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Global Summary Global Genelist Global Geneset Analysis

%DE = 0.14 Rank log(FC)  fdr Description Rank GSz p-value #all Geneset
ID p-value  Metagene
# genes with fdr < 0.2 = 1809 (878 +/931 —)
Overexpressed
i = - . e- e- X arylacetamide deacetylase [Source: ymbol;Acc: X r r
# genes with fdr < 0.1 1256 (593 + /663 ) 1 13 157  2e-16 4e-14 10x50 arylacetamide deacetylase [S HGNC Symbol;Acc:17] 1 954  NULL 914 ch chr3
2 941  NULL 743 Chr Chr7
. - - 10551 1.76 2e-16 4e-14 50x 10 anterior gradient ource:HGNC Symbol;Acc: . _|
# genes with fdr < 0.05 =1024 (474 +/550 ior gradient 2 [S IGNC Symbol;Acc:328 9.09  NULL 4 MMML CEIBCIE]_MMML 23
) 4 8.13 NULL 1318 cC mitochondrion
# genes with fdr < 0.01 = 737 ( 326 +/411 - ) 3 155465 155  2e-16 4e-14 50x 10 anterior gradient 3 [Source:HGNC Symbol;Acc:24167] 5 731 NULL 152 BP cellular metabolic process
6 712 NULL 8 GSEA CRRUNNE_GENDER_EFFECT_UP
. " . X i lectron transport chain
= 4 10840 171  2e-16 4e-14 50x12 aldehyde dehydrogenase 1 family, member L1 [Source:HGNC 7 6.69  NULL 83 BP respiratory el
# genes n genesets 16332 8 6.61 NULL 7 MMML CG®CIEJ_MMML 5
501 -158 2e-16 4e-14 6x46 aldehyde dehydrogenase 7 family, member ource: -
Ideyde dehyd 7 famil ber AL [Source:HGNC 9 647  NULL 220 BP  RNAsplicing
<FC>=0 10 6.24 NULL 304 cc mitochondrial inner membrane
. 6 241 -1.48 2e-16 4e-14 50x1 arachidonate 5-lipoxygenase-activating protein [Source:HGM 11 615 NULL 20 LymphomOSOLOWSKUed up
<shrinkage-t>=0 12 6.08  NULL 10 cc hemoglobin complex
6 NULL 15 ICKMAN_HEAD_AND_NECK_CANCER_E
<p—va|ue> =0.11 7 353322 -1.65 2e-16 4e-14 6x48 ankyrin repeat domain 37 [Source:HGNC Symbol;Acc:29593] %2 577 NﬂLL 7 E:EA szh 16 - - - - -
- . . r r
tic peptid: roviral-ike 1 [Source HGNG Symboba 1D 554 NULL 6% chr  ChrX
<fdr>=0.86 8 151516 188 2e-16 4e-14 1x46 aspartic peptidase, retroviral-like 1 [Source: ymbol; 16 546 NULL 15 GSEA CZPYEON_CANCER_HEAD_AND_NECK_VS_CERVICAL DN
. . 17 5.46 NULL 940 MF nucleic acid binding
9 10409 -154 2e-16 4e-14 1x2 brain abundant, membrane attached signal protein 1 [Source! 18 53 NULL 34 Chr Chry
19 527  NULL 163 BP mRNA splicing, via spliceosome
10 664 -154 2e-16 4e-14 2x43 BCL2/adenovirus E1B 19kDa interacting protein 3 [Source:H( 20 513 NULL 11 ME oxygen transporter activity
339512 2.24 2e-16 4e-14 50x50 chromosome 1 open reading frame ource:! ym
h 1 ding frame 110 [Source:HGNC Symt  Underexpressed
1 -15.89 NULL 553 Cancer Lembcke_Colonic Inflammation
12 260436 _156 2e-16 4e-14 50x1 follicular dendritic cell secreted protein [Source:HGNC Symbc 2 -146  NULL 633 Chr Chr9
3 -11.85 NULL 250 LymphomzENZ_Stromal signature 1
. . ) A 4 -11.33 NULL 242 BP extracellular matrix organization
- g ; ’ e -11.19 NULL 69 BP extracellular matrix disasseml
13 760 2.08 2e-16 4e-14 1x44 carbonic anhydrase Il [Source:HGNC Symbol;Acc:1373] i d by
. 6 -11.07 NULL 64 BP collagen catabolic process
= 50 — ‘ 14 51806 248  2e-16 4e-14 4x50 calmodulin-like 5 [Source:HGNC Symbol;Acc:18180] 7 108  NULL 683 cc extracellular space
8 -10.59 NULL 1182 cc extracellular region
15 84290 1.54 2e-16 4e-14 1x50 calpain, small subunit 2 [Source:HGNC Symbol;Acc:16371] 9 -10.45 NULL 312 BP immune response
40 10 -9.55  NULL 265 Glio willscher_GBM_Verhaak-CL_expression_B_up
16 131076 2.28 2e-16 4e-14 1x16 coiled-coil domain containing 58 [Source:HGNC Symbol;Acc 11 -9.55 NULL 265 Glio willscher_GBM_Verhaak-MES_expression_B_up
30 — 12 -9.55  NULL 265 Glio willscher_GBM_Verhaak-PNwt_expression_B_down
17 414062 -1.59 2e-16 4e-14 1x1  chemokine (C-C motif) ligand 3-like 3 [Source:HGNC Symbc 13 -9.55  NULL 265 Glio willscher_GBM_Verhaak-PNmut_expression_B_down
14 -9.39  NULL 190 cc extracellular matrix
20 u 8 . o ) 15 -9.38  NULL 572 Disease GUDJ_psoriasis up
18 4680 2.06 2e-16 4e-14 1x50 carcinoembryonic antigen-related cell adhesion molecule 6 (I 16 2907 NULL 51 Bp type I interferon signaling pathway
17 -8.93  NULL 15 GSEA C2CROMER_TUMORIGENESIS_UP
10 — 19 1056 1.67 2e-16 4e-14 50x50 carboxyl ester lipase [Source:HGNC Symbol;Acc:1848] 18 -847 NULL 12 GSEA C2ZHU_CMV_8_HR_UP
19 -8.21 NULL 16 GSEA CUROSEVIC_RESPONSE_TO_IMIQUIMOD
1 # 1 * 20 1675 1.67 2e-16 4e-14 50x9 complement factor D (adipsin) [Source:HGNC Symbol;Acc:27 20 -8.19 NULL 60 BP interferon-gamma-mediated signaling pathway
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Local Summary

%DE = 0.63
# metagenes = 12
# genes = 188

# genes in genesets = 187

# genes with fdr< 0.1 =87 (74+/13 -)
# genes with fdr < 0.05 =81 (70+/11 -)
# genes with fdr < 0.01 =61 (54+/7 -)

<r> metagenes = 0.97

<r>genes = 0.28

<FC>=04
<shrinkage-t> = 14.09
<p-value>=0

<fdr>=0.52
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Rank
ID
1 339512
2 1056
3 4072
4 83888
5 2938
6 10643
7 3880
8 3856
9 4922
10 11166
11 7348
12 655
13 200810
‘ 14 57526
15 o076
16 25975
17 256764
18 216
19 84707
20 2222
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log(FC)  fdr Description
p-value  Metagene
2.24 2e-16 1e-15 50x50 chromosome 1 open reading frame 110 [Source:HGNC Symt
1.67 2e-16 le-15 50x50 carboxyl ester lipase [Source:HGNC Symbol;Acc:1848]
1.53 2e-16 1e-15 50x50 epithelial cell adhesion molecule [Source:HGNC Symbol;Acc
1.82 2e-16 1e-15 50x50 fibroblast growth factor binding protein 2 [Source:HGNC Sym
2.1 2e-16 1le-15 50x50 glutathione S-transferase alpha 2 [Source:HGNC Symbol;Ac
1.57 2e-16 1le-15 48x50 insulin-like growth factor 2 mRNA binding protein 3 [Source:t
2.55 2e-16 le-15 50x49 keratin 19 [Source:HGNC Symbol;Acc:6436]
2.52 2e-16 le-15 50 x48 keratin 8 pseudogene 3 [Source:HGNC Symbol;Acc:31056]
293 2e-16 le-15 50x50 neurotensin [Source:HGNC Symbol;Acc:8038]
1.88 2e-16 1e-15 50x50 SRY (sex determining region Y)-box 21 [Source:HGNC Symt
1.98 2e-16 1le-15 50x50 uroplakin 1B [Source:HGNC Symbol;Acc:12578]
1.45 9e-16 2e-13 50x50 bone morphogenetic protein 7 [Source:HGNC Symbol;Acc:1C
1.41 4e-15 4e-12 49x50 ALGL, chitobiosyldiphosphodolichol beta-mannosyltransferas
1.35 6e-14 7e-12 50x50 protocadherin 19 [Source:HGNC Symbol;Acc:14270]
1.33 2e-13 4e-11 49x50 claudin 1 [Source:HGNC Symbol;Acc:2032]
1.29 7e-13 3e-10 48x50 EGF-like-domain, multiple 6 [Source:HGNC Symbol;Acc:32¢
1.24 5e-12 7e-10 50x50 WD repeat domain 72 [Source:HGNC Symbol;Acc:26790]
1.21 2e-11 7e-10 50x50 aldehyde dehydrogenase 1 family, member Al [Source:HGN(
1.2 3e-11 9e-10 50 x 48 brain expressed X-linked 2 [Source:HGNC Symbol;Acc:3093
1.19 4e-11 4e-09 50x50 farnesyl-diphosphate farnesyltransferase 1 [Source:HGNC S
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Local Geneset Analysis

GSz p-value #in/all Geneset

Overexpression
Rank

1 2433  NULL
2 20.63 NULL
3 20.05 NULL
4 11.89  NULL
5 1032 NULL
6 10.16  NULL
7 10.13  NULL
8 10.07  NULL
9 9.97  NULL
10 9.38 NULL
11 9.37 NULL
12 9.23  NULL
13 9.1 NULL
14 8.99 NULL
15 894  NULL
16 8.64  NULL
17 864  NULL
18 844  NULL
19 8.33 NULL
20 8.33 NULL
21 8.3 NULL
22 8.07 NULL
23 7.96 NULL
24 7.86  NULL
25 76 NULL
26 758  NULL
27 7.35 NULL
28 7.33 NULL
29 733 NULL
30 732 NULL
31 7.28 NULL
32 7.15 NULL
33 713 NULL
34 7.02  NULL
35 7 NULL
36 6.96  NULL
37 6.95 NULL
38 6.95  NULL
39 6.91 NULL
40 6.86 NULL

41715
3/8
2/7
1/11
1/11
3/6
471914
3/13
1/15
1/13
2/16
217
3/11
1/14
1/2
1/15
1/15
3/12
1/16
1/16
2/18
1/8
5/20
2/10
1/12
2/10
1/5
8/34
1/11
2/23
2/15
3/9
1/21
3/15
4715
1/8
1/14
1/14
2/38
1/6

GSEA CRICKMAN_HEAD_AND_NECK_CANCER_E
GSEA C2.IU_CDX2_TARGETS_DN

GSEA C2UCCOLLUM_GELDANAMYCIN_RESISTANCE_DN
Glio neurons_glio

GSEA CAWHITESIDE_CISPLATIN_RESISTANCE_DN
GSEA C2MYLLYKANGAS_AMPLIFICATION_HOT_SPOT_7
Chr Chr3

BP regulation of blood vessel size

MF neuropeptide hormone activity

GSEA C2CHEN_LUNG_CANCER_SURVIVAL

GSEA CXEGG_STEROID_BIOSYNTHESIS

GSEA CFREDERICK_PRKCI_TARGETS

GSEA C2TO_PTTG1_TARGETS_UP

GSEA CAIANG_SILENCED_BY_METHYLATION_UP
MIRNA tanget-127

GSEA C2E_SKI_TARGETS_UP

GSEA CA.EE_LIVER_CANCER_HEPATOBLAST

GSEA CBROCKE_APOPTOSIS_REVERSED_BY_IL6

cC dystrophin-associated glycoprotein complex
GSEA C2DORN_ADENOVIRUS_INFECTION_12HR_UP
CcC costamere

GSEA CXEGG_GLYCEROLIPID_METABOLISM

MF glutathione transferase activity

GSEA CHANN_RESISTANCE_TO_BCL2_INHIBITOR_DN
GSEA C2DAZARD_RESPONSE_TO_UV_SCC_UP

BP biotin metabolic process

GSEA CZTURASHVILI_BREAST_CARCINOMA_DUCTAL_VS_LOBULAR_

BP glutathione metabolic process

GSEA C2YAMANAKA_GLIOBLASTOMA_SURVIVAL_UP
BP stem cell differentiation

GSEA C20DONNELL_TFRC_TARGETS_UP

GSEA CBROWNE_HCMV_INFECTION_8HR_UP

BP sarcomere organization

BP lipid glycosylation

GSEA CREACTOME_GLUTATHIONE_CONJUGATION
GSEA C2MCCABE_HOXC6_TARGETS_UP

GSEA C2SENGUPTA_NASOPHARYNGEAL_CARCINOMA_WITH_LMP1_[

GSEA C2.OPEZ_EPITHELIOID_MESOTHELIOMA
BP epithelial cell differentiation
GSEA CZGAUSSMANN_MLL_AF4_FUSION_TARGETS_D_DN
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Local Summary

%DE = 0.86
# metagenes = 14
# genes = 221

# genes in genesets = 219

# genes with fdr< 0.1 =167 (8+/159 -)
# genes with fdr < 0.05 =165 (8 +/157 -)
# genes with fdr < 0.01 =122 (5+/117 -)

<r> metagenes = 0.97

<r>genes = 0.38

<FC>=-0.61
<shrinkage—-t> = -21.33

<p-value>=10
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Local Genelist

<fdr>=0.32
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Rank log(FC)  fdr Description
ID p-value  Metagene
1 10409 -154 2e-16 7e-16 1x2 brain abundant, membrane attached signal protein 1 [Source!
2 414062 -159 2e-16 7e-16 1x1 chemokine (C-C motif) ligand 3-like 3 [Source:HGNC Symbc
3 4312 -166 2e-16 7e-16 1x1 matrix metallopeptidase 1 (interstitial collagenase) [Source:H
4 4314 -1.91 2e-16 7e-16 1x1 matrix metallopeptidase 3 (stromelysin 1, progelatinase) [Sou
5 4316 -1.67 2e-16 7e-16 2x1 matrix metallopeptidase 7 (matrilysin, uterine) [Source:HGNC
6 4318 -1.73 2e-16 7e-16 1x1 matrix metallopeptidase 9 (gelatinase B, 92kDa gelatinase, 9
7 55714 -152 2e-16 7e-16 1x1 teneurin transmembrane protein 3 [Source:HGNC Symbol;Ac
8 6515 -164 2e-16 7e-16 3x1 solute carrier family 2 (facilitated glucose transporter), membs¢
9 6696 -156 2e-16 7e-16 2x1 secreted phosphoprotein 1 [Source:HGNC Symbol;Acc:1125!
10 7o4s -1.66 2e-16 7e-16 1x2 transforming growth factor, beta-induced, 68kDa [Source:HG
11 1277 -1.46 4e-16 2e-13 2x1  collagen, type |, alpha 1 [Source:HGNC Symbol;Acc:2197]
12 7057 -1.39 le-14 2e-13 1x1  thrombospondin 1 [Source:HGNC Symbol;Acc:11785]
13 5743 -1.39 le-14 9e-13 1x1 prostaglandin—endoperoxide synthase 2 (prostaglandin G/H <
14 1293 -1.36 4de-14 2e-12 2x1 collagen, type VI, alpha 3 [Source:HGNC Symbol;Acc:2213]
15 3569 -1.33 1e-13 3e-12 1x1 interleukin 6 (interferon, beta 2) [Source:HGNC Symbol;Acc:€
16 25907 -1.32 2e-13 4e-12 1x1 transmembrane protein 158 (gene/pseudogene) [Source:HGI
17 12 -13  4e-13 4e-12 1x1
18 10630 -1.29 7e-13 4e-12 1x2 podoplanin [Source:HGNC Symbol;Acc:29602]
19 4478 -129 7e-13 4e-12 1x5  moesin [Source:HGNC Symbol;Acc:7373]
20 1289 -129 8e-13 1e-11 2x1  collagen, type V, alpha 1 [Source:HGNC Symbol;Acc:2209]
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Local Geneset Analysis

Underexpression

Rank GSz p-value #in/all Geneset

1 -35.49 NULL 11/15 GSEA CZCROMER_TUMORIGENESIS_UP

2 -34.73 NULL 56 /242 BP extracellular matrix organization

3 -32.61 NULL 24/64 BP collagen catabolic process

4 -32.53 NULL 25/69 BP extracellular matrix disassembly

5 -31.49 NULL 46/190 CC extracellular matrix

6 -29.2  NULL 14/16 MMML CE®CIEJ_MMML 1

7 -27.73 NULL 7111 MF platelet-derived growth factor binding

8 -26.49 NULL 58/250 LymphomzENZ_Stromal signature 1

9 -245  NULL 7/12  miRNA tang&-29c

10 -23.63 NULL 3/6 GSEA C2AGARWAL_AKT_PATHWAY_TARGETS

11 -22.44 NULL 6/10  GSEA CVERRECCHIA_RESPONSE_TO_TGFB1_C4
12 —-22.12 NULL 11/35 Glio Colman_survival_associated

13 -20.87 NULL 6/15  GSEA CAEE_LIVER_CANCER_HEPATOBLAST

14 -20.45 NULL 6/13  GSEA C2TSAI_RESPONSE_TO_RADIATION_THERAPY
15 -20.04 NULL 31/183 CC proteinaceous extracellular matrix

16 -19.87 NULL 4/10 GSEA C2JEON_SMAD6_TARGETS_UP

17 -19.57 NULL 8/19  MF extracellular matrix binding

18 -19.3  NULL 9/16  GSEA CFARMER_BREAST_CANCER_CLUSTER_S
19 -19.3  NULL 65/683 CC extracellular space

20 -19.26 NULL 16/57 MF extracellular matrix structural constituent

21 -19.04 NULL 6/15  GSEA C2DASU_IL6_SIGNALING_SCAR_DN

22 -18.93 NULL 10/40 BP cellular response to amino acid stimulus

23 -18.84 NULL 5/10  GSEA CXEGG_ECM_RECEPTOR_INTERACTION
24 -18.75 NULL 13/37 BP collagen fibril organization

25 -18.72 NULL 86/1182 CC extracellular region

26 -18.68 NULL 417 GSEA CAWANG_ESOPHAGUS_CANCER_PROGRESSION_UP
27 -18.62 NULL 8/16  GSEA CZROZANOV_MMP14_TARGETS_SUBSET

28 -17.89 NULL 5/11 Glio Phillips MES up vs Prolif & PN

29 -17.79 NULL 6/16  GSEA CAU_TUMOR_VASCULATURE_UP

30 -17.14 NULL 6/13  GSEA CFRIDMAN_SENESCENCE_UP

31 -17.1  NULL 18/83 CC basement membrane

32 -16.98 NULL 5/16  GSEA CURS_ADIPOCYTE_DIFFERENTIATION_DN
33 -16.74 NULL 6/16  GSEA C2AMIT_EGF_RESPONSE_60_MCF10A

34 -16.64 NULL 6/16  GSEA CZCROONQUIST_STROMAL_STIMULATION_UP
35 -16.62 NULL 35/265 Glio willscher_GBM_Verhaak—-CL_expression_B_up
36 -16.62 NULL 35/265 Glio willscher_GBM_Verhaak-MES_expression_B_up
37 -16.62 NULL 35/265 Glio willscher_GBM_Verhaak-PNwt_expression_B_down
38 -16.62 NULL 35/265 Glio willscher_GBM_Verhaak-PNmut_expression_B_down
39 -16.58 NULL 4/5 GSEA CXCOLLER_MYC_TARGETS_DN

40 -16.16 NULL 4/11  GSEA CBIOCARTA_PLATELETAPP_PATHWAY



