GW 171

Global Summary Global Genelist Global Geneset Analysis

%DE = 0.16 Rank log(FC)  fdr Description Rank GSz p-value #all Geneset
) ID p-value  Metagene
# genes with fdr < 0.2 =2035 (1141 +/894 -)
- Overexpressed
# genes with fdr < 0.1 = 1637 ( 941 +/ 696 — ) 1 154664 142  2e-16 2e-14 50x50 ATP-binding cassette, sub-family A (ABC1), member 13 [Soi ] 27.55  NULL 127 H.Tiss WIRTH_Muscle
. 2 21.8 NULL 36 BP muscle filament sliding
# genes with fdr < 0.05 =1473 (860 +/613 -) 2 10057 137  2e-16 2e-14 50x50 ATP-binding cassette, sub-family C (CFTRIMRP), member5 3 2034 NULL 16 GSEA CRICKMAN_HEAD_AND_NECK_CANCER_F
. _ 19.39  NULL 16 H.Tiss WIRTH_Hippocampus
# genes with fdr < 0.01 = 1026 (614 + - 2
g ( 14 +/412 ) 3 58 503 2e-16 2e-14 25x1 actin, alpha 1, skeletal muscle [Source:HGNC Symbol:Acc:lz D 17.56  NULL 44 MF structural constituent of muscle
6 13.81  NULL 37 cc sarcomere
# genes in genesets = 16332 4 70 329 2e-16 2e-14 25x1 actin, alpha, cardiac muscle 1 [Source:HGNC Symbol:Acc:ld (. 1172 NULL 12 cc myosin filament
8 1113 NULL 13 cc muscle myosin complex
5 8745 1.9 2e-16 2e-14 50x50 ADAM metallopeptidase domain 23 [Source:HGNC Symbol;A 9 10.88  NULL 84 BP muscle contraction
<FC>=0 10 957  NULL 34 cc myofibril
. e — 6 131 24 2e-16 2e-14 1x50 alcohol dehydrogenase 7 (class IV), mu or sigma polypeptide 11 956 NULL 14 cc contractile fiber
<shrinkage-t>=0 12 948  NULL 88 cc zdisc
<p-value> = 0.08 7 1646 159  2e-16 2e-14 13x50 aldo-keto reductase family 1, member C2 [Source:HGNC Syi %2 Z'gz NULL 87 BP cardiac muscle contraction
. NULL 15 GSEA CKEGG_GLUTATHIONE_METABOLISM
<fdr>=0.84 8 8644 255 2e-16 2e-14 1x50 aldo-keto reductase family 1, member C3 [Source:HGNC Syi 15 882 NULL 16 ¢c  Mband
16 8.82 NULL 12 BP skeletal muscle contraction
17 8.43 NULL 20 cc I band
1109 2.89 2e-16 2e-14 aldo—kets t family 1. H
9 e (S 13 x50 lo-keto reductase family 1, member C4 [Source:HGNC Sy 18 8.35 NULL 15 Cancer BEN-PORATH_UP
10 216 deh . 19 7.8 NULL 375 Disease GUDJ_psoriasis down
2.99 2e-16 2e-14 50x50 aldehyde dehydrogenase 1 family, member Al [Source:HGN( 20 756 NULL 34 BP glutathione metabolic process
11 218 194 2e-16 2e-14 1x50 aldehyde dehydrogenase 3 family, member Al [Source:HGN¢  Underexpressed
1 -12.24 NULL 1135 Chr Chr 19
12 55107 154  2e-16 2e-14 1x5  anoctamin 1, calcium activated chioride channel [Source:HGH 2 -101 NULL 572 Disease GUDJ_psoriasis up
3 -10.04 NULL 265 Glio willscher_GBM_Verhaak-CL_expression_B_up
P rofl | e Reg ulated S OtS 13 360 153 2e-16 2e-14 1x50 aquaporin 3 (Gill blood group) [Source:HGNC Symbol:Acc:62 4 -10.04 NULL 265 Glio w!IIscher_GBM_Verhaak—MES_expression_B_up
5 -10.04 NULL 265 Glio willscher_GBM_Verhaak-PNwt_expression_B_down
. . 6 -10.04 NULL 265 Glio willscher_GBM_Verhaak-PNmut_expression_B_down
50 — .- 14 140458 1.4 2e-16 2e-14 25x1 ankyrin repeat and SOCS box containing 5 [Source:HGNC Sy 7 925  NULL 64 BP collagen catabolic process
8 -8.94 NULL 69 BP extracellular matrix disassembly
40 15 59 1.35 2e-16 2e-14 16 x50 butyrylcholinesterase [Source:HGNC Symbol;Acc:983] 9 -8.22  NULL 553 Cancer Lembcke_Colonic Inflammation
—l 10 -7.96  NULL 519 Chr Chr 14
16 e84 -1.82 2e-16 2e-14 32x1 bone marrow stromal cell antigen 2 [Source:HGNC Symbol;A 11 -7.59  NULL 16 GSEA CFARMER_BREAST_CANCER_CLUSTER_S
30 - 12 -756  NULL 957 Chr Chr11
17 25758 155 2016 2e-14 9x3  KIAA1549-like [Source:HGNC Symbol;Acc:24836] 13 ~7.37  NULL 190 cc extracellular matrix
14 -7.37  NULL 11 MF platelet-derived growth factor bindin
20 ?
18 64073 -1.67 2e-16 2e-14 1x46 chromosome 19 open reading frame 33 [Source:HGNC Symt 15 7718 NULL 250 LymphomzENZ_Stromal slgnature 1
16 -7.12  NULL 242 BP extracellular matrix organization
g
19 30512 " ) 17 -7.04  NULL 1182 cc extracellular region
10 1.79 2e-16 2e-14 50x50 chromosome 1 open reading frame 110 [Source:HGNC Symt 18 7 NULL 15 GSEA CPYEON_CANCER_HEAD_AND_NECK_VS_CERVICAL_DN
19 -6.97 NULL 135 H.Tiss WIRTH_Mucosa
1 * 20 205428 1.46 2e-16 2e-14 50x50 chromosome 3 open reading frame 58 [Source:HGNC Symbc 20 -6.91 NULL 51 BP type | interferon signaling pathway
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GW 171

Local Summary Local Genelist Local Geneset Analysis

Overexpression
%DE = 0.96 Rank log(FC)  fdr Description
' ID p-value  Metagene .
-value
# metagenes = 5 Rank GSZ p #in/all Geneset
# genes = 96 1 58 5.03 2e-16 3e-17 25x1 actin, alpha 1, skeletal muscle [Source:HGNC Symbol;Acc:lz ] 65.16  NULL 55/127 H.Tiss WIRTH_Muscle
2 63.86 NULL 23/36 BP muscle filament sliding
# genes in genesets = 96 2 70 329 2e-16 3e-17 25x1 actin, alpha, cardiac muscle 1 [Source:HGNC Symbol:Acc:14 3 58.28  NULL 11/16 GSEA C2RICKMAN_HEAD_AND_NECK_CANCER_F
4 57.06  NULL 11/16 H.Tiss WIRTH_Hippocampus
. — 3 140458 1.4 2e-16 3e-17 25x1 ankyrin repeat and SOCS box containing 5 [Source:HGNC Sy 5 46.46 NULL 21/44 MF structural constituent of muscle
#genes with fdr<0.1 =85 (84 +/1 -) 6 39.67  NULL 12/37 cC sarcomere
# genes with fdr < 0.05 = 85 ( 84 +/1 - ) 4 845 1.34 2e-16 3e-17 25x1 calsequestrin 2 (cardiac muscle) [Source:HGNC Symbol;Acc 7 35.06  NULL 8/13 cc muscle myosin complex
’ 8 3497 NULL 10/12 CC myosin filament
# genes with fdr < 0.01 =79 ( 78+ /1 - ) 5 1158 401  2e-16 3e-17 25x1 creatine kinase, muscle [Source:HGNC Symbol;Acc:1994] 9 3269 NULL 23/84 BP muscle contraction
10 28.7 NULL 8/14 cc contractile fiber
6 1160 158  2e-16 3e-17 25x1 creatine kinase, mitochondrial 2 (sarcomeric) [Source:HGNC 11 2842  NULL 14/34 CC myofibril
12 27 NULL 8/16 CC M band
<r> metagenes =1 h ’
g 7 202333 2.09 2e-16 3e-17 25x1 cardiomyopathy associated 5 [Source:HGNC Symbol;Acc:14: 13 256 NULL 9/37 BP cardiac muscle contraction
2447  NULL 20/88 CC Zdi
<r>genes = 0.67 %51 2419  NULL 9/20 cC I b ISZ
8 1346 1.43 2e-16 3e-17 25x1 cytochrome c oxidase subunit Vila polypeptide 1 (muscle) [Sc . an
16 2367 NULL 5/11 BP cardiac muscle tissue morphogenesis
<FC>=1.26 9 1917 1.7 2e-16 3e-17 25x1 eukaryotic translation elongation factor 1 alpha 2 [Source:HG 17 28.37  NULL 6/12 BP skeletal muscle contraction
18 2326 NULL 2/6 GSEA CBIOCARTA_HSP27_PATHWAY
<shri —t> = 44. X BEN-PORATH_UP
Shnnkage t 44.03 10 2027 214 2e-16 3e-17 25x1 enolase 3 (beta, muscle) [Source:HGNC Symbol;Acc:3354] %g i 22 zﬁtt 3;12 gzncer d I - X
- striated muscle contraction
<p-value>=0 2043 NULL 6/12 MF titin bindin
11 2273 2.06 2e-16 3e-17 25x1 four and a half LIM domains 1 [Source:HGNC Symbol;Acc:37 21 ! 9
22 19.48  NULL 4114 BP adult heart development
<fdr>=0.16 23 18.66  NULL 6/18 BP regulation of muscle contraction
12 2318 1.86 2e-16 3e-17 25x1 filamin C, gamma [Source:HGNC Symbol;Acc:3756] 24 1864 NULL 41 cc A band
. . X 25 18.18  NULL 5/26 BP ventricular cardiac muscle tissue morphogenesis
P rofl | e S pot 13 126393 1.4 2e-16 3e-17 25x1 heat shock protein, alpha-crystallin-related, B6 [Source:HGM 26 1812 NULL 2110 BP heart contraction
: : 27 1753 NULL 4/16  MF microfilament motor activity
50 — 14 10324 2.87 2e-16 3e-17 25x1 kelch-like family member 41 [Source:HGNC Symbol;Acc:169 28 1703 NULL 2/10 B8P creatine metabolic process
29 16.78  NULL 2/20 MF myosin binding
40 15 4151 3.38 2e-16 3e-17 25x1 myoglobin [Source:HGNC Symbol;Acc:6915] 30 1657  NULL 8/42 cc myosin complex
31 16.35  NULL 1/9 GSEA CPENG_GLUCOSE_DEPRIVATION_UP
16 4604 213 2e-16 3e-17 25x1 myosin binding protein C, slow type [Source:HGNC Symbol;A 32 16.35 NULL 1/9 GSEA CPENG_GLUCOSE_DEPRIVATION_DN
30 33 1572 NULL 1/5 GSEA C2IU_VAV3_PROSTATE_CARCINOGENESIS_UP
17 4620 3.51 2e-16 3e-17 25x1 myosin, heavy chain 2, skeletal muscle, adult [Source:HGNC 34 1553  NULL 2/14 GSEA CBIOCARTA_UCALPAIN_PATHWAY
20 35 1544  NULL 3/13 cC pseudopodium
18 4625 3.12 2e-16 3e-17 25x1 myosin, heavy chain 7, cardiac muscle, beta [Source:HGNC ¢ 36 15.3 NULL 1/10 GSEA CBIOCARTA_EPHA4_PATHWAY
37 15.06  NULL 25/297 MF actin binding
10 — 19 4832 2.09 2e-16 3e-17 25x1 myosin, light chain 1, alkali; skeletal, fast [Source:HGNC Sym 38 14.89 NULL 2/15 GSEA CBIOCARTA_INTEGRIN_PATHWAY
39 1436 NULL 7115 GSEA CREACTOME_STRIATED_MUSCLE_CONTRACTION
1 = 20 4633 266  2e-16 3e-17 25x1 myosin, light chain 2, regulatory, cardiac, slow [Source:HGNC 40 13.67  NULL 1/12  GSEA CBIOCARTA_NO1_PATHWAY
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GW 171

Local Summary Local Genelist Local Geneset Analysis

Overexpression
%DE = 0.94 Rank log(FC) | fdr Description
ID p-value Metagene .
# metagenes = 11 Rank GSz p-value #in/all Geneset
# genes = 185 1 154664 142  2e-16 9e-17 50x50 ATP-binding cassette, sub-family A (ABC1), member 13 [Sor ] 2557  NULL 5/15  GSEA CKEGG_GLUTATHIONE_METABOLISM
. 2 21.86 NULL 3/11 MF glutathione binding
# genes in genesets =184 2 10057 1.37 2e-16 9e-17 50x50 ATP-binding cassette, sub—family C (CFTR/MRP), member 5 3 21.86 NULL 3/11 GSEA CXEGG_DRUG_METABOLISM_CYTOCHROME_P450
4 21.47  NULL 6/25 BP glutathione derivative biosynthetic process
# genes with fdr < 0.1 =158 (156 +/2 —) 3 8145 1.9 2e-16 9e-17 50x50 ADAM metallopeptidase domain 23 [Source:HGNC SymbolA 5 21.45  NULL 4/13  GSEA CKEGG_METABOLISM_OF_XENOBIOTICS_BY_CYTOCHROME_
) 6 214  NULL 3/8 GSEA C2LIU_CDX2_TARGETS_DN
# genes with fdr < 0.05 = 154 ( 152 +/2 - ) 4 216 209  2e-16 9e-17 50x50 aldehyde dehydrogenase 1 family, member A1 [Source:HGNC 7 20.94  NULL 5/20 MF glutathione transferase activity
8 20.91  NULL 8/34 BP glutathione metabolic process
# genes with fdr < 0.01 =141 (139+/2 -) 5 339512 179  2e-16 9e-17 50x50 chromosome 1 open reading frame 110 [Source:HGNC Symt 9 1658  NULL 4/15  GSEA CZREACTOME_GLUTATHIONE_CONJUGATION
10 16.28  NULL 2/7 GSEA CIMCCOLLUM_GELDANAMYCIN_RESISTANCE_DN
6 205428 146  2e-16 9e-17 50x50 chromosome 3 open reading frame 58 [Source:HGNC Symbc 11 151 NULL 11/119 BP xenobiotic metabolic process
<r> metagenes = 0.97 12 1349  NULL 2/7 GSEA CFREDERICK_PRKCI_TARGETS
! 7 56548 1.41 2e-16 9e-17 50x50 carbohydrate (N-acetylglucosamine 6-0) sulfotransferase 7 | 13 131 NULL 1/6 GSEA C2GAUSSMANN_MLL_AF4_FUSION_TARGETS_D_DN
<r> genes = 0.28 14 131 NULL 1/6 GSEA C2KAPOSI_LIVER_CANCER_POOR_SURVIVAL_DN
8 10655 1.56 2e-16 9e-17 50x50 doublesex and mab-3 related transcription factor 2 [Source:F %g 127 NuLL 3/16 GSEA CBOYAULT_LIVER_CANCER_SUBCLASS_G1 DN
12.28  NULL 3/13 BP regulation of blood vessel size
<FC>=0.81 9 4072 2.09 2e-16 9e-17 50x50 epithelial cell adhesion molecule [Source:HGNC Symbol;Acc %g 11.94  NULL 2/15 GSEA CZEE_LIVER_CANCER_MYC_UP
i 11.94  NULL 2/15  GSEA CAEE_LIVER_CANCER_E2F1_UP
<shr|nkage—t> =284 y 19 11.73  NULL 3/6 GSEA CIMYLLYKANGAS_AMPLIFICATION_HOT_SPOT_7
10 s83sss 2.98 2e-16 9e-17 50x50 fibroblast growth factor binding protein 2 [Source:HGNC Sym ) - = = -
<p-value> = 0 20 10.99  NULL 4/15  GSEA CZRICKMAN_HEAD_AND_NECK_CANCER_E
11 2938 23 2e-16 9e-17 50x50 glutathione S-transferase alpha 2 [Source:HGNC Symbol;Ac 21 10.95  NULL /11 GSEA CATO_PTTGL_TARGETS_UP
<fdr> = 0.21 22 10.68  NULL 2/12 BP cellular aldehyde metabolic process
. 10.63
12 2944 2.69 2e-16 9e-17 50x50 glutathione S-transferase mu 1 [Source:HGNC Symbol;Acc:£ 23 NULL 8/ GSEA CBROWNE_HCMV_INFECTION_8HR_UP
24 10.41  NULL 2/12  GSEA CALEE_METASTASIS_AND_ALTERNATIVE_SPLICING_DN
. 25 1027 NULL 2/15  GSEA CREACTOME_PHASE_Il_CONJUGATION
2946 1.95 2e-16 9e-17 50x50 glutathione S-transferase mu 2 (muscle) [Si :HGNC S - -
Profile S pOt 13 x50 ¢ (muscle) [Source 26 1026 NULL 1/9  GSEA C2ABDULRAHMAN_KIDNEY_CANCER_VHL_DN
50 14 2047 04 se-16 96-17 50x50 glutathione Stranst 3 brain) 1S HGNG Symb 27 10.26  NULL 1/9 GSEA CRREACTOME_ETHANOL_OXIDATION
. | : e e x50 glutathione S-transferase mu 3 (brain) [Source:HGNC Symbx 5 g 1008  NULL 2/9  GSEA CZREACTOME_GLUCURONIDATION
o 29 9.64  NULL 1/10  GSEA CMAINA_VHL_TARGETS_UP
40 - 15 10643 137 2e-16 9e-17 48x50 insulin-like growth factor 2 mRNA binding protein 3 [Source:t 30 9.64 NULL 1/10 GSEA CFRIDMAN_SENESCENCE_DN
16 erat ) 31 931  NULL 3/15  BP lipid glycosylation
3866 1.89 2e-16 9e-17 50x50 keratin 15 [Source:HGNC Symbol;Acc:6421] 32 9.19 NULL 1/9 GSEA CZGOERING_BLOOD_HDL_CHOLESTEROL_QTL_CIS
30 33 918  NULL 3/12  GSEA CBROCKE_APOPTOSIS_REVERSED_BY_IL6
17 3880 194  2e-16 9e-17 50x49 keratin 19 [Source:HGNC Symbol;Acc:6436] 34 905  NULL 1/11  GSEA CYAMANAKA_GLIOBLASTOMA_SURVIVAL_UP
20 — 35 861  NULL 2/11  GSEA CZDDANG_MYC_TARGETS_UP
18 4915 214  2e-16 9e-17 50x50 neurotrophic tyrosine kinase, receptor, type 2 [Source:HGNC 3G 842  NULL 2/18 MF acyl-CoA dehydrogenase activity
37 839  NULL 2/10  GSEA CZCONRAD_STEM_CELL
10 19 4922 214  2e-16 9e-17 50x50 neurotensin [Source:HGNC Symbol;Acc:8038] 38 836  NULL 3/16  GSEA CZSANA_RESPONSE_TO_IFNG_DN
39 825  NULL 2/16  GSEA CAEE_LIVER_CANCER_MYC_TGFA_UP
1 20 4953 1.42 2e-16 9e-17 50x50 ornithine decarboxylase 1 [Source:HGNC Symbol;Acc:8109] 40 7.89 NULL 1/14 MF Ras GTPase activator activity
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Local Summary Local Genelist Local Geneset Analysis

Underexpression

%DE = 0.74 Rank log(FC)  fdr Description

—-value Metagene .
# metagenes = 11 D P g Rank GSz p-value #in/all Geneset

# genes =176 1 1277 -1.89 2e-16 9e-16 2x1  collagen, type I, alpha 1 [Source:HGNC Symbol;Acc:2197] 1 -39.35 NULL 7/11  MF platelet-derived growth factor binding
. 2 —-38.16 NULL 22/64 BP collagen catabolic process
# genes in genesets = 176 2 1218 -149 2e-16 9e-16 2x1  collagen, type I, alpha 2 [Source:HGNC Symbol;Acc:2198] 3 -363  NULL 10/15 GSEA CZCROMER_TUMORIGENESIS_UP
4 -35.97 NULL 23/69 BP extracellular matrix disassembly
H —_ 1281 -1.23 2e-16 9e-16 2x1 collagen, type llI, alpha 1 [Source:HGNC Symbol;Acc:2201] 5 —-33.57 NULL 9/16 GSEA CFARMER_BREAST_CANCER_CLUSTER_5
# genes with fdr <0.1 =116 (11 +/105 - 3 - .
g d 0 6 ( /105 ) 6 -31.41 NULL 43/190 CC extracellular matrix
# genes with fdr < 0.05 =109 ( 10+/99 - ) 4 1289 -15 2e-16 9e-16 2x1  collagen, type V, alpha 1 [Source:HGNC Symbol;Acc:2209] 7 -29.26 NULL 5/10  GSEA CXEGG_ECM_RECEPTOR_INTERACTION
8 -28.71 NULL 471242 BP extracellular matrix organization
# genes with fdr < 0.01 =96 (8+/88 -) 5 1201 -1.67 2e-16 9e-16 2x1  collagen, type VI, alpha 1 [Source:HGNC Symbol;Acc:2211] 9 -26.87 NULL 4/10  BP protein heterotrimerization
10 -26.02 NULL 52/250 LymphomizENZ_Stromal signature 1
6 54541 _167 2e-16 9e-16 1x4  DNA-damage-inducible transcript 4 [Source:HGNC Symbol, 11 -23.98 NULL 5/16 ~ GSEA CURS_ADIPOCYTE_DIFFERENTIATION_DN
12 -23.72 NULL 14/16 MMML CG®BCIEJ_MMML 1
<r> metagenes = 0.98 ) ! : 13 2274 NULL 7/12  MIRNA tanget
7 4312 -15 2e-16 9e-16 1x1 matrix metallopeptidase 1 (interstitial collagenase) [Source:H g angel-29c
<> genes =042 14 -225 NULL 5/16 GSEA CREACTOMEislGNALIl‘\lGiB.YiPI.DGF
8 4319 175 2e-16 9e-16 1x3  matrix metallopeptidase 10 (stromelysin 2) [Source:HGNC Sy 19 -21.85 NULL 10/40 BP cellular response to amino acid stimulus
16 -21.37 NULL 12/37 BP collagen fibril organization
<FC> = _047 9 4316 -166 2e-16 9e-16 2x1 matrix metallopeptidase 7 (matrilysin, uterine) [Source:HGNC %g ~20.57 NULL 7115 GSEA C20NDER_CDH1_TARGETS_2_UP
-20.5 NULL 6/10 GSEA C2VERRECCHIA_RESPONSE_TO_TGFB1_C4
<shrinkage-t> = -16.4 -
g 10 4318 -181 2e-16 9e-16 1x1 matrix metallopeptidase 9 (gelatinase B, 92kDa gelatinase, 9. 19 1994 NULL 4715 GSEA CREACTOME_NCAMI_INTERACTIONS
< value> = 0 20 -19.69 NULL 27/183 CC proteinaceous extracellular matrix
= o -19.
11 4489 -1.27 2e-16 9e-16 1x4 metallothionein 1A [Source:HGNC Symbol;Acc:7393] %% 13 3: Eﬂtt i; ig gzii gi:g:’\g;/;gg:_i;g:?:iTs—SUBSET
<fdr>=0. ’ - - -
fdr 0 37 23 -19.23 NULL 4116 GSEA CREACTOME_AXON_GUIDANCE
12 4502 -1.35 2e-16 9e-16 1x3  metallothionein 2A [Source:HGNC Symbol;Acc:7406]
24 -19.23 NULL 4116 GSEA CREACTOME_NCAM_SIGNALING_FOR_NEURITE_OUT_GROW!
1 13 1290 132 le-15 4e-13 2x1  collagen, type V, alpha 2 [S HGNC Symbol;Acc:2210] 25 1907 NULL 4712 GSEAC2Y_AGING_MIDDLE_UP
=1. . = n, e V, al a ource:| mi M »
P I’Ofl | e S pot € € x gen. yp P YMBOLACE ! 26 -19.06 NULL 14/57 MF extracellular matrix structural constituent
. . 27 -18.87 NULL 4713 GSEA CPICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP
50 14 7045 -1.16 le-14 4e-13 1x2 transforming growth factor, beta—induced, 68kDa [Source:HG 28 _18.76 NULL 3/12 GSEA CVERRECCHIA_RESPONSE_TO_TGFB1_C2
) 29 -18.32 NULL 3/8 GSEA CHAEGERSTRAND_RESPONSE_TO_IMATINIB
40 15 10409 -1.26 2e-14 3e-11 1x2 brain abundant, membrane attached signal protein 1 [Source 30 -18.28 NULL 11/35  Glio Colman survival associated
) B o 31 -18.07 NULL 3/10  GSEA CKEGG_FOCAL_ADHESION
16 8406 1.17 le-12 3e-11 2x1 sushi-repeat containing protein, X-linked [Source:HGNC Syr 32 -17.89 NULL 417 GSEA CAWANG_ESOPHAGUS_CANCER_PROGRESSION_UP
30 33 -17.83 NULL 2/6 Glo  Martinez_Glio_hypometh
17 3956 -116 1le-12 1e-10 1x1 lectin, galactoside-binding, soluble, 1 [Source:HGNC Symbol 34 ~17.61 NULL 2/5 GSEA C2DASU_IL6_SIGNALING_UP
20 35 -17.61 NULL 32/265 Glio willscher_GBM_Verhaak-CL_expression_B_up
18 5270 113 6e-12 1e-10 1x3  serpin peptidase inhibitor, clade E (nexin, plasminogen activa 36 -17.61 NULL 32/265 Glio willscher_GBM_Verhaak-MES_expression_B_up
37 -17.61 NULL 32/265 Glio willscher_GBM_Verhaak-PNwt_expression_B_down
10 — 19 10631 -1.13 7e-12 5e-10 2x1 periostin, osteoblast specific factor [Source:HGNC Symbol;Ac 38 -17.61 NULL 32/265 Glio willscher_GBM_Verhaak-PNmut_expression_B_down
39 -17.33 NULL 3/6 GSEA C2AGARWAL_AKT_PATHWAY_TARGETS
1 * 20 10630 -1.09 3e-11 5e-10 1x2  podoplanin [Source:HGNC Symbol;Acc:29602] 40 -17.32 NULL 4/11 BP dermatan sulfate biosynthetic process
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Local Summary Local Genelist Local Geneset Analysis

Underexpression
%DE = 0.77 Rank log(FC)  fdr Description
ID p-value  Metagene .
# metagenes = 11 Rank GSz p-value #in/all Geneset
# genes = 140 1 684 -1.82 2e-16 4e-15 32x1 bone marrow stromal cell antigen 2 [Source:HGNC Symbol,A ] -40.4  NULL 29/51 BP type | interferon signaling pathway
X 2 -34.73 NULL 8/10  GSEA CZGRANDVAUX_IFN_RESPONSE_NOT_VIA_IRF3
# genes in genesets = 137 2 94240 ~142 2e-16 4e-15 32x1 epithelial stromal interaction 1 (breast) [Source:HGNC Symbc 3 -33.03 NULL 11/16 GSEA CAUROSEVIC_RESPONSE_TO_IMIQUIMOD
4 -32.54 NULL 9/10  GSEA CBOWIE_RESPONSE_TO_EXTRACELLULAR_MATRIX
: 3 4061 -1.33 4e-16 2e-10 32x1 lymphocyte antigen 6 complex, locus E [Source:HGNC Symb 5 -30.57 NULL 11/16 GSEA CZEINAV_INTERFERON_SIGNATURE_IN_CANCER
< 0. = + - 1N
#genes with fdr<0.1 =91 (3+/88 -) 6 -30.35 NULL 10/13 GSEA CBOWIE_RESPONSE_TO_TAMOXIFEN
# genes with fdr < 0.05 = 85 ( 3+/82 - ) 4 3627 -113 5e-12 5e-10 32x1 chemokine (C-X~C motif) ligand 10 [Source:HGNC Symbolyt 7 -29.42 NULL 11/16  GSEA CZHANG_INTERFERON_RESPONSE
8 -29.4  NULL 13/16 GSEA CIMOSERLE_IFNA_RESPONSE
# genes with fdr < 0.01 = 58 ( 1+/57 - ) 5 79156 -1.1 2e-11 2e-08 31x1 pleckstrin homology domain containing, family F (with FYVE ¢ 9 -28.73 NULL 6/6 Lymphon®AVE_MHCCII BL DN
10 -26.29 NULL 27/109 BP response to virus
6 8519 -102 6e-10 4e-08 32x1 interferon induced transmembrane protein 1 [Source:HGNC ¢ 11 -24.02 NULL 6/8 GSEA CROETH_TERT_TARGETS_UP
<r> metagenes = 0.99 12 -23.73 NULL 13/31 BP negative regulation of viral genome replication
g e 7 1591 099 20-09 7e-07 33x2 cytochrome P450, family 24, subfamily A, polypeptide 1 [Sou 13 -23.7  NULL 7116  GSEA CMMAHADEVAN_RESPONSE_TO_MP470_UP
<r> genes = 0.41 14 -23.32 NULL 31/123 BP defense response to virus
8 54739 -0.91 3e-08 7e-07 32x1 XIAP associated factor 1 [Source:HGNC Symbol;Acc:30932] 15 -23.13 NULL 5/18 B8P response to interferon-gamma
16 -22.06 NULL 6/14  GSEA CRADAEVA_RESPONSE_TO_IFNAL_UP
<FC>=-0.43 9 51296 -0.9 4e-08 1e-06 32x1 solute carrier family 15 (oligopeptide transporter), member 3 | 17 ~2L.67 NULL 7/10 cc MHC»cIass ! p‘roteln complex
. 18 -20.4  NULL 34/204 BP cytokine-mediated signaling pathway
<shrinkage-t> = -15.16 -
g 10 s721 -0.88 1e-07 1e-06 32x1 proteasome (prosome, macropain) activator subunit 2 (PA28 | 19 201 NULL 5/16 GSEA CZHANG_ANTIVIRAL_RESPONSE_TO_RIBAVIRIN_UP
< value> = 0 20 -20 NULL 33/274 Lymphom®PANG_IL21 DN
- - . -18.7 0JIM.
11 9536 -0.86 2e-07 1e-06 31x2 prostaglandin E synthase [Source:HGNC Symbol;Acc:9599] 21 8.78 NULL 3116 GSEACN A_SFRP2_TARGETS_DN
<fdr> = 0.43 22 -185 NULL 5/16  GSEA CFARMER_BREAST_CANCER_CLUSTER_1
o 12 3665 0.86 2e-07 1e-06 32x1 interferon regulatory factor 7 [Source:HGNC Symbol;Acc:612 23 1802 NULL 4715 GSEA CBECKER_TAMOXIFEN_RESISTANCE_UP
=0.: '~ = Ui ul 3 5 3
€ € X 9 4 4 24 -17.68 NULL 3/4 GSEA CKRASNOSELSKAYA_ILF3_TARGETS_UP
. interf induced t b wein 315 HGNC € 25 -17.53 NULL 16/60 BP interferon-gamma-mediated signaling pathway
P rofl | e S pot 13 10410 -0.79 2e-07 1e-06 32x1 interferon induced transmembrane protein 3 [Source:HGNC ¢ 26 1668 NULL 2/15  GSEA CCHOW_RASSF1 TARGETS. DN
) . _ 27 -16.57 NULL 6/12  GSEA CZTSAI_DNAJB4_TARGETS_UP
50 — 14 9560 -0.85 2e-07 2e-06 32x1 chemokine (C-C motif) ligand 4-like 1 [Source:HGNC Symbc 28 1655 NULL 3/11 GSEA CAWHITESIDE_CISPLATIN_ RESISTANCE_UP
) ) . 29 -16.35 NULL 48/572 Disease GUDJ_psoriasis up
40 - 15 54022 -0.85 3e-07 6e-06 30x1 Rasinteracting protein 1 [Source:HGNC Symbol;Acc:24716] 30 -16.08 NULL 6/14 Glio Donson-immune cell intra signaling-associated with LTS in HGA
31 -16.03 NULL 5/16  GSEA CZHAN_MULTIPLE_MYELOMA_LB_DN
16 10561 -0.83 4e-07 1e-05 32x1 interferon-induced protein 44 [Source:HGNC Symbol;Acc:16! 32 -15.43 NULL 2/2 MMML CGBCIE] MMML 27
30 33 -15.29 NULL 8/18  BP positive regulation of T cell mediated cytotoxicity
17 219285 -0.81 1e-06 1e-05 32x1 sterile alpha motif domain containing 9-like [Source:HGNC S 34 1528 NULL 4114 GSEA C2TAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_8D_UP
20 - 35 -15.16 NULL 7/18  MF peptide antigen binding
18 83666 -0.8  1le-06 1e-05 32x1 poly (ADP-ribose) polymerase family, member 9 [Source:HG 3G -14.89 NULL 3/13  GSEA CZTSAI_RESPONSE_TO_RADIATION_THERAPY
37 -14.69 NULL 3/5 GSEA CXIM_LRRC3B_TARGETS
10 — 19 10964 -0.79 1le-06 2e-05 32x1 interferon-induced protein 44-like [Source:HGNC Symbol;Ac 38 -14.26 NULL 3/6 GSEA C2SHIKAWA_STING_SIGNALING
39 -13.9  NULL 28/312 BP immune response
1 20 54436 -0.77 3e-06 2e-05 33x3 SH3domain and tetratricopeptide repeats 1 [Source:HGNC ¢ 40 -13.79 NULL 3/9 GSEA CFURUKAWA_DUSP6_TARGETS_PCI35_UP
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Local Summary Local Genelist Local Geneset Analysis

Underexpression

%DE = 0.7 Rank log(FC)  fdr Description

# metagenes = 9 D p-value  Metagene Rank GSz p-value #in/all Geneset

# genes = 133 1 780854 -121 2e-13 2e-10 2x39 small nucleolar RNA, C/D box 3D [Source:HGNC Symbol;Acc ] -19.65 NULL 1/2 MMML CGIBCIEJ_MMML 43
2 —-13.47 NULL 2/11 GSEA CAEI_MYB_TARGETS
# genes in genesets =130 2 2760 -1.13 6e-12 3e-10 1x40 GM2 ganglioside activator [Source:HGNC Symbol;Acc:4367] 3 -12.7  NULL 1/6 GSEA CZSMID_BREAST_CANCER_RELAPSE_IN_LIVER_UP
4 -10.24 NULL 215 miRNA tagat-aiRBagss
. _ 3 8942 -1.11 le-11 5e-07 1x40 kynureninase [Source:HGNC Symbol;Acc:6469] 5 -9.76  NULL 1/2 mMiRNA tanget-659
# genes with fdr < 0.1 =46 ( 0+/46 ) 6 -9.74  NULL 1/10 BP neurological system process
# genes with fdr < 0.05 = 46 ( 0+/46 - ) 4 1984 -094 1e-08 3e-05 1x37 eukaryotic translation initiation factor 5A [Source:HGNC Syml 7 -9.6  NULL 1/10 BP tryptophan catabolic process
8 -8.93 NULL 3/12  GSEA CZSESTO_RESPONSE_TO_UV_C3
# genes with fdr < 0.01=35 (0+/35 -) 5 219 -0.81 8e-07 1e-04 1x40 FAT atypical cadherin 2 [Source:HGNC Symbol;Acc:3596] 9 -8.31  NULL 1/13  BP NAD biosynthetic process
10 -8.1 NULL 1/14 MF lipid transporter activity
6 80326 076 4e-06 1e-04 1x40 wingless—type MMTV integration site family, member 10A[sc 11 ~7.67  NULL 1/15  GSEA CFARMER_BREAST_CANCER_CLUSTER_3
t 0.98 12 -74  NULL 1/16  GSEA CFARMER_BREAST_CANCER_CLUSTER_4
<r> metagenes = 0. _
g 7 780851 074 7e-06 1e-04 2x39 small nucleolar RNA, C/D box 3A [Source:HGNC SymbolAacc 13 7.27  NULL 3/15  GSEA CXEGG_AMINO_SUGAR_AND_NUCLEOTIDE_SUGAR_METABOI
=7.27  NULL 1/17 BP lipid storage
<r> genes = 027 %151 -7.26  NULL 1/12 GSEA Cl‘l) LUNGgCANCER
8 2731 -0.73 9e-06 1e-04 1x38 glycine dehydrogenase (decarboxylating) [Source:HGNC Syn 16 - RNA — —
-7.26  NULL 1/12 mil tanget-siiRBa99
<FC>=-0.31 9 645 -0.72 1e-05 2e-04 1x36 biliverdin reductase B (flavin reductase (NADPH)) [Source:HC 17 -T2 NULL 2110 BP positive regulation of keratinocyte differentiation
18 -7.15 NULL 2/14 GSEA C2DAZARD_UV_RESPONSE_CLUSTER_G2
< i -t>=- . " L " =7. MID_BREAST_CANCER_NORMAL_LIKE_DN
Shnnkage t 10.9 10 112399 -0.71 2e-05 5e-04 1x40 egl-9 family hypoxia-inducible factor 3 [Source:HGNC Symbx 19 741 NULL 1/6 GSEA CZSMID_| - — — =
I O 01 20 -7.09 NULL 3/16 GSEA C2AMUNDSON_DNA_DAMAGE_RESPONSE_TP53
<p-value>=0. 21 -7.08  NULL 2/36 BP learning or memory
780! -0.! -05 5e-04 2 small nucleolar RNA, C/D box 3C [Source:HGNC Symbol;Acc :
fd =0.64 11 80853 69 305 © x39 " x [Sou 4 22 -6.94 NULL 1/13 GSEA CZCOLLER_MYC_TARGETS_UP
<tdr>=0. h 6 ding f 141 ]S -HGNC Symt 23 -6.94 NULL 1/13 GSEA CREACTOME_POST_TRANSLATIONAL_PROTEIN_MODIFICATIO
12 135398 -0.67 4e-05 6e-04 1x40 chromosome 6 open reading frame [Source:! yml 24 693 NULL 118 P response to interferon-gamma
. vansient ential cation channel. subfamily M 25 -6.86  NULL 1/6 GSEA CNIELSEN_LEIOMYOSARCOMA_UP
P rofl | e S pot 13 54795 -0.65 8e-05 6e-04 1x36 transientreceptor potential cation channel, subfamily M, memr 26 676 NULL 2748 ME pyridoxal phosphate binding
X . 27 -6.68  NULL 4179 MF electron carrier activity
50 — 14 79148 -0.65 8e-05 6e-04 1x39 matrix metallopeptidase 28 [Source:HGNC Symbol;Acc:1436 28 _6.66  NULL 1/14  GSEA CAWATANABE_COLON CANCER MSI_VS_MSS_UP
_ _ _ 29 -6.43  NULL 1/5 GSEA CRRADAEVA_RESPONSE_TO_IFNA1_DN
40 15 80117 -0.64 9e-05 7e-04 2x40 ADP-ribosylation factor-like 14 [Source:HGNC Symbol;Acc:: 30 641  NULL 1/15 GSEA CZTIEN_INTESTINE_PROBIOTICS_6HR_UP
—l 31 -6.19  NULL 2/10  GSEA CFRASOR_TAMOXIFEN_RESPONSE_DN
16 80256 -0.63 1le-04 7e-04 1x37 family with sequence similarity 214, member B [Source:HGN( 32 618 NULL 1/16 GSEA CZTIEN_INTESTINE_PROBIOTICS_2HR_UP
30 33 -6.18  NULL 1/16  GSEA CELVIDGE_HIF1IA_AND_HIF2A_TARGETS_DN
17 9052 -0.63 1e-04 2e-03 1x40 G protein-coupled receptor, family C, group 5, member A [Sa 34 -6.18 NULL 1/16 GSEA CZIN_APC_TARGETS
20 35 -6.15 NULL 1/10 MF 3-beta—hydroxy—-delta5-steroid dehydrogenase activity
18 83442 -0.61 2e-04 2e-03 1x36 SH3domain binding glutamic acid-rich protein like 3 [Source 36 -6.15 NULL 1/10 GSEA C2.UI_THYROID_CANCER_CLUSTER_5
37 -6.15  NULL 1/10  GSEA CBIOCARTA_IL10_PATHWAY
10 19 26027 -0.59 3e-04 2e-03 1x37 acyl-CoA thioesterase 11 [Source:HGNC Symbol;Acc:18156 38 -6.03 NULL 2/16  GSEA CAMIT_EGF_RESPONSE_120_MCF10A
39 -5.97  NULL 4/27  MIRNA tanget-stiRB 895
1 20 27242 -0.58 4e-04 2e-03 1x40 tumor necrosis factor receptor superfamily, member 21 [Sourc 40 -5.78 NULL 14 /572 Disease GUDJ_psoriasis up
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