GW 080

Global Summary Global Genelist Global Geneset Analysis

%DE = 0.13 Rank log(FC)  fdr Description Rank GSz p-value #all Geneset
) ID p-value  Metagene
# genes with fdr < 0.2 =1745 (1084 +/661 -)
Overexpressed
# genes with fdr < 0.1 = 1321 ( 887 +/434 - ) 1 154 128 2e-16 2e-14 1x40 adrenoceptor beta 2, surface [Source:HGNC Symbol;Acc:286 ] 26.47  NULL 572 Disease GUDJ_psoriasis up
i 2 17.99  NULL 21 cc cornified envelope
# genes with fdr < 0.05 = 1084 ( 768 +/316 - ) 2 57016 124  2e-16 2e-14 1x50 aldo—keto reductase family 1, member B10 (aldose reductase 3 17.97  NULL 250 LymphomzENZ_Stromal signature 1
. 4 16.87  NULL 16 GSEA CMMOSERLE_IFNA_RESPONSE
< = - —IPNA
# genes with fdr < 0.01 = 837 ( 624 +/213 ) 3 26 -16 2e-16 2e-14 50x50 aldehyde dehydrogenase 1 family, member AL [Source:HGNC 5 16.66  NULL 1182 cc extracellular region
6 16.25 NULL 553 Cancer Lembcke_Colonic Inflammation
# genes in genesets = 16332 4 115701 1.4 2e-16 2e-14 50x3 alphakinase 2 [Source:HGNC Symbol;Acc:20565] 7 1609  NULL 190 cc extracellular matrix
8 16.03  NULL 135 H.Tiss WIRTH_Mucosa
5 401138 242  2e-16 2e-14 1x5  amelotin [Source:HGNC Symbol;Acc:33188] ?O 1497 NULL 51 BP type | interferon signaling pathway
<FC>=0 1415  NULL 242 BP extracellular matrix organization
hrink _ 6 200315 1.49 2e-16 2e-14 1x40 apolipoprotein B mRNA editing enzyme, catalytic polypeptide 11 1405 NULL 13 GSEA CBOWIE_RESPONSE_TO_TAMOXIFEN
<shrinkage—-t> =0 12 14.04  NULL 76 BP epidermis development
S . 13.88  NULL 31 BP negative regulation of viral genome replication
—_ = 7 9070 1.4 2e-16 2e-14 47 x 46 ash2 (absent, small, or homeotic)-like (Drosophila) [Source:+ 13
<p value>=0.1 } ¢ phila) | 14 13.51  NULL 123 BP defense response to virus
! 15 1344  NULL 53 BP keratinocyte differentiation
< > = 633 1.09 2e-16 2e-14 3x1 biglycan [Source:HGNC Symbol;Acc:1044;
fdr>=0.87 8 € x alycan [ ymboliAce:1044] 16 1306 NULL 10 GSEA CZBOWIE_RESPONSE_TO_EXTRACELLULAR_MATRIX
o b | cell anti ; 17 12.72  NULL 69 BP extracellular matrix disassembly
9 4 139 2e-16 2e-14 32x1 bonemarrow stromal cell antigen 2 [Source: HGNC SymbolA g 1267  NULL 16 GSEA CUROSEVIC_RESPONSE_TO_IMIQUIMOD
_ 19 12.62  NULL 683 cc extracellular space
10 387695 1.99 2e-16 2e-14 1x49 chromosome 10 open reading frame 99 [Source:HGNC Symt 20 1258  NULL 64 BP collagen catabolic process
11 24141 116  2e-16 2e-14 7x1 lysosomal-associated membrane protein family, member 5[ Underexpressed
Y,
1 -7.09  NULL 280 Chr Chr 13
12 760 131  2e-16 2e-14 1x44 carbonic anhydrase Il [Source:HGNC Symbol;Acc:1373] % -6.39  NULL 1318 cc mitochondrion
-5.56  NULL 370 BP mitotic cell cycle
P rofl | e Re ulated S OtS 13 1041 1.88 2e-16 2e-14 1x46 corneodesmosin [Source:HGNC Symbol;Acc:1802] 4 ~5.21 NULL 152 BP cellular metabolic process
g p 5 -519  NULL 6 GSEA CZKAPOSI_LIVER_CANCER_POOR_SURVIVAL_DN
) ) ) ) ) 6 -51  NULL 4640 cc nucleus
50 . 14 163732 1.24 2e-16 2e-14 1x43 Cbp/p300-interacting transactivator, with Glu/Asp-rich carbo: 7 -5 NULL 630 Chr Chr X
8 -4.94  NULL 1253 BP small molecule metabolic process
40 15 84518 1.42 2e-16 2e-14 1x50 cornifelin [Source:HGNC Symbol;Acc:30183] 9 -493 NULL 949 cc nucleoplasm
10 -4.85 NULL 149 BP DNA replication
16 1308 116  2e-16 2e-14 1x43 collagen, type XVII, alpha 1 [Source:HGNC Symbol:Acc:2194 11 -4.85  NULL 92 BP translational elongation
30 12 -48  NULL 649 BP gene expression
17 1277 169  2e-16 2e-14 2x1  collagen, type |, alpha 1 [Source:HGNC Symbol:Acc:2197] 13 -4.68  NULL 298 BP DNA repair
14 -458  NULL 220 cc mitochondrial matrix
20 ] 18 1278 1.18 2e-16 2e-14 2x1 collagen, type |, alpha 2 [Source:HGNC Symbol;Acc:2198 15 ~458 - NULL 519 chr Chr 14
16 -458  NULL 717 Chr Chr 16
17 -45 NULL 153 MF structural constituent of ribosome
10 — 19 1281 121  2e-16 2e-14 2x1  collagen, type lll, alpha 1 [Source:HGNC Symbol;Acc:2201] 18 _449 NULL 253 BP translation
-4.48 NULL 1233 TF KIM_MYC targets
9
1 *_ . 20 1289 1.2 2e-16 2e-14 2x1  collagen, type V, alpha 1 [Source:HGNC Symbol;Acc:2209] 20 -4.33  NULL 755 LymphomBPANG_BCR UP
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GW 080

Local Summary Local Genelist Local Geneset Analysis

Overexpression

%DE = 0.88 Rank log(FC)  fdr Description
ID p-value  Metagene

Y
o
=]
=

# metagenes = 16 GSz p-value #in/all Geneset

# genes = 259 1 633 1.09 2e-16 3e-16 3x1  biglycan [Source:HGNC Symbol;Acc:1044] 1 40.13  NULL 15/16 MMML CGIBCIEJ_MMML 1
2 39.04 NULL 62/190 CC extracellular matrix
# genes in genesets = 258 2 1277 169  2e-16 3e-16 2x1  collagen, type I, alpha 1 [Source:HGNC Symbol;Acc:2197] 3 37.67 NULL 28/64 BP collagen catabolic process
4 37.39  NULL 31/69 BP extracellular matrix disassembly
H —_ 3 1278 1.18 2e-16 3e-16 2x1 collagen, type |, alpha 2 [Source:HGNC Symbol;Acc:2198] 5 33.48  NULL 67 /242 BP extracellular matrix organization
# genes with fdr< 0.1 =203 (201 +/2 -) 6 3306 NULL 71/250 LymphomisENZ_Stromal signature 1
# genes with fdr < 0.05 =203 ( 201 +/2 - ) 4 1281 121  2e-16 3e-16 2x1  collagen, type lil, alpha 1 [Source:HGNC Symbol;Acc:2201] 7 32 NULL 12/16 GSEA czFARMERfBIREASLCANCERiCLIUSTERfs
8 3119  NULL 8/11 MF platelet-derived growth factor binding
# genes with fdr <0.01 =181 (180+/1 -) 5 1289 1.2 2e-16 3e-16 2x1  collagen, type V, alpha 1 [Source:HGNC Symbol;Acc:2209] 9 28.25  NULL 15/37 BP collagen fibril organization
10 2556  NULL 2/4 MMML CEBCIE]_MMML 23
6 1464 117  2e-16 3e-16 1x3  chondroitin sulfate proteoglycan 4 [Source:HGNC Symbolac 11 25.07  NULL 8/12  mIiRNA tanget-29c
t 0 96 12 2499  NULL 20/57 MF extracellular matrix structural constituent
<r> metagenes = 0.
g 7 3039 157 2e-16 3e-16 5x1  hemoglobin, alpha 2 [Source:HGNC Symbol;Acc:4824] 13 2319 NULL 11/15 GSEA CXCROMER_TUMORIGENESIS_UP
23.08 NULL 6/10 GSEA C2VERRECCHIA_RESPONSE_TO_TGFB1_C4
<r>genes =04 %51 2201 NULL 101/1182cC  extracellular region T N
8 3040 2.16 2e-16 3e-16 4x1 hemoglobin, alpha 2 [Source:HGNC Symbol;Acc:4824] . : 9 )
16 2177 NULL 37/183 CC proteinaceous extracellular matrix
<FC>=0.58 9 3043 2.07 2e-16 3e-16 5x1 hemoglobin, beta [Source:HGNC Symbol;Acc:4827] 17 21.28  NULL 11/19  MF extracellular matrix binding
18 2028 NULL 75/683 CC extracellular space
<shri -t>= Il to amino acid stimul
Shnnkage t 20.34 10 3576 118  2e-16 3e-16 1x1  interleukin 8 [Source:HGNC Symbol;Acc:6025] 19 19.85  NULL 12740 8P celuiar response to amino acic stimulus
| 0 20 19.36  NULL 6/13  GSEA CZTURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_LOBULAR
<p-value>= 21 19.13  NULL 62/553 Cancer Lembcke_Colonic Inflammation
. — — lumi S :HGNC Symbol;Acc:6724] : -
11 40s0 1o 2716 3e-16 2x1 urnican [Source ymbolAce ! 22 18.95 NULL 23/119 LymphonmROSOLOWSKI_green total
<fdr>=0.27 ¢ allonentidase 1 (interstitial coll s " 23 18.86  NULL 7/16  GSEA CZTURASHVILI_BREAST_LOBULAR_CARCINOMA VS_DUCTAL |
12 4312 1.4 2e-16 3e-16 1x1  matrix metallopeptidase 1 (interstitial collagenase) [Source: 24 1845  NULL 5/10  GSEA CKEGG, ECM_RECEPTOR INTERACTION
. ) . : 25 18.35  NULL 10/15 GSEA CZONDER_CDH1_TARGETS_2_UP
P rOfl | e S pot 13 4319 162 2e-16 3e-16 1x3  matrix metallopeptidase 10 (stromelysin 2) [Source:HGNC Sy 26 1704 NULL s/11 8P dermatan sulfate biosynthetic process
27 17.55  NULL 18/68 CC collagen
50 — 14 4320 191 2e-16 3e-16 3x1  matrix metallopeptidase 11 (stromelysin 3) [Source:HGNC Sy 28 1719 NULL 5/15  GSEA CZCHANG POUSF1 TARGETS UP
) ! ) 29 17.07  NULL 4/8 GSEA CHAEGERSTRAND_RESPONSE_TO_IMATINIB
40 15 4322 1.79 2e-16 3e-16 1x2  matrix metallopeptidase 13 (collagenase 3) [Source:HGNC S 30 17.04  NULL 7/15 GSEA CMISHRA_CARCINOMA_ASSOCIATED_FIBROBLAST UP
31 16.87  NULL 5/12  GSEA CAY_AGING_MIDDLE_UP
16 4314 1.96 2e-16 3e-16 1x1 matrix metallopeptidase 3 (stromelysin 1, progelatinase) [Sou 32 16.8 NULL 415 GSEA CZCOLLER_MYC_TARGETS_ DN
30 33 16.61  NULL 7/16  GSEA CZCROONQUIST_STROMAL_STIMULATION_UP
17 4316 121 2e-16 3e-16 2x1  matrix metallopeptidase 7 (matrilysin, uterine) [Source:HGNC 34 16 NULL 6/10  GSEA CZEON_SMAD6_TARGETS_UP
20 35 15.82  NULL 8/16  GSEA CZROZANOV_MMP14_TARGETS_SUBSET
18 10631 131 2e-16 3e-16 2x1  periostin, osteoblast specific factor [Source:HGNC SymbolAc 36 1555  NULL 5/13  GSEA CPICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP
37 1554  NULL 4/10 BP protein heterotrimerization
10 — 19 6423 1.15 2e-16 3e-16 3x1 secreted frizzled-related protein 2 [Source:HGNC Symbol;Ac 38 15.46  NULL 6/11 MMML CG®CIEJ_MMML 31
39 1539 NULL 8/25 BP chondroitin sulfate biosynthetic process
1 *_ 20 23213 122  2e-16 3e-16 2x1 sulfatase 1 [Source:HGNC Symbol;Acc:20391] 40 15.37  NULL 5/15  GSEA CZTURASHVILI_BREAST_DUCTAL_CARCINOMA_VS_DUCTAL_N(
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GW 080

Local Summary Local Genelist Local Geneset Analysis

Overexpression
log(F Description
YDE =092 RanlI(D oo c[:)) val Jgr Metageﬁzc prio
-value #i
# metagenes = 1 Rank GSZ p #in/all Geneset
= 684 1.39 2e-16 8e-17 32x1 bone marrow stromal cell antigen 2 [Source:HGNC Symbol;A 62.16  NULL 12/16 GSEA C2JMOSERLE_IFNA_RESPONSE
genes
2 55.76  NULL 28/51 BP type | interferon signaling pathway
# genes in genesets =94 2 3627 1.85 2e-16 8e-17 32x1 chemokine (C-X-C motif) ligand 10 [Source:HGNC Symbol;/ 3 55.64  NULL 9/10 GSEA CBOWIE_RESPONSE_TO_EXTRACELLULAR_MATRIX
4 51.45 NULL 10/16  GSEA CZEINAV_INTERFERON_SIGNATURE_IN_CANCER
: —_ 3 6373 1.69 2e-16 8e-17 32x1 chemokine (C-X-C motif) ligand 11 [Source:HGNC Symbol;/ 5 50.4 NULL 10/13 GSEA CBOWIE_RESPONSE_TO_TAMOXIFEN
# genes Wlth fdr < Ol - 87 ( 87 + / O ) 6 49.54  NULL 6/8 GSEA CROETH_TERT_TARGETS_UP
# genes with fdr < 0.05 = 87 ( 87+/0 - ) 4 94240 125 2e-16 8e-17 32x1 epithelial stromal interaction 1 (breast) [Source:HGNC Symbc 7 49.26  NULL 11/16 GSEA CZHANG_INTERFERON_RESPONSE
8 46.12 NULL 8/11 GSEA CBENNETT_SYSTEMIC_LUPUS_ERYTHEMATOSUS
# genes with fdr < 0.01 =82 (82+/0 -) 5 2633 146  2e-16 8e-17 32x1 guanylate binding protein 1, interferon-inducible [Source:HG 9 4211 NULL 10/16  GSEA CUROSEVIC_RESPONSE_TO_IMIQUIMOD
10 41.64 NULL 30/123 BP defense response to virus
6 10866 119 2e-16 8e-17 32x1 HLA complex P5 (non-protein coding) [Source:HGNC Symbc 11 40.58  NULL 13/31 BP negative regulation of viral genome replication
t NA 12 3819  NULL 7/10  GSEA CZGRANDVAUX_IFN_RESPONSE_NOT_VIA_IRF3
<r> metagenes =
g 7 51191 1.22 2e-16 8e-17 32x1 HECT and RLD domain containing E3 ubiquitin protein ligase }2 38.04  NULL 7116 GSEA CMAHADEVAN_RESPONSE_TO_MP470_UP
37.45 NULL 6/14 GSEA CRADAEVA_RESPONSE_TO_IFNA1_UP
<r>genes = 0.52 - -
8 55008 154 2e-16 8e-17 32x1 HECT and RLD domain containing E3 ubiquitin protein ligase 19 36.98  NULL 8/4  GSEACKRASNOSELSKAYA ILF3_TARGETS UP
16 35.74  NULL 26/109 BP response to virus
<FC> = 084 9 10561 1.33 2e-16 8e-17 32x1 interferon-induced protein 44 [Source:HGNC Symbol;Acc:16' 17 34.88  NULL 3/5 GSEA CKIM_LRRC3B_TARGETS
18 34.44  NULL 6/12 GSEA CZTSAI_DNAJB4_TARGETS_UP
<shri —-t>=29. ) ! o : CIEJ_MMML 47
Shnnkage t 29.57 10 10964 2.04 2e-16 8e-17 32x1 interferon-induced protein 44-like [Source:HGNC Symbol;Ac 19 8383 NULL 84 MMML CEBCIE)_|
I O 20 32.32 NULL 6/16 GSEA C2XU_HGF_TARGETS_INDUCED_BY_AKT1_6HR
<p_Va ue>= 30.68  NULL 5/16 GSEA CFARMER_BREAST_CANCER_CLUSTER_1
11 2537 1.58 2e-16 8e-17 32x1 interferon, alpha-inducible protein 6 [Source:HGNC Symbol;/ 21 ! L T -
22 30.2 NULL 33/204 BP cytokine-mediated signaling pathway
<fdr> - 01 23 29.55 NULL 4110 GSEA C2DAUER_STAT3_TARGETS_DN
. - — terferon—induced protein with tetratricopeptide repeats 1 [Sc
12 3434 1.28 2e-16 8e-17 32x1 i 24 29.38 NULL 6/14 GSEA C2XU_AKT1_TARGETS_6HR
. ) . o ) . 25 27.89  NULL 2/2 MMML CGIBCIEJ_MMML 27
P rofl | e S pot 13 3433 1.42 2e-16 8e-17 32x1 interferon-induced protein with tetratricopeptide repeats 2 [S¢ 26 2754 NULL 4114 GSEA CZTAKEDA TARGETS_OF NUPS8_HOXA9_FUSION_8D_UP
o o 27 27.14  NULL 4/16  GSEA C2SEITZ_NEOPLASTIC_TRANSFORMATION_BY_8P_DELETION_
50 14 9636 2.15 2e-16 8e-17 32x1 ISG15 ubiquitin-like modifier [Source:HGNC Symbol;Acc:40%& 28 26.91 NULL 5/6 Lymphon@AVE_MHCCII BL DN
) _ 29 26.11  NULL 30/274 Lymphom®PANG_IL21 DN
40 - 15 27074 1.26 2e-16 8e-17 32x1 lysosomal-associated membrane protein 3 [Source:HGNC S' 30 2516 NULL 4712 GSEA CZHU_CMV_8_HR_UP
. 31 2477 NULL 4115 GSEA CBECKER_TAMOXIFEN_RESISTANCE_UP
16 4061 1.18 2e-16 8e-17 32x1 lymphocyte antigen 6 complex, locus E [Source:HGNC Symb 32 2448 NULL 3/9 GSEA C2DER_IFN_ALPHA_RESPONSE_UP
30 33 2448  NULL 3/9 GSEA CDER_IFN_GAMMA_RESPONSE_UP
17 4599 1.38 2e-16 8e-17 32x1 myxovirus (influenza virus) resistance 1, interferon—inducible 34 2429 NULL 45/572 Disease GUDJ_psoriasis up
35 238  NULL 4/14  GSEA CZTAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_3D_UP
20 18 4600 1.78 2e-16 8e-17 32x1 myxovirus (influenza virus) resistance 2 (mouse) [Source:HG 36 2354  NULL 16/60 BP interferon-gamma-mediated signaling pathway
37 23.21  NULL 6/14 Glio Donson-immune cell intra signaling—associated with LTS in HGA
10 — 19 85441 1.23 2e-16 8e-17 32x1 helicase with zinc finger 2, transcriptional coactivator [Source 38 2259  NULL 4114 GSEA CSANA_TNF_SIGNALING_UP
39 2246  NULL 4110 GSEA C2GRANDVAUX_IRF3_TARGETS_UP
1 20 91543 1.44 2e-16 8e-17 32x1 radical S—adenosyl methionine domain containing 2 [Source:| 40 21.45 NULL 6/10 cCc MHC class | protein complex
2
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GW 080

Local Summary Local Genelist Local Geneset Analysis

Overexpression

%DE = 0.85 Rank log(FC)  fdr Description
ID p-value  Metagene

Y
o
=]
=

# metagenes = 27 GSz p-value #in/all Geneset

# genes = 363 1 57016 1.24 2e-16 2e-16 1x50 aldo-keto reductase family 1, member B10 (aldose reductase ] 39.39  NULL 18/21 CC cornified envelope
) 2 315 NULL 85/135 H.Tiss WIRTH_Mucosa
# genes in genesets = 356 2 387695 1.99 2e-16 2e-16 1x49 chromosome 10 open reading frame 99 [Source:HGNC Symt 3 27.61  NULL 28/76 BP epidermis development
4 275 NULL 122 /572 Disease GUDJ_psoriasis up
: 3 760 131 2e-16 2e-16 1x44 carbonic anhydrase Il [Source:HGNC Symbol;Acc:1373] 5 26.11  NULL 25/53 BP keratinocyte differentiation
<01 = + -
# genes Wlth fdr 0 l 264 ( 243 / 21 ) 6 25.51 NULL 20/ 42 BP keratinization
# genes with fdr < 0.05 = 264 ( 243 + /21 - ) 4 1041 1.88 2e-16 2e-16 1x46 corneodesmosin [Source:HGNC Symbol;Acc:1802] 7 16.87  NULL 10/16 GSEA C2HUPER_BREAST_BASAL_VS_LUMINAL_UP
8 16.81  NULL 12/21 CC desmosome
# genes with fdr < 0.01 = 238 ( 220+/18 - ) 5 163732 124  2e-16 2e-16 1x43 Cbp/p300-interacting transactivator, with Glu/Asp-rich carbo: 9 1472 NULL 15/79 MF serine-type endopeptidase inhibitor activity
10 13.03  NULL 10/19 BP peptide cross-linking
6 84518 142  2e-16 2e-16 1x50 comifelin [Source:HGNC Symbol;Acc:30183] 11 1239 NULL 8/16  GSEA CZONDER_CDH1 TARGETS_3 DN
<r> metagenes = 0.87 12 117 NULL 4/16  GSEA C2AMIT_SERUM_RESPONSE_480_MCF10A
g e 7 1308 116 2e-16 2e-16 1x43 collagen, type XVIl, alpha 1 [Source:HGNC SymbolAcc2104 13 1112 NULL 10/52 BP negative regulation of endopeptidase activity
<r> genes = 0.35 14 11.01  NULL 4/15  GSEA CZCHANG_IMMORTALIZED_BY_HPV31_DN
8 54544 138 2e-16 2e-16 1x50 cysteine-rich C-terminal 1 [Source:HGNC Symbol;Acc:29087! 19 1082  NULL 7129 BP regulation of proteolysis
16 10.62  NULL 71/1182 CC extracellular region
<FC>=0.57 9 49860 -168 2e-16 2e-16 1x50 corulin [Source:HGNC Symbol:Acc:1230] 17 1059 NULL 3/10  GSEACZAUJLA_IL22 AND_IL17A_SIGNALING
. 18 10.56  NULL 5/13  BP negative regulation of peptidase activity
< -t> = .
shrinkage-t 20.03 10 1475 14 2e-16 2e-16 1x50 cystatin A (stefin A) [Source:HGNC Symbol;Acc:2481] 19 104 NULL 5/16  GSEA CZSMID_BREAST_CANCER_RELAPSE_IN_PLEURA_DN
<p-value> = 0 20 1012 NULL 4/15  GSEA C2ONDER_CDH1_TARGETS_2_DN
—-value> =
, - X EACTOME,
11 9547 1.37 2e-16 2e-16 1x46 chemokine (C-X-C motif) ligand 14 [Source:HGNC Symbol;/ 21 9.98 NULL 4710 GSEACR —APOPTOTIC_CLEAVAGE_OF_CELL_ADHESION_F
<fdr> = 0.29 22 9.66  NULL 6/15  GSEA CRICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_MODERATEL
- 12 sssed 143 2616 26-16 1x47 defensin, beta 1038 [SourceHGNG Symbol;Ace:31702 23 951  NULL 3/10  GSEA CNIKOLSKY_BREAST_CANCER_20Q12_Q13_AMPLICON
X - = = Sin, Ul o ¥ »
€ € X 4 ¢ 1 24 9.46  NULL 4/10  GSEA CFOURNIER_ACINAR_DEVELOPMENT_LATE_UP
. 13 41325 . defensin. beta 1038 (S HONG SymbolACC:31702 25 9.1 NULL 5/16  GSEA CJAEGER_METASTASIS_DN
Profile S pOt 87 2e-16 2e-16 1x48 defensin, beta 1038 [Source: ymbol:Acc:31702] 26 909  NULL 4/15  GSEA CAIN_SILENCED_BY_TUMOR_MICROENVIRONMENT
) 27 892  NULL 31/186 MF structural molecule activity
50 14 1673 154 2e-16 2e-16 1x49 defensin, beta 4B [Source:HGNC SymbolAcc:30193] 28 8.89  NULL 3/15  MF interleukin-1 receptor binding
_ 29 882  NULL 2/7 GSEA C2YE_METASTATIC_LIVER_CANCER
40 15 1823 1.23 2e-16 2e-16 1x45 desmocollin 1 [Source:HGNC Symbol;Acc:3035] 30 878 NULL 2/8 GSEA CMCLACHLAN_DENTAL_CARIES_UP
31 8.62 NULL 23/82 CC intermediate filament
16 1824 1.27 2e-16 2e-16 1x48 desmocollin 2 [Source:HGNC Symbol;Acc:3036] 32 8.54 NULL 5/10 ME RAGE receptor binding
30 33 851  NULL 3/15  GSEA CPYEON_CANCER_HEAD_AND_NECK_VS_CERVICAL_DN
17 1828 1.69 2e-16 2e-16 1x48 desmoglein 1 [Source:HGNC Symbol;Acc:3048] 34 8.41 NULL 6/15 GSEA C2AIGNER_ZEB1_TARGETS
20 - 35 826  NULL 7/15  GSEA CHINATA_NFKB_TARGETS_KERATINOCYTE_DN
18 1830 122 2e-16 2e-16 1x48 desmoglein 3 [Source:HGNC Symbol;Acc:3050] 36 8.22 NULL 3/13 GSEA C2CHARAFE_BREAST_CANCER_LUMINAL_VS_BASAL_DN
37 8.2 NULL 2/9 GSEA CIMCLACHLAN_DENTAL_CARIES_DN
10 — 19 2152 1.66 2e-16 2e-16 1x43 coagulation factor Ill (thromboplastin, tissue factor) [Source:H 38 8.19 NULL 3/11 GSEA CSMID_BREAST_CANCER_RELAPSE_IN_BONE_DN
39 813  NULL 4/8 GSEA C2.IU_CDX2_TARGETS_DN
1 20 21 1.22 2e-16 2e-16 1x46 fatty acid binding protein 5 (psoriasis-associated) [Source:HC 40 7.73 NULL 3/6 GSEA CSMID_BREAST_CANCER_RELAPSE_IN_PLEURA_UP
I I I I
1 10 20 30 40 50 1 10 20 30 40 50
— « o o o o o o oo o -
15 * %DE=0.85 gl
. No
- - Fdr
o -
<o qr [ 08
L]
2 10
.(7) e o o — 06 m
.
c . o
[} o - 04 LL
O 5 ..
.
. _ o2
. ‘ - - - = -—-—
e —
0 -0

0.0 0.2 0.4 0.6 0.8 1.0



GW 080

Local Summary Local Genelist Local Geneset Analysis

Underexpression

%DE = 0.79 Rank log(FC)  fdr Description

—-value Metagene .
# metagenes = 30 D P g Rank GSz p-value #in/all Geneset

# genes = 329 1 10232 -1.16 2e-16 8e-15 50x11 mesothelin [Source:HGNC Symbol;Acc:7371] 1 -16.84 NULL 11/16 GSEA CRICKMAN_HEAD_AND_NECK_CANCER_D
. 2 -16.04 NULL 3/7 GSEA CHUPER_BREAST_BASAL_VS_LUMINAL_DN
# genes in genesets = 324 2 7033 -161 2e-16 8e-15 50x 10 trefoil factor 3 (intestinal) [Source:HGNC Symbol:Acc:11757] 3 -14.42 NULL 3/13  GSEA CAWONG_ENDMETRIUM_CANCER_UP
4 -13.83 NULL 4/14  GSEA CSENGUPTA_NASOPHARYNGEAL_CARCINOMA_WITH_LMP1_I
. 8857 112 1e-15 2e-13 50x13 Fc fragment of IgG binding protein [Source:HGNC Symbol;A -13.31 NULL 1/5 GSEA CFERRARI_RESPONSE_TO_FENRETINIDE_DN
#genes with fdr < 0.1 =171 (17 +/154 -) 3 © ° i ’ ’ °P [ e (53 -12.56 NULL 2/5 GSEA C2SMID_BREAST_CANCER_ERBB2 DN
# genes with fdr < 0.05 =171 ( 17 + /154 - ) 4 2568 -11  3e-15 2e-12 50x13 gamma-aminobutyric acid (GABA) A receptor, pi [Source:HG 1 -11.87 NULL 3/16  GSEA CZDOANE_BREAST_CANCER_ESR1_DN
8 -10.24 NULL 4/21 BP drug metabolic process
# genes with fdr<0.01=99 (11+/88 -) 5 909 106 3e-14 3e-10 50x16 CDIlamolecule [Source:HGNC Symbol:Acc:1634] 9 -10.1 NULL 419 GSEA CREACTOME_ETHANOL_OXIDATION
10 -9.96 NULL 2/10  GSEAC2UI_THYROID_CANCER_CLUSTER_5
6 3169 -0.97 5e-12 1e-09 50x12 forkhead box Al [Source:HGNC Symbol;Acc:5021] 11 -9.71  NULL 2/13  GSEA C2YANG_BREAST_CANCER_ESR1_UP
<r> metagenes = 0.91 12 -9.61  NULL 1/9 GSEA C2GOUYER_TATI_TARGETS_UP
! 7 92747 2094 2e-11 1e-08 50x10 BPIfold containing family B, member 1 [Source:HGNC Symb 13 -9.22 NULL 216 GSEA CXAPOSI_LIVER_CANCER_POOR_SURVIVAL_DN
<r> genes = 0.25 14 -8.82  NULL 3/16  GSEA CZTURASHVILI_BREAST_DUCTAL_CARCINOMA_VS_LOBULAR_|
8 8470 089  2e-10 1e-07 50x10 sorbin and SH3 domain containing 2 [Source:HGNC Symbol;, 19 -7.84  NULL 2/16  GSEA C2YANG_BREAST_CANCER_ESR1_BULK_UP
16 -7.75  NULL 3/15  GSEA CZSABATES_COLORECTAL_ADENOMA_UP
<FC>=-0.26 9 55030 -083 3e-09 1e-07 50x13 myosin VC [Source:HGNC SymboliAcc:7604] 17 774 NULL 2/16  GSEA CROY_WOUND_BLOOD_VESSEL_DN
hrink 9.06 18 -7.7  NULL 3/16  GSEA CZTURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_DUCTAL |
<shrinkage—-t> = -9. =
g 10 26751 083 46-00 20-07 49x13 SH3and SYLF domain containing 1 [Source:HGNC Symboly L9 77 NULL 3/16  GSEA CZTURASHVILI BREAST_LOBULAR_CARCINOMA VS _LOBULAR
<p-value> = 0.01 20 -7.61  NULL 3/14  GSEA CAIEN_BREAST_CARCINOMA_METAPLASTIC_VS_DUCTAL_DN
11 92304 -0.81 6e-09 1e-06 50x10 secretoglobin, family 3A, member 1 [Source:HGNC Symbol;A %% 7;53 Eﬂtt 2;12 gzii g:gg\’\;gﬁ;}:ern;’\gs;s;SslfsTAuN:E_DN
<fdr>=0.56 . - -
23 -7.05  NULL 1/3 miRNA 30&C-210
12 7018 -0.77 4e-08 1e-06 50x 10 transferrin [Source:HGNC Symbol;Acc:11740]
24 -6.97 NULL 1/8 GSEA CHEIDENBLAD_AMPLICON_12P11_12_UP
. 13 o1 077 40-08 10-06 48x13 rib | brotein L15 1S HGNG Symbol:ACC-10306 25 -6.76  NULL 2/14  GSEA CVANTVEER_BREAST_CANCER_ESR1_UP
=0. — ' ribosomal protein - ¥ 9
Profile SpOt € € X P [Source ymbohace 1 26 -672  NULL 1/3  GSEA CRUNNE_GENDER_EFFECT DN
e gl , ] 27 -6.65 NULL 2/14  GSEA CXIM_RESPONSE_TO_TSA_AND_DECITABINE_UP
50 14 2083 076 6e-08 4e-06 50x14 epoxide hydrolase 2, cytoplasmic [SourcelHGNC SymbolAce g -66  NULL 4/15  GSEA C2DOANE_BREAST_CANCER_CLASSES_UP
o ) 29 -6.58  NULL 2/16  GSEA C2YANG_BREAST_CANCER_ESR1_DN
40 15 11272 -0.73 2e-07 4e-06 50x10 proline rich 4 (lacrimal) [Source:HGNC Symbol;Acc:18020] 30 657 NULL 117 GSEA CINEBEN AML WITH FLT3 OR NRAS UP
31 -6.42  NULL 2/14  GSEA CHEDENFALK_BREAST_CANCER_BRACX_UP
16 56994 -0.73 2e-07 7e-06 50x 16 choline phosphotransferase 1 [Source:HGNC Symbol;Acc:17 32 633  NULL 2/11 cc photoreceptor outer segment membrane
30 33 -6.13  NULL 1/10  MF GABA-A receptor activity
17 27134 -0.72 3e-07 7e-06 50x12 tightjunction protein 3 [Source:HGNC Symbol;Acc:11829] 34 607 NULL 3/15 GSEA CHORIUCHI WTAP TARGETS UP
35 -5.95  NULL 3/16 GSEA CBOYAULT_LIVER_CANCER_SUBCLASS_G1_UP
20 i
18 113246 -0.71 4e-07 1le-05 49x 16 chromosome 12 open reading frame 57 [Source:HGNC Symt 36 -5.93 NULL 6/15 GSEA CPOOLA_INVASIVE_BREAST_CANCER_DN
37 -58  NULL 1/11  GSEA C2JAZAERI_BREAST_CANCER_BRCA1_VS_BRCA2_DN
10 19 84188 -0.69 8e-07 1e-05 48x15 fatty acyl CoA reductase 1 [Source:HGNC Symbol;Acc:26222 38 -5.8 NULL 2110 BP negative regulation of blood coagulation
39 -5.66  NULL 2/15  GSEA CAIN_SILENCED_BY_TUMOR_MICROENVIRONMENT
1 20 9071 -0.69 8e-07 1e-05 50x12 claudin 10 [Source:HGNC Symbol;Acc:2033] 40 -5.65  NULL 4/61  CC secretory granule
I I I I
1 10 20 30 40 50 1 10 20 30 40 50
— e o o o o 4 o o -
%DE®= 0.79 —p 1
10 . No
R - - Fdrf_ 0.8
e o fdr
> 8 .
o
= . - 06 ¥
c ©7 I a)
L, ] . - 04 LL
o) . o
5 . - =-to02
. ® -
-
® j_L-I?—I_I—lﬁ —
0 -0




GW 080

Local Summary

Local Genelist

%DE = 0.75 Rank log(FC)  fdr Description
ID p-value  Metagene
# metagenes = 37
# genes = 414 1 216 -1.6 2e-16 5e-15 50x50 aldehyde dehydrogenase 1 family, member A1 [Source:HGN(
# genes in genesets = 411 2 9070 1.4 2e-16 5e-15 47x46 ash2 (absent, small, or homeotic)-like (Drosophila) [Source:k
# genes with fdr < 0.1 = 215 ( 16 + /199 — ) 3 3880 -356 2e-16 5e-15 50x49 keratin 19 [Source:HGNC Symbol;Acc:6436]
# genes with fdr < 0.05 =178 ( 13+/165 - ) 4 4922 -155 2e-16 5e-15 50x50 neurotensin [Source:HGNC Symbol;Acc:8038]
# genes with fdr < 0.01 = 98 ( 13+/85 - ) 5 26227 -1.18 2e-16 5e-15 50x46 phosphoglycerate dehydrogenase [Source:HGNC Symbol;Ac
6 9076 112 2e-15 4e-13 49x50 claudin 1 [Source:HGNC Symbol;Acc:2032]
<r> metagenes = 0.91 )
7 3866 -1.1 6e-15 1e-10 50x50 keratin 15 [Source:HGNC Symbol;Acc:6421]
<r>genes = 0.24
8 139728 -0.99 1le-12 6e-10 49x49 pregnancy up-regulated nonubiquitous CaM kinase [Source:|
<FC>=-0.26 9 4072 -0.96 7e-12 1le-09 50x50 epithelial cell adhesion molecule [Source:HGNC Symbol;Acc:
<shri —-t>=-9.
Shnnkage t 9.11 10 2944 -0.93 3e-11 1e-09 50x50 glutathione S-transferase mu 1 [Source:HGNC Symbol;Acc:4
<p-value>=0.01
11 84223 -0.93 4e-11 1e-09 47 x46 |Q motif containing G [Source:HGNC Symbol;Acc:25251]
<fdr>=0.62
12 928 -0.92 b5e-11 1e-09 50x50 CD9 molecule [Source:HGNC Symbol;Acc:1709]
P rofl | e S pot 13 116028 -0.92 5e-11 3e-08 46x47 RecQ mediated genome instability 2 [Source:HGNC Symbol;.
50 — . 14 2946 -0.87 6e-10 3e-08 50x50 glutathione S-transferase mu 2 (muscle) [Source:HGNC Sy
15 25975 0.86 7e-10 6e-08 48x50 EGF-like—domain, multiple 6 [Source:HGNC Symbol;Acc:32%
40 —
16 339512 -0.85 2e-09 6e-08 50x50 chromosome 1 open reading frame 110 [Source:HGNC Symt
30
17 2222 -0.84 2e-09 1e-07 50x50 farnesyl-diphosphate farnesyltransferase 1 [Source:HGNC S
20 ] 18 84707 -0.83 3e-09 2e-06 50x48 brainexpressed X-linked 2 [Source:HGNC Symbol;Acc:3093
10 19 2304 0.77 4e-08 2e-06 50x50 forkhead box E1 (thyroid transcription factor 2) [Source:HGN(
1 20 10966 -0.76 7e-08 2e-06 50x50 RAB40B, member RAS oncogene family [Source:HGNC Sym
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Local Geneset Analysis

Underexpression

Rank GSz p-value #in/all Geneset

1 -26.66 NULL 3/8 GSEA C2A.IU_CDX2_TARGETS_DN

2 -16.22 NULL 1/11  GSEA CWHITESIDE_CISPLATIN_RESISTANCE_DN

3 -14.81 NULL 1/13  GSEA CZHEN_LUNG_CANCER_SURVIVAL

4 -14.22 NULL 1/14 GSEA CAIANG_SILENCED_BY_METHYLATION_UP

5 -13.69 NULL 1/15 GSEA CA.E_SKI_TARGETS_UP

6 -13.69 NULL 1/15  GSEACAEE_LIVER_CANCER_HEPATOBLAST

7 -13.22 NULL 1/16 cC dystrophin—-associated glycoprotein complex

8 -13.22 NULL 1/16  GSEA C2DORN_ADENOVIRUS_INFECTION_12HR_UP

9 -12.72 NULL 2/18 cC costamere

10 -11.37 NULL 1/21 BP sarcomere organization

11 -11.16 NULL 5/15  GSEA CXEGG_GLUTATHIONE_METABOLISM

12 -10.72 NULL 2/6 GSEA C2GAUSSMANN_MLL_AF4_FUSION_TARGETS_D_DN
13 -10.58 NULL 217 GSEA CFREDERICK_PRKCI_TARGETS

14 -10.34 NULL 217 GSEA C2MCCOLLUM_GELDANAMYCIN_RESISTANCE_DN
15 -9.98  NULL 1/6 GSEA CXKAPOSI_LIVER_CANCER_POOR_SURVIVAL_DN
16 -9.62  NULL 4115  GSEA CRICKMAN_HEAD_AND_NECK_CANCER_E

17 -9.18  NULL 3/11 MF glutathione binding

18 -9.18  NULL 3/11 GSEA CXEGG_DRUG_METABOLISM_CYTOCHROME_P450
19 -9.12  NULL 3/9 GSEA CRREACTOME_METABOLISM_OF_AMINO_ACIDS
20 -8.51  NULL 1/35 CC cell periphery

21 -8.44  NULL 2/12 BP cellular aldehyde metabolic process

22 -8.39  NULL 8/30 BP DNA strand elongation involved in DNA replication
23 -8.35 NULL 2/14  GSEA CZTONKS_TARGETS_OF_RUNX1 RUNX1T1_FUSION_SUSTAINEI
24 -8.32  NULL 5/20 MF glutathione transferase activity

25 -8.31  NULL 9/34 BP glutathione metabolic process

26 -8.02  NULL 4/13  BP regulation of blood vessel size

27 -7.95 NULL 1/9 GSEA C2ABDULRAHMAN_KIDNEY_CANCER_VHL_DN

28 -7.95 NULL 1/9 GSEA CRREACTOME_ETHANOL_OXIDATION

29 -7.94  NULL 6/25 BP glutathione derivative biosynthetic process

30 -7.73  NULL 5/82  MF structural constituent of cytoskeleton

31 -7.57  NULL 4113  GSEA C2SLEBOS_HEAD_AND_NECK_CANCER_WITH_HPV_UP
32 -7.53  NULL 4/11  GSEA CXALMA_E2F1_TARGETS

33 -7.53  NULL 4113  GSEA CKEGG_METABOLISM_OF_XENOBIOTICS_BY_CYTOCHROME_
34 -7.49  NULL 1/10 GSEA CMAINA_VHL_TARGETS_UP

35 -7.49  NULL 1/10  GSEA CFRIDMAN_SENESCENCE_DN

36 -7.42  NULL 4/29  MF cofactor binding

37 -7.35  NULL 5/19 BP cellular amino acid biosynthetic process

38 -7.09  NULL 3/82 CC intermediate filament

39 -7.02  NULL 4/11 GSEA CREACTOME_UNWINDING_OF_DNA

40 -6.96  NULL 3/16  GSEA CZBOYAULT_LIVER_CANCER_SUBCLASS_G1_DN



