GW 197

Global Summary Global Genelist Global Geneset Analysis

%DE =0.17 Rank log(FC)  fdr Description Rank GSz p-value #all Geneset
' ID p-value  Metagene
# genes with fdr < 0.2 =1946 (1055+/891 -)

Overexpressed
# genes with fdr < 0.1 = 1357 ( 774 + /583 - ) 1 s8 396 2e-16 7e-14 25x1 actin, alpha 1, skeletal muscle [Source:HGNC SymboliAcc:lz ] 1469  NULL 36 BP muscle filament sliding
2 13.37 NULL 127 H.Tiss WIRTH_Muscle
# genes with fdr < 0.05 = 1087 ( 631 +/456 - ) 2 70 3.02 2e-16 7e-14 25x1 actin, alpha, cardiac muscle 1 [Source:HGNC Symbol;Acc:14 3 13.09 NULL 1135 Chr Chr 19
. 4 11.9 NULL 16 GSEA CRICKMAN_HEAD_AND_NECK_CANCER_F
# genes with fdr < 0.01 = 607 (389 +/218 -) 3 1 225 26-16 7e-14 1x50 alcohol dehydrogenase 7 (class IV), mu or sigma polypeptide 5 1166 NULL 265 Glio  willscher_GBM_Verhaak-CL_expression_B_up
6 11.66  NULL 265 Glio willscher_GBM_Verhaak-MES_expression_B_up
. " . . i illscher_GBM_Verhaak-PNwt_expression_B_down
= 4 218 285 2e-16 7e-14 1x50 aldehyde dehydrogenase 3 family, member AL [Source:HGNC 7 11.66  NULL 265 Glio wi _GBM_ L _B_
# geneS n genesets 16332 8 11.66  NULL 265 Glio willscher_GBM_Verhaak—PNmut_expression_B_down
5 242 2.56 2e-16 7e-14 1x48 arachidonate 12-lipoxygenase, 12R type [Source:HGNC Syn 9 1117 NULL 16 H.Tiss WIRTH_Hlppocampus
<FC>=0 10 11.02  NULL 21 cc cornified envelope
) 6 151516 200  2e-16 7e-14 1x46 aspartic peptidase, retroviral-like 1 [Source:HGNG Symbola L1 1091 NULL 42 BP  kerafinization
<Shr|nkage—t> =0 12 10.36  NULL 44 MF structural constituent of muscle
_— 13 10.25  NULL 1182 cC extracellular region
- . — — Imodulin-like 5 [Si :HGNC Symbol;Acc:18180]
<p—va|ue> =0.13 7 51806 212 2e-16 7e-14 4x50  camodulin-ike § [Source ymboAce ! 14 9.69 NULL 553 Cancer Lembcke_Colonic Inflammation
. - . BP muscle contraction
h ki c-C f) | d 21 [Se :HGNC Symbol;Ac 952 NULL 84 ! :
<fdr>=0.83 8 6366 245  2e-16 7e-14 50x2 chemokine (C-C motif) ligand 21 [Source: ymbokAce 7 028 NULL o33 cc extracellular space
o 17 8.98  NULL 12 cc myosin filament
9 1158 2.83 2e-16 7e-14 25x1 creatine kinase, muscle [Source:HGNC Symbol;Acc:1994] 18 8.92 NULL 717 Chr Chr16
. extracellular matrix
8.21 NULL 190 ccC llul i
10 22802 -2.41 2e-16 7e-14 1x50 chloride channel accessory 4 [Source:HGNC Symbol;Acc:20! 20 8 NULL 76 BP epidermis development
11 54544 233 2e-16 7e-14 1x50 cysteine-rich C—terminal 1 [Source:HGNC Symbol:Acc:2087  Underexpressed
1 -11.06 NULL 436 mMiRNA tahgat-sRB3a8n
12 49860 -251 2e-16 7e-14 1x50 cornulin [Source:HGNC Symbol;Acc:1230] 2 -10.33 NULL 318 MIRNA tanget-stifRB590-3p
3 -10.18 NULL 293 MIRNA target-stiRBass
. I 4 -10.16 NULL 618 Chr Chr4
. — — fil C, S :HGNC Symbol;Acc:3756] .
Profile Regulated Spots 13 20 208 2e16 7esid 25x1flamin G, gamma [SouceHGNC Symbolace:3756) 5 1012 NUL 269 mIRNA ngetoweBasHs
) 6 -10.06 NULL 368 MIRNA tagat-stimBase
50 — 14 10457 -2.32 2e-16 7e-14 13x50 glycoprotein (transmembrane) nmb [Source:HGNC Symbol;A 7 972  NULL 263 MIRNA tahget-sRBagE a
8 -9.71  NULL 134 MIRNA tahgat-shirBass
15 283120 2.82 2e-16 7e-14 25x1 H19, imprinted maternally expressed transcript (non—protein « 9 -9.65 NULL 534 Chr Cchrs
40 10 -96  NULL 310 mMIRNA targat-stifB330
16 3039 282 2e-16 7e-14 5x1  hemoglobin, alpha 2 [Source:HGNC Symbol;Acc:4824] 11 -9.59  NULL 315 MIRNA tafigat-stiRBase
30 — 12 -951  NULL 494 mMIRNA tarigat-stiRBasy
17 3040 2.66 2e-16 7e-14 4x1  hemoglobin, alpha 2 [Source:HGNC Symbol;Acc:4824] 13 -9.36  NULL 495 m!RNA tahget-stRBas3
14 -9.18  NULL 234 MIRNA tafigat-stirBasa
20 —l u 8 ] . A 15 -9.04  NULL 456 MIRNA target-stiRBagda
18 3043 22 2e-16 7e-14 5x1 hemoglobin, beta [Source:HGNC Symbol;Acc:4827] 16 003 NULL 300 mIRNA tagat-
17 -8.98  NULL 449 MiRNA tanget-siRBaseh
10 - 19 3123 2.58 2e-16 7e-14 45x1  major histocompatibility complex, class Il, DR beta 1 [Source:  1Q _8.92 NULL 300 MIRNA tahget stRBS48c-3p
19 -8.85 NULL 242 MIRNA tahgat-stirBash
1 ‘ 20 3127 2.46 2e-16 7e-14 43x1 major histocompatibility complex, class Il, DR beta 5 [Source: 20 -8.85 NULL 171 mMiRNA tahget-stéRBa§8-3p
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Local Summary Local Genelist Local Geneset Analysis

Overexpression
%DE = 0.72 Rank log(FC)  fdr Description
ID p-value  Metagene .
# metagenes = 37 Rank GSz p-value #in/all Geneset
# genes = 406 1 3040 2.66 2e-16 5e-15 4x1  hemoglobin, alpha 2 [Source:HGNC Symbol;Acc:4824] 1 19.97  NULL 8/11 MF platelet-derived growth factor binding
. 2 18.96  NULL 32/69 BP extracellular matrix disassembly
# genes in genesets = 404 2 3553 207 2e-16 5e-15 1x1 interleukin 1, beta [Source:HGNC Symbol;Acc:5992] 3 18.68 NULL 7/16  GSEA CROZANOV_MMP14_TARGETS_SUBSET
4 17.85  NULL 62/242 BP extracellular matrix organization
. 3 4312 2.35 2e-16 5e-15 1x1 matrix metallopeptidase 1 (interstitial collagenase) [Source:H 5 17.36  NULL 59/190 CC extracellular matrix
< = + -
# genes with fdr < 0.1 214 ( 200 +/14 ) 6 17.22  NULL 28/64 BP collagen catabolic process
# genes with fdr < 0.05 =174 ( 164 +/10 - ) 4 4837 2.07 2e-16 5e-15 3x1  nicotinamide N-methyltransferase [Source:HGNC SymbolAc 7 16.58  NULL 6/11 Glio Phillips MES up vs Prolif & PN
8 15.96  NULL 43/265 Glio willscher_GBM_Verhaak-CL_expression_B_up
# genes with fdr < 0.01 =112 ( 107 +/5 - ) 5 60675 215 2e-16 5e-15 1x1  prokineticin 2 [Source:HGNC Symbol;Acc:18455] 9 15.96  NULL 43/265 Glio willscher_GBM_Verhaak-MES_expression_B_up
10 15.96  NULL 431265 Glio willscher_GBM_Verhaak-PNwt_expression_B_down
6 4314 197  2e-15 Be-12 1x1  matrix metallopeptidase 3 (stromelysin 1, progelatinase) [Sou 11 15.96  NULL 43/265 Glio willscher_GBM_Verhaak-PNmut_expression_B_down
<r> metagenes = 0.78 12 15.67  NULL 11/15 GSEA CZCROMER_TUMORIGENESIS_UP
g ! 7 7169 187 5e-14 5e-12 3x1  tropomyosin 2 (beta) [Source:HGNC Symbol;Acc:12011] 13 1536 NULL 7115  GSEA CMISHRA_CARCINOMA_ASSOCIATED_FIBROBLAST_UP
<r> genes = 0.27 14 15.07  NULL 8/15  GSEA C2ONDER_CDH1_TARGETS_2_UP
8 87 185 8e-14 7e-12 1x1  serpin peptidase inhibitor, clade H (heat shock protein 47), m 19 1479 NULL 5/10 BP protein heterotrimerization
16 14.49  NULL 14/16 MMML CG®CIEJ_MMML 1
<FC>=0.51 9 366 184  1e-13 1e-09 1x1  aquaporin 9 [Source:HGNC Symbol:Acc:643] 17 135  NULL 64/250 LymphomzENZ_Stromal signature 1
hrink 18 135  NULL 6/12  GSEA CVERRECCHIA_RESPONSE_TO_TGFB1_C2
<shrinkage-t>=17.9
g 10 50486 17  9e-12 9e-09 5x4  GO/Glswitch 2 [Source:HGNC Symbol;Acc:30229] 19 1328 NULL 4/11  GSEA CBIOCARTA_PLATELETAPP_PATHWAY
< value> = 0 20 13.1 NULL 12/35 Glio Colman_survival_associated
- - 12.91 endoplasmic reticulum |
11 12901 1.6 le-10 9e-09 2x1 collagen, type VI, alpha 1 [Source:HGNC Symbol;Acc:2211] 21 9 NULL 82/183 cC P umen
<fdr> = 0.51 22 12.83  NULL 7/15  GSEA CAEE_LIVER_CANCER_HEPATOBLAST
o 12 1277 158  2e-10 9e-09 2x1  collagen, type I, alpha 1 [Source:HGNC Symbol;Acc:2197, 23 1244 NULL /4 MMML CBBCIE)_MMMI. 23
’ € © X gen. type . alp ’ ymboliAcc:2197] 24 12.42  NULL 4710  GSEA CXKEGG_FOCAL_ADHESION
. 13 1am 156 36-10 9 ony stimulating factor 3 . | S G 25 12.28  NULL 2/6 GSEA C2SEIKE_LUNG_CANCER_POOR_SURVIVAL
Profile S pOt : o e-09 5x4  colony stimulating factor 3 receptor (granulocyte) [Source: 26 1225  NULL 6/15  GSEA CZINDGREN_BLADDER_CANCER_HIGH_RECURRENCE
. . o 27 12.24  NULL 3/13  GSEA C2SATO_SILENCED_BY_DEACETYLATION_IN_PANCREATIC_CAN
50 14 51312 1.56 3e-10 9e-09 5x7 solute carrier family 25 (mitochondrial iron transporter), meml 28 1293 NULL 2/6 GSEA CZBIOCARTA_IL5_PATHWAY
_ 29 12.07  NULL 5/13  GSEA CPICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP
40 15 8201 155 4e-10 2e-08 4x2  dysferlin [Source:HGNC Symbol;Acc:3097] 30 1108 NULL 6/15 GSEA CZRODWELL_AGING_KIDNEY NO_BLOOD_UP
31 11.84  NULL 5/10  GSEA CXEGG_ECM_RECEPTOR_INTERACTION
16 80781 1.54 5e-10 2e-08 3x1 collagen, type XVIII, alpha 1 [Source:HGNC Symbol;Acc:219! 32 1179  NULL 67/553 Cancer Lembcke Colonic Inflammation
30 33 1172 NULL 4/10  GSEA CHOSHIDA_LIVER_CANCER_SUBCLASS_S1
17 1284 153  8e-10 2e-08 2x1  collagen, type IV, alpha 2 [Source:HGNC Symbol;Acc:2203] 34 11.65  NULL 15/37 BP collagen fibril organization
20 - 35 1152 NULL 8/12  mIRNA tangft-29c
18 199675 1.52 9e-10 4e-08 5x4  chromosome 19 open reading frame 59 [Source:HGNC Symt 36 11.39  NULL 2/5 GSEA CDASU_IL6_SIGNALING_UP
37 11.03  NULL 4112  GSEA CBIOCARTA_ERYTH_PATHWAY
10 - 19 4502 15 1e-09 4e-08 1x3  metallothionein 2A [Source:HGNC Symbol;Acc:7406] 38 10.92  NULL 16/68 CC collagen
39 10.84  NULL 7/14  GSEA CVERRECCHIA_EARLY_RESPONSE_TO_TGFB1
1 20 6556 1.49 2e-09 4e-08 4x3 solute carrier family 11 (proton—coupled divalent metal ion tra 40 10.8 NULL 105/ 1182CC extracellular region
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Local Summary

%DE = 0.93
# metagenes = 21
# genes = 137

# genes in genesets = 137

#geneswithfdr< 0.1 =104 (102+/2 -)
# genes with fdr < 0.05 =99 (97 +/2 -)
# genes with fdr < 0.01 =68 (67 +/1 -)

<r> metagenes = 0.89

<r> genes = 0.46

<FC>=0.89
<shrinkage-t> = 31.01

<p-value>=10

Spot

<fdr>=0.4
Profile
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Local Genelist

Rank
ID
1 58
2 70
3 1158
4 2318
5 283120
6 4608
7 4620
8 4625
9 4633
10 6588
11 8557
12 7060
13 7134
14 7140
15 am
16 4619
17 1674
18 27063
19 29895
20 27129
1
- 1
h—
&
[}
(@)

2
0

o N b O ©

log(FC)  fdr Description
p-value  Metagene
3.96 2e-16 2e-16 25x1 actin, alpha 1, skeletal muscle [Source:HGNC Symbol;Acc:12
3.02 2e-16 2e-16 25x1 actin, alpha, cardiac muscle 1 [Source:HGNC Symbol;Acc:14
2.83 2e-16 2e-16 25x1 creatine kinase, muscle [Source:HGNC Symbol;Acc:1994]
2.08 2e-16 2e-16 25x1 filamin C, gamma [Source:HGNC Symbol;Acc:3756]
2.82 2e-16 2e-16 25x1 H19, imprinted maternally expressed transcript (non—protein |
274 2e-16 2e-16 25x1 myosin binding protein H [Source:HGNC Symbol;Acc:7552]
213 2e-16 2e-16 25x1 myosin, heavy chain 2, skeletal muscle, adult [Source:HGNC
2.24 2e-16 2e-16 25x1 myosin, heavy chain 7, cardiac muscle, beta [Source:HGNC ¢
2.62 2e-16 2e-16 25x1 myosin, light chain 2, regulatory, cardiac, slow [Source:HGNC
3.53 2e-16 2e-16 25x1 sarcolipin [Source:HGNC Symbol;Acc:11089]
2.32 2e-16 2e-16 25x1 titin-cap [Source:HGNC Symbol;Acc:11610]
2.52 2e-16 2e-16 25x1 thrombospondin 4 [Source:HGNC Symbol;Acc:11788]
2.43 2e-16 2e-16 25x1 troponin C type 1 (slow) [Source:HGNC Symbol;Acc:11943]
2.04 2e-16 2e-16 25x1 troponin T type 3 (skeletal, fast) [Source:HGNC Symbol;Acc::
1.97 2e-15 1e-12 25x1 myoglobin [Source:HGNC Symbol;Acc:6915]
1.84 le-13 5e-12 25x1 myosin, heavy chain 1, skeletal muscle, adult [Source:HGNC
1.79 6e-13 5e-10 25x1 desmin [Source:HGNC Symbol;Acc:2770]
1.63 5e-11 3e-09 25x1 ankyrin repeat domain 1 (cardiac muscle) [Source:HGNC Syr
1.56 3e-10 6e-09 25x1 myosin light chain, phosphorylatable, fast skeletal muscle [So
1.52 1e-09 6e-09 25x1 heatshock 27kDa protein family, member 7 (cardiovascular) |
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Local Geneset Analysis

GSz p-value #in/all Geneset

Overexpression
Rank

1 5496  NULL
2 52.38  NULL
3 48.95  NULL
4 47.77  NULL
5 39.88 NULL
6 35.87 NULL
7 29.37  NULL
8 28.79  NULL
9 2812 NULL
10 2528  NULL
11 2526  NULL
12 239  NULL
13 23.06 NULL
14 2253  NULL
15 21.97 NULL
16 19.53  NULL
17 1952 NULL
18 19.11  NULL
19 18.7 NULL
20 18.18  NULL
21 17.93  NULL
22 16.53  NULL
23 16.14  NULL
24 15.73  NULL
25 1555  NULL
26 15.34  NULL
27 1516  NULL
28 15.09  NULL
29 1456  NULL
30 1391  NULL
31 13.91  NULL
32 13.78  NULL
33 13.06  NULL
34 12.82  NULL
35 12.68  NULL
36 12.63  NULL
37 12.59  NULL
38 125  NULL
39 12,5 NULL
40 12.34  NULL

2436
11/16
59 /127
11/16
10/12
22/ 44
8/13
121737
8/14
16/34
25/84
5/11
6/12
9/37
9/20
2/6
7118
3/15
2/10
7112
21/88
8/42
3/12
5/26
2/20
4711
1/5
4116
4114
1/9
1/9
8/15
1/10
3/15
8/16
5/29
7115
2/16
2/16
7/21

BP muscle filament sliding
GSEA CRICKMAN_HEAD_AND_NECK_CANCER_F

H.Tiss WIRTH_Muscle

H.Tiss WIRTH_Hippocampus

cC myosin filament

MF structural constituent of muscle
cC muscle myosin complex

cc sarcomere

cc contractile fiber

cC myofibril

BP muscle contraction

BP cardiac muscle tissue morphogenesis
BP skeletal muscle contraction

BP cardiac muscle contraction

cc | band

GSEA C2BIOCARTA_HSP27_PATHWAY
BP regulation of muscle contraction
Cancer BEN-PORATH_UP

BP heart contraction

MF titin binding

cc Z disc

cc myosin complex

BP muscle fiber development

BP ventricular cardiac muscle tissue morphogenesis

MF myosin binding

cC A band

GSEA C2.IU_VAV3_PROSTATE_CARCINOGENESIS_UP

MF microfilament motor activity

BP adult heart development

GSEA CPENG_GLUCOSE_DEPRIVATION_UP

GSEA CPENG_GLUCOSE_DEPRIVATION_DN

GSEA CREACTOME_STRIATED_MUSCLE_CONTRACTION
GSEA CBIOCARTA_EPHA4_PATHWAY

GSEA CEBAUER_MYOGENIC_TARGETS_OF_PAX3_FOXO1_FUSION
cc M band

CcC sarcoplasmic reticulum membrane

BP striated muscle contraction

GSEA C2SASSON_RESPONSE_TO_GONADOTROPHINS_DN
GSEA C2SASSON_RESPONSE_TO_FORSKOLIN_DN

BP sarcomere organization
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Local Summary

%DE = 0.67
# metagenes = 22
# genes = 249

# genes in genesets = 244

# genes with fdr < 0.1 =135 (132+/3 -)
# genes with fdr < 0.05 =94 (93+/1 -)
# genes with fdr < 0.01 =56 (56+/0 -)

<r> metagenes = 0.97

<r>genes = 0.29

<FC>=0.47
<shrinkage—-t> = 16.53
<p-value> = 0.02
<fdr>=0.54
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log(FC)  fdr Description
p-value  Metagene

1.41 1e-08 7e-05 1x22 TAF13 RNA polymerase Il, TATA box binding protein (TBP)-a
12 le-06 7e-05 1x22 catechol-O-methyltransferase domain containing 1 [Source:}
1.19 2e-06 8e-05 1x20 adaptor-related protein complex 2, mu 1 subunit [Source:HG
1.15 4e-06 8e-05 2x21 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 13 |
1.14 4e-06 8e-05 3x21 mitochondrial ribosomal protein L41 [Source:HGNC Symbol;/
113 6e-06 8e-05 1x22 protease, serine, 8 [Source:HGNC Symbol;Acc:9491]
1.13 6e-06 2e-04 1x20 N(alpha)-acetyltransferase 10, NatA catalytic subunit [Source
11 9e-06 2e-04 2x22 Ras association (RalGDS/AF-6) domain family (N-terminal) |
1.1 1e-05 4e-04 1x19 zinc finger protein 593 [Source:HGNC Symbol;Acc:30943]
1.07 2e-05 4e-04 1x20 NmrA-like family domain containing 1 [Source:HGNC Symbo
1.05 2e-05 4e-04 1x20 protein kinase C and casein kinase substrate in neurons 3 [Si
1.04 3e-05 4e-04 2x18 ubiquinol-cytochrome c reductase complex assembly factor z
1.04 3e-05 4e-04 3x19 late endosomal/lysosomal adaptor, MAPK and MTOR activatc
1.03 3e-05 4e-04 2x22 phosphofructokinase, liver [Source:HGNC Symbol;Acc:8876]
1.02 4e-05 4e-04 3x22 STIP1 homology and U-box containing protein 1, E3 ubiquitir
1.02 4e-05 7e-04 2x23 6-phosphogluconolactonase [Source:HGNC Symbol;Acc:89(
1.01 5e-05 2e-03 1x21 SWI5 recombination repair homolog (yeast) [Source:HGNC S
0.96 le-04 2e-03 2x21 ribosomal RNA processing 1 [Source:HGNC Symbol;Acc:187
0.96 le-04 2e-03 1x23 retinol dehydrogenase 13 (all-trans/9—cis) [Source:HGNC Sy
0.94 le-04 2e-03 3x21 hydroxysteroid (17-beta) dehydrogenase 10 [Source:HGNC ¢
— c o o o o JTe_=p 1
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Local Geneset Analysis

Overexpression
Rank

1 10.5 NULL
2 9.57 NULL
3 9.05  NULL
4 8.71 NULL
5 807  NULL
6 7.98 NULL
7 7.74 NULL
8 753 NULL
9 753 NULL
10 7.44  NULL
11 7.37 NULL
12 721 NULL
13 719  NULL
14 7.07 NULL
15 7.02 NULL
16 6.98 NULL
17 6.93 NULL
18 6.84  NULL
19 6.78 NULL
20 6.76 NULL
21 6.67  NULL
22 6.61 NULL
23 6.26 NULL
24 623  NULL
25 6.13  NULL
26 6.04  NULL
27 6.02 NULL
28 584  NULL
29 5.8 NULL
30 579  NULL
31 5.79 NULL
32 5.76 NULL
33 564  NULL
34 553  NULL
35 5.52 NULL
36 552  NULL
37 5.52 NULL
38 552  NULL
39 5.51 NULL
40 547  NULL

3/15
3/12
2/10
3/15
2/13
3/10
2/14
3/15
2/16
32/717
3/16
1/5
2/15
2/9
3/16
2/10
3/16
2/10
64/1318
3/9
2/13
2/11
2/13
2/12
1/10
3/15
3/14
2/16
1/11
3/13
2/12
2/11
2/16
3/37
2/7
2/7
217
217
1/12
2/12

GSz p-value #in/all Geneset

GSEA C2V/ANTVEER_BREAST_CANCER_BRCA1_UP

BP apoptotic nuclear changes

MF monosaccharide binding

GSEA CZHANG_RESPONSE_TO_CANTHARIDIN_DN

GSEA CREACTOME_TRANSMISSION_ACROSS_CHEMICAL_SYNAPSE
MF NADH dehydrogenase activity

GSEA CREACTOME_NEURORANSMITTER_RECEPTOR_BINDING_ANL

cC mitochondrial large ribosomal subunit
GSEA CBIOCARTA_PTDINS_PATHWAY
Chr Chr 16

GSEA C2VIOOTHA_FFA_OXYDATION

GSEA CZEMBUTSU_SENSITIVITY_TO_NIMUSTINE

GSEA CXEGG_PENTOSE_PHOSPHATE_PATHWAY

GSEA CDACOSTA_UV_RESPONSE_VIA_ERCC3_UP

GSEA C2GRATIAS_RETINOBLASTOMA_16Q24

GSEA CREACTOME_HOST_INTERACTIONS_OF_HIV_FACTORS

GSEA C2JIANG_HYPOXIA_VIA_VHL

H.Tiss WIRTH_B-cells

cc mitochondrion

GSEA C2MOREIRA_RESPONSE_TO_TSA_UP

cc mitochondrial respiratory chain

GSEA CREACTOME_HIV_INFECTION

GSEA C2INDGREN_BLADDER_CANCER_CLUSTER_3_UP

GSEA C2WWANG_SMARCE1_TARGETS_DN

GSEA CREACTOME_HIV1_TRANSCRIPTION_INITIATION

GSEA CRREACTOME_NEF_MEDIATES_DOWN_MODULATION_OF_CELL
GSEA CXELVIDGE_HYPOXIA_DN

GSEA CBERTUCCI_INVASIVE_CARCINOMA_DUCTAL_VS_LOBULAR_L
GSEA CXEGG_BASAL_TRANSCRIPTION_FACTORS

GSEA C2VOOTHA_VOXPHOS

BP oxidative phosphorylation

GSEA CREACTOME_RETROGRADE_NEUROTROPHIN_SIGNALLING
BP positive regulation of TOR signaling

cc mitochondrial nucleoid

GSEA CREACTOME_P53_INDEPENDENT_DNA_DAMAGE_RESPONSE
GSEA CREACTOME_SCF_BETA_TRCP_MEDIATED_DEGRADATION_OF
GSEA CREACTOME_SCF_SKP2_MEDIATED_DEGRADATION_OF_P27_
GSEA CREACTOME_STABILIZATION_OF_P53

GSEA C2CAMPS_COLON_CANCER_COPY_NUMBER_DN

GSEA CREACTOME_TRAFFICKING_OF_GLUR2_CONTAINING_AMPA _}
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Local Summary Local Genelist Local Geneset Analysis

Underexpression

%DE = 0.91 Rank log(FC)  fdr Description

—-value Metagene .
# metagenes = 22 ID P 9 Rank GSz p-value #in/all Geneset

# genes = 335 1 5612 -1.18 2e-06 2e-04 50x 34 protein—kinase, interferon-inducible double stranded RNA de 1 -11.33 NULL 5/14 GSEA CREACTOME_MRNA_3_END_PROCESSING
. 2 -9.63  NULL 9/51  MIRNA tahgatstifBaS6-3p
# genes in genesets = 335 2 64083 111 8e-06 2e-04 50x37 golgi phosphoprotein 3 (coat-protein) [Source:HGNC Symbo 3 -9.18 NULL 13/89  MIRNA tagat-SRBSSS
4 -9.04 NULL 17/171 mIiRNA tahget-stRBa§9-3p
. — 84928 -1.08 1le-05 2e-04 50x37 transmembrane protein 209 [Source:HGNC Symbol;Acc:218¢ 5 -8.86  NULL 25/303 mIRNA tanget-swRBas2b
# genes with fdr < 0.1 =261 (2 + - 3
genes with fd 0 61 (2+/259 -) 6 -8.66  NULL 147100 mMIRNA tangat-sirBage
# genes with fdr < 0.05 =233 ( 2+/231 - ) 4 1655 -0.97 2e-05 2e-04 50x36 DEAD (Asp-Glu-Ala-Asp) box helicase 5 [Source:HGNC Sy 7 -8.42  NULL 23/271 mIRNA tangat-stiRBasd.
8 -8.38  NULL 6/33  MIRNA tahget-stiRBa9eb
# genes with fdr<0.01=91 (0+/91 -) 5 23588 -1.03 4e-05 2e-04 50x33 kelch domain containing 2 [Source:HGNC Symbol:Acc:20231 9 -819  NULL 17/186  MIRNA tahget-stiRB3s2
10 -8.06 NULL 1/2 MMML CGBCIE]_MMML 38
6 57223 ~102 4e-05 2e-04 50x36 SMEK homolog 2, suppressor of mekl (Dictyostelium) [Sourc 11 -8 NULL 11/108 mIRNA tahgat-stéRBasob
<r> metagenes = 0.95 12 -7.95 NULL 36/421 miRNA tanget-arBase
! 7 7334 -1 5e-05 2e-04 50x33 ubiquitin-conjugating enzyme E2N [Source:HGNC SymbolA 13 ~7.86  NULL 24/311 mMIRNA tahget-stiRB3s2c
<r>genes = 0.28 14 ~7.67  NULL 17/153 MIiRNA tahgat-siiRB4SOb-5p
8 5934 2098 B8e-05 2e-04 50x36 retinoblastoma-like 2 (p130) [Source:HGNC SymbolAcc:989 19 -7.54  NULL 8/47  mIRNA tangat sRE3g2b*
16 -7.52  NULL 25/318 mMiRNA tanget-stiRB880-3p
<FC>=-0.48 9 728026 -0.98 8e-05 2e-04 50x35 prothymosin, alpha [Source:HGNC Symbol;Acc:9623] 17 ~747  NULL 18/172 m?RNA tangal- stREasT
hrink 6 18 -7.41  NULL 21/215 MIRNA tangat-sRBass
<shrinkage-t> = -16.71 - i ARB3T2
g 10 22887 2097 9e-05 2e-04 50x38 forkhead box J3 [Source:HGNC Symbol:Acc:29178] 19 7:26 NULL 23/325 mMIRNA tagal- d
<p-value> = 0.03 20 -7.23  NULL 8/63  MIRNA tahgat-stiRB896
=0. » -7. mMiRNA tahgat-atiRBasd
11 79139 -0.97 9e-05 2e-04 48x37 derlin1 [Source:HGNC Symbol;Acc:28454] 21 722 NULL 16/181 . g
<fdr> = 0.61 22 -7.21  NULL 22/264 MIRNA tanget-siRBag9a
' -7.21  NULL 23/315 MIRNA tangat-sirBase
12 26135 -0.97 9e-05 2e-04 50x32 SERPINEL mRNA binding protein 1 [Source:HGNC Symbol;/ 23 s ¥ .
24 -7.2 NULL 8/41  BP mRNA 3'-end processing
. 25 -7.15  NULL 81/55 mMiRNA tanget-stiRBase-3p
-0. — -~ inc fi tein 217 [S :HGNC ;Acc:
prof”e Spot 13 7764 097 9e-05 6e-04 50x37 znc finger protein 217 [Source: Symbol;Acc:13009] 26 12 NULL 2/10  GSEA CZCROONQUIST STROMAL_STIMULATION_DN
) o . 27 -7.09  NULL 25/311 miRNA tahgat-siRBase
50 14 6427 -0.92 1e-04 6e-04 50x38 serine/arginine-rich splicing factor 2 [Source:HGNC Symbol;s 28 707 NULL 117113 MIRNA tangatsHrBSasT
29 -7.03 NULL 8/49 miRNA 3GTRT-154--487
40 - 15 29058 -0.95 1e-04 1e-03 50x38 transmembrane protein 230 [Source:HGNC Symbol;Acc:1587 30 702  NULL 29/381 MIRNA tangatssarBase
_ 31 -7.02  NULL 12/142 mIRNA tahgat-stifBa€9-3p
16 10914 -0.92 2e-04 1e-03 50x33 poly(A) polymerase alpha [Source:HGNC Symbol;Acc:14981 32 -6.96 NULL 13/157 MIRNA tanget-sHRBS380
30 33 -6.95 NULL 29/433 MIRNA tahgat-sRBaSH
17 84101 -0.91 3e-04 1e-03 50x34 familywith sequence similarity 96, member A [Source:HGNC 34 -6.93 NULL 9/85 MIRNA tahget-siRBasT
20 - 35 -6.92  NULL 19/281 MIRNA tahgat-siRBaTe
18 5311 -0.9 3e-04 1e-03 50x38 polycystic kidney disease 2 (autosomal dominant) [Source:H( 36 -6.91 NULL 15/121 miRNA tahgat-stiRB5as
37 -6.91  NULL 26/412 MIRNA tahgat-siRBaTe
10 19 7342 -0.88 4e-04 1e-03 50x35 upstream binding protein 1 (LBP-1a) [Source:HGNC Symbol 38 -6.89 NULL 8/44 BP termination of RNA polymerase Il transcription
39 -6.87  NULL 3/16  GSEA CZCHOI_ATL_CHRONIC_VS_ACUTE_DN
1 20 22862 -0.87 4e-04 1e-03 50x35 fibronectin type Ill domain containing 3A [Source:HGNC Sym 40 -6.86  NULL 13/146 mIRNA tangat-sirBase
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Local Summary Local Genelist Local Geneset Analysis

Underexpression
%DE = 0.86 Rank log(FC)  fdr Description
' ID p-value  Metagene .
-value
# metagenes = 50 Rank GSZ p #in/all Geneset
# genes = 633 1 114908 -152 1e-09 2e-07 26x50 transmembrane protein 123 [Source:HGNC Symbol;Acc:3018 ] -9.92  NULL 41/269 MIRNA targat-simBage4
2 -9.9  NULL 1/2 GSEA CIMYLLYKANGAS_AMPLIFICATION_HOT_SPOT_14
# genes in genesets =624 2 4609 -1.46 4e-09 4e-06 22x50 v-myc avian myelocytomatosis viral oncogene homolog [Sou 3 -9.8 NULL 61/436 mMIiRNA tangat-siiRBa38n
4 -9.7  NULL 23/130 MIRNA tangat-sHRBaSS
. — 3 1207 -1.35 5e-08 2e-05 31x49 chloride channel, nucleotide-sensitive, 1A [Source:HGNC Sy 5 -9.45 NULL 297155 mMIRNA tahget-stiRBao2
# genes Wlth fdr <0.1 =455 ( 5+ / 450 ) 6 -9.34  NULL 5/10 GSEA C2CHASSOT_SKIN_WOUND
# genes with fdr < 0.05 = 298 ( 2+4+/296 - ) 4 81853 -125 5e-07 2e-05 32x50 transmembrane protein 14B [Source:HGNC Symbol:Acc:213t 7 -9.19  NULL 45/310 MIRNA tangat-stiRB340
’ 8 -918  NULL 11/61  MIRNA tahgat stiRB3S9
# genes with fdr < 0.01 = 146 ( 1+/145 - ) 5 81542 ~124 6e-07 4e-05 30x47 thioredoxin-related transmembrane protein 1 [Source:HGNC 9 -9.04  NULL 217 GSEA CZTURJANSKI_MAPK7_TARGETS
10 -9.03  NULL 6/16  TF Tissud/AQUERIZAS_Pancreas
6 1958 -1.21 1e-06 5e-05 22x50 early growth response 1 [Source:HGNC Symbol;Acc:3238] 11 -8.7  NULL 32/217 mIiRNA tahgat-tRB838m
t 0.85 12 -8.69  NULL 5/24 TF Tissue/AQUERIZAS_Trachea
<r> metagenes = 0. - - i i i
9 7 7465 -118 2e-06 5e-05 23x50 WEEL G2 checkpoint kinase [Source:HGNC SymbolAcc:127 }2 862  NULL 23/109 BP  SRP-dependent cotranslational protein targeting to membrane
-8.44  NULL 39/324 miRNA targat-stiRBasa
<r>genes =0.23 15 -8.37  NULL 5/8 MMML CEBCIE]_MMML 50
8 2353 -1.08 2e-06 1e-04 22x50 FBJ murine osteosarcoma viral oncogene homolog [Source:+ 16 - RNA -
-8.11  NULL 42/300 mi tangat-SHRB a8
<FC>=-0.48 9 51119 -114 4e-06 1e-04 27x50 Shwachman-Bodian-Diamond syndrome [Source:HGNC Syi %g 7:;; Eﬂtt ‘2”/1198 BFRNA tal;::ozomal large subunit biogenesis
-8.l 7/198 mi et sRB3sa
<shri —t>=- - iRNA tanget-
Shnnkage t 16.93 10 23471 -1.03 6e-06 1e-04 28x46 translocation associated membrane protein 1 [Source:HGNC 19 786 NULL 26/157 mi Agek-stiRE 5380 . -
| 0.03 20 -7.83  NULL 4/15  BP long-term synaptic potentiation
<p-value>= 0. -7.79 NULL 23/151 MIRNA tangat stRBage
11 1665 -1.12 7e-06 1e-04 27x50 DEAH (Asp-Glu-Ala-His) box helicase 15 [Source:HGNC Sy %% 77'7 NULL 387280 MIRNA t:tzat— o
<fdr>=0.6 23 -7.65 NULL 24/173 mIRNA target-sRBas8k
12 60592 -1.12 7e-06 2e-04 28x50 short coiled-coil protein [Source:HGNC Symbol;Acc:20335] 24 76 NULL 257160 MIRNA torgat b
. » . o 25 -7.57  NULL 23/155 MIRNA tanget-siirBaseb
P rofl | e S pot 13 25831 -1.1 le-05 2e-04 25x50 HECT domain containing E3 ubiquitin protein ligase 1 [Sourct 26 753 NULL 7116 GSEA CAMIT SERUM RESPONSE 40 MCF10A
_ 27 -7.52  NULL 34/328 Glio Up
50 — - 14 8065 -1.09 1e-05 2e-04 30x48 cullin5 [Source:HGNC Symbol;Acc:2556] 28 751 NULL 4/16  GSEA CBIOCARTA ETS. PATHWAY
29 -7.48  NULL 26/187 MIRNA tangat-stifBa20d-5p
40 | 15 55854 -1.08 1e-05 2e-04 28x50 zincfinger CCCH-type containing 15 [Source:HGNC Symbol 30 745 NULL 36/262 MIRNA tangat siiRBS3s!
31 -7.39  NULL 27/189 mMIRNA tahgat-stifBad8a-3p
16 10492 -1.08 1e-05 2e-04 26x50 Synaptotagmin binding, cytoplasmic RNA interacting protein [ 32 739 NULL 19/130 MIRNA tangat-stimBase
30 33 -7.31  NULL 5/15  GSEA CZHAN_MULTIPLE_MYELOMA_MS_DN
17 91612 -1.07 2e-05 3e-04 24x48 churchill domain containing 1 [Source:HGNC Symbol:Acc:20 34 729 NULL 2/5 MIRNA tangt-372
20 35 -7.16  NULL 22/150 MIRNA tariget-stRB298C
18 653566 -1.06 2e-05 3e-04 28x49 36 -7.08 NULL 52 /565 mMIRNA tahgeat-stiRBas
37 -7.06  NULL 15/95 miRNA tahget-stiRBago6
10 - 19 6129 -1.05 2e-05 5e-04 32x48 ribosomal protein L7 [Source:HGNC Symbol;Acc:10363] 38 -7.05  NULL 33/253 BP translation
39 -7 NULL 7116 GSEA C2AMIT_EGF_RESPONSE_40_MCF10A
1 20 10196 -1.03 4e-05 5e-04 29x50 protein arginine methyltransferase 3 [Source:HGNC Symbol;/ 40 -6.99  NULL 25/184 mMIRNA tangat-stiRBa9s
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Local Summary Local Genelist Local Geneset Analysis

Underexpression

%DE =0.73 RanII<D log(FC)  fdr Description

—-value Metagene .
# metagenes = 20 P 9 Rank GSz p-value #in/all Geneset

# genes = 393 1 216 -1.93 9e-15 7e-11 50x50 aldehyde dehydrogenase 1 family, member Al [Source:HGNC ] -11.27 NULL 38/142 Glio willscher_GBM_Verhaak-CL_expression_C_up
. 2 -11.27 NULL 38/142 Glio willscher_GBM_Verhaak-PNmut_expression_C_down
# genes in genesets =391 2 94234 -1.78 7e-13 9e-11 50x50 forkhead box Q1 [Source:HGNC Symbol;Acc:20951] 3 -10.82 NULL 4/11 GSEA CZREACTOME_PURINE_RIBONUCLEOSIDE_MONOPHOSPHATE_
4 -10.26 NULL 2/7 GSEA CZMCCOLLUM_GELDANAMYCIN_RESISTANCE_DN
# genes with fdr < 0.1 =195 (9 +/186 -) 3 11166 -1.76 1le-12 4e-09 50x50 SRY (sex determining region Y)-box 21 [Source:HGNC Symt 5 -10.05 NULL 3/16  GSEA CBOYAULT_LIVER_CANCER_SUBCLASS_G1 DN
6 -9.88  NULL 3/12  GSEA CBROCKE_APOPTOSIS_REVERSED_BY_IL6
# genes with fdr < 0.05 =126 (3 +/123 -) 4 23321 -1.63 5e-11 4e-09 50x50 lripartite motif containing 2 [Source:HGNC Symbol:Acc:1597: 7 -97  NULL 5/26  BP cellular response to ionizing radiation
8 -9.45 NULL 4114 BP purine ribonucleoside monophosphate biosynthetic process
# genes with fdr<0.01=79 (3+/76 -) 5 26047 -161 8e-11 7e-08 50x50 contactinassociated protein-like 2 [Source:HGNC SymbokAc 9 -9.23  NULL 2/14  GSEA CZTONKS_TARGETS_OF_RUNX1_RUNX1T1_FUSION_SUSTAINEI
10 -8.64 NULL 4/15  GSEA CREACTOME_NEP_NS2_INTERACTS_WITH_THE_CELLULAR_E
6 57216 _153 7e-10 3e-06 50x48 VANGL planar cell polarity protein 2 [Source:HGNC Symbolz 11 -8.62  NULL 6/16  Cancer WOLFER_overlap genes
<r> metagenes = 0.83 12 -8.62 NULL 1/6 GSEA C2GAUSSMANN_MLL_AF4_FUSION_TARGETS_D_DN
! 7 1894 -1.36 5e-08 3e-06 45x50 epithelial cell transforming sequence 2 oncogene [Source:HC 13 -8.62  NULL 1/6 GSEA CXAPOSI_LIVER_CANCER_POOR_SURVIVAL_DN
<r> genes = 0.25 14 -8.44  NULL 50/530 Cancer Lembcke_Normal vs Adenoma
8 6657 2133 B8e-08 3e-06 50x50 SRY (sex determining region Y)-box 2 [Source:tHGNC Symbc 19 -8.32  NULL 6/15  GSEA CMMS_MOUSE_LYMPH_HIGH_4HRS_UP
16 -8.31 NULL 8/18  BP spindle organization
<FC>=-0.44 9 3428 -1.33 9e-08 3e-06 45x50 interferon, gamma-inducible protein 16 [Source:HGNC Symh 17 -816 NULL 5/16 GSEA C2UJANA_BREAST_CANCER_WITH_BRCA1_MUTATED_UP
<shrink > 15.48 18 -8.06 NULL 9/16  GSEA CFINETTI_BREAST_CANCER_BASAL_VS_LUMINAL
shrinkage—t> = —1o. - i i
g 10 4780 -1.32 1e-07 1e-05 50x50 nuclear factor, erythroid 2-like 2 [Source:HGNC Symbol;Acc: %8 802 NULL 215 Glio Phillips Prolif up vs PN & MES
-7.96  NULL 2/10  GSEA C2CONRAD_STEM_CELL
<p-value> = 0.02 VE E2F
11 9076 128 2607 20-05 49x50 claudin 1 [Source:HGNC SymbolAcc:2032] 21 -7.77  NULL 3/8 GSEA CRREACTOME_E2F_TRANSCRIPTIONAL_TARGETS_AT_G1_S
_ 22 -7.63  NULL 4/14  GSEA C2MAYBURD_RESPONSE_TO_L663536_DN
<fdr>=0.6 23 748 NULL / i leotide biosyntheti N
12 139728 -1.26 4e-07 2e-05 49x49 pregnancy up-regulated nonubiquitous CaM kinase [Source:| : 414 &P purine nuclectide blosyntetic process
24 -7.41 NULL 4137 cc lateral plasma membrane
. 25 -7.35  NULL 6/13  GSEA CZCROONQUIST_IL6_DEPRIVATION_DN
4072 -124 5e-07 4de—! epithelial cell adhesi lecule [S H ; ) T -
PrOfI|e S Ot 13 € e-05 50x50 epithelial cell adhesion molecule [Source:HGNC Symbol;Ace -7.23  NULL 7125 BP glutathione derivative biosynthetic process
P!
27 -7.19  NULL 4/16  GSEA CWILCOX_PRESPONSE_TO_ROGESTERONE_UP
— -1. — - tei i i - — —
50 _‘ 14 ss00 122 1e-06 4e-05 42x50 protein tyrosine phosphatase, receptor type, f polypeptide (P1 28 -7.17  NULL 4/12 BP regulation of double-strand break repair via homologous recombin
15 sarn s 2 eyl oxid " ) 29 -7.17  NULL 2/10  GSEA CXERVERA_SDHB_TARGETS_1_DN
40 ] -1.1 e-06 4e-05 50x49 lysyl oxidase-like 4 [Source:HGNC Symbol;Acc:17171] 30 716  NULL 2/10 GSEA CZSAMOLS_TARGETS_OF_KHSV_MIRNAS_DN
N ) _ 31 -7.14  NULL 3/14  GSEA CREACTOME_PURINE_METABOLISM
16 81831 -1.18 2e-06 4e-05 42x50 neuropilin (NRP)and tolloid (TLL)-like 2 [Source:HGNC Sym 32 712 NULL 5/15 GSEA CZTIEN_INTESTINE_PROBIOTICS_24HR_UP
30 ) 33 -7.11  NULL 5/15  GSEA C2GRAHAM_CML_DIVIDING_VS_NORMAL_QUIESCENT_UP
17 7514 -117 2e-06 4e-05 47x49 exportin 1 (CRM1 homolog, yeast) [Source:HGNC SymbolAc 34 701 NULL 2/12  BP cellular aldehyde metabolic process
] 35 -6.85 NULL 5/16  GSEA CIMEINHOLD_OVARIAN_CANCER_LOW_GRADE_DN
20 ) ! |
18 79866 -1.17 3e-06 4e-05 43x50 bora, aurora kinase A activator [Source:HGNC Symbol:Acc:2 36 -6.85 NULL 1/9 GSEA C2ABDULRAHMAN_KIDNEY_CANCER_VHL_DN
37 -6.85  NULL 1/9 GSEA CRREACTOME_ETHANOL_OXIDATION
10 — 19 655 -1.16 3e-06 1le-04 50x50 bone morphogenetic protein 7 [Source:HGNC Symbol;Acc:1( 38 -6.82 NULL 6/14 GSEA CPUJANA_BRCA_CENTERED_NETWORK
39 -6.8  NULL 8/15  GSEA CFINETTI_BREAST_CANCER_KINOME_RED
1 20 4922 -1.15 4e-06 2e-04 50x50 neurotensin [Source:HGNC Symbol;Acc:8038] 40 -6.78  NULL 2/7 GSEA CFREDERICK_PRKCI_TARGETS
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