER” SILENCED BY_METHYLATION_DN .00 0/13 WIRTH Thymus 0. 3/291 SPANG_IL21 U
112 KAYO AGING _MUSCLE .00 0/12 WIRTH Lymphocyles 0. 4426 PANG_CD40 Ghrs DN
112 AMINO_ACID SYNTHESIS AND INTERCONVERSION .00 o/ WIRT! one marrow 0.7 1/118 SPANG_LPS 6hr:
113 TARGETS_OF RUNX1_RUN: USION MONOCYTE_UP .00 0/14 WIRTH Globus pallidus 0.8 21275 ZHANG_ DLBCL mutated
113 SILIGAN BOUND BY EWS FLT1 F I .00 0/ WIRTH Telencephalon 0.8 71852 SP/ "BCR DI
/13 LIVER NCER_MYC E2FT_ .00 [ WIRTH_Cortex cerebri 0.9 21327 SPANG_CDA40 6hrs UP
113 UM 'PONSE TO_SALIRASIB_U .00 [ WIRTH HIDpOCan‘IpUS .0 0/13 ENTINK
113 CHIAN'G LIVER CKNCER SUBCLA'SS INTERFERON_DN .00 [ WIRTH Thalamus .0 0/12 \VE_|
113 EACTOME_GLUCOSE_METABOLISM .00 0/ WIRTH Cerebellum .0 0/18 DAVE_BL Tnter
113 EACTOME METABOLI'SM OF CARBOHYDRATES [ WIRTH Tes .0 0/18 DAVE_C*mgc BL UP
114 APPIERTO_RESPONSE_TO_FENRETINIDE_DN O/.. WIRTH_ Homeostasls .0 o/ DAVE_MHCCII BL DN
?I[ﬂ!a” \ﬁ# &%?e(ﬁ receptor activity Wé})‘ﬁ?&e M{A”H&gpgﬁe—mz LI-( %e é’gﬁ St\oma apillar
papillary
126 Wnt-protein binding 0.003 1173 ACTG 27A——27 0/34 Pancreallc cance
/10 omega peptidase aC“VIW 0.006 4166 0/22 Glioblastoma muluforme somatic
/43 scavenger receptor activity 0.008 9/309 CTACLET 7A LET-7B-LET-7C-LET-7D-LET-7E-LET-7F--98-LET-7G- 0/21 Gastrointestinal
148 c steine-type endopeplldase activity 0.009 5/115 TTGG-515-5P--519E 0/ F’IIUIIal'Va lenoma
157 ubiquitin thiolesterase activit 0.010 81267 CACT- 128A——1288 0/36
126 cytochrome~—c oxidase activi 0.015 5/129 GTGA-224 0/27 Cglorectal cancer
126 otasslum channel regulator activity 0.015 5/129 TAAT-323 0/ enomas, multlple colorectal
127 antioxidant activity 0.017 6/184 GGCA-] 0/35 Prostate canc
129 cofactor binding 0.018 6/185 AAG-204--211 0/11 Alzhelmerdlsease susceptibility to
1361 dg 0.018 5/136 AT-10! 0/ Schlzophrenla susceptlbl ity to
175 PDZ omain binding 0.019 2/19 GTCA-380-5P 0/ Parkmson \
135 protein self-association 0.020 617189 CT-14! 0/23 ?atocellu & carcinoma
179 electron carrier activity 0.020 4192 GCTT-498 0/29 elanoma and neural system tumor syndrome
182 phosphotransferase activity, alcohol group as acceptor 0.029 2124 TTCC-191 0/30 Ovanan cancer
/38 ubiquitin binding 0.030 3/60 AGGG-32 0738 Breastcancer
187 ligase activity 0.032 4/107 TCCA-518C 0/15 Gastric cance!
/41 0><|doreduclase activi actln on the CH-OH group of donors, NAD or NADP 0.036 3/65 CAGG-504 0/4 ‘Thyroid carcmoma follicular
4 /823 Uence specific DNA binding transcription factor activity 0.038 10/ 467 TGTT-30A-5P--30C--30D--30B--30E-5P 0/36 Lung cancer
192 —dependent helicase activity 0.046 41120 TCAT 143 0/12 Bladder cancer
LN GE LN ALY Lot Dase WIS geese
é I I?ngset e-07 I %EH S lil .02 / ACIEJ T L 46
1/2 miR-193a e-0: 5/75 hsa-miR-: 75 0.15 1/14 ACIEJ] L 30
1/5 miR-126 e-0 4147 -miR— 0.15 1/14 ACIEJ”] L
1/9 miR-17 e-0: 3/23 R- 51 5p 0.16 1/15 ACIEJ”] L 16
0/11 let-7a 4e-0: 6/136 R-: 76 3p .00 0/16 ACIEJ] L
0/6 let-7b 6e-0: 3/33 R-644 .00 0/13 ACIEJ”] L 10
0/4 let-7c 7e-0: 3/35 R-1274b .00 0/ ACIEJ”] L13
0/6 let-7d 8e-0: 9/311 R-302c .00 0/ ACIEJ”] 4
0/4 let-7g e—0 9/315 R-30e .00 0/11 ACIEJ”] L 15
0/13 iR-1 e-0; 8/264 R-449a .00 0/ ACIEJ”| L17
0/5 miR-101 e-0; 4175 509-3-5p .00 0/14 IACIEJ”]| L 19
0/2 miR-101b e-0; 6/163 R-1297 .00 0/4 ACIEJ”] L
0/4 miR-106b e-0; 8/268 R-30b .00 0/5 ACIEJ”] L 20
0/2 miR-107 e-0; 6/166 R-320b .00 0/15 IACIEJ”]| L 22
0/4 miR-122 e-0; 9/325 R-302d .00 0/4 IACIEJ]| L 23
0/ miR-124a e-0; 5/120 R-625 .00 0/12 ACIEJ] L 24
0/ miR-125a e-0; 4178 R-365 .00 0/14 ACIEJ] L 26
X 0/ miR-125b e-0 8/278 R-30c .00 0/ ACIEJ] L 27
. 0/ miR-127 e-0 6/177 R-29¢c .00 0/ ACIEJ] L 28
. o/ miR-128 e-0. 71234 R-26a .00 o/ ACIEJ] L 29
ATWLACE, R povalie k plseue
a rél a” géﬁ Ef a k E)O alue #ﬂ'ﬂfﬂs@ ?T a k .004 ﬂn({a" ﬁ L%EﬁFetal lung
0.1 1/14 BENTINK 0.30 15171146 HEBENS low expression TF 0.032 162 VAQUERIZAS” Lung
0/13 GUSTAFS_ON PI3K upP 0.69 11/1095 HEBENSTREIfhlgh expression TF 0.064 137 VAQUERIZAS_Prostate
0/15 GUSTAFSON PISK_DN .00 0/14 0.074 140 VAQUERIZAS”Fetal brain
0/12 3.1 .00 0/5 0.083 143 VAQUERIZAS” Uterus
.0 0/12 .00 0/63 YCjar ets UP 0.087 144 VAQUERIZAS Placenta
.0 0/11 .00 0/9 YCjargets DOWN 0.126 /112 VAQUERIZAS |dney
.0 0/15 . .00 0/4 YC_Apoptosis UP 0.136 113 VAQUERIZAS™SKi
.0 0/13 .00 0/8 'YC”Cell cycle UP 0.155 /15 VAQUERIZAS™, AdrenaI gland
.0 0/14 BENTINK Src2 .00 0/2 YC Cell cycle DOWI 0.165 /16 VA UERIZAS Pancreas
A 0/0 .00 0/4 Cell growth and prohferauon uP 0.165 /16 UERIZAS Fetal thyroid
A 0/0 .00 0/2 C_"hromatln modification UP 0.202 /20 RIZAS”Adrenal cortex
A 0/0 .00 0/7 'YC_DNA repai 0.219 122 VA UER ZAS_SpmaI cord
A 0/0 .00 0/3 YC_DNA repllcauonU 0.237 124 VAQUERIZASTracl
A 0/0 .00 0/2 ECM cell adhesion DOWN 0.279 129 VAQUERIZAS” Smooth muscle
A 0/0 .00 0/20 'YC~Metabolism UP 0.348 138 VAQUERIZAS Testi
A 0/0 .00 0/16 YC_Protein synthesis degradation UP 0.356 139 VAQUERI ZAS_I'hymld
A 0/0 .00 0/8 YC_RNA processing binding UP 0.370 141 VAQUERIZAS_Thymus
A 0/0 .00 0/2 YC~Signal transduction UP 0.384 143 VAQUERIZAS_Whole brain
A 0/0 .00 0/3 YCZTumor supressor genes UP 0.804 /144 VAQUERIZAS”General
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Sample—-Underexpression

Spot Summary: m

# metagenes = 2
#genes =79

<r> metagenes =1
<r>genes = 0.69
beta: r2= 11.57 / log p= —Inf

# samples with spot = 65 (23.6 %)

Atypical : 24 (32.4 %)
Classical : 13 (40.6 %)
Basal : 13 (15.5 %)

Overview Map
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Spot Genelist

Rank

ID
1 283120
2 1410
3 1917
4 2318
5 =58
6 7060
7 6588
8 2273
9 22998
10 10486
11 1346
12 27295
13 7
14 84448
15 am
16 1158
17 4703
18 222166
19 7138
20 4608

max e
min e

4.19 -2.42
2.48 -1.98
3.04 -1.6
3 -1.57
5.49 -1.44
3.17 -1.31
4.37 -1.29
2.68 -1.28
1.89 -1.24
1.85 -1.14
212 -1.14
2.6 -1.04
3.94 -1.03
1.87 -1.03
3.51 -0.93
4.27 -0.93
3.13 -0.92
1.62 -0.9
217 -0.89
3.11 -0.84

r

0.34

0.48

0.56

0.81

0.9

0.91

0.79

0.46

0.48

0.7

0.7

0.89

0.43

0.9

0.93

0.88

0.51

0.58

0.84

Description
Symbol

H19 H19, imprinted maternally expressed transcript (non—protein «
CRYAB crystallin, alpha B [Source:HGNC Symbol;Acc:2389]
EEF1A2 eukaryotic translation elongation factor 1 alpha 2 [Source:HG
FLNC filamin C, gamma [Source:HGNC Symbol;Acc:3756]

ACTA1 actin, alpha 1, skeletal muscle [Source:HGNC Symbol;Acc:1Z
THBS4 thrombospondin 4 [Source:HGNC Symbol;Acc:11788]

SLN sarcolipin [Source:HGNC Symbol;Acc:11089]
FHL1  four and a half LIM domains 1 [Source:HGNC Symbol;Acc:37
LIMCH1 LIM and calponin homology domains 1 [Source:HGNC Symb:
CAP2  CAP, adenylate cyclase-associated protein, 2 (yeast) [Source
COX7AL1 cytochrome c oxidase subunit Vila polypeptide 1 (muscle) [Sc
PDLIM3 PDZ and LIM domain 3 [Source:HGNC Symbol;Acc:20767]
ACTC1 actin, alpha, cardiac muscle 1 [Source:HGNC Symbol;Acc:14
ABLIM2 actin binding LIM protein family, member 2 [Source:HGNC Sy
MB myoglobin [Source:HGNC Symbol;Acc:6915]

CKM creatine kinase, muscle [Source:HGNC Symbol;Acc:1994]
NEB nebulin [Source:HGNC Symbol;Acc:7720]

MTURN maturin, neural progenitor differentiation regulator homolog (>
TNNT1

troponin T type 1 (skeletal, slow) [Source:HGNC Symbol;Acc:

MYBPH myosin binding protein H [Source:HGNC Symbol;Acc:7552]

Geneset Overrepresentation

Rank p-value #in/all Geneset
1 le-79 46 /127 H.Tis« WIRTH_Muscle
2 7e-41 21/36 BP muscle filament sliding
3 1le-33 19/44 MF  structural constituent of muscle
4 2e-27 19/84 BP  muscle contraction
5 3e-23 17188 cCc  Zzdisc
6 7e-23 11/16 GSE# RICKMAN_HEAD_AND_NECK_CANCER_F
7 4e-19 21/297  MF  actin binding
8 4e-18 11/34 cc  myofibril
9 le-17 9/16 H.Tis« WIRTH_Hippocampus
10 le-17 11/37 CC  sarcomere
11 le-16 8/12 cC  myosin filament
12 le-16 9/20 CC  Iband
13 le-13 9/37 BP  cardiac muscle contraction
14 2e-13 7114 CC  contractile fiber
15 5e-13 7116 CC  Mband
16 9e-12 6/12 BP  skeletal muscle contraction
17 2e-11 6/13 CC  muscle myosin complex
18 2e-10 6/18 BP  regulation of muscle contraction
19 1e-09 5/11 BP  cardiac muscle tissue morphogenesis
20 2e-09 5/12 MF titin binding
21 7e-09 5/15 GSE/ REACTOME_STRIATED_MUSCLE_CONTRACTION
22 2e-08 10/184  CC  actin cytoskeleton
23 5e-08 6/42 CC  myosin complex
24 2e-07 4711 CC  Aband
25 2e-07 6/53 MF  cytoskeletal protein binding
26 5e-07 4714 MF  tropomyosin binding
27 6e-07 11/333 CC  cytoskeleton
28 7e-07 4715 BP  striated muscle contraction
29 3e-06 4721 BP  sarcomere organization
30 4e-06 6/88 BP  muscle organ development
31 5e-06 5/51 BP  skeletal muscle tissue development
32 7e-06 4/26 BP  ventricular cardiac muscle tissue morphogenesis
33 7e-06 5/56 MF  motor activity
34 1le-05 4129 CC  sarcoplasmic reticulum membrane
35 1e-05 5/62 CC  sarcolemma
36 2e-05 12/579  MF  calcium ion binding
37 3e-05 4/36 cC  sarcoplasmic reticulum
38 3e-05 26/2378 CC  cytosol
39 3e-05 3/13 cc  pseudopodium
40 3e-05 5/77 MF  actin filament binding
p-values
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#1';‘! I %§J¥¢§%m sliding éeftglne #} I:’l]ga” =~ UP %’ﬂ 9" Qmespeset
19// 94 muﬁcle conlrelictlon " ée—g% % ; 03 gé”‘ﬁfg’m\dr 126 11 5 4 myofibril
9 cardiac muscle contraction e modul 11/37 sarcomere
6/12 skeletal muscle contraction 7e-02 1/14 LIU LIVER CANCER 8/1: myosin filament
6/18 regulation of muscle contraction 1e+00 0/15 RHODES CANCER META SIGNATURE 9/20 | ban
5/11 cardiac muscle tissue morphogenesis 1e+00 0/16 RHODES_UNDIFFERENTIATED _CANCER 7114 contractile fiber
4715 striated muscle contraction 1e+00 0/15 SOTIRIOU _BREAST CANCER_GRADE 1 VS 3 DN 7116 an
4/21 sarcomere organization 1e+00 0/15 SOTIRIOU BREAST CANCER_GRADE_1"VS_3"UP 6/ 1 muscle myosin complex
6/88 muscle organ development 1e+00 0/10 LIU_BREAST CANCER 10/184 actin cytoskeleton
5/51 skeletal muscle tissue developmen 1e+00 0/14 U~ C MMON CANCER GENES 6/ 4 myosm complex
4126 ventricular cardiac muscle tissue morphogenesls 1e+00 0/15 LIUPROSTATE_CANCE! 4/1 Aband
3/14 adult heart development 1e+00 0/14 LIUT] PROSTATE CANCER UP 11/333 cytosk elet
4/47 ?tal muscle cell differentiation 1e+00 0/14 WANG 472 sarco Iasmlc reticulum membrane
3/18 regu ation of the force of heart contraction 1e+00 0/16 WOLFER overlag enes 5/6:
3129 regulation of hean contraction 1e+00 0/12 BEN-P 413 sarcoplasmlc reticulum
2110 Cfeallne metﬁbOhC process 1e+00 0/15 GENTLES_mOHuIl 6 /2378 cytosol
2110 Eﬁrtc? 5 1e+00 0/16 GENTLES modul2 11 pseudopodium
2110 muscle tissue regeneration 1e+00 0/10 GENTLES modul3 /1 costamere
2112 muscle fiber development 1e+00 0/16 GENTLES modul4 13 actin filament
2/14 actomyosin structure organization 1e+00 0/11 GENTLES_modul5 47128 focal adhesion
¥l Geneset 1SQADE sl cereser.. ., % finfall - Genesety crs u, vs rs
71918 Chr 17 1e+00 0/572 GUDé_IPSOI'IaSIS up X /14 VERHAAR_NL Subtype
/ 61 Chr 4 1e+00 0/17 BCHETNIA_EBM up 0.10 /2. KIM deleted & downregulated in LTS
.20 1/1720 Chr1l 1e+00 o/ BCHETNIA_EBM down 0.11 /118 willscher_GBM_Verhaak-CL_expression_K_down
.2 1699 Chr5 1e+00 0/26 BCHETNIA_EBM-| DM up 0.11 /118 willscher_GBM_Verhaak-MES_expression_K_down
0.32 6/957 Chr11 0/0 0.11 1118 willscher_GBM_Verhaak—PNwf_expression_K_up
0.33 41602 Chr 10 NA 0/0 0.11 1118 willscher GBM_Verhaa'—PNmLTt t_expression_K_up
0.37 31449 Chr 20 NA 0/0 0.12 127 WIRTH PN s ge
0.47 6/1135 Chr19 NA 0/0 0.13 128 Barbus GBM S
0.61 41866 Chr 12 NA 0/0 0.14 131 KIM prognostic slgnalure LTS vs. STS
0.65 41914 Chr3 NA 0/0 0.15 133 willscher_GBM_proteomics_wtOnly_SpotC
0.68 1232 Chr 18 NA 0/0 0.19 144 in vivo as?rocges vs. culturéd astrog1|a
0.81 1630 Chr X NA 0/0 0.21 148 Noushmehr_Pron_GCIMP_hypermeth_DN
0.85 1386 Chr 22 NA 0/0 0.21 /49 mature astroc
0.87 1714 Chr 6 NA 0/0 0.23 /53 Christensen hypermethylaled in_primary_glioblastoma
0.87 1717 Chr 16 NA 0/0 0.23 /55 3 S. MOG—
0.88 1743 Chr7 NA 0/0 0.24 157 eVek)P'”Q aSU'OCY[e
0.92 /504 Chr 15 NA 0/0 0.27 64 Chrlstensen _hypermethylated_in_grade2_astrocytoma
0.92 /519 Chr 14 NA 0/0 0.28 /379
0.93 1534 Chr8 NA 0/0 0.28 /68 cul!ured astroglia vs. in vivo astrocytes
EAule 4 | 1SSie 4 (TSRS
o2 infall - GERBREkAs anp neck cancer £ kT p2yiue - Zinjall ﬁ&@?ﬁﬁle a joall - SRIESElc muaes
7e-0 115 REACTOME_STRIATED_ MUSCLE CONTRAC e-17 9/16 WIR Hippocampus 0.. 169 SPANG _LPS 6hrs DN
e—0! 115 EBAUER_MYOGENIC TAR S OF PAX3 Fo><01 FUS| e-02 1/12 WIR H Prim. lymphoid organs 0. 1250 LENZ_Stromal slgE?aturel
e-0: 112 MOROSETTI FACIOS'CAPULOHUMER L_MUSCULAR_| DISTROPHY DN e-01 3/400 WIRTH Nervous System 0.! 1140 DAVE_BL-vs-DLBCL
e-0. /113 LIU_TARGETS_O| B_VS CMYB UFr e+00 0/5 WIRTHPituitary gland 0. 1426 SPANG CD4O 6hrs DN
e-0: 114 RORIE TARGETSD W'SRI FLI1 FUSION DN e+00 0/26 WIRTH_Pancreas | 1852 NG B DN
e-0; /14 LIANG_SILENCED_BY_METHYTATI e+00 07417 WIRTHZImmune system . /13 BENTIN’K mBL U
e-0. 114 BIOCARTA UCALPAIN_PATH e+00 0/13 WIRTH_Sec. IYmp oid organs X 0/13 BENTINK_mBL DOWN
e-0 114 REACTOME_MUSCLE_CONTRACTION e+00 0/10 WIRTH B-cel A 0/12 DAVE_BL_DN
e-0: 115 DAVICIONI PAX FOXO1 _SIGNATURE_IN_ARMS_DN e+00 0/13 WIRTH Tonsil 0/18 DAVE_BLTnter
115 BIOCARTAINTEGRIN_PATHWAY e+00 0/13 WIRTH Thymus 0/12 DAVE BL U
116 DAVICIONI TARGETS “OF_PAX_FOXO1 FUSIONS DN e+00 0/12 WIR H Lymphocytes 0/18 DAVE_c-myc BL UP
/16 ASSON_RESPONSE_TO_GONADOTROPHINS_DI e+00 0/ WIRT! ne marrow 0/ DAVE_MHCCII BL DN
116 SASSON RESPONSETO FORSKOLIN_DN e+00 0/14 WlRTH Globus pallldus 0/22 AVE_NFkB
/ E_SKI_TARGETS DN" e+00 0/15 WIRTH Telencephalo 0/28 DAVE”] Immune responsel
/ LIU' VAV3 PROSTN'E CARCINOGENESIS_UP e+00 0/13 WIRTH_Cortex cerebrl 0/20 DAVE_Immune response 2
/ LY AGING_OLD Ui e+00 0/13 WIRTH Thalamus 0/59 LENZ~Stromal signature 2
! BIOCARTA HSF’27 PATHWAY e+00 0/15 WIRTH Cerebellum 0/54 SPANG_BAFF 9hrs DN
! OHASHI_AURKB_TARGETS e+00 0/120 WIRTH Testis . 0/24 SPANG_| BAFF Qhrs UP
18 XU_GHI_EXOGENOUS_TARGETS_UP e+00 0/50 WIRTH_Homeostasis 0/755 SPANG_BCR U
I3 IRNASL IR, LISE |
{Qn{?” sct;ucmraﬁgnsmuem of muscle éDZ 4, ” %E%%t ) St\oma papillary
21297 actin 0.0: /4 0/34 Pancreallc cancel
5/12 titin blnd 0.03 /6 0/22 Glioblastoma muluforme somatic
6/53 cywskeletal protein binding 0.04 /161 0/21 Gastrointestinal
4/14 tropomyosin binding 0.05 110 0/ PIIUIISI’V adenoma
5/56 motor activit 0.16 1147 0/36
12 /579 calcium ion binding 0.16 137 0/27 Cglorectal cancer
5777 actin filament bindin 0.17 ! 0/ enomas, multlple colorectal
3/16 microfilament motor activity 0.21 1329 0/35 Prostate canc
4167 ion channel binding 0.23 /5! 0/11 Alzhelmerdlsease susceptibility to
5/149 calmodulin binding 0.31 175 0/ Schlzophrenla susceptlbl ity to
52/8023  protein bindin 0.35 I 0/ Parkinson disea
2/14 actin monomer bindini 0.38 /100 0/23 ?atocellu ar carcmoma
2114 structural constituent of eye lens 0.39 /101 0/29 elanoma and neural system tumor syndrome
2120 myosin binding 0.41 /108 0/30 Ovanan cancer
2127 ATPase binding 0.43 1114 0/38 Breastcancer
71529 protein homodimerization activit 0.43 /116 0/15 Gastric cance
2139 calcium-dependent protein binding 0.47 1129 0/4 ‘Thyroid carcmoma follicular
6 /456 identical protein bindin, 0.47 1129 0/36 Lung cancer
5e-02 1/10 hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in cyclic 0.49 1140 0/12 Bladder cancer
lo% (1A Ld Badse -
e l p l‘g L'\ é— Ite I Senese,
é I |F?Jg§)set 03 9 I afm ACIET L
0/11 let-7a 0.10 122 hsa-m| ? 596 0/13 ACIEJ] L 10
0/6 let-7b 0.11 125 a 0/7 ACIEJ] L 13
0/4 let-7c 0.12 127 -483-3p 0/ ACIEJ] L 14
0/6 et-7d 0.15 134 15 0/11 ACIEJ”] L15
0/4 et-79 0.16 136 R-34c-3p 0/15 ACIEJ] L 16
0/13 miR— 0.19 144 0/ ACIEJ”] L17
0/5 miR-101 0.21 148 R-146b-3p 0/14 ACIEJ| 9
0/2 miR-101b 0.22 150 0/4 ACIEJ”] L
0/4 miR-106b 0.23 153 19b-5p 0/5 ACIEJ| L 20
0/2 miR-107 0.23 153 -519c-5p 0/15 ACIEJ| L 22
0/4 miR-122 0.23 155 0/4 ACIEJ| L 23
0/2 miR-124a 0.24 1192 6 0/12 ACIEJ| L 24
0/ miR-125a 0.25 158 -518d-5p 0/14 IACIEJ”]| L 26
0/ miR-125b 0.25 158 -520c-5p 0/2 IACIEJ]| L 27
0/ miR-126 0.26 /61 0/5 ACIEJ] L 28
0/ miR-127 0.27 164 -873 0/ ACIEJ] L 29
X 0/ miR-128 0.27 166 hsa-mi 99-3p 0/11 ACIEJ”] L
. 0/ miR-128b 0.30 173 hsa-miR-509- 5P 0/14 ACIEJ”] L 30
X 0/2 miR- 0.31 175 hsa-miR-509-3-5p o/ ACIEJ] L 31
AlNWaRCL, K pe j 1asU .
a n de all &E"r};@§&5 PI3K_UP ahk .OO\E{alue %mﬁu B\%SI’QIE low expression TF %[ﬂr{a" ﬁ LrJE’x'Sﬁts Skeletal.muscle.psoas
0/15 0.906 3/1095 HEBENSTRElthgh expression TF 0/40 VAQUERIZASFetal brain
0/12 0.998 1/1233 KIM MYCt r ets 0/44 VAQUERIZAS] Placenta
0/11 .000 0/14 0/28 VAQUERIZAS Liver
0/14 .000 0/5 0/37 VAQUERIZAS™ Prostate
0/12 .000 0/63 YCﬁar ets UP 0/29 VAQUERIZAS™ Smoolh muscle
0/11 .000 0/9 YCjargets DOWN 0/43 VAQUERIZAS” Ut
0/15 .000 0/4 'YC”Apoptosis UP 0/144 VAQUERI ZASiGeneral
0/13 .000 0/8 'YC”Cell cycle UP 0/12 VAQUERIZAS Kidne?
0/14 .000 0/2 YC Cell cycle DOWI 0/22 VAQUERIZAS”Spinal cord
A 0/0 .000 0/4 Cell growth and prohferauon UP 0/43 VAQUERIZAS”Whole brain
A 0/0 .000 0/2 C_"hromatln modification UP 0/41 VAQUERIZASThymus
A 0/0 .000 0/7 'YC”DNA repai 0/39 VAQUERIZAS”Thyroi
A 0/0 .000 0/3 YC_DNA repllcatlon UP 0/62 VAQUERIZAS”Whole blood
A 0/0 .000 0/2 ECM cell adhesion DOWN 0/7 VAQUERIZAS”Appendix
A 0/0 .000 0/20 'YC”Metabolism UP 0/30 VAQUERIZAS Fetal lung
A 0/0 -000 0/16 YC—Protein synthesis degradation UP 0/62 VAQUERIZAS Lung
A 0/0 .000 0/8 YC_RNA processing binding UP 0/16 VAQUERIZAS_Pancreas
A 0/0 .000 0/2 YC”Signal transduction UP 0/24 VAQUERIZAS Trachea
A 0/0 .000 0/3 YC_Tumor supressor genes UP 0/14 VAQUERIZAS Fetal liver
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# metagenes = 39 Rank max e r Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 341
1 3303 1.9 -249 033 HSPA1A heat shock 70kDa protein 1A [Source:HGNC Symbol;Acc:52¢ 1 2e-07 49/1135 Chr  Chr 19
2 2e-05 29/630 Chr  ChrX
<r> metagenes =0.86 2 4037 1.65 -1.52 0.55 LRP3  low density lipoprotein receptor-related protein 3 [Source:HG 3 9e-05 23/481 BP  biological_process
<r>genes = 0.22 4 2e-04 6/45 Glio  willscher_GBM_Verhaak-PNwt_expression_J_up
3 55506 1.09 -1.51 0.37 H2AFY2 H2A histone family, member Y2 [Source:HGNC Symbol;Acc:] 5 3e-04 21/449 Chr  Chr20
beta: r2=4.97 / |Og p= =Inf 6 3e-04 20/419 CcC  cellular_component
4 9627 2.05 -1.38 0.31 SNCAIP synuclein, alpha interacting protein [Source:HGNC Symbol;Ar 7 6e-04 8/96 BP  chromatin modification
. 8 8e-04 3/10 CC oligosaccharyltransferase complex
# samples with spot = 10 ( 3.6 %) ' —_ 9 96-04 118 /4640 CC )
) 5 9130 1.12 -1.34 0.63 FAMS50A family with sequence similarity 50, member A [Source:HGNC e nucleus
Classical : 1 (3.1 %) 10 1e-03 4/24 BP  protein O-linked glycosylation
6 3911 122 -1.33 052 LAMAS5 laminin, alpha 5 [Source:HGNC Symbol;Acc:6485] 11 1e-03 4124 BP  tissue development
12 2e-03 4126 BP  histone acetylation
. 0, R
Basal: 8 (9.5%) 7 80728 16 -129 064  ARHGAPBbO GTPase activating protein 39 [Source:HGNC Symbolac 13 2e-03 32/940  MF  nucleic acid binding
14 2e-03 3/14 GSE# RIZKI_TUMOR_INVASIVENESS_2D_DN
8 2026 1.72 -127 054 ENO2 enolase 2 (gamma, neuronal) [Source:HGNC Symbol;Acc:33 15 2e-03 4l29 miRN. hsa-miR-296-5p
16 3e-03 3/15 MF  acetylglucosaminyltransferase activity
25894 1.36 -1.23 051 PLEKHG#leckstrin homology domain containing, family G (with RhoGe 17 3e-03 8/125 MIRN GAGC-337
P! gy 9 y . . . .
18 4e-03 3/16 BP intracellular steroid hormone receptor signaling pathway
— NuRD I
10 23753 172 -123 049  SDF2L1 stromal cell-derived factor 2-like 1 [Source:HGNC Symbol;Ai 19 4e-03 3/16 ce URD complex
20 4e-03 3/16 CC  photoreceptor inner segment
. . . 21 4e-03 3/16 GSE/ BIOCARTA_ERK_PATHWAY
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