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Group Overexpression Spots

Spot Summary: A

# metagenes = 24
# genes = 353

<r> metagenes = 0.96
<r> genes = 0.15
beta: r2= 3.26  /  log p= −Inf

# samples with spot = 7 ( 7.6 %)
MSC1 : 3 ( 7.1 %)
MSC2 : 4 ( 16 %)

Overview Map
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BCS1L

GAPDHS

ST6GALNAC3

TRMT1

NMRK2

NT5DC1

SEPSECS

WIPF3

ANO2

CAPG

NPAS2

MAPK10

SNAP29

C1orf21

LINS

ISY1

SNX8

TOE1

FAM193B

zinc finger protein 577 [Source:HGNC Symbol;Acc:HGNC:28673]

BC1 (ubiquinol−cytochrome c reductase) synthesis−like [Source:HGNC Symbol;Acc:HGNC:1020]

glyceraldehyde−3−phosphate dehydrogenase, spermatogenic [Source:HGNC Symbol;Acc:HGNC:24864]

ST6 (alpha−N−acetyl−neuraminyl−2,3−beta−galactosyl−1,3)−N−acetylgalactosaminide alpha−2,6−sialyltransferase 3 [Source:HGNC Symbol;Acc:HGNC:19343]

tRNA methyltransferase 1 homolog (S. cerevisiae) [Source:HGNC Symbol;Acc:HGNC:25980]

nicotinamide riboside kinase 2 [Source:HGNC Symbol;Acc:HGNC:17871]

5'−nucleotidase domain containing 1 [Source:HGNC Symbol;Acc:HGNC:21556]

Sep (O−phosphoserine) tRNA:Sec (selenocysteine) tRNA synthase [Source:HGNC Symbol;Acc:HGNC:30605]

WAS/WASL interacting protein family, member 3 [Source:HGNC Symbol;Acc:HGNC:22004]

anoctamin 2, calcium activated chloride channel [Source:HGNC Symbol;Acc:HGNC:1183]

capping protein (actin filament), gelsolin−like [Source:HGNC Symbol;Acc:HGNC:1474]

neuronal PAS domain protein 2 [Source:HGNC Symbol;Acc:HGNC:7895]

mitogen−activated protein kinase 10 [Source:HGNC Symbol;Acc:HGNC:6872]

synaptosomal−associated protein, 29kDa [Source:HGNC Symbol;Acc:HGNC:11133]

chromosome 1 open reading frame 21 [Source:HGNC Symbol;Acc:HGNC:15494]

lines homolog (Drosophila) [Source:HGNC Symbol;Acc:HGNC:30922]

ISY1 splicing factor homolog (S. cerevisiae) [Source:HGNC Symbol;Acc:HGNC:29201]

sorting nexin 8 [Source:HGNC Symbol;Acc:HGNC:14972]

target of EGR1, member 1 (nuclear) [Source:HGNC Symbol;Acc:HGNC:15954]

family with sequence similarity 193, member B [Source:HGNC Symbol;Acc:HGNC:25524]
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small molecule metabolic process

PENG_GLUTAMINE_DEPRIVATION_DN
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mitochondrial respiratory chain complex I assembly
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AgingRank p−value #in/all Geneset1234567891011121314151617181920
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3 / 100
2 / 111
0 / 38
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

HORVATH_aging_genes meth DOWN
HORVATH_aging_genes meth UP
TESCHENDORFF_age_hypermethylated
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82 / 1730
36 / 541
6 / 17
7 / 28
5 / 13
21 / 322
5 / 18
7 / 47
17 / 255
19 / 311
11 / 135
7 / 63
4 / 18
4 / 18
11 / 147
47 / 1237
16 / 277
7 / 67
5 / 37
4 / 23

small molecule metabolic process
oxidation−reduction process
mitochondrial respiratory chain complex I assembly
tricarboxylic acid cycle
melanin biosynthetic process
mitochondrion organization
melanocyte differentiation
protein targeting to mitochondrion
cellular amino acid metabolic process
generation of precursor metabolites and energy
cellular metabolic process
response to ethanol
2−oxoglutarate metabolic process
cellular amino acid biosynthetic process
tRNA metabolic process
metabolic process
translation
pigmentation
gluconeogenesis
secondary metabolic process

BrainRank p−value #in/all Geneset1234567891011121314151617181920
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2e−05
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7e−01
7e−01
7e−01
7e−01
7e−01

263 / 9013
258 / 9330
99 / 3081
33 / 765
253 / 9528
160 / 5940
43 / 1333
68 / 2462
25 / 831
11 / 349
49 / 1845
5 / 156
217 / 9020
2 / 69
28 / 1236
17 / 769
25 / 1122
21 / 953
17 / 786
22 / 1013

Overlap_fetal_midbrain_K9K27me3
Overlap_fetal_midbrain_ReprPC
Mid_Frontal_Lobe_ZNF
Mid_Frontal_Lobe_Het
Overlap_fetal_midbrain_Quies
Overlap_fetal_midbrain_HetRpts
Fetal_ReprPCWk
Mid_Frontal_Lobe_HetRpts
Fetal_HetRpts
Fetal_ZNF
Fetal_Quies
Mid_Frontal_Lobe_TssA
Overlap_fetal_midbrain_ReprPCWk
Overlap_fetal_midbrain_Tx
Mid_Frontal_Lobe_ReprPCWk
Overlap_fetal_midbrain_ZNF
Fetal_K9K27me3
Fetal_Enh
Fetal_EnhG
Fetal_TssP

CancerRank p−value #in/all Geneset1234567891011121314151617181920

0.02
0.05
0.06
0.07
0.07
0.12
0.21
0.23
0.25
0.27
0.27
0.28
0.30
0.30
0.31
0.32
0.32
0.32
0.32
0.32

2 / 10
2 / 15
1 / 15
8 / 180
3 / 40
16 / 489
1 / 14
3 / 70
1 / 12
1 / 13
1 / 13
9 / 298
1 / 15
1 / 15
5 / 156
2 / 48
4 / 120
1 / 16
1 / 16
1 / 16

GENTLES_modul5
GENTLES_modul1
RHODES_CANCER_META_SIGNATURE
SPANG_LPS−index2
ZHANG_MM up
Lembcke_Normal vs Adenoma
LIU_COMMON_CANCER_GENES
SHAUGHNESSY_MM high risk
LIU_BREAST_CANCER
BEN−PORATH_UP
GENTLES_modul12
SPANG_BCL6−index2
GENTLES_modul10
GENTLES_modul11
PanCan_PI3K_geneset_nanostring
KUIPER_MM poor survival
PanCan_CC+Apop_geneset_nanostring
WOLFER_overlap genes
GENTLES_modul2
GENTLES_modul7

CCRank p−value #in/all Geneset1234567891011121314151617181920

3e−18
1e−14
7e−12
5e−07
2e−06
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1e−05
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9e−05
1e−04
2e−04
6e−04
3e−03
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1e−02
1e−02
2e−02
2e−02
2e−02

91 / 1468
40 / 401
256 / 8205
87 / 2193
276 / 9988
288 / 10605
11 / 94
89 / 2507
17 / 246
12 / 135
23 / 412
24 / 456
10 / 120
300 / 11774
96 / 3132
24 / 616
5 / 60
5 / 63
3 / 24
27 / 745

mitochondrion
mitochondrial inner membrane
cytoplasm
extracellular exosome
organelle
intracellular
melanosome
cytosol
mitochondrial matrix
myelin sheath
lysosome
vacuole
mitochondrial outer membrane
cell
extracellular region
endosome
lysosomal lumen
mitochondrial intermembrane space
mitochondrial ribosome
cytoplasmic membrane−bounded vesicle

ChrRank p−value #in/all Geneset1234567891011121314151617181920

0.03
0.03
0.10
0.11
0.15
0.16
0.16
0.22
0.29
0.35
0.39
0.42
0.47
0.66
0.67
0.85
0.86
0.87
0.90
0.91

33 / 993
21 / 576
12 / 335
18 / 552
30 / 1037
8 / 221
23 / 775
14 / 469
5 / 151
22 / 840
18 / 696
12 / 465
16 / 649
12 / 551
15 / 687
16 / 838
15 / 801
4 / 262
12 / 689
6 / 398

Chr 2
Chr 9
Chr 22
Chr 10
Chr 19
Chr 18
Chr 12
Chr 8
Chr 21
Chr 17
Chr 5
Chr 15
Chr 16
Chr X
Chr 6
Chr 3
Chr 11
Chr 13
Chr 7
Chr 20

Colon CancerRank p−value #in/all Geneset1234567891011121314151617181920

7e−15
3e−11
1e−07
3e−05
5e−04
1e−03
1e−03
2e−03
3e−03
3e−03
5e−03
6e−03
4e−02
1e−01
1e−01
2e−01
2e−01
2e−01
2e−01
2e−01

242 / 7203
281 / 9482
260 / 9027
240 / 8580
170 / 5880
90 / 2798
150 / 5155
254 / 9653
30 / 739
30 / 748
266 / 10290
26 / 648
216 / 8415
19 / 591
72 / 2698
13 / 400
1 / 8
1 / 8
2 / 33
3 / 71

TssF_Colon
TssA_Colon
Tx_Colon
TxWk_Colon
TssD2_Colon
TxEnhG1_Colon
EnhWk1_Colon
Enh_Colon
TxEnhG2_Colon
Pentrack_CRC_TCGA_corr_R_normal_DN
TssWk_Colon
Pentrack_CRC_TCGA_group.over_C_normal_DN
Quies3_Colon
Lembcke_TCGA_meth_kmeans_L_CIMP.H_DN
EnhA_Colon
Lembcke_TCGA_meth_kmeans_J_CIMP.H_DN
Boland_CRC−MSI−TGC
Marisa_CRC−C6
Marisa_CRC−cluster−e
Marisa_CRC−cluster−g

DiseaseRank p−value #in/all Geneset1234567891011121314151617181920

0.03
0.38
0.70
1.00
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA

17 / 435
1 / 20
6 / 294
0 / 11
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

GUDJ_psoriasis up
BCHETNIA_EBM−DM up
GUDJ_psoriasis down
BCHETNIA_EBM up

GlioRank p−value #in/all Geneset1234567891011121314151617181920

2e−07
6e−03
3e−02
3e−02
5e−02
5e−02
6e−02
7e−02
9e−02
1e−01
2e−01
2e−01
2e−01
2e−01
2e−01
2e−01
2e−01
2e−01
2e−01
2e−01

11 / 63
32 / 843
2 / 11
4 / 50
2 / 15
14 / 365
3 / 38
5 / 94
1 / 4
2 / 26
1 / 7
1 / 8
2 / 32
6 / 159
1 / 9
1 / 9
1 / 9
1 / 9
4 / 100
1 / 10

Stuehler_Proteins_up_in_STS
Sturm_GBM_Meth_overexpression_E_G34_UP
Donson−immune cell intra signaling−associated with LTS in HGA
WILLSCHER_GBM_proteomics_wtOnly_SpotG
WILLSCHER_GBM_STSwt_proteomics−O_UP
Down_b
OL vs. OPC
WILLSCHER_GBM_proteomics_wtOnly_SpotB
Donson−adaptive−immunity−associated with LTS in HGA
Christensen_hypomethylated_in_ependymoma
Sturm_GBM_Meth_overexpression_C_G34_UP
Colman_survival_robust
Donson−innate immunity−associated with LTS in HGA
WILLSCHER_GBM_proteomics_wtOnly_Differencelist
VERHAAK_Brain
Christensen_hypomethylated_in_grade2_oligoastrocytoma
Christensen_hypomethylated_in_grade2_oligodendroglioma
Christensen_hypomethylated_in_grade3_oligoastrocytoma
WILLSCHER_GBM_Verhaak−PN (mut&wt)_up_(MES&CL down)
Christensen_hypomethylated_in_grade2_astrocytoma

GSEA C2Rank p−value #in/all Geneset1234567891011121314151617181920

1e−16
1e−14
4e−13
3e−12
2e−11
3e−11
9e−10
2e−09
2e−09
3e−09
5e−09
1e−08
4e−08
4e−08
1e−07
7e−07
1e−06
2e−06
2e−06
2e−06

41 / 368
45 / 500
38 / 405
52 / 756
35 / 398
36 / 421
29 / 325
24 / 233
60 / 1126
35 / 478
52 / 925
34 / 475
27 / 338
19 / 177
25 / 312
6 / 15
43 / 831
9 / 48
25 / 363
24 / 340

STEIN_ESRRA_TARGETS_UP
STEIN_ESRRA_TARGETS
MOOTHA_HUMAN_MITODB_6_2002
WEI_MYCN_TARGETS_WITH_E_BOX
MOOTHA_PGC
MOOTHA_MITOCHONDRIA
PENG_GLUTAMINE_DEPRIVATION_DN
PENG_RAPAMYCIN_RESPONSE_DN
BLALOCK_ALZHEIMERS_DISEASE_DN
STARK_PREFRONTAL_CORTEX_22Q11_DELETION_DN
KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_DN
ONKEN_UVEAL_MELANOMA_DN
DAIRKEE_TERT_TARGETS_UP
YAO_TEMPORAL_RESPONSE_TO_PROGESTERONE_CLUSTER_17
WONG_EMBRYONIC_STEM_CELL_CORE
MOOTHA_TCA
KRIGE_RESPONSE_TO_TOSEDOSTAT_6HR_DN
REACTOME_MITOCHONDRIAL_PROTEIN_IMPORT
RUTELLA_RESPONSE_TO_HGF_UP
RUTELLA_RESPONSE_TO_HGF_VS_CSF2RB_AND_IL4_UP

HMRank p−value #in/all Geneset1234567891011121314151617181920

6e−18
8e−07
2e−06
1e−04
8e−04
6e−03
1e−02
2e−02
2e−02
3e−02
4e−02
1e−01
2e−01
2e−01
2e−01
2e−01
3e−01
3e−01
4e−01
4e−01

32 / 198
10 / 57
17 / 188
12 / 141
13 / 196
7 / 91
10 / 183
9 / 162
9 / 169
5 / 74
9 / 188
6 / 146
4 / 93
4 / 96
6 / 169
6 / 174
4 / 109
3 / 87
3 / 91
3 / 94

HALLMARK_OXIDATIVE_PHOSPHORYLATION
HALLMARK_MYC_TARGETS_V2
HALLMARK_ADIPOGENESIS
HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_MTORC1_SIGNALING
HALLMARK_PROTEIN_SECRETION
HALLMARK_GLYCOLYSIS
HALLMARK_COMPLEMENT
HALLMARK_XENOBIOTIC_METABOLISM
HALLMARK_CHOLESTEROL_HOMEOSTASIS
HALLMARK_MYC_TARGETS_V1
HALLMARK_UV_RESPONSE_UP
HALLMARK_PEROXISOME
HALLMARK_PI3K_AKT_MTOR_SIGNALING
HALLMARK_INTERFERON_GAMMA_RESPONSE
HALLMARK_HEME_METABOLISM
HALLMARK_UNFOLDED_PROTEIN_RESPONSE
HALLMARK_INTERFERON_ALPHA_RESPONSE
HALLMARK_BILE_ACID_METABOLISM
HALLMARK_ANDROGEN_RESPONSE

LifestyleRank p−value #in/all Geneset1234567891011121314151617181920

0.09
0.30
0.35
0.43
1.00
1.00
1.00
1.00
1.00
1.00
1.00
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA

1 / 4
1 / 15
1 / 18
2 / 62
0 / 10
0 / 3
0 / 5
0 / 8
0 / 5
0 / 7
0 / 32
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

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

LymphomaRank p−value #in/all Geneset1234567891011121314151617181920

5e−07
4e−06
9e−05
1e−04
7e−04
1e−03
1e−03
2e−03
5e−03
9e−03
1e−02
4e−02
6e−02
7e−02
2e−01
2e−01
2e−01
2e−01
2e−01
2e−01

9 / 42
206 / 6929
215 / 7592
205 / 7209
8 / 82
151 / 5184
9 / 109
16 / 294
180 / 6564
18 / 410
13 / 275
5 / 80
4 / 61
1 / 3
1 / 8
1 / 8
1 / 8
140 / 5538
31 / 1128
2 / 40

CARO_OxPhos_in_DLBCL_UP
HOPP_Txn_elongation
HOPP_Active_promoter
HOPP_Weak_promoter
ROSOLOWSKI_green UP
HOPP_Txn_transition
ROSOLOWSKI_green total
TARTE_Plasmablast signature
HOPP_Strong_enhancer
SPANG_CD40 6hrs DN
TARTE_Mature plasma cell signature
Aukema_BCL2 DN_BCL6 UP
SPANG_LPS 6hrs DN
WRIGHT_custom GCB−DLBCL UP
MASCQUE_GCB UP
MASCQUE_ABC UP
Subero_B−CLL_hypo_meth
HOPP_Weak_txn
SPANG_BCR DN
Subero_mBL_hyper_meth

MFRank p−value #in/all Geneset1234567891011121314151617181920

9e−07
5e−06
1e−03
2e−03
3e−03
4e−03
6e−03
6e−03
7e−03
7e−03
7e−03
9e−03
1e−02
2e−02
2e−02
2e−02
2e−02
2e−02
2e−02
2e−02

9 / 45
33 / 592
50 / 1365
5 / 39
3 / 13
4 / 28
3 / 16
18 / 394
3 / 17
3 / 17
3 / 17
4 / 35
4 / 37
3 / 23
3 / 23
3 / 25
21 / 550
2 / 10
2 / 10
4 / 46

NAD binding
oxidoreductase activity
RNA binding
oxidoreductase activity, acting on the CH−OH group of donors, NAD or NADP as acceptor
NAD+ binding
hydrogen ion transmembrane transporter activity
nucleoside diphosphate kinase activity
catalytic activity
aspartic−type endopeptidase activity
fatty−acyl−CoA binding
sialyltransferase activity
aminoacyl−tRNA ligase activity
coenzyme binding
protein disulfide oxidoreductase activity
proton−transporting ATPase activity, rotational mechanism
aminopeptidase activity
protein homodimerization activity
estradiol 17−beta−dehydrogenase activity
FAD binding
transferase activity, transferring alkyl or aryl (other than methyl) groups

miRNA targetRank p−value #in/all Geneset1234567891011121314151617181920

0.02
0.03
0.04
0.05
0.05
0.06
0.06
0.07
0.07
0.07
0.08
0.08
0.10
0.12
0.13
0.13
0.14
0.14
0.15
0.15

5 / 68
2 / 11
4 / 56
4 / 58
3 / 36
3 / 37
5 / 89
4 / 65
5 / 94
2 / 19
11 / 284
5 / 96
3 / 48
5 / 110
5 / 112
1 / 6
6 / 147
4 / 84
3 / 56
5 / 119

hsa−miR−361−3p
hsa−miR−604
hsa−miR−892a
hsa−miR−409−5p
hsa−miR−518e
hsa−miR−760
hsa−miR−608
hsa−miR−518c*
hsa−miR−219−2−3p
hsa−miR−645
hsa−miR−503
hsa−miR−513b
hsa−miR−524−3p
hsa−miR−146a
hsa−miR−297
hsa−miR−937
hsa−miR−506
hsa−miR−220c
hsa−miR−384
hsa−miR−1248

Pathw ActRank p−value #in/all Geneset1234567891011121314151617181920

0.3
0.3
1.0
1.0
1.0
1.0
1.0
1.0
1.0
1.0
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA

1 / 13
1 / 14
0 / 12
0 / 13
0 / 12
0 / 13
0 / 12
0 / 9
0 / 15
0 / 14
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

BENTINK_src.10
BENTINK_e2f3.1
GUSTAFSON_PI3K_UP
GUSTAFSON_PI3K_DN
BENTINK_e2f3.2
BENTINK_myc.1
BENTINK_ras.1
BENTINK_ras.4
BENTINK_ras.6
BENTINK_src.2

TFRank p−value #in/all Geneset1234567891011121314151617181920

2e−06
1e−05
1e−05
1e−05
2e−05
4e−05
4e−05
7e−05
1e−04
1e−04
2e−04
3e−04
4e−04
4e−04
6e−04
6e−04
6e−04
6e−04
7e−04
1e−03

61 / 1400
68 / 1701
149 / 4689
59 / 1418
128 / 3924
160 / 5219
152 / 4909
175 / 5890
128 / 4054
144 / 4706
160 / 5355
51 / 1314
161 / 5495
158 / 5374
145 / 4879
140 / 4682
158 / 5408
133 / 4414
138 / 4617
141 / 4774

ICGC_Myc_targets
HEBENSTREIT_high expression TF
ICGC_Taf1_targets
ICGC_Ets1_targets
ICGC_Zeb1_targets
ICGC_Tcf3_targets
ICGC_Stat5_targets
ICGC_Elf1_targets
ICGC_Egr1_targets
ICGC_Sp1_targets
ICGC_Pol2_targets
ICGC_Usf1_targets
ICGC_Yy1_targets
ICGC_Pax5_targets
ICGC_Pmlsc71910_targets
ICGC_Pol24_targets
ICGC_Pou2_targets
ICGC_Bclaf101388_targets
ICGC_Tcf12_targets
ICGC_Foxm1_targets

TF TissueRank p−value #in/all Geneset1234567891011121314151617181920

0.02
0.05
0.05
0.05
0.10
0.15
0.19
0.22
0.23
0.23
0.34
0.42
0.44
0.46
0.48
0.50
0.50
0.58
0.66
0.75

3 / 23
2 / 16
2 / 16
2 / 16
2 / 23
1 / 7
1 / 9
2 / 37
2 / 38
1 / 11
1 / 17
1 / 23
4 / 143
1 / 26
1 / 27
1 / 29
1 / 29
1 / 36
1 / 45
1 / 58

VAQUERIZAS_Adrenal cortex
VAQUERIZAS_Pancreas
VAQUERIZAS_Adrenal gland
VAQUERIZAS_Salivary gland
VAQUERIZAS_Trachea
VAQUERIZAS_Skeletal.muscle.psoas
VAQUERIZAS_Kidney
VAQUERIZAS_Thymus
VAQUERIZAS_Whole brain
VAQUERIZAS_Fetal liver
VAQUERIZAS_Pituitary
VAQUERIZAS_Spinal cord
VAQUERIZAS_General
VAQUERIZAS_Liver
VAQUERIZAS_Lymph node
VAQUERIZAS_Smooth muscle
VAQUERIZAS_Fetal lung
VAQUERIZAS_Fetal brain
VAQUERIZAS_Uterus
VAQUERIZAS_Lung

TissueRank p−value #in/all Geneset1234567891011121314151617181920

0.2
0.2
0.2
0.3
0.3
0.3
0.3
0.3
0.4
0.5
0.5
0.8
0.9
1.0
1.0
1.0
1.0
1.0
1.0
1.0

4 / 95
1 / 9
1 / 11
1 / 13
1 / 13
6 / 194
10 / 350
1 / 16
6 / 225
3 / 114
1 / 32
6 / 350
1 / 107
0 / 11
0 / 11
0 / 8
0 / 12
0 / 12
0 / 5
0 / 11

WIRTH_Muscle
PALMER_CD8+ T−Cell signature up
WIRTH_Cortex cerebri
WIRTH_B−cells
WIRTH_Thyroid gland
PALMER_B−Cell signature up
WIRTH_Nervous System
PALMER_Lymphocytes signature up
PALMER_Granulocytes signature up
PALMER_T−Cell signature up
WIRTH_Pancreas
WIRTH_Immune system
WIRTH_Testis
WIRTH_Sec. lymphoid organs
WIRTH_Prim. lymphoid organs
WIRTH_Tonsil
WIRTH_Thymus
WIRTH_Lymphocytes
WIRTH_Bone marrow
WIRTH_Globus pallidus

ToxicRank p−value #in/all Geneset1234567891011121314151617181920

0.05
0.93
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA

35 / 1115
76 / 3682
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

LU_BPDE 1h DN
LU_BPDE 0.005 DN



Group Overexpression Spots

Spot Summary: B

# metagenes = 27
# genes = 406

<r> metagenes = 0.92
<r> genes = 0.27
beta: r2= 8.57  /  log p= −Inf

# samples with spot = 28 ( 30.4 %)
MSC1 : 27 ( 64.3 %)
MSC3 : 1 ( 4 %)

Overview Map
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Spot Genelist

Rank
ID

max e
min e

r
Symbol

Description

1

2

3

4

5

6

7

8

9

10

11

12

13

14

15

16

17

18

19

20

CEP97

UBE2C

NUF2

CDK1

CCNB1

NEK2

SMCO4

PLK1

AURKB

CKAP2L

CDC20

KIF20A

NDC80

DLGAP5

PRR11

RRM2

SGOL1

HIST1H4E

CDCA3

PBK

2.41

2.22

2.2

2.16

2.14

2.14

2.1

2.09

2.03

2.01

2

1.98

1.96

1.93

1.93

1.92

1.91

1.9

1.88

1.85

−1.21

−1.05

−0.57

−1.11

−1.08

−0.38

−0.21

−0.46

−0.61

−0.57

−0.67

−0.39

−0.62

−0.47

−0.5

−0.76

−0.72

−0.46

−0.49

−0.67

0.26

0.87

0.84

0.84

0.66

0.68

0.34

0.65

0.79

0.84

0.71

0.74

0.87

0.78

0.75

0.86

0.75

0.45

0.83

0.8

CEP97

UBE2C

NUF2

CDK1

CCNB1

NEK2

SMCO4

PLK1

AURKB

CKAP2L

CDC20

KIF20A

NDC80

DLGAP5

PRR11

RRM2

SGOL1

HIST1H4E

CDCA3

PBK

centrosomal protein 97kDa [Source:HGNC Symbol;Acc:HGNC:26244]

ubiquitin−conjugating enzyme E2C [Source:HGNC Symbol;Acc:HGNC:15937]

NUF2, NDC80 kinetochore complex component [Source:HGNC Symbol;Acc:HGNC:14621]

cyclin−dependent kinase 1 [Source:HGNC Symbol;Acc:HGNC:1722]

cyclin B1 [Source:HGNC Symbol;Acc:HGNC:1579]

NIMA−related kinase 2 [Source:HGNC Symbol;Acc:HGNC:7745]

single−pass membrane protein with coiled−coil domains 4 [Source:HGNC Symbol;Acc:HGNC:24810]

polo−like kinase 1 [Source:HGNC Symbol;Acc:HGNC:9077]

aurora kinase B [Source:HGNC Symbol;Acc:HGNC:11390]

cytoskeleton associated protein 2−like [Source:HGNC Symbol;Acc:HGNC:26877]

cell division cycle 20 [Source:HGNC Symbol;Acc:HGNC:1723]

kinesin family member 20A [Source:HGNC Symbol;Acc:HGNC:9787]

NDC80 kinetochore complex component [Source:HGNC Symbol;Acc:HGNC:16909]

discs, large (Drosophila) homolog−associated protein 5 [Source:HGNC Symbol;Acc:HGNC:16864]

proline rich 11 [Source:HGNC Symbol;Acc:HGNC:25619]

ribonucleotide reductase M2 [Source:HGNC Symbol;Acc:HGNC:10452]

shugoshin−like 1 (S. pombe) [Source:HGNC Symbol;Acc:HGNC:25088]

histone cluster 1, H4e [Source:HGNC Symbol;Acc:HGNC:4790]

cell division cycle associated 3 [Source:HGNC Symbol;Acc:HGNC:14624]

PDZ binding kinase [Source:HGNC Symbol;Acc:HGNC:18282]

Geneset Overrepresentation

Rank p−value #in/all Geneset

1
2
3
4
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1e−99
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1e−99

1e−99

1e−99

1e−99

1e−99

1e−99

1e−99

1e−99

2e−94

5e−94

2e−91

3e−90

2e−89

5e−89

2e−87

7e−87

7e−87

2e−86

7e−86

1e−85

1e−84

2e−84

3e−84

4e−84

6e−84

8e−83

3e−82

4e−82

213 / 1110

131 / 412

123 / 142

110 / 197

12 / 16

256 / 1192

222 / 1251

137 / 505

102 / 139

127 / 390

188 / 944

163 / 616

197 / 700

121 / 327

95 / 145

145 / 436

125 / 267

143 / 242

175 / 305

232 / 550

87 / 162

72 / 96

84 / 155

77 / 124

115 / 388

125 / 489

68 / 93

99 / 270

72 / 110

111 / 373

101 / 291

102 / 301

124 / 517

102 / 308

68 / 99

141 / 724

63 / 81

86 / 198

67 / 99

130 / 609

BP

BP

Glio

HM

Cancer

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

Cancer

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

cell cycle

mitotic cell cycle

WILLSCHER_GBM_Verhaak−CL_up ( C)

HALLMARK_E2F_TARGETS

SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP

KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_UP

DODD_NASOPHARYNGEAL_CARCINOMA_DN

BERENJENO_TRANSFORMED_BY_RHOA_UP

ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER

PUJANA_BRCA2_PCC_NETWORK

NUYTTEN_EZH2_TARGETS_DN

BENPORATH_CYCLING_GENES

MARSON_BOUND_BY_E2F4_UNSTIMULATED

BLUM_RESPONSE_TO_SALIRASIB_DN

CHANG_CYCLING_GENES

SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6

ZHANG_TLX_TARGETS_60HR_DN

KOBAYASHI_EGFR_SIGNALING_24HR_DN

DUTERTRE_ESTRADIOL_RESPONSE_24HR_UP

GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP

GRAHAM_CML_DIVIDING_VS_NORMAL_QUIESCENT_UP

CROONQUIST_IL6_DEPRIVATION_DN

HOFFMANN_LARGE_TO_SMALL_PRE_BII_LYMPHOCYTE_UP

ZHOU_CELL_CYCLE_GENES_IN_IR_RESPONSE_24HR

REACTOME_CELL_CYCLE

Lembcke_Normal vs Adenoma

KONG_E2F3_TARGETS

BASAKI_YBX1_TARGETS_UP

WHITEFORD_PEDIATRIC_CANCER_MARKERS

VECCHI_GASTRIC_CANCER_EARLY_UP

HORIUCHI_WTAP_TARGETS_DN

REACTOME_CELL_CYCLE_MITOTIC

FEVR_CTNNB1_TARGETS_DN

LINDGREN_BLADDER_CANCER_CLUSTER_3_UP

BURTON_ADIPOGENESIS_3

PUJANA_CHEK2_PCC_NETWORK

GRAHAM_NORMAL_QUIESCENT_VS_NORMAL_DIVIDING_DN

FUJII_YBX1_TARGETS_DN

LEE_EARLY_T_LYMPHOCYTE_UP

RODRIGUES_THYROID_CARCINOMA_POORLY_DIFFERENTIATED_UP
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AgingRank p−value #in/all Geneset1234567891011121314151617181920

0.2
0.8
1.0
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA

5 / 111
2 / 100
0 / 38
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

HORVATH_aging_genes meth UP
HORVATH_aging_genes meth DOWN
TESCHENDORFF_age_hypermethylated

BPRank p−value #in/all Geneset1234567891011121314151617181920

1e−99
1e−99
2e−79
8e−66
2e−65
3e−48
6e−46
7e−43
2e−31
2e−25
3e−24
2e−22
4e−20
1e−18
2e−18
3e−18
3e−18
3e−17
2e−16
1e−15

213 / 1110
131 / 412
140 / 768
98 / 409
88 / 312
105 / 721
55 / 160
50 / 139
23 / 29
50 / 298
35 / 139
199 / 3980
15 / 20
15 / 23
29 / 133
15 / 24
14 / 20
57 / 581
17 / 41
24 / 108

cell cycle
mitotic cell cycle
DNA metabolic process
cell division
mitotic nuclear division
chromosome organization
chromosome segregation
DNA replication
DNA strand elongation involved in DNA replication
DNA repair
G1/S transition of mitotic cell cycle
cellular nitrogen compound metabolic process
telomere maintenance via semi−conservative replication
DNA replication initiation
G2/M transition of mitotic cell cycle
telomere maintenance via recombination
mitotic sister chromatid segregation
cytoskeleton organization
CENP−A containing nucleosome assembly
nucleosome assembly

BrainRank p−value #in/all Geneset1234567891011121314151617181920

2e−20
4e−13
3e−07
4e−06
2e−04
5e−03
2e−01
3e−01
4e−01
5e−01
6e−01
6e−01
6e−01
7e−01
8e−01
8e−01
8e−01
8e−01
9e−01
9e−01

338 / 9330
103 / 1845
294 / 9013
46 / 831
51 / 1122
52 / 1333
32 / 989
6 / 163
36 / 1236
246 / 9020
6 / 229
12 / 468
4 / 158
26 / 1050
3 / 156
22 / 953
3 / 166
6 / 304
11 / 534
151 / 5940

Overlap_fetal_midbrain_ReprPC
Fetal_Quies
Overlap_fetal_midbrain_K9K27me3
Fetal_HetRpts
Fetal_K9K27me3
Fetal_ReprPCWk
Mid_Frontal_Lobe_Quies
Fetal_ReprPC
Mid_Frontal_Lobe_ReprPCWk
Overlap_fetal_midbrain_ReprPCWk
Mid_Frontal_Lobe_TxTrans
Mid_Frontal_Lobe_TssF
Overlap_fetal_midbrain_Het
Fetal_EnhP
Mid_Frontal_Lobe_TssA
Fetal_Enh
Mid_Frontal_Lobe_Tx
Fetal_Het
Mid_Frontal_Lobe_EnhG
Overlap_fetal_midbrain_HetRpts

CancerRank p−value #in/all Geneset1234567891011121314151617181920

1e−99
5e−89
1e−35
1e−12
1e−11
2e−11
5e−08
8e−08
9e−08
5e−07
3e−06
2e−05
9e−03
5e−02
6e−02
7e−02
9e−02
1e−01
3e−01
3e−01

12 / 16
125 / 489
8 / 15
10 / 16
21 / 120
14 / 47
9 / 29
6 / 10
2 / 15
10 / 48
11 / 70
5 / 13
3 / 16
2 / 14
2 / 15
2 / 16
6 / 113
2 / 20
1 / 12
2 / 40

SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
Lembcke_Normal vs Adenoma
RHODES_UNDIFFERENTIATED_CANCER
WOLFER_overlap genes
PanCan_CC+Apop_geneset_nanostring
PanCan_DNARepair_geneset_nanostring
KUIPER_MM good survival
GENTLES_modul3
RHODES_CANCER_META_SIGNATURE
KUIPER_MM poor survival
SHAUGHNESSY_MM high risk
BEN−PORATH_UP
GENTLES_modul2
LIU_COMMON_CANCER_GENES
GENTLES_modul1
GENTLES_modul6
PanCan_Driver_Gene_geneset_nanostring
PanCan_ChromMod_geneset_nanostring
LIU_BREAST_CANCER
PanCan_HK_geneset_nanostring

CCRank p−value #in/all Geneset1234567891011121314151617181920

2e−79
2e−45
3e−42
4e−29
5e−27
4e−25
4e−24
2e−23
3e−22
6e−22
7e−22
1e−21
1e−20
3e−19
3e−15
5e−13
8e−12
1e−11
8e−11
1e−10

132 / 663
294 / 5696
187 / 2577
31 / 75
27 / 59
52 / 331
26 / 65
176 / 3214
107 / 1465
28 / 93
355 / 9988
367 / 10605
58 / 512
48 / 377
24 / 113
22 / 115
371 / 11774
13 / 38
120 / 2507
18 / 97

chromosome
nucleus
nucleoplasm
condensed chromosome kinetochore
chromosome, centromeric region
nuclear chromosome
kinetochore
protein complex
cytoskeleton
spindle pole
organelle
intracellular
microtubule organizing center
centrosome
spindle
midbody
cell
spindle microtubule
cytosol
chromatin

ChrRank p−value #in/all Geneset1234567891011121314151617181920

0.006
0.017
0.028
0.040
0.076
0.161
0.248
0.395
0.403
0.431
0.438
0.519
0.533
0.611
0.651
0.700
0.738
0.768
0.796
0.822

26 / 558
21 / 465
13 / 262
11 / 221
14 / 335
26 / 775
22 / 687
5 / 151
12 / 398
23 / 801
16 / 552
23 / 838
19 / 696
12 / 462
39 / 1500
17 / 689
11 / 469
20 / 840
13 / 576
23 / 993

Chr 4
Chr 15
Chr 13
Chr 18
Chr 22
Chr 12
Chr 6
Chr 21
Chr 20
Chr 11
Chr 10
Chr 3
Chr 5
Chr 14
Chr 1
Chr 7
Chr 8
Chr 17
Chr 9
Chr 2

Colon CancerRank p−value #in/all Geneset1234567891011121314151617181920

3e−20
5e−13
1e−08
7e−08
4e−04
8e−04
2e−03
1e−02
1e−02
2e−02
2e−02
5e−02
5e−02
9e−02
1e−01
1e−01
2e−01
2e−01
2e−01
3e−01

65 / 648
58 / 748
330 / 10290
308 / 9482
4 / 14
261 / 8415
226 / 7203
3 / 18
2 / 7
2 / 8
2 / 9
1 / 2
1 / 2
116 / 3812
1 / 5
21 / 591
1 / 8
1 / 8
1 / 8
1 / 13

Pentrack_CRC_TCGA_group.over_C_normal_DN
Pentrack_CRC_TCGA_corr_R_normal_DN
TssWk_Colon
TssA_Colon
Hewish_dMMR−secondary−mutations_DNA−repair
Quies3_Colon
TssF_Colon
Boland_CRC−MSI−A6−A10
TCGA_Mutated−in−CRC_mismatch−repair−genes
Boland_CRC−MMR−system
KIM_MSI−in−EC
Hewish_dMMR−secondary−mutations_Cell−motility
Hewish_dMMR−secondary−mutations_Damage_signaling
TssD1_Colon
Budinska_C_CIMP−H−like_UP
Lembcke_TCGA_meth_kmeans_L_CIMP.H_DN
Marisa_CRC−C1
Marisa_CRC−C3
Marisa_CRC−C6
TCGA−CRC_less−agressive−disease−markers

DiseaseRank p−value #in/all Geneset1234567891011121314151617181920

3e−36
1e+00
1e+00
1e+00
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA

72 / 435
3 / 294
0 / 11
0 / 20
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

GUDJ_psoriasis up
GUDJ_psoriasis down
BCHETNIA_EBM up
BCHETNIA_EBM−DM up

GlioRank p−value #in/all Geneset1234567891011121314151617181920

1e−99
7e−30
1e−25
8e−07
3e−06
1e−05
2e−02
5e−02
7e−02
2e−01
2e−01
3e−01
4e−01
4e−01
4e−01
5e−01
6e−01
6e−01
6e−01
6e−01

123 / 142
27 / 49
28 / 71
11 / 62
4 / 5
45 / 843
4 / 39
5 / 75
14 / 332
5 / 103
1 / 9
1 / 11
1 / 16
2 / 49
2 / 50
1 / 22
1 / 29
2 / 68
2 / 70
4 / 159

WILLSCHER_GBM_Verhaak−CL_up ( C)
developing astrocytes
Weller_LGG_gradeII−vs−III_DOWN
cultured astroglia vs. in vivo astrocytes
Phillips Prolif up vs PN & MES
Sturm_GBM_Meth_overexpression_E_G34_UP
OPC
Weller_LGG_A_vs_O_DOWN
Up
GIEZELT_GBM_WT_up_VS_mut
Mukasa_UP_in_GBM
WILLSCHER_GBM_LTSmut_proteomics−B_UP
KIM deleted & downregulated in LTS
OL vs. MOG− OL
WILLSCHER_GBM_proteomics_wtOnly_SpotG
KIM prognostic signature LTS vs. STS
shaw_responders_down_in_oligo_glioma
WILLSCHER_GBM_Verhaak−PNwt & MES_up
Weller_LGG_1p19qDel−vs−intact_UP
WILLSCHER_GBM_proteomics_wtOnly_Differencelist

GSEA C2Rank p−value #in/all Geneset1234567891011121314151617181920

1e−99
1e−99
1e−99
1e−99
1e−99
1e−99
1e−99
1e−99
1e−99
1e−99
1e−99
1e−99
1e−99
1e−99
1e−99
1e−99
2e−94
5e−94
2e−91
3e−90

12 / 16
256 / 1192
222 / 1251
137 / 505
102 / 139
127 / 390
188 / 944
163 / 616
197 / 700
121 / 327
95 / 145
145 / 436
125 / 267
143 / 242
175 / 305
232 / 550
87 / 162
72 / 96
84 / 155
77 / 124

SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_UP
DODD_NASOPHARYNGEAL_CARCINOMA_DN
BERENJENO_TRANSFORMED_BY_RHOA_UP
ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER
PUJANA_BRCA2_PCC_NETWORK
NUYTTEN_EZH2_TARGETS_DN
BENPORATH_CYCLING_GENES
MARSON_BOUND_BY_E2F4_UNSTIMULATED
BLUM_RESPONSE_TO_SALIRASIB_DN
CHANG_CYCLING_GENES
SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6
ZHANG_TLX_TARGETS_60HR_DN
KOBAYASHI_EGFR_SIGNALING_24HR_DN
DUTERTRE_ESTRADIOL_RESPONSE_24HR_UP
GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
GRAHAM_CML_DIVIDING_VS_NORMAL_QUIESCENT_UP
CROONQUIST_IL6_DEPRIVATION_DN
HOFFMANN_LARGE_TO_SMALL_PRE_BII_LYMPHOCYTE_UP
ZHOU_CELL_CYCLE_GENES_IN_IR_RESPONSE_24HR

HMRank p−value #in/all Geneset1234567891011121314151617181920

1e−99
1e−81
6e−25
9e−09
1e−05
1e−05
8e−04
3e−03
4e−03
9e−02
1e−01
2e−01
2e−01
2e−01
3e−01
3e−01
4e−01
5e−01
5e−01
5e−01

110 / 197
85 / 196
41 / 195
22 / 188
12 / 95
15 / 146
13 / 170
13 / 196
6 / 57
7 / 140
5 / 93
6 / 141
6 / 146
7 / 183
3 / 74
4 / 109
6 / 181
3 / 94
5 / 167
5 / 174

HALLMARK_E2F_TARGETS
HALLMARK_G2M_CHECKPOINT
HALLMARK_MITOTIC_SPINDLE
HALLMARK_MYC_TARGETS_V1
HALLMARK_SPERMATOGENESIS
HALLMARK_DNA_REPAIR
HALLMARK_ESTROGEN_RESPONSE_LATE
HALLMARK_MTORC1_SIGNALING
HALLMARK_MYC_TARGETS_V2
HALLMARK_APOPTOSIS
HALLMARK_PEROXISOME
HALLMARK_FATTY_ACID_METABOLISM
HALLMARK_UV_RESPONSE_UP
HALLMARK_GLYCOLYSIS
HALLMARK_CHOLESTEROL_HOMEOSTASIS
HALLMARK_UNFOLDED_PROTEIN_RESPONSE
HALLMARK_P53_PATHWAY
HALLMARK_ANDROGEN_RESPONSE
HALLMARK_IL2_STAT5_SIGNALING
HALLMARK_HEME_METABOLISM

LifestyleRank p−value #in/all Geneset1234567891011121314151617181920

 1
 1
 1
 1
 1
 1
 1
 1
 1
 1
 1
NA
NA
NA
NA
NA
NA
NA
NA
NA

0 / 62
0 / 10
0 / 3
0 / 4
0 / 5
0 / 8
0 / 5
0 / 15
0 / 7
0 / 18
0 / 32
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

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

LymphomaRank p−value #in/all Geneset1234567891011121314151617181920

9e−40
2e−35
1e−23
6e−22
4e−11
2e−08
2e−08
8e−08
2e−06
1e−02
1e−02
1e−02
9e−02
1e−01
2e−01
2e−01
2e−01
3e−01
3e−01
3e−01

317 / 6929
60 / 294
304 / 7592
235 / 5184
21 / 129
15 / 89
67 / 1218
249 / 7209
225 / 6564
2 / 6
14 / 256
177 / 5693
2 / 19
162 / 5538
1 / 7
2 / 30
1 / 8
1 / 13
1 / 13
1 / 14

HOPP_Txn_elongation
TARTE_Plasmablast signature
HOPP_Active_promoter
HOPP_Txn_transition
DAVE_BL−vs−DLBCL
ROSOLOWSKI_blue total
SPANG_BCR UP
HOPP_Weak_promoter
HOPP_Strong_enhancer
MASCQUE_mBL UP
SPANG_IL21 DN
HOPP_Weak_enhancer
DAVE_c−myc BL UP
HOPP_Weak_txn
CARO_OxPhos_vs_BCR_UP
TARTE_B−cell signature
MASCQUE_GCB UP
WRIGHT_GCB UP
YAMANE_AICDA_targets_recruited
Subero_mBL_hypo_meth

MFRank p−value #in/all Geneset1234567891011121314151617181920

4e−15
6e−11
4e−10
7e−10
1e−09
6e−09
9e−09
4e−08
2e−07
7e−07
3e−06
1e−05
3e−05
5e−05
6e−05
1e−04
2e−04
3e−04
3e−04
3e−04

318 / 8984
77 / 1309
34 / 364
101 / 2037
21 / 152
14 / 71
20 / 156
13 / 69
30 / 376
8 / 29
17 / 167
9 / 54
6 / 23
5 / 16
22 / 316
6 / 29
14 / 164
6 / 34
4 / 13
6 / 35

protein binding
ATP binding
ATPase activity
DNA binding
histone binding
single−stranded DNA binding
microtubule binding
microtubule motor activity
chromatin binding
DNA−directed DNA polymerase activity
helicase activity
damaged DNA binding
DNA helicase activity
ATP−dependent microtubule motor activity, plus−end−directed
protein kinase binding
ATP−dependent DNA helicase activity
nuclease activity
DNA−dependent ATPase activity
nucleocytoplasmic transporter activity
4 iron, 4 sulfur cluster binding

miRNA targetRank p−value #in/all Geneset1234567891011121314151617181920

3e−04
5e−04
7e−04
7e−04
1e−03
1e−03
1e−03
1e−03
2e−03
2e−03
2e−03
2e−03
2e−03
2e−03
3e−03
4e−03
4e−03
4e−03
4e−03
4e−03

12 / 135
10 / 103
20 / 327
20 / 328
8 / 77
10 / 115
20 / 344
13 / 179
10 / 119
11 / 140
19 / 328
19 / 329
9 / 104
6 / 50
10 / 127
20 / 376
15 / 251
22 / 433
7 / 74
18 / 328

hsa−miR−28−5p
hsa−miR−1284
hsa−miR−590−3p
hsa−miR−520d−3p
hsa−miR−1261
hsa−miR−154
hsa−miR−548d−5p
hsa−miR−582−5p
hsa−miR−217
hsa−miR−522
hsa−miR−18a
hsa−miR−302d
hsa−miR−210
hsa−miR−610
hsa−miR−520a−5p
hsa−miR−373
hsa−miR−548l
hsa−miR−548n
hsa−miR−708
hsa−miR−548a−5p

Pathw ActRank p−value #in/all Geneset1234567891011121314151617181920

6e−04
4e−03
4e−02
4e−02
3e−01
3e−01
1e+00
1e+00
1e+00
1e+00
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA

4 / 15
3 / 12
2 / 12
2 / 12
1 / 13
1 / 14
0 / 13
0 / 14
0 / 9
0 / 13
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

BENTINK_ras.6
GUSTAFSON_PI3K_UP
BENTINK_e2f3.2
BENTINK_ras.1
BENTINK_myc.1
BENTINK_src.2
GUSTAFSON_PI3K_DN
BENTINK_e2f3.1
BENTINK_ras.4
BENTINK_src.10

TFRank p−value #in/all Geneset1234567891011121314151617181920

3e−08
3e−08
8e−08
5e−07
5e−06
2e−05
3e−05
9e−05
1e−04
1e−04
2e−04
2e−04
5e−04
9e−04
9e−04
1e−03
1e−03
2e−03
2e−03
2e−03

65 / 1171
184 / 4829
178 / 4689
155 / 4032
67 / 1418
168 / 4706
172 / 4879
166 / 4774
184 / 5408
163 / 4682
8 / 59
196 / 5890
69 / 1701
149 / 4385
198 / 6114
155 / 4617
3 / 9
179 / 5495
72 / 1878
148 / 4414

KIM_MYC targets
ICGC_Nficsc81335_targets
ICGC_Taf1_targets
ICGC_Creb1_targets
ICGC_Ets1_targets
ICGC_Sp1_targets
ICGC_Pmlsc71910_targets
ICGC_Foxm1_targets
ICGC_Pou2_targets
ICGC_Pol24_targets
MYC_Targets UP
ICGC_Elf1_targets
HEBENSTREIT_high expression TF
ICGC_Atf2_targets
ICGC_Runx3_targets
ICGC_Tcf12_targets
MYC_DNA repair UP
ICGC_Yy1_targets
ICGC_Cebpbsc150_targets
ICGC_Bclaf101388_targets

TF TissueRank p−value #in/all Geneset1234567891011121314151617181920

0.02
0.03
0.08
0.16
0.34
0.71
0.80
0.81
0.91
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

4 / 38
2 / 11
3 / 37
2 / 26
1 / 15
1 / 45
1 / 58
1 / 59
2 / 143
0 / 36
0 / 41
0 / 33
0 / 29
0 / 9
0 / 23
0 / 38
0 / 40
0 / 7
0 / 29
0 / 16

VAQUERIZAS_Testis
VAQUERIZAS_Fetal liver
VAQUERIZAS_Thymus
VAQUERIZAS_Liver
VAQUERIZAS_Bone marrow
VAQUERIZAS_Uterus
VAQUERIZAS_Lung
VAQUERIZAS_Whole blood
VAQUERIZAS_General
VAQUERIZAS_Fetal brain
VAQUERIZAS_Placenta
VAQUERIZAS_Prostate
VAQUERIZAS_Smooth muscle
VAQUERIZAS_Kidney
VAQUERIZAS_Spinal cord
VAQUERIZAS_Whole brain
VAQUERIZAS_Thyroid
VAQUERIZAS_Appendix
VAQUERIZAS_Fetal lung
VAQUERIZAS_Pancreas

TissueRank p−value #in/all Geneset1234567891011121314151617181920

0.004
0.262
0.279
0.283
0.359
0.822
0.986
0.987
1.000
1.000
1.000
1.000
1.000
1.000
1.000
1.000
1.000
1.000
1.000
1.000

3 / 12
1 / 11
7 / 194
1 / 12
11 / 350
2 / 114
2 / 225
4 / 350
0 / 32
0 / 11
0 / 13
0 / 8
0 / 12
0 / 5
0 / 11
0 / 14
0 / 11
0 / 10
0 / 10
0 / 107

WIRTH_Thymus
WIRTH_Prim. lymphoid organs
PALMER_B−Cell signature up
WIRTH_Cerebellum
WIRTH_Immune system
PALMER_T−Cell signature up
PALMER_Granulocytes signature up
WIRTH_Nervous System
WIRTH_Pancreas
WIRTH_Sec. lymphoid organs
WIRTH_B−cells
WIRTH_Tonsil
WIRTH_Lymphocytes
WIRTH_Bone marrow
WIRTH_Globus pallidus
WIRTH_Telencephalon
WIRTH_Cortex cerebri
WIRTH_Hippocampus
WIRTH_Thalamus
WIRTH_Testis

ToxicRank p−value #in/all Geneset1234567891011121314151617181920

0.3
1.0
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA

33 / 1115
72 / 3682
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

LU_BPDE 1h DN
LU_BPDE 0.005 DN



Group Overexpression Spots

Spot Summary: C

# metagenes = 53
# genes = 624

<r> metagenes = 0.9
<r> genes = 0.14
beta: r2= 3.41  /  log p= −Inf

# samples with spot = 11 ( 12 %)
MSC1 : 1 ( 2.4 %)
MSC3 : 10 ( 40 %)
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Spot Genelist

Rank
ID

max e
min e

r
Symbol

Description

1

2

3

4

5

6

7

8

9

10

11

12

13

14

15

16

17

18

19

20

LUM

DKK1

IL24

HBEGF

ANXA1

FADS3

PTPRZ1

NAV3

RGS4

A2M

RGS2

KCNJ2

HIST1H3D

FN1

SERPINI1

LMCD1

VTN

SLC40A1

ARRDC3

CAV1

3.07

2.85

2.78

2.46

2.44

2.35

2.31

2.3

2.3

2.29

2.26

2.26

2.25

2.23

2.21

2.2

2.14

2.11

2.09

2.08

−0.63

−0.31

−0.11

−0.25

−0.5

−0.24

−0.37

−0.23

−0.3

−0.9

−0.52

−0.25

−0.35

−1.04

−0.56

−0.68

−0.36

−0.56

−0.76

−0.76

0.39

0.63

0.59

0.53

0.78

0.56

0.7

0.73

0.4

0.52

0.33

0.68

0.37

0.4

0.39

0.32

0.67

0.38

0.5

0.44

LUM

DKK1

IL24

HBEGF

ANXA1

FADS3

PTPRZ1

NAV3

RGS4

A2M

RGS2

KCNJ2

HIST1H3D

FN1

SERPINI1

LMCD1

VTN

SLC40A1

ARRDC3

CAV1

lumican [Source:HGNC Symbol;Acc:HGNC:6724]

dickkopf WNT signaling pathway inhibitor 1 [Source:HGNC Symbol;Acc:HGNC:2891]

interleukin 24 [Source:HGNC Symbol;Acc:HGNC:11346]

heparin−binding EGF−like growth factor [Source:HGNC Symbol;Acc:HGNC:3059]

annexin A1 [Source:HGNC Symbol;Acc:HGNC:533]

fatty acid desaturase 3 [Source:HGNC Symbol;Acc:HGNC:3576]

protein tyrosine phosphatase, receptor−type, Z polypeptide 1 [Source:HGNC Symbol;Acc:HGNC:9685]

neuron navigator 3 [Source:HGNC Symbol;Acc:HGNC:15998]

regulator of G−protein signaling 4 [Source:HGNC Symbol;Acc:HGNC:10000]

alpha−2−macroglobulin [Source:HGNC Symbol;Acc:HGNC:7]

regulator of G−protein signaling 2 [Source:HGNC Symbol;Acc:HGNC:9998]

potassium channel, inwardly rectifying subfamily J, member 2 [Source:HGNC Symbol;Acc:HGNC:6263]

histone cluster 1, H3d [Source:HGNC Symbol;Acc:HGNC:4767]

fibronectin 1 [Source:HGNC Symbol;Acc:HGNC:3778]

serpin peptidase inhibitor, clade I (neuroserpin), member 1 [Source:HGNC Symbol;Acc:HGNC:8943]

LIM and cysteine−rich domains 1 [Source:HGNC Symbol;Acc:HGNC:6633]

vitronectin [Source:HGNC Symbol;Acc:HGNC:12724]

solute carrier family 40 (iron−regulated transporter), member 1 [Source:HGNC Symbol;Acc:HGNC:10909]

arrestin domain containing 3 [Source:HGNC Symbol;Acc:HGNC:29263]

caveolin 1, caveolae protein, 22kDa [Source:HGNC Symbol;Acc:HGNC:1527]

Geneset Overrepresentation

Rank p−value #in/all Geneset

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

9e−32

2e−30

2e−28

3e−28

9e−25

1e−23

4e−23

3e−22

1e−20

4e−20

1e−19

7e−19

5e−18

4e−17

5e−17

1e−16

1e−16

1e−16

3e−16

4e−16

2e−15

5e−15

9e−15

1e−14

2e−14

6e−14

1e−13

3e−13

5e−13

5e−13

6e−13

9e−13

1e−12

1e−12

1e−12

2e−12

3e−12

3e−12

3e−12

4e−12

67 / 286

84 / 472

92 / 594

104 / 749

72 / 425

59 / 302

49 / 212

100 / 833

104 / 930

91 / 761

40 / 168

60 / 385

60 / 401

87 / 784

43 / 227

50 / 308

36 / 163

65 / 494

58 / 410

47 / 283

31 / 131

42 / 245

34 / 166

55 / 406

40 / 234

30 / 137

36 / 200

41 / 263

26 / 111

57 / 473

30 / 149

36 / 215

30 / 153

3 / 14

31 / 164

56 / 475

36 / 222

70 / 683

73 / 730

22 / 85

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2
Lymphoma

GSEA C2

GSEA C2

GSEA C2

HM

GSEA C2

GSEA C2

GSEA C2

GSEA C2

CC

GSEA C2

GSEA C2

GSEA C2

GSEA C2

Colon Cancer

GSEA C2

GSEA C2

GSEA C2

GSEA C2

HM

GSEA C2

Colon Cancer

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

Cancer

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

PASINI_SUZ12_TARGETS_DN

DUTERTRE_ESTRADIOL_RESPONSE_24HR_DN

WONG_ADULT_TISSUE_STEM_MODULE

CUI_TCF21_TARGETS_2_DN

CHARAFE_BREAST_CANCER_LUMINAL_VS_MESENCHYMAL_DN

KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_DN

LENZ_Stromal signature 1

DACOSTA_UV_RESPONSE_VIA_ERCC3_DN

NUYTTEN_EZH2_TARGETS_UP

KOINUMA_TARGETS_OF_SMAD2_OR_SMAD3

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION

REN_ALVEOLAR_RHABDOMYOSARCOMA_DN

CHARAFE_BREAST_CANCER_LUMINAL_VS_BASAL_DN

BUYTAERT_PHOTODYNAMIC_THERAPY_STRESS_UP

DAVICIONI_TARGETS_OF_PAX_FOXO1_FUSIONS_UP

focal adhesion

PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP

CHICAS_RB1_TARGETS_CONFLUENT

LIM_MAMMARY_STEM_CELL_UP

SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP

Marisa_CRC−cluster−a

WANG_SMARCE1_TARGETS_UP

RODWELL_AGING_KIDNEY_NO_BLOOD_UP

BAELDE_DIABETIC_NEPHROPATHY_DN

LU_AGING_BRAIN_UP

HALLMARK_UV_RESPONSE_DN

ZWANG_CLASS_3_TRANSIENTLY_INDUCED_BY_EGF

Pentrack_CRC_TCGA_corr_J_msi−h_UP_mss_DN

ZHU_CMV_ALL_DN

DACOSTA_UV_RESPONSE_VIA_ERCC3_COMMON_DN

PHONG_TNF_RESPONSE_VIA_P38_PARTIAL

BILD_HRAS_ONCOGENIC_SIGNATURE

WU_CELL_MIGRATION

LIU_PROSTATE_CANCER_DN

TONKS_TARGETS_OF_RUNX1_RUNX1T1_FUSION_HSC_UP

ONKEN_UVEAL_MELANOMA_DN

UDAYAKUMAR_MED1_TARGETS_DN

KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_UP

RODRIGUES_THYROID_CARCINOMA_POORLY_DIFFERENTIATED_DN

BURTON_ADIPOGENESIS_9

p−values

0.0 0.2 0.4 0.6 0.8 1.0

0

1

2

3

4

5

D
en

si
ty

F
D

R

%DE = 0.22

0

0.2

0.4

0.6

0.8

1p
η0

Fdr
fdr



AgingRank p−value #in/all Geneset1234567891011121314151617181920

0.002
0.127
0.478
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA

12 / 111
7 / 100
2 / 38
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

HORVATH_aging_genes meth UP
HORVATH_aging_genes meth DOWN
TESCHENDORFF_age_hypermethylated

BPRank p−value #in/all Geneset1234567891011121314151617181920

4e−09
3e−08
4e−08
6e−08
5e−07
1e−06
1e−06
1e−06
2e−06
6e−06
7e−06
8e−06
8e−06
1e−05
1e−05
2e−05
3e−05
3e−05
3e−05
3e−05

59 / 626
185 / 3068
22 / 134
142 / 2210
51 / 581
30 / 269
18 / 115
57 / 705
103 / 1556
48 / 581
8 / 26
9 / 34
20 / 156
16 / 109
17 / 122
30 / 312
5 / 10
27 / 271
19 / 156
31 / 336

cell adhesion
signal transduction
cell junction organization
anatomical structure development
cytoskeleton organization
extracellular matrix organization
cell cycle arrest
locomotion
cell differentiation
negative regulation of transcription from RNA polymerase II promoter
hippo signaling
dendrite morphogenesis
regulation of cell proliferation
negative regulation of gene expression
plasma membrane organization
axon guidance
cell−cell junction assembly
positive regulation of apoptotic process
cell migration
negative regulation of cell proliferation

BrainRank p−value #in/all Geneset1234567891011121314151617181920

3e−11
1e−09
5e−09
6e−07
2e−06
8e−06
6e−05
1e−04
2e−04
9e−04
1e−03
1e−03
4e−03
5e−03
1e−02
2e−02
3e−02
3e−02
3e−02
1e−01

467 / 9330
84 / 1013
319 / 5940
436 / 9020
49 / 574
450 / 9528
127 / 2185
69 / 1050
30 / 349
107 / 1907
45 / 668
108 / 1949
410 / 9013
23 / 304
45 / 769
13 / 158
52 / 953
44 / 786
24 / 383
53 / 1065

Overlap_fetal_midbrain_ReprPC
Fetal_TssP
Overlap_fetal_midbrain_HetRpts
Overlap_fetal_midbrain_ReprPCWk
Overlap_fetal_midbrain_TssP
Overlap_fetal_midbrain_Quies
Fetal_TssA
Fetal_EnhP
Fetal_ZNF
Fetal_TxTrans
Mid_Frontal_Lobe_Enh
Fetal_TssF
Overlap_fetal_midbrain_K9K27me3
Fetal_Het
Overlap_fetal_midbrain_ZNF
Overlap_fetal_midbrain_Het
Fetal_Enh
Fetal_EnhG
Fetal_Tx
Overlap_fetal_midbrain_Enh

CancerRank p−value #in/all Geneset1234567891011121314151617181920

1e−12
8e−05
1e−04
2e−03
4e−03
4e−03
5e−03
7e−03
9e−03
1e−02
2e−02
6e−02
7e−02
1e−01
1e−01
1e−01
1e−01
2e−01
2e−01
2e−01

3 / 14
34 / 401
18 / 156
7 / 44
23 / 298
2 / 15
2 / 3
11 / 111
3 / 11
7 / 61
8 / 82
2 / 10
6 / 70
2 / 13
1 / 12
8 / 120
0 / 14
2 / 20
3 / 40
7 / 121

LIU_PROSTATE_CANCER_DN
Lembcke_Colonic Inflammation
PanCan_PI3K_geneset_nanostring
PanCan_TGF−B_geneset_nanostring
SPANG_BCL6−index2
SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_DN
ZHANG_MGUS up
PanCan_RAS_geneset_nanostring
GENTLES_modul17
PanCan_Wnt_geneset_nanostring
PanCan_TXmisReg_geneset_nanostring
GENTLES_modul13
SHAUGHNESSY_MM high risk
GENTLES_modul12
LIU_PROSTATE_CANCER_UP
PanCan_CC+Apop_geneset_nanostring
LIU_COMMON_CANCER_GENES
PanCan_ChromMod_geneset_nanostring
ZHANG_MM up
PanCan_MAPK_geneset_nanostring

CCRank p−value #in/all Geneset1234567891011121314151617181920

1e−16
4e−10
3e−08
2e−07
3e−07
6e−07
6e−07
1e−06
3e−06
4e−06
9e−06
1e−05
2e−05
2e−05
2e−04
3e−04
3e−04
4e−04
4e−04
9e−04

50 / 308
31 / 202
39 / 352
139 / 2193
29 / 239
100 / 1465
180 / 3088
20 / 138
179 / 3132
15 / 89
13 / 73
20 / 159
16 / 113
10 / 48
15 / 125
6 / 23
53 / 775
16 / 144
7 / 33
12 / 99

focal adhesion
actin cytoskeleton
cell surface
extracellular exosome
proteinaceous extracellular matrix
cytoskeleton
plasma membrane
cell−cell junction
extracellular region
Z disc
basement membrane
extracellular matrix
postsynaptic density
stress fiber
lamellipodium
integrin complex
extracellular space
membrane raft
cell leading edge
cell cortex

ChrRank p−value #in/all Geneset1234567891011121314151617181920

0.001
0.012
0.019
0.023
0.082
0.212
0.299
0.427
0.449
0.450
0.543
0.565
0.570
0.576
0.599
0.672
0.788
0.954
0.965
0.973

87 / 1500
49 / 838
34 / 558
40 / 687
37 / 696
47 / 993
26 / 552
35 / 801
7 / 151
10 / 221
11 / 262
32 / 775
19 / 462
1 / 20
28 / 689
18 / 465
14 / 398
17 / 576
19 / 649
8 / 335

Chr 1
Chr 3
Chr 4
Chr 6
Chr 5
Chr 2
Chr 10
Chr 11
Chr 21
Chr 18
Chr 13
Chr 12
Chr 14
Chr CHR_HSCHR6_MHC_QBL_CTG1
Chr 7
Chr 15
Chr 20
Chr 9
Chr 16
Chr 22

Colon CancerRank p−value #in/all Geneset1234567891011121314151617181920

2e−15
3e−13
6e−11
5e−10
2e−09
4e−09
2e−08
9e−07
2e−06
3e−06
1e−05
3e−05
3e−05
7e−05
2e−04
3e−04
4e−04
6e−04
1e−03
2e−03

31 / 131
41 / 263
502 / 10290
23 / 117
36 / 281
224 / 3812
225 / 3897
193 / 3383
434 / 9027
451 / 9482
411 / 8580
402 / 8415
264 / 5155
151 / 2698
32 / 390
51 / 739
34 / 436
443 / 9653
6 / 29
7 / 43

Marisa_CRC−cluster−a
Pentrack_CRC_TCGA_corr_J_msi−h_UP_mss_DN
TssWk_Colon
Marisa_CRC−cluster−b
Pentrack_CRC_TCGA_group.over_B_msi−h_UP
TssD1_Colon
Quies1_Colon
EnhWk2_Colon
Tx_Colon
TssA_Colon
TxWk_Colon
Quies3_Colon
EnhWk1_Colon
EnhA_Colon
Pentrack_CRC_TCGA_corr_C_normal_UP
TxEnhG2_Colon
K9acLow_Colon
Enh_Colon
Marisa_CRC−cluster−c
Marisa_CRC−cluster−f

DiseaseRank p−value #in/all Geneset1234567891011121314151617181920

3e−04
6e−01
1e+00
1e+00
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA
   NA

26 / 294
18 / 435
0 / 11
0 / 20
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

GUDJ_psoriasis down
GUDJ_psoriasis up
BCHETNIA_EBM up
BCHETNIA_EBM−DM up

GlioRank p−value #in/all Geneset1234567891011121314151617181920

5e−08
8e−06
3e−04
6e−04
7e−04
9e−04
9e−03
1e−02
1e−02
2e−02
2e−02
2e−02
2e−02
2e−02
3e−02
3e−02
4e−02
5e−02
5e−02
7e−02

19 / 103
12 / 62
7 / 32
12 / 94
18 / 184
8 / 49
3 / 11
11 / 118
4 / 22
3 / 14
24 / 365
9 / 97
5 / 39
9 / 100
3 / 16
6 / 58
10 / 125
5 / 47
5 / 49
20 / 332

GIEZELT_GBM_WT_up_VS_mut
cultured astroglia vs. in vivo astrocytes
Colman_survival_associated
WILLSCHER_GBM_proteomics_wtOnly_SpotB
WILLSCHER_GBM_Verhaak−CL & MES_up
OL vs. MOG− OL
Mukasa_UP_in_Oligodendroglioma_with_1intact
Christensen_hypermethylated_in_grade3_oligoastrocytoma
KIM prognostic signature LTS vs. STS
VERHAAK_PN subtype
Down_b
Christensen_hypermethylated_in_grade3_astrocytoma
OPC
Christensen_hypermethylated_in_grade2_oligoastrocytoma
KIM deleted & downregulated in LTS
Christensen_hypermethylated_in_grade2_astrocytoma
Christensen_hypermethylated_in_grade2_oligodendroglioma
Vishal_subnetwork signature of survival in GBM
Sturm_GBM_Meth_overexpression_D_G34_UP
Up

GSEA C2Rank p−value #in/all Geneset1234567891011121314151617181920

9e−32
2e−30
2e−28
3e−28
9e−25
1e−23
3e−22
1e−20
4e−20
7e−19
5e−18
4e−17
5e−17
1e−16
1e−16
3e−16
4e−16
5e−15
9e−15
1e−14

67 / 286
84 / 472
92 / 594
104 / 749
72 / 425
59 / 302
100 / 833
104 / 930
91 / 761
60 / 385
60 / 401
87 / 784
43 / 227
36 / 163
65 / 494
58 / 410
47 / 283
42 / 245
34 / 166
55 / 406

PASINI_SUZ12_TARGETS_DN
DUTERTRE_ESTRADIOL_RESPONSE_24HR_DN
WONG_ADULT_TISSUE_STEM_MODULE
CUI_TCF21_TARGETS_2_DN
CHARAFE_BREAST_CANCER_LUMINAL_VS_MESENCHYMAL_DN
KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_DN
DACOSTA_UV_RESPONSE_VIA_ERCC3_DN
NUYTTEN_EZH2_TARGETS_UP
KOINUMA_TARGETS_OF_SMAD2_OR_SMAD3
REN_ALVEOLAR_RHABDOMYOSARCOMA_DN
CHARAFE_BREAST_CANCER_LUMINAL_VS_BASAL_DN
BUYTAERT_PHOTODYNAMIC_THERAPY_STRESS_UP
DAVICIONI_TARGETS_OF_PAX_FOXO1_FUSIONS_UP
PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP
CHICAS_RB1_TARGETS_CONFLUENT
LIM_MAMMARY_STEM_CELL_UP
SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP
WANG_SMARCE1_TARGETS_UP
RODWELL_AGING_KIDNEY_NO_BLOOD_UP
BAELDE_DIABETIC_NEPHROPATHY_DN

HMRank p−value #in/all Geneset1234567891011121314151617181920

1e−19
6e−14
1e−09
9e−09
2e−08
7e−06
2e−05
8e−05
2e−04
3e−04
3e−04
5e−04
6e−04
3e−03
3e−03
5e−03
2e−02
4e−02
4e−02
6e−02

40 / 168
30 / 137
28 / 177
27 / 181
26 / 176
8 / 26
20 / 165
19 / 167
18 / 167
16 / 140
9 / 53
16 / 148
19 / 195
16 / 174
7 / 47
11 / 107
9 / 94
4 / 31
13 / 183
4 / 36

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
HALLMARK_UV_RESPONSE_DN
HALLMARK_TNFA_SIGNALING_VIA_NFKB
HALLMARK_P53_PATHWAY
HALLMARK_HYPOXIA
HALLMARK_ANGIOGENESIS
HALLMARK_MYOGENESIS
HALLMARK_APICAL_JUNCTION
HALLMARK_IL2_STAT5_SIGNALING
HALLMARK_APOPTOSIS
HALLMARK_TGF_BETA_SIGNALING
HALLMARK_KRAS_SIGNALING_UP
HALLMARK_MITOTIC_SPINDLE
HALLMARK_ESTROGEN_RESPONSE_EARLY
HALLMARK_REACTIVE_OXIGEN_SPECIES_PATHWAY
HALLMARK_COAGULATION
HALLMARK_ANDROGEN_RESPONSE
HALLMARK_HEDGEHOG_SIGNALING
HALLMARK_GLYCOLYSIS
HALLMARK_WNT_BETA_CATENIN_SIGNALING

LifestyleRank p−value #in/all Geneset1234567891011121314151617181920

0.04
0.15
0.16
0.47
0.49
1.00
1.00
1.00
1.00
1.00
1.00
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA

3 / 18
3 / 32
1 / 4
1 / 15
3 / 62
0 / 10
0 / 3
0 / 5
0 / 8
0 / 5
0 / 7
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

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

LymphomaRank p−value #in/all Geneset1234567891011121314151617181920

4e−23
6e−11
1e−07
8e−07
2e−06
1e−05
1e−05
1e−04
2e−04
2e−04
7e−04
9e−04
2e−03
2e−03
6e−03
6e−03
7e−03
7e−03
9e−03
1e−02

49 / 212
152 / 2188
301 / 5693
194 / 3396
153 / 2563
132 / 2211
16 / 109
26 / 280
12 / 82
25 / 268
342 / 7209
314 / 6564
7 / 43
267 / 5538
21 / 275
69 / 1218
10 / 96
4 / 19
4 / 20
63 / 1128

LENZ_Stromal signature 1
HOPP_Poised_promoter
HOPP_Weak_enhancer
HOPP_Repressed
HOPP_Heterochrom
HOPP_Repetitive
ROSOLOWSKI_green total
SPANG_CD40 6hrs UP
ROSOLOWSKI_green UP
SPANG_IL21 UP
HOPP_Weak_promoter
HOPP_Strong_enhancer
LENZ_Stromal signature 2
HOPP_Weak_txn
TARTE_Mature plasma cell signature
SPANG_BCR UP
Subero_DLBCL_hyper_meth
Subero_MM_hyper_meth
SPANG_BAFF 9hrs UP
SPANG_BCR DN

MFRank p−value #in/all Geneset1234567891011121314151617181920

2e−10
1e−08
1e−08
4e−07
9e−06
2e−05
3e−05
3e−05
4e−05
2e−04
3e−04
4e−04
7e−04
8e−04
1e−03
1e−03
1e−03
2e−03
2e−03
2e−03

61 / 609
443 / 8984
18 / 86
31 / 271
15 / 95
15 / 102
43 / 530
10 / 49
6 / 17
5 / 14
250 / 4992
5 / 16
5 / 18
13 / 111
17 / 174
29 / 373
29 / 378
5 / 22
575 / 13179
52 / 820

cytoskeletal protein binding
protein binding
integrin binding
actin binding
heparin binding
actin filament binding
calcium ion binding
collagen binding
insulin−like growth factor binding
G−protein alpha−subunit binding
ion binding
extracellular matrix binding
laminin binding
protein binding, bridging
transcription corepressor activity
protein heterodimerization activity
structural molecule activity
RNA polymerase II transcription coactivator activity
molecular_function
sequence−specific DNA binding transcription factor activity

miRNA targetRank p−value #in/all Geneset1234567891011121314151617181920

9e−09
1e−08
1e−07
1e−07
2e−07
2e−07
2e−07
4e−07
6e−07
8e−07
9e−07
9e−07
1e−06
2e−06
3e−06
3e−06
6e−06
7e−06
8e−06
8e−06

57 / 607
30 / 222
32 / 268
36 / 327
24 / 170
48 / 517
35 / 321
20 / 129
23 / 168
48 / 541
42 / 447
35 / 340
42 / 456
40 / 426
23 / 183
48 / 569
28 / 263
18 / 129
29 / 282
36 / 391

hsa−miR−20a
hsa−miR−520g
hsa−miR−363
hsa−miR−367
hsa−miR−183
hsa−miR−106b
hsa−miR−32
hsa−miR−576−3p
hsa−miR−520h
hsa−miR−17
hsa−miR−130b
hsa−miR−142−5p
hsa−miR−130a
hsa−miR−519d
hsa−miR−1283
hsa−miR−20b
hsa−miR−92b
hsa−miR−1272
hsa−miR−570
hsa−miR−519a

Pathw ActRank p−value #in/all Geneset1234567891011121314151617181920

0.1
0.4
0.4
0.4
0.5
1.0
1.0
1.0
1.0
1.0
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA

2 / 13
1 / 12
1 / 12
1 / 13
1 / 14
0 / 12
0 / 13
0 / 9
0 / 15
0 / 14
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

BENTINK_src.10
GUSTAFSON_PI3K_UP
BENTINK_ras.1
GUSTAFSON_PI3K_DN
BENTINK_e2f3.1
BENTINK_e2f3.2
BENTINK_myc.1
BENTINK_ras.4
BENTINK_ras.6
BENTINK_src.2

TFRank p−value #in/all Geneset1234567891011121314151617181920

0.001
0.005
0.020
0.027
0.053
0.070
0.082
0.082
0.120
0.138
0.141
0.193
0.240
0.262
0.359
0.376
0.445
0.447
0.475
0.481

153 / 2927
3 / 9
68 / 1266
95 / 1872
59 / 1139
183 / 3966
1 / 2
1 / 2
62 / 1273
130 / 2836
94 / 2013
1 / 5
85 / 1878
172 / 3924
104 / 2391
185 / 4314
26 / 595
103 / 2416
1 / 15
28 / 653

ICGC_Rad21_targets
MYC_Targets DOWN
ICGC_NrsfPcr1_targets
ICGC_Mef2_targets
HEBENSTREIT_low expression TF
ICGC_Pu1_targets
MYC_Cell cycle DOWN
MYC_ECM cell adhesion DOWN
ICGC_P300_targets
ICGC_BatfPcr1_targets
ICGC_Bcl11_targets
MYC_TF and cofactors
ICGC_Cebpbsc150_targets
ICGC_Zeb1_targets
ICGC_Pbx3_targets
ICGC_Ebfsc137065_targets
ICGC_NrsfPcr2_targets
ICGC_Bcl3_targets
NOWICK_TF
ICGC_SrfPcr2_targets

TF TissueRank p−value #in/all Geneset1234567891011121314151617181920

3e−04
5e−04
1e−03
2e−03
3e−03
3e−03
1e−02
1e−02
1e−02
2e−02
3e−02
3e−02
3e−02
3e−02
7e−02
9e−02
1e−01
2e−01
2e−01
2e−01

8 / 41
8 / 45
6 / 29
4 / 14
8 / 58
4 / 15
7 / 59
5 / 33
4 / 23
5 / 36
5 / 40
4 / 29
2 / 7
2 / 7
3 / 23
2 / 12
2 / 16
2 / 19
3 / 37
3 / 38

VAQUERIZAS_Placenta
VAQUERIZAS_Uterus
VAQUERIZAS_Smooth muscle
VAQUERIZAS_Ovary
VAQUERIZAS_Lung
VAQUERIZAS_Fetal thyroid
VAQUERIZAS_Whole blood
VAQUERIZAS_Prostate
VAQUERIZAS_Trachea
VAQUERIZAS_Fetal brain
VAQUERIZAS_Thyroid
VAQUERIZAS_Fetal lung
VAQUERIZAS_Appendix
VAQUERIZAS_Tongue
VAQUERIZAS_Adrenal cortex
VAQUERIZAS_Skin
VAQUERIZAS_Pancreas
VAQUERIZAS_Tonsil
VAQUERIZAS_Thymus
VAQUERIZAS_Whole brain

TissueRank p−value #in/all Geneset1234567891011121314151617181920

8e−04
8e−04
8e−03
2e−02
5e−02
9e−02
3e−01
3e−01
4e−01
4e−01
4e−01
6e−01
6e−01
6e−01
7e−01
9e−01
1e+00
1e+00
1e+00
1e+00

4 / 11
4 / 11
16 / 194
3 / 14
9 / 114
2 / 12
1 / 9
11 / 225
5 / 95
1 / 13
1 / 13
2 / 46
3 / 74
14 / 350
1 / 32
11 / 350
0 / 32
0 / 11
0 / 8
0 / 12

WIRTH_Sec. lymphoid organs
WIRTH_Cortex cerebri
PALMER_B−Cell signature up
WIRTH_Telencephalon
PALMER_T−Cell signature up
WIRTH_Thymus
PALMER_CD8+ T−Cell signature up
PALMER_Granulocytes signature up
WIRTH_Muscle
WIRTH_B−cells
WIRTH_Thyroid gland
WIRTH_Liver
WIRTH_Mucosa
WIRTH_Nervous System
WIRTH_Placenta
WIRTH_Immune system
WIRTH_Pancreas
WIRTH_Prim. lymphoid organs
WIRTH_Tonsil
WIRTH_Lymphocytes

ToxicRank p−value #in/all Geneset1234567891011121314151617181920

0.3
0.9
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA

161 / 3682
40 / 1115
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

LU_BPDE 0.005 DN
LU_BPDE 1h DN



Group Overexpression Spots

Spot Summary: D

# metagenes = 154
# genes = 1247

<r> metagenes = 0.56

beta: r2= 1.29  /  log p= −Inf

# samples with spot = 2 ( 2.2 %)
MSC2 : 2 ( 8 %)

Overview Map

1 10 20 30 40 50

1

10

20

30

40

50

Spot

1 10 20 30 40 50

1

10

20

30

40

50

A
11

_m
el

A
12

_m
el

A
1_

m
el

A
2_

m
el

A
3_

m
el

A
4_

m
el

A
7_

m
el

A
8_

m
el

B
12

_m
el

B
1_

m
el

B
2_

m
el

B
6_

m
el

B
7_

m
el

C
12

_m
el

C
1_

m
el

C
3_

m
el

C
4_

m
el

C
5_

m
el

C
7_

m
el

D
11

_m
el

D
12

_m
el

D
2_

m
el

D
3_

m
el

D
5_

m
el

E
1_

m
el

E
3_

m
el

E
8_

m
el

F
1_

m
el

F
2_

m
el

F
3_

m
el

F
4_

m
el

F
6_

m
el

F
7_

m
el

G
10

_m
el

G
11

_m
el

G
1_

m
el

G
3_

m
el

G
8_

m
el

H
12

_m
el

H
2_

m
el

H
3_

m
el

H
7_

m
el

A
10

_m
el

A
5_

m
el

A
6_

m
el

A
9_

m
el

B
10

_m
el

B
11

_m
el

B
3_

m
el

B
5_

m
el

C
10

_m
el

D
1_

m
el

D
4_

m
el

D
6_

m
el

D
7_

m
el

E
4_

m
el

E
5_

m
el

E
6_

m
el

E
7_

m
el

F
11

_m
el

F
5_

m
el

F
9_

m
el

G
4_

m
el

G
5_

m
el

G
6_

m
el

H
4_

m
el

H
5_

m
el

B
4_

m
el

B
8_

m
el

B
9_

m
el

C
2_

m
el

C
6_

m
el

C
8_

m
el

C
9_

m
el

D
10

_m
el

D
8_

m
el

D
9_

m
el

E
10

_m
el

E
11

_m
el

E
12

_m
el

E
9_

m
el

F
10

_m
el

F
12

_m
el

F
8_

m
el

G
12

_m
el

G
2_

m
el

G
7_

m
el

G
9_

m
el

H
10

_m
el

H
11

_m
el

H
1_

m
el

H
6_

m
el

−0.2

−0.1

0.0

0.1

0.2

Spot Genelist

Rank
ID

max e
min e

r
Symbol

Description

1

2

3

4

5

6

7

8

9

10

11

12

13

14

15

16

17

18

19

20

PDCD11

MAGEA1

FZD3

SLC25A14

POPDC2

METAP1D

ADARB1

RNF40

IFI44

SLC24A1

GPR183

HDAC11

LPHN1

EGLN3

PORCN

KCNQ5

TKTL1

CFAP61

LYRM9

RHPN2

2.19

2.11

2.09

2.08

2.06

2.04

2.04

1.97

1.95

1.94

1.92

1.91

1.9

1.89

1.88

1.87

1.87

1.86

1.85

1.85

−0.54

−0.1

−0.27

−0.21

−0.33

−0.33

−0.86

−0.54

−0.25

−0.09

−0.15

−0.17

−0.17

−0.41

−0.18

−0.46

−0.19

−0.52

−0.31

−0.17

0.24

0.48

0.28

0.26

0.46

0.31

0.37

0.27

0.34

0.54

0.49

0.36

0.32

0.36

0.38

0.35

0.27

0.45

0.28

0.36

PDCD11

MAGEA1

FZD3

SLC25A14

POPDC2

METAP1D

ADARB1

RNF40

IFI44

SLC24A1

GPR183

HDAC11

EGLN3

PORCN

KCNQ5

TKTL1

CFAP61

LYRM9

RHPN2

programmed cell death 11 [Source:HGNC Symbol;Acc:HGNC:13408]

melanoma antigen family A1 [Source:HGNC Symbol;Acc:HGNC:6796]

frizzled class receptor 3 [Source:HGNC Symbol;Acc:HGNC:4041]

solute carrier family 25 (mitochondrial carrier, brain), member 14 [Source:HGNC Symbol;Acc:HGNC:10984]

popeye domain containing 2 [Source:HGNC Symbol;Acc:HGNC:17648]

methionyl aminopeptidase type 1D (mitochondrial) [Source:HGNC Symbol;Acc:HGNC:32583]

adenosine deaminase, RNA−specific, B1 [Source:HGNC Symbol;Acc:HGNC:226]

ring finger protein 40, E3 ubiquitin protein ligase [Source:HGNC Symbol;Acc:HGNC:16867]

interferon−induced protein 44 [Source:HGNC Symbol;Acc:HGNC:16938]

solute carrier family 24 (sodium/potassium/calcium exchanger), member 1 [Source:HGNC Symbol;Acc:HGNC:10975]

G protein−coupled receptor 183 [Source:HGNC Symbol;Acc:HGNC:3128]

histone deacetylase 11 [Source:HGNC Symbol;Acc:HGNC:19086]

egl−9 family hypoxia−inducible factor 3 [Source:HGNC Symbol;Acc:HGNC:14661]

porcupine homolog (Drosophila) [Source:HGNC Symbol;Acc:HGNC:17652]

potassium channel, voltage gated KQT−like subfamily Q, member 5 [Source:HGNC Symbol;Acc:HGNC:6299]

transketolase−like 1 [Source:HGNC Symbol;Acc:HGNC:11835]

cilia and flagella associated protein 61 [Source:HGNC Symbol;Acc:HGNC:15872]

LYR motif containing 9 [Source:HGNC Symbol;Acc:HGNC:27314]

rhophilin, Rho GTPase binding protein 2 [Source:HGNC Symbol;Acc:HGNC:19974]

Geneset Overrepresentation

Rank p−value #in/all Geneset

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

2e−15

1e−14

1e−11

2e−11

1e−10

2e−10

4e−10

6e−10

4e−08

5e−08

2e−07

1e−06

2e−06

5e−06

1e−05

1e−05

2e−05

2e−05

3e−05

3e−05

3e−05

3e−05

4e−05

5e−05

5e−05

1e−04

1e−04

2e−04

2e−04

2e−04

2e−04

3e−04

3e−04

3e−04

3e−04

3e−04

3e−04

4e−04

4e−04

4e−04

627 / 5940

900 / 9330

860 / 9013

861 / 9027

855 / 9020

895 / 9528

817 / 8580

888 / 9482

669 / 6929

145 / 1128

786 / 8415

713 / 7592

508 / 5184

9 / 18

382 / 3812

9 / 20

113 / 925

456 / 4689

455 / 4682

400 / 4054

54 / 367

160 / 1418

227 / 2136

4 / 4

555 / 5880

153 / 1383

518 / 5495

8 / 21

9 / 27

19 / 94

423 / 4414

273 / 2714

465 / 4909

503 / 5355

196 / 1872

491 / 5219

6 / 13

658 / 7203

304 / 3081

412 / 4314

Brain

Brain

Brain

Colon Cancer

Brain

Brain

Colon Cancer

Colon Cancer
Lymphoma

Lymphoma

Colon Cancer
Lymphoma

Lymphoma

BP

Colon Cancer

BP

GSEA C2

TF

TF

TF

GSEA C2

TF

TF

GSEA C2

Colon Cancer

TF

TF

GSEA C2

GSEA C2

CC

TF

TF

TF

TF

TF

TF

GSEA C2

Colon Cancer

Brain

TF

Overlap_fetal_midbrain_HetRpts

Overlap_fetal_midbrain_ReprPC

Overlap_fetal_midbrain_K9K27me3

Tx_Colon

Overlap_fetal_midbrain_ReprPCWk

Overlap_fetal_midbrain_Quies

TxWk_Colon

TssA_Colon

HOPP_Txn_elongation

SPANG_BCR DN

Quies3_Colon

HOPP_Active_promoter

HOPP_Txn_transition

melanocyte differentiation

TssD1_Colon

semaphorin−plexin signaling pathway

KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_DN

ICGC_Taf1_targets

ICGC_Pol24_targets

ICGC_Egr1_targets

MONNIER_POSTRADIATION_TUMOR_ESCAPE_UP

ICGC_Ets1_targets

ICGC_GabpPcr2_targets

KERLEY_RESPONSE_TO_CISPLATIN_DN

TssD2_Colon

ICGC_Six5_targets

ICGC_Yy1_targets

BIOCARTA_IL6_PATHWAY

SCIAN_INVERSED_TARGETS_OF_TP53_AND_TP73_DN

melanosome

ICGC_Bclaf101388_targets

ICGC_Irf4_targets

ICGC_Stat5_targets

ICGC_Pol2_targets

ICGC_Mef2_targets

ICGC_Tcf3_targets

REACTOME_OTHER_SEMAPHORIN_INTERACTIONS

TssF_Colon

Mid_Frontal_Lobe_ZNF

ICGC_Ebfsc137065_targets
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AgingRank p−value #in/all Geneset1234567891011121314151617181920

0.07
0.91
0.96
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA

13 / 100
6 / 111
1 / 38
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

HORVATH_aging_genes meth DOWN
HORVATH_aging_genes meth UP
TESCHENDORFF_age_hypermethylated

BPRank p−value #in/all Geneset1234567891011121314151617181920

5e−06
1e−05
7e−04
8e−04
9e−04
1e−03
1e−03
1e−03
1e−03
3e−03
3e−03
3e−03
3e−03
4e−03
4e−03
4e−03
5e−03
5e−03
7e−03
7e−03

9 / 18
9 / 20
5 / 10
23 / 136
6 / 15
14 / 67
7 / 21
11 / 46
12 / 53
7 / 24
5 / 13
5 / 13
8 / 31
68 / 590
5 / 14
32 / 236
10 / 47
8 / 33
11 / 57
11 / 57

melanocyte differentiation
semaphorin−plexin signaling pathway
positive regulation of astrocyte differentiation
phospholipid metabolic process
developmental pigmentation
pigmentation
melanosome transport
response to ionizing radiation
phosphatidylinositol biosynthetic process
regulation of multicellular organism growth
melanin biosynthetic process
positive regulation of smooth muscle cell migration
phosphatidylinositol phosphorylation
cell morphogenesis
regulation of intracellular pH
neurotrophin TRK receptor signaling pathway
positive regulation of osteoblast differentiation
neuron apoptotic process
toll−like receptor 10 signaling pathway
toll−like receptor 5 signaling pathway

BrainRank p−value #in/all Geneset1234567891011121314151617181920

2e−15
1e−14
1e−11
1e−10
2e−10
4e−04
2e−02
3e−02
4e−02
5e−02
7e−02
8e−02
9e−02
9e−02
1e−01
2e−01
2e−01
2e−01
4e−01
4e−01

627 / 5940
900 / 9330
860 / 9013
855 / 9020
895 / 9528
304 / 3081
82 / 786
106 / 1065
100 / 1013
67 / 656
101 / 1050
75 / 769
85 / 884
91 / 953
219 / 2462
53 / 564
70 / 765
29 / 304
115 / 1333
166 / 1949

Overlap_fetal_midbrain_HetRpts
Overlap_fetal_midbrain_ReprPC
Overlap_fetal_midbrain_K9K27me3
Overlap_fetal_midbrain_ReprPCWk
Overlap_fetal_midbrain_Quies
Mid_Frontal_Lobe_ZNF
Fetal_EnhG
Overlap_fetal_midbrain_Enh
Fetal_TssP
Overlap_fetal_midbrain_EnhP
Fetal_EnhP
Overlap_fetal_midbrain_ZNF
Overlap_fetal_midbrain_EnhG
Fetal_Enh
Mid_Frontal_Lobe_HetRpts
Mid_Frontal_Lobe_EnhP
Mid_Frontal_Lobe_Het
Fetal_Het
Fetal_ReprPCWk
Fetal_TssF

CancerRank p−value #in/all Geneset1234567891011121314151617181920

0.001
0.014
0.042
0.080
0.112
0.124
0.124
0.127
0.132
0.144
0.160
0.186
0.200
0.228
0.232
0.296
0.304
0.390
0.390
0.390

28 / 180
10 / 55
15 / 111
4 / 20
6 / 40
3 / 15
3 / 15
9 / 70
14 / 121
3 / 16
1 / 2
3 / 18
2 / 10
16 / 156
1 / 12
2 / 13
5 / 44
2 / 16
2 / 16
2 / 16

SPANG_LPS−index2
PanCan_JAK−ST_geneset_nanostring
PanCan_RAS_geneset_nanostring
PanCan_ChromMod_geneset_nanostring
PanCan_HK_geneset_nanostring
SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_DN
GENTLES_modul4
SHAUGHNESSY_MM high risk
PanCan_MAPK_geneset_nanostring
WOLFER_overlap genes
GENTLES_modul8
PanCan_Notch_geneset_nanostring
GENTLES_modul13
PanCan_PI3K_geneset_nanostring
LIU_PROSTATE_CANCER_UP
GENTLES_modul12
PanCan_TGF−B_geneset_nanostring
GENTLES_modul7
GENTLES_modul14
GENTLES_modul16

CCRank p−value #in/all Geneset1234567891011121314151617181920

2e−04
7e−04
1e−03
1e−03
2e−03
3e−03
4e−03
6e−03
1e−02
1e−02
2e−02
2e−02
2e−02
2e−02
2e−02
2e−02
2e−02
3e−02
3e−02
3e−02

19 / 94
9 / 31
154 / 1468
930 / 10605
75 / 649
26 / 175
14 / 76
6 / 21
870 / 9988
67 / 616
1011 / 11774
720 / 8205
14 / 91
4 / 13
30 / 246
241 / 2576
7 / 35
5 / 21
507 / 5696
4 / 15

melanosome
brush border membrane
mitochondrion
intracellular
endoplasmic reticulum membrane
early endosome
extrinsic component of membrane
mitochondrial small ribosomal subunit
organelle
endosome
cell
cytoplasm
nuclear matrix
nBAF complex
mitochondrial matrix
membrane
adherens junction
immunological synapse
nucleus
integral component of mitochondrial inner membrane

ChrRank p−value #in/all Geneset1234567891011121314151617181920

0.003
0.007
0.017
0.021
0.046
0.088
0.109
0.122
0.269
0.297
0.370
0.371
0.493
0.671
0.696
0.792
0.795
0.825
0.935
0.964

56 / 465
65 / 576
28 / 221
52 / 469
19 / 151
81 / 838
55 / 558
54 / 552
25 / 262
31 / 335
86 / 993
73 / 840
39 / 462
121 / 1500
51 / 649
59 / 775
61 / 801
1 / 20
37 / 551
46 / 696

Chr 15
Chr 9
Chr 18
Chr 8
Chr 21
Chr 3
Chr 4
Chr 10
Chr 13
Chr 22
Chr 2
Chr 17
Chr 14
Chr 1
Chr 16
Chr 12
Chr 11
Chr CHR_HSCHR6_MHC_QBL_CTG1
Chr X
Chr 5

Colon CancerRank p−value #in/all Geneset1234567891011121314151617181920

2e−11
4e−10
6e−10
2e−07
1e−05
5e−05
4e−04
5e−04
5e−04
3e−03
1e−02
2e−02
2e−02
3e−02
3e−02
4e−02
4e−02
5e−02
1e−01
1e−01

861 / 9027
817 / 8580
888 / 9482
786 / 8415
382 / 3812
555 / 5880
658 / 7203
484 / 5155
909 / 10290
270 / 2798
110 / 1079
3 / 7
839 / 9653
48 / 436
309 / 3383
102 / 1038
351 / 3897
10 / 66
3 / 15
9 / 71

Tx_Colon
TxWk_Colon
TssA_Colon
Quies3_Colon
TssD1_Colon
TssD2_Colon
TssF_Colon
EnhWk1_Colon
TssWk_Colon
TxEnhG1_Colon
ZNF_Colon
Juehling_HNPCC−mutated−in−5
Enh_Colon
K9acLow_Colon
EnhWk2_Colon
HetRpts_Colon
Quies1_Colon
Pentrack_CRC_TCGA_corr_N_msi−h_DN
Budinska_B_Lower crypt−like_UP
Marisa_CRC−cluster−g

DiseaseRank p−value #in/all Geneset1234567891011121314151617181920

0.4
0.6
0.6
1.0
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA

26 / 294
35 / 435
1 / 11
0 / 20
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

GUDJ_psoriasis down
GUDJ_psoriasis up
BCHETNIA_EBM up
BCHETNIA_EBM−DM up

GlioRank p−value #in/all Geneset1234567891011121314151617181920

5e−04
3e−02
5e−02
6e−02
6e−02
9e−02
9e−02
1e−01
2e−01
2e−01
2e−01
2e−01
2e−01
2e−01
2e−01
2e−01
2e−01
2e−01
2e−01
2e−01

44 / 315
86 / 843
10 / 68
3 / 11
2 / 5
5 / 29
7 / 47
18 / 159
4 / 25
8 / 63
8 / 63
1 / 2
1 / 2
9 / 74
33 / 332
35 / 356
8 / 68
8 / 68
2 / 11
2 / 11

WILLSCHER_GBM_Verhaak−PNwt & CL_up
Sturm_GBM_Meth_overexpression_E_G34_UP
WILLSCHER_GBM_Verhaak−PNwt & MES_up
Sturm_GBM_Meth_overexpression_G_IDH_UP
WILLSCHER_GBM_STSwt_proteomics−N_UP
shaw_responders_down_in_oligo_glioma
Vishal_subnetwork signature of survival in GBM
WILLSCHER_GBM_proteomics_wtOnly_Differencelist
Shaw_down_in_1p19q
Stuehler_Proteins_up_in_STS
WILLSCHER_GBM_proteomics_wtOnly_SpotJ
laffaire_hypometh_LGG_vs_control
WILLSCHER_ GBM_LTSwt_proteomics−M_UP
Christensen_hypermethylated_in_secondary_glioblastoma
Up
Down_a
GIEZELT_GBM_WT_down_VS_mut
GIEZELT_GBM_MGMTmethyl_down_VS_nonmethyl
Christensen_hypermethylated_in_ependymoma
WILLSCHER_ GBM_LTSwt_proteomics−C_UP

GSEA C2Rank p−value #in/all Geneset1234567891011121314151617181920

2e−05
3e−05
5e−05
2e−04
2e−04
3e−04
6e−04
6e−04
6e−04
6e−04
9e−04
1e−03
1e−03
2e−03
2e−03
2e−03
2e−03
2e−03
2e−03
2e−03

113 / 925
54 / 367
4 / 4
8 / 21
9 / 27
6 / 13
44 / 317
17 / 85
11 / 43
46 / 338
27 / 171
5 / 11
94 / 831
73 / 620
23 / 143
59 / 482
9 / 35
10 / 42
10 / 42
88 / 784

KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_DN
MONNIER_POSTRADIATION_TUMOR_ESCAPE_UP
KERLEY_RESPONSE_TO_CISPLATIN_DN
BIOCARTA_IL6_PATHWAY
SCIAN_INVERSED_TARGETS_OF_TP53_AND_TP73_DN
REACTOME_OTHER_SEMAPHORIN_INTERACTIONS
PHONG_TNF_RESPONSE_NOT_VIA_P38
BASSO_CD40_SIGNALING_UP
PID_ERBB2_ERBB3_PATHWAY
BASAKI_YBX1_TARGETS_DN
REACTOME_PHOSPHOLIPID_METABOLISM
TURJANSKI_MAPK1_AND_MAPK2_TARGETS
KRIGE_RESPONSE_TO_TOSEDOSTAT_6HR_DN
MILI_PSEUDOPODIA_HAPTOTAXIS_DN
VANTVEER_BREAST_CANCER_ESR1_UP
RODRIGUES_THYROID_CARCINOMA_ANAPLASTIC_DN
BIOCARTA_MET_PATHWAY
PID_RHOA_REG_PATHWAY
REACTOME_MAP_KINASE_ACTIVATION_IN_TLR_CASCADE
BUYTAERT_PHOTODYNAMIC_THERAPY_STRESS_UP

HMRank p−value #in/all Geneset1234567891011121314151617181920

0.003
0.007
0.019
0.024
0.027
0.030
0.032
0.069
0.074
0.077
0.094
0.094
0.122
0.159
0.231
0.236
0.244
0.260
0.278
0.278

26 / 174
11 / 57
19 / 137
24 / 188
7 / 36
6 / 29
22 / 174
14 / 109
20 / 170
21 / 181
22 / 196
19 / 165
16 / 140
11 / 94
7 / 60
15 / 146
17 / 169
13 / 127
14 / 140
10 / 96

HALLMARK_ESTROGEN_RESPONSE_EARLY
HALLMARK_MYC_TARGETS_V2
HALLMARK_UV_RESPONSE_DN
HALLMARK_ADIPOGENESIS
HALLMARK_WNT_BETA_CATENIN_SIGNALING
HALLMARK_NOTCH_SIGNALING
HALLMARK_HEME_METABOLISM
HALLMARK_UNFOLDED_PROTEIN_RESPONSE
HALLMARK_ESTROGEN_RESPONSE_LATE
HALLMARK_P53_PATHWAY
HALLMARK_MTORC1_SIGNALING
HALLMARK_MYOGENESIS
HALLMARK_APOPTOSIS
HALLMARK_ANDROGEN_RESPONSE
HALLMARK_IL6_JAK_STAT3_SIGNALING
HALLMARK_UV_RESPONSE_UP
HALLMARK_INTERFERON_GAMMA_RESPONSE
HALLMARK_KRAS_SIGNALING_DN
HALLMARK_INFLAMMATORY_RESPONSE
HALLMARK_PI3K_AKT_MTOR_SIGNALING

LifestyleRank p−value #in/all Geneset1234567891011121314151617181920

0.06
0.76
0.79
0.90
1.00
1.00
1.00
1.00
1.00
1.00
1.00
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA

2 / 5
2 / 32
1 / 18
3 / 62
0 / 10
0 / 3
0 / 4
0 / 8
0 / 5
0 / 15
0 / 7
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

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

LymphomaRank p−value #in/all Geneset1234567891011121314151617181920

4e−08
5e−08
1e−06
2e−06
5e−04
8e−04
1e−03
2e−03
3e−03
5e−03
6e−03
8e−03
2e−02
2e−02
5e−02
7e−02
7e−02
8e−02
9e−02
2e−01

669 / 6929
145 / 1128
713 / 7592
508 / 5184
54 / 410
655 / 7209
511 / 5538
597 / 6564
520 / 5693
33 / 247
14 / 80
12 / 66
211 / 2211
4 / 13
4 / 17
4 / 19
16 / 129
2 / 6
3 / 13
26 / 256

HOPP_Txn_elongation
SPANG_BCR DN
HOPP_Active_promoter
HOPP_Txn_transition
SPANG_CD40 6hrs DN
HOPP_Weak_promoter
HOPP_Weak_txn
HOPP_Strong_enhancer
HOPP_Weak_enhancer
ZHANG_DLBCL mutated
Aukema_BCL2 DN_BCL6 UP
TARTE_Plasma cell signature
HOPP_Repetitive
BENTINK_mBL UP
DAVE_NFkB BL DN
DAVE_c−myc BL UP
DAVE_BL−vs−DLBCL
MASCQUE_mBL UP
YAMANE_AICDA_targets_recruited
SPANG_IL21 DN

MFRank p−value #in/all Geneset1234567891011121314151617181920

7e−04
9e−04
3e−03
3e−03
7e−03
7e−03
8e−03
9e−03
1e−02
1e−02
1e−02
2e−02
2e−02
2e−02
3e−02
3e−02
3e−02
3e−02
3e−02
3e−02

5 / 10
8 / 26
6 / 19
6 / 19
4 / 10
4 / 10
12 / 66
47 / 397
5 / 17
28 / 217
4 / 12
12 / 75
11 / 67
13 / 85
41 / 361
5 / 21
101 / 1007
4 / 15
5 / 22
5 / 22

semaphorin receptor binding
growth factor binding
1−phosphatidylinositol binding
cAMP binding
Rac guanyl−nucleotide exchange factor activity
semaphorin receptor activity
Rho guanyl−nucleotide exchange factor activity
transcription factor binding
Ras GTPase binding
transcription coactivator activity
Ras guanyl−nucleotide exchange factor activity
metallopeptidase activity
phosphatidylinositol binding
histone deacetylase binding
binding
retinoic acid receptor binding
poly(A) RNA binding
spectrin binding
amino acid transmembrane transporter activity
oxidoreductase activity, acting on the CH−CH group of donors

miRNA targetRank p−value #in/all Geneset1234567891011121314151617181920

9e−04
9e−04
1e−03
2e−03
2e−03
3e−03
4e−03
4e−03
4e−03
5e−03
5e−03
6e−03
7e−03
7e−03
7e−03
8e−03
1e−02
1e−02
1e−02
1e−02

27 / 171
34 / 233
47 / 358
50 / 395
21 / 130
24 / 160
12 / 60
56 / 467
37 / 284
24 / 164
12 / 63
32 / 242
4 / 10
35 / 274
24 / 170
37 / 294
34 / 270
32 / 251
19 / 129
36 / 291

hsa−miR−607
hsa−miR−26a
hsa−let−7d
hsa−miR−301b
hsa−miR−383
hsa−miR−1297
hsa−miR−526b*
hsa−miR−301a
hsa−miR−503
hsa−miR−323b−5p
hsa−miR−1285
hsa−miR−26b
hsa−miR−887
hsa−miR−1244
hsa−miR−452
hsa−miR−561
hsa−miR−30b
hsa−miR−548l
hsa−miR−218
hsa−miR−34c−5p

Pathw ActRank p−value #in/all Geneset1234567891011121314151617181920

0.09
0.17
0.26
0.26
0.26
0.33
0.36
0.68
0.68
1.00
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA
  NA

3 / 13
2 / 9
2 / 12
2 / 12
2 / 12
2 / 14
2 / 15
1 / 13
1 / 13
0 / 14
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

BENTINK_myc.1
BENTINK_ras.4
GUSTAFSON_PI3K_UP
BENTINK_e2f3.2
BENTINK_ras.1
BENTINK_src.2
BENTINK_ras.6
GUSTAFSON_PI3K_DN
BENTINK_src.10
BENTINK_e2f3.1

TFRank p−value #in/all Geneset1234567891011121314151617181920

2e−05
3e−05
3e−05
3e−05
4e−05
1e−04
1e−04
2e−04
3e−04
3e−04
3e−04
3e−04
3e−04
4e−04
6e−04
7e−04
8e−04
9e−04
1e−03
1e−03

456 / 4689
455 / 4682
400 / 4054
160 / 1418
227 / 2136
153 / 1383
518 / 5495
423 / 4414
273 / 2714
465 / 4909
503 / 5355
196 / 1872
491 / 5219
412 / 4314
564 / 6114
206 / 2013
503 / 5408
287 / 2927
442 / 4706
543 / 5890

ICGC_Taf1_targets
ICGC_Pol24_targets
ICGC_Egr1_targets
ICGC_Ets1_targets
ICGC_GabpPcr2_targets
ICGC_Six5_targets
ICGC_Yy1_targets
ICGC_Bclaf101388_targets
ICGC_Irf4_targets
ICGC_Stat5_targets
ICGC_Pol2_targets
ICGC_Mef2_targets
ICGC_Tcf3_targets
ICGC_Ebfsc137065_targets
ICGC_Runx3_targets
ICGC_Bcl11_targets
ICGC_Pou2_targets
ICGC_Rad21_targets
ICGC_Sp1_targets
ICGC_Elf1_targets

TF TissueRank p−value #in/all Geneset1234567891011121314151617181920

7e−04
1e−01
2e−01
4e−01
4e−01
4e−01
4e−01
5e−01
5e−01
5e−01
6e−01
6e−01
6e−01
7e−01
7e−01
7e−01
7e−01
7e−01
8e−01
8e−01

24 / 143
6 / 40
3 / 19
6 / 58
3 / 26
4 / 38
3 / 27
1 / 7
3 / 33
1 / 9
2 / 23
3 / 36
1 / 12
3 / 41
2 / 29
1 / 15
1 / 15
4 / 59
1 / 16
1 / 17

VAQUERIZAS_General
VAQUERIZAS_Thyroid
VAQUERIZAS_Tonsil
VAQUERIZAS_Lung
VAQUERIZAS_Liver
VAQUERIZAS_Whole brain
VAQUERIZAS_Lymph node
VAQUERIZAS_Tongue
VAQUERIZAS_Prostate
VAQUERIZAS_Kidney
VAQUERIZAS_Trachea
VAQUERIZAS_Fetal brain
VAQUERIZAS_Skin
VAQUERIZAS_Placenta
VAQUERIZAS_Smooth muscle
VAQUERIZAS_Bone marrow
VAQUERIZAS_Fetal thyroid
VAQUERIZAS_Whole blood
VAQUERIZAS_Pancreas
VAQUERIZAS_Pituitary

TissueRank p−value #in/all Geneset1234567891011121314151617181920

0.01
0.06
0.26
0.30
0.50
0.58
0.62
0.62
0.62
0.65
0.65
0.65
0.68
0.70
0.75
0.76
0.80
0.91
0.95
0.96

4 / 11
38 / 350
19 / 194
2 / 13
1 / 8
1 / 10
1 / 11
1 / 11
9 / 114
1 / 12
1 / 12
1 / 12
3 / 41
17 / 225
1 / 16
2 / 32
7 / 107
2 / 46
3 / 74
4 / 95

WIRTH_Prim. lymphoid organs
WIRTH_Immune system
PALMER_B−Cell signature up
WIRTH_Thyroid gland
WIRTH_Tonsil
WIRTH_Thalamus
WIRTH_Globus pallidus
WIRTH_Cortex cerebri
PALMER_T−Cell signature up
WIRTH_Thymus
WIRTH_Lymphocytes
WIRTH_Cerebellum
WIRTH_Homeostasis
PALMER_Granulocytes signature up
PALMER_Lymphocytes signature up
WIRTH_Pancreas
WIRTH_Testis
WIRTH_Liver
WIRTH_Mucosa
WIRTH_Muscle

ToxicRank p−value #in/all Geneset1234567891011121314151617181920

0.1
1.0
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA
 NA

104 / 1115
279 / 3682
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0
0 / 0

LU_BPDE 1h DN
LU_BPDE 0.005 DN


