GW 173

Global Summary

%DE =0.13

# genes with fdr < 0.2 = 1570 (954 +/616 —)
# genes with fdr < 0.1 = 1258 (812 +/446 -)
# genes with fdr < 0.05 =989 (681 +/308 —)
# genes with fdr < 0.01 =681 (503 +/178 -)

# genes in genesets = 16332

<FC>=0
<shrinkage-t>=0

<p-value>=0.12

Regulated Spots

<fdr>=10.87
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log(FC)  fdr Description
p-value  Metagene
1.72 2e-16 5e-14 6x1 ADAM metallopeptidase with thrombospondin type 1 motif, 1
-1.88 2e-16 5e-14 1x50 alcohol dehydrogenase 7 (class IV), mu or sigma polypeptide
-1.61 2e-16 5e-14 1x50 aldo-keto reductase family 1, member C3 [Source:HGNC Sy!
-1.7 2e-16 5e-14 1x50 aldehyde dehydrogenase 3 family, member Al [Source:HGN(
1.87 2e-16 5e-14 50x1 apolipoprotein C-I [Source:HGNC Symbol;Acc:607]
1.94 2e-16 5e-14 1x1 aquaporin 9 [Source:HGNC Symbol;Acc:643]
1.89 2e-16 5e-14 50x1 complement component 1, q subcomponent, B chain [Source
1.7 2e-16 5e-14 1x4 calcium/calmodulin-dependent protein kinase Il inhibitor 1 [S
1.72 2e-16 5e-14 6x2 chemokine (C-C motif) ligand 13 [Source:HGNC Symbol;Acc
241 2e-16 5e-14 1x1 chemokine (C-C motif) ligand 3-like 3 [Source:HGNC Symbc
2.29 2e-16 5e-14 32x1 chemokine (C-C motif) ligand 4-like 1 [Source:HGNC Symbc
1.84 2e-16 5e-14 32x1 chemokine (C-C motif) ligand 4-like 1 [Source:HGNC Symbc
1.74 2e-16 5e-14 32x1 chemokine (C—-C motif) ligand 8 [Source:HGNC Symbol;Acc::
1.66 2e-16 5e-14 50x4 chitinase 3-like 1 (cartilage glycoprotein—39) [Source:HGNC
171 2e-16 5e-14 1x4 colony stimulating factor 2 (granulocyte-macrophage) [Sourc:
2.36 2e-16 5e-14 32x1 chemokine (C-X-C motif) ligand 10 [Source:HGNC Symbol;/
1.62 2e-16 5e-14 32x1 chemokine (C-X-C motif) ligand 11 [Source:HGNC Symbol;/
-2.37 2e-16 5e-14 3x50 death associated protein-like 1 [Source:HGNC Symbol;Acc:2
1.89 2e-16 5e-14 1x43 coagulation factor Ill (thromboplastin, tissue factor) [Source:H
1.85 2e-16 5e-14 47x6 fructose-1,6-bisphosphatase 1 [Source:HGNC Symbol;Acc:t
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Global Geneset Analysis

Rank GSz p-value #all

Overexpressed
1 22.79
2 20.26
3 20.26
4 20.26
5 20.26
6 19.79
7 16.11
8 15.26
9 14.75
10 13.98
11 13.45
12 12.18
13 12.13
14 11.8
15 11.77
16 11.7
17 11.15
18 10.77
19 10.63
20 10.63
Underexpressed
1 -7.13
2 -7.06
3 -6.78
4 -6.66
5 -6.59
6 -6.57
7 -6.43
8 -6.41
9 -6.32
10 -6.02
11 -5.85
12 -5.76
13 -5.62
14 -5.57
15 -5.53
16 -5.52
17 -5.42
18 -5.42
19 -5.36
20 -5.28

NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL

NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL

553
265
265
265
265
312
1182
269
683

16
417
43
274
51
60

111
123
204

1033

1318

Geneset

Cancer Lembcke_Colonic Inflammation

Glio willscher_GBM_Verhaak-CL_expression_B_up

Glio willscher_GBM_Verhaak-MES_expression_B_up
Glio willscher_GBM_Verhaak-PNwt_expression_B_down

Glio willscher_GBM_Verhaak-PNmut_expression_B_down
BP immune response

cC extracellular region

BP inflammatory response

cCc extracellular space

MMML CG®CIEJ_MMML 23
GSEA CUROSEVIC_RESPONSE_TO_IMIQUIMOD

H.Tiss WIRTH_Immune system

MF chemokine activity
LymphonBPANG_IL21 DN

BP type | interferon signaling pathway
BP interferon-gamma-mediated signaling pathway
Disease GUDJ_psoriasis up

BP chemotaxis

BP defense response to virus

BP cytokine-mediated signaling pathway
H.Tiss WIRTH_Mucosa

Chr Chr3

GSEA CRICKMAN_HEAD_AND_NECK_CANCER_E
Chr Chr2

MF oxidoreductase activity

Chr Chr 16

BP glutathione derivative biosynthetic process
BP oxidation—reduction process
cc mitochondrial matrix

miRNA tangat-atiRBase

cc mitochondrion

MF glutathione transferase activity
MIRNA tahget-stRBas2c

MIRNA tahget-stRB3s2d

cc nucleus

BP metabolic process

miIRNA tahget-stifBd§Ob-5p

mMiRNA tahgat-siRB3s2a

BP small molecule metabolic process
mMiRNA tahget-stiRBase—-3p
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Local Summary Local Genelist Local Geneset Analysis

Overexpression

%DE = 0.79 Rank log(FC)  fdr Description
ID p-value  Metagene

Y
o
=]
=

# metagenes = 14 GSz p-value #in/all Geneset

# genes = 217 1 366 1.94 2e-16 7e-16 1x1  aquaporin 9 [Source:HGNC Symbol;Acc:643] 1 2952  NULL 4/6 GSEA C2AGARWAL_AKT_PATHWAY_TARGETS
2 29.02 NULL 11/15 GSEA CZCROMER_TUMORIGENESIS_UP
# genes in genesets = 217 2 55450 17 2e-16 7e-16 1x4  calcium/calmodulin-dependent protein kinase Il inhibitor 1 [S 3 2436  NULL 61/242 BP extracellular matrix organization
4 23.37  NULL 7115 GSEA CAEE_LIVER_CANCER_HEPATOBLAST
: 3 414062 241 2e-16 7e-16 1x1 chemokine (C-C motif) ligand 3-like 3 [Source:HGNC Symbc 5 22.6 NULL 6/10 GSEA C2JEON_SMAD6_TARGETS_UP
#genes withfdr< 0.1 =139 (135+/4 -) ix di
: 6 21.78  NULL 31/69 BP extracellular matrix disassembly
# genes with fdr < 0.05 =117 ( 113 +/4 - ) 4 1437 171  2e-16 7e-16 1x4  colony stimulating factor 2 (granulocyte-macrophage) [Sourc: 1 21.26  NULL 56/190 CC extracellular matrix
8 20.61 NULL 417 GSEA C2WWANG_ESOPHAGUS_CANCER_PROGRESSION_UP
# genes with fdr < 0.01 =106 (103 +/3 -) 5 3040 32 2e-16 7e-16 4x1  hemoglobin, alpha 2 [Source:HGNC Symbol;Acc:4824] 9 2046  NULL 28/64 BP collagen catabolic process
10 20.12 NULL 7115 GSEA CMISHRA_CARCINOMA_ASSOCIATED_FIBROBLAST_UP
6 3569 169  2e-16 7e-16 1x1 interleukin 6 (interferon, beta 2) [Source:HGNC Symbol:Acc:€ 1% 1951 NULL 12/35 Glio  Colman_survival_associated
1 19.38  NULL 11/19  MF extracellular matrix binding
<r> metagenes = 0.97
g 7 4312 1.97 2e-16 7e-16 1x1 matrix metallopeptidase 1 (interstitial collagenase) [Source:H 13 19.05  NULL 2/3 GSEA CXONDO_HYPOXIA
<> genes =041 14 18.92  NULL 3/13 GSEA C2SATO_SILENCED_BY_DEACETYLATION_IN_PANCREATIC_CAN
8 4314 2.52 2e-16 7e-16 1x1 matrix metallopeptidase 3 (stromelysin 1, progelatinase) [Sou %g 1826 NULL 63/250 LymphomizENZ_Stromal signature 1
17.88 NULL 6/13 GSEA CFRIDMAN_SENESCENCE_UP
<FC>=0.61 9 4316 1.84 2e-16 7e-16 2x1 matrix metallopeptidase 7 (matrilysin, uterine) [Source:HGNC 17 1776 NULL 174 MMML CEBCIE)_MMML 23
18 17.4 NULL 5/16 GSEA C2AMIT_EGF_RESPONSE_60_HELA
< i ->= . - " . . ERBINI_RESPONSE_TO_SULINDAC_UP
shnnkage t 21.56 10 4318 1.78 2e-16 7e-16 1x1  matrix metallopeptidase 9 (gelatinase B, 92kDa gelatinase, 9 %8 1; :;7 zﬂtt :;io gzii EZZVERRECEHIA RESP&NSE 0 TGFB} ca
<p—va|ue> =0 11 4078 215 o6 7e-16 1x1 dized low density tein (lectin-like) or 1 [S 21 17 NULL 90/1182 CC extracellular region
. = - oxidized low density lipoprotein (lectin-like) receptor 1 [Sourc
fd =0.43 ¢ € X v lipop P 22 16.98  NULL 6/16 GSEA C2A.U_TUMOR_VASCULATURE_UP
<tdr>=0. ut family 2 (faciltated of ) ) b 23 166  NULL 6/15  GSEA C2DASU_IL6_SIGNALING_SCAR_DN
12 6515 217 2e-16 7e-16 3x1  solute carrier family 2 (facilitated glucose transporter), membs 24 166 NULL 701683 CC extracellular space
. d chosph S GNC Symbol 5 25 16.58  NULL 6/13 GSEA CZTSAI_RESPONSE_TO_RADIATION_THERAPY
- — i . -Acc: 1
Proflle Spot 13 6696 3.24 2e-16 7e-16 2x1 secreted phosphoprotein 1 [Source:HGNC Symbol;Acc:1125! 26 1638  NULL 8/15 GSEA CZONDER_CDH1_TARGETS 2 UP
v ) 27 16.22  NULL 4/11  GSEA C3TO_PTTG1_TARGETS_UP
50 50 — 14 7045 1.49 2e-16 7e-16 1x2 transforming growth factor, beta—induced, 68kDa [Source:HG 28 16.2 NULL 4714 GSEA CAWANG_ESOPHAGUS_CANCER_VS_NORMAL_UP
) ) _ 29 16.06  NULL 3/11  GSEA CBIOCARTA_STEM_PATHWAY
40 40 - 15 7130 1.59 2e-16 7e-16 1x1 tumor necrosis factor, alpha-induced protein 6 [Source:HGN( 30 16.03  NULL 6/16 GSEA CZAMIT_SERUM_RESPONSE_60_MCF10A
31 15.91 NULL 4113 GSEA C2MAHADEVAN_GIST_MORPHOLOGICAL_SWITCH
16 3576 155 7e-16 6e-14 1x1 interleukin 8 [Source:HGNC Symbol;Acc:6025] 32 1527  NULL 3/16 GSEA C2LU_TUMOR_ANGIOGENESIS_UP
30 30 33 1527  NULL 2/6 Glo  Martinez_Glio_hypometh
17 3678 155 7e-16 6e-14 1x1 integrin, alpha 5 (fibronectin receptor, alpha polypeptide) [Sot 34 15.1 NULL 8/36 BP embryo implantation
2 2 35 14.99  NULL 34/183 CC proteinaceous extracellular matrix
0 0 18 sn 152  3e-15 6e-14 1x1  serpin peptidase inhibitor, clade H (heat shock protein 47), m 3G 14.98  NULL 36/265 Glio willscher_GBM_Verhaak—-CL_expression_B_up
37 14.98  NULL 36/265 Glio willscher_GBM_Verhaak-MES_expression_B_up
10 10 - 19 1464 1.52 3e-15 7e-13 1x3 chondroitin sulfate proteoglycan 4 [Source:HGNC Symbol;Ac: 38 14.98 NULL 36/265 Glio willscher_GBM_Verhaak-PNwt_expression_B_down
39 14.98  NULL 36/265 Glio willscher_GBM_Verhaak-PNmut_expression_B_down
1 # * 1 + 20 7128 1.47 2e-14 6e-12 1x1  tumor necrosis factor, alpha-induced protein 3 [Source:HGN( 40 14.85 NULL 57/553 Cancer Lembcke_Colonic Inflammation
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Local Summary

%DE = 0.96
# metagenes = 11
# genes = 137

# genes in genesets = 134

# genes with fdr< 0.1 =117 (116 +/1 -)
# genes with fdr < 0.05 =114 (113+/1 -)
# genes with fdr < 0.01 =97 (96+/1 -)

<r> metagenes = 0.98
<r>genes = 0.41

<FC>=0.77
<shrinkage-t> = 27.13

<p-value>=10

Spot

Local Genelist

Rank
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<fdr>=10.29
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log(FC)  fdr Description
p-value  Metagene
2.29 2e-16 le-16 32x1 chemokine (C-C motif) ligand 4-like 1 [Source:HGNC Symbc
1.84 2e-16 1e-16 32x1 chemokine (C—-C motif) ligand 4-like 1 [Source:HGNC Symbc
1.74 2e-16 1e-16 32x1 chemokine (C-C motif) ligand 8 [Source:HGNC Symbol;Acc::
2.36 2e-16 1e-16 32x1 chemokine (C-X-C motif) ligand 10 [Source:HGNC Symbol;/
1.62 2e-16 1le-16 32x1 chemokine (C-X-C motif) ligand 11 [Source:HGNC Symbol;/
2.16 2e-16 1le-16 32x1 guanylate binding protein 5 [Source:HGNC Symbol;Acc:1989
2.09 2e-16 le-16 32x1 ISG15 ubiquitin-like modifier [Source:HGNC Symbol;Acc:40%
2.01 2e-16 1e-16 32x1 matrix metallopeptidase 12 (macrophage elastase) [Source:+
1.76 2e-16 1e-16 32x1 tryptophanyl-tRNA synthetase [Source:HGNC Symbol;Acc:1.
1.52 2e-15 3e-14 31x1 serum amyloid Al [Source:HGNC Symbol;Acc:10513]
1.49 8e-15 1e-12 32x1 solute carrier family 15 (oligopeptide transporter), member 3 |
141 2e-13 1le-12 32x1 MHCclass | polypeptide-related sequence B [Source:HGNC
1.39 5e-13 4e-12 32x1 interferon regulatory factor 1 [Source:HGNC Symbol;Acc:611
1.37 le-12 1e-10 32x1 radical S—adenosyl methionine domain containing 2 [Source:|
1.29 2e-11 1le-10 33x2 cytochrome P450, family 24, subfamily A, polypeptide 1 [Soul
1.27 4e-11 3e-10 32x1 interferon induced transmembrane protein 1 [Source:HGNC ¢
1.23 1le-10 3e-10 32x1 complement factor B [Source:HGNC Symbol;Acc:1037]
1.23 2e-10 3e-10 32x1 helicase with zinc finger 2, transcriptional coactivator [Source
121 3e-10 3e-10 32x1 bone marrow stromal cell antigen 2 [Source:HGNC Symbol;A
1.21 3e-10 3e-10 32x1 apolipoprotein L, 2 [Source:HGNC Symbol;Acc:619]
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Local Geneset Analysis

Overexpression
Rank

1 432 NULL
2 4129  NULL
3 40.35  NULL
4 374 NULL
5 36.22 NULL
6 35.69  NULL
7 3374 NULL
8 32.07 NULL
9 31.86 NULL
10 29.96  NULL
11 29.74  NULL
12 28.96  NULL
13 2852  NULL
14 27.03  NULL
15 26.73  NULL
16 26.31 NULL
17 2572 NULL
18 2456  NULL
19 2396 NULL
20 2382 NULL
21 2248  NULL
22 21.43  NULL
23 20.69  NULL
24 20.28  NULL
25 20.16  NULL
26 20.03  NULL
27 19.79  NULL
28 19.75  NULL
29 19.75  NULL
30 19.26  NULL
31 19.23  NULL
32 18.32  NULL
33 18.28  NULL
34 18.12  NULL
35 17.91  NULL
36 17.86  NULL
37 17.8 NULL
38 17.46  NULL
39 17.23  NULL
40 17.23  NULL

29/51
11/16
9/10
13/16
10/13
11/16
8/10
3/4
11/16
14/31
31/123
3/5
4712
27/109
8/11
7116
6/8
6/12
6/14
34/204
5/16
6/6
6/14
16/ 60
2/2
4114
33/274
3/9
3/9
49 /572
5/14
6/16
4710
4116
6/14
7110
3/4
3/14
2/10
4715

GSz p-value #in/all Geneset

BP type | interferon signaling pathway

GSEA C2UROSEVIC_RESPONSE_TO_IMIQUIMOD

GSEA CBOWIE_RESPONSE_TO_EXTRACELLULAR_MATRIX
GSEA COMOSERLE_IFNA_RESPONSE

GSEA CBOWIE_RESPONSE_TO_TAMOXIFEN

GSEA CZHANG_INTERFERON_RESPONSE

GSEA C2ZGRANDVAUX_IFN_RESPONSE_NOT_VIA_IRF3

GSEA CXRASNOSELSKAYA_ILF3_TARGETS_UP

GSEA CEINAV_INTERFERON_SIGNATURE_IN_CANCER

BP negative regulation of viral genome replication

BP defense response to virus

GSEA CXIM_LRRC3B_TARGETS

GSEA CZHU_CMV_8_HR_UP

BP response to virus

GSEA CBENNETT_SYSTEMIC_LUPUS_ERYTHEMATOSUS
GSEA CIMAHADEVAN_RESPONSE_TO_MP470_UP

GSEA CROETH_TERT_TARGETS_UP

GSEA CZTSAI_DNAJB4_TARGETS_UP

GSEA CRADAEVA_RESPONSE_TO_IFNA1_UP

BP cytokine-mediated signaling pathway

GSEA CFARMER_BREAST_CANCER_CLUSTER_1
Lymphon@AVE_MHCCII BL DN

Glio Donson-immune cell intra signaling—associated with LTS in HGA
BP interferon-gamma-mediated signaling pathway

MMML CEBCIEJ_MMML 27

GSEA CZTAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_8D_UP
Lymphonm@PANG_IL21 DN

GSEA CDER_IFN_ALPHA_RESPONSE_UP

GSEA CDER_IFN_GAMMA_RESPONSE_UP

Disease GUDJ_psoriasis up

GSEA CZTAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_3D_UP
GSEA C2XU_HGF_TARGETS_INDUCED_BY_AKT1_6HR

GSEA CDAUER_STAT3_TARGETS_DN

GSEA C2SEITZ_NEOPLASTIC_TRANSFORMATION_BY_8P_DELETION_
GSEA C2XU_AKT1_TARGETS_6HR

cc MHC class | protein complex

MMML CG®BCIEJ_MMML 47

GSEA C2LINDSTEDT_DENDRITIC_CELL_MATURATION_A

BP positive regulation of cAMP-mediated signaling

GSEA CBECKER_TAMOXIFEN_RESISTANCE_UP
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Local Summary

%DE = 0.9
# metagenes = 14
# genes = 247

# genes in genesets = 245

# genes with fdr < 0.1 =201 (193 +/8 -)
# genes with fdr < 0.05 =160 (154+/6 -)
# genes with fdr < 0.01 =129 (127+/2 -)

<r> metagenes = 0.99
<r> genes = 0.62

<FC>=0.63
<shrinkage-t> = 22.2

<p-value>=10

Spot

Local Genelist

<fdr>=0.39
Profile
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Rank log(FC)  fdr Description
ID p-value  Metagene
1 341 1.87 2e-16 6e-16 50x1 apolipoprotein C-I [Source:HGNC Symbol;Acc:607]
2 713 1.89 2e-16 6e-16 50x1 complement component 1, q subcomponent, B chain [Source
3 2207 1.76 2e-16 6e-16 50x1 Fcfragment of IgE, high affinity I, receptor for; gamma polype
4 84868 1.83 2e-16 6e-16 50x1 hepatitis A virus cellular receptor 2 [Source:HGNC Symbol;Ac
5 3128 1.78 2e-16 6e-16 50x1 major histocompatibility complex, class Il, DR beta 6 (pseudo
6 3620 1.84 2e-16 6e-16 48x1 indoleamine 2,3-dioxygenase 1 [Source:HGNC Symbol;Acc:(
7 3575 1.63 2e-16 6e-16 50x2 interleukin 7 receptor [Source:HGNC Symbol;Acc:6024]
8 7133 1.61 2e-16 6e-16 50x1 tumor necrosis factor receptor superfamily, member 1B [Sour
9 7305 1.66 2e-16 6e-16 50x1 TYRO protein tyrosine kinase binding protein [Source:HGNC
10 10537 154 9e-16 1le-14 50x1 ubiquitin D [Source:HGNC Symbol;Acc:18795]
11 6352 1.53 le-15 2e-14 48x1 chemokine (C-C motif) ligand 5 [Source:HGNC Symbol;Acc::
12 5552 1.52 2e-15 2e-13 50x1 serglycin [Source:HGNC Symbol;Acc:9361]
13 3689 1.48 le-14 2e-13 50x1 integrin, beta 2 (complement component 3 receptor 3 and 4 s
14 4283 1.47 2e-14 5e-13 49x1 chemokine (C-X-C motif) ligand 9 [Source:HGNC Symbol;Ac
15 5341 1.45 4e-14 1e-12 50x1 pleckstrin [Source:HGNC Symbol;Acc:9070]
16 3002 1.43 8e-14 1le-12 49x1 granzyme B (granzyme 2, cytotoxic T-lymphocyte-associate:
17 2359 142  1e-13 1le-12 50x3 formyl peptide receptor 3 [Source:HGNC Symbol;Acc:3828]
18 3543 1.29 3e-13 1e-12 49x1 immunoglobulin lambda-like polypeptide 1 [Source:HGNC Sy
19 3108 1.4 3e-13 1e-12 50x1 major histocompatibility complex, class Il, DM alpha [Source:!
20 348 1.4 3e-13 1e-12 50x1 apolipoprotein E [Source:HGNC Symbol;Acc:613]
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Local Geneset Analysis

Overexpression

Rank GSz p-value #in/all Geneset

1 2855  NULL 89/417 H.Tiss WIRTH_Immune system

2 2262 NULL 12/15 CC MHC class Il protein complex

3 215 NULL 39/265 Glio willscher_GBM_Verhaak-CL_expression_B_up

4 21.5 NULL 39/265 Glio willscher_GBM_Verhaak-MES_expression_B_up

5 215 NULL 39/265 Glio willscher_GBM_Verhaak-PNwt_expression_B_down

6 215 NULL 39/265 Glio willscher_GBM_Verhaak-PNmut_expression_B_down

7 21.43  NULL 89/553 Cancer Lembcke_Colonic Inflammation

8 20.63  NULL 50/312 BP immune response

9 20.18  NULL 2/3 GSEA CXEGG_VIRAL_MYOCARDITIS

10 18.64  NULL 7115 GSEA CFINAK_BREAST_CANCER_SDPP_SIGNATURE

11 18.41  NULL 417 Glio Donson-cytotoxic effectors-associated with LTS in HGA
12 18.37  NULL 7/11  GSEA CBIOCARTA_TCYTOTOXIC_PATHWAY

13 18.09  NULL 2/4 GSEA CREACTOME_CLASSICAL_ANTIBODY_MEDIATED_COMPLEME!
14 17.57 NULL 3/6 GSEA C2SANA_RESPONSE_TO_IFNG_UP

15 17.43 NULL 6/12 GSEA CBIOCARTA_CTL_PATHWAY

16 16.94  NULL 214 GSEA CXEGG_LEISHMANIA_INFECTION

17 16.53  NULL 5/13 GSEA CHAHTOLA_CTCL_PATHOGENESIS

18 16.52  NULL 7128 LymphonBAVE_Immune response 1

19 16.32  NULL 17/74 BP regulation of immune response

20 16.3  NULL 2/4 MMML CG®CIE]_MMML 2

21 16.25 NULL 5/12 BP immunoglobulin mediated immune response

22 15.84  NULL 6/11 GSEA CBIOCARTA_THELPER_PATHWAY

23 15.51 NULL 5/12 GSEA CZHAN_MULTIPLE_MYELOMA_DN

24 1544  NULL 9/16 GSEA CFARMER_BREAST_CANCER_CLUSTER_1

25 1523 NULL 4/13  MMML CG®CIE]_MMML 6

26 15.09  NULL 5/16 GSEA CFERRANDO_TAL1_NEIGHBORS

27 14.9 NULL 16/60 BP T cell costimulation

28 14.62 NULL 3/11 GSEA CXEGG_NATURAL_KILLER_CELL_MEDIATED_CYTOTOXICITY
29 1441  NULL 25/162 CC external side of plasma membrane

30 14.27  NULL 3/8 GSEA CAINDSTEDT_DENDRITIC_CELL_MATURATION_D

31 13.82  NULL 5/15 Glio Donson-chemokines/cytokines-associated with LTS in HGA
32 13.56  NULL 14/47 BP antigen processing and presentation

33 1343 NULL 3/16  GSEA CXKAAB_FAILED_HEART_VENTRICLE_DN

34 13.25  NULL 2/3 MMML CGBCIEJ_MMML 7

35 13.03  NULL 4/8 GSEA CNIELSEN_SYNOVIAL_SARCOMA_DN

36 13 NULL 217 GSEA CZBIOCARTA_COMP_PATHWAY

37 12.96  NULL 4/10  GSEA CFLECHNER_BIOPSY_KIDNEY_TRANSPLANT_REJECTED_VS_
38 12.89  NULL 4/16  BP cytolysis

39 12.6 NULL 1/2 GSEA CXEGG_INTESTINAL_IMMUNE_NETWORK_FOR_IGA_PRODUC
40 12.6 NULL 1/2 GSEA CXEGG_AUTOIMMUNE_THYROID_DISEASE
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Local Summary Local Genelist Local Geneset Analysis

Underexpression
%DE = 0.88 Rank log(FC)  fdr Description
ID p-value Metagene .
# metagenes = 10 Rank GSz p-value #in/all Geneset
# genes = 211 1 1429 -1.23 2e-10 9e-05 50x 34 crystallin, zeta (quinone reductase) [Source:HGNC Symbol;A 1 -12.37 NULL 1/2 MIRNA tanget-98
# . _ 2 -11.58 NULL 2/10  MF NADPH binding
genes in genesets = 211 2 55170 -0.89 4e-06 3e-04 50x37 protein arginine methyltransferase 6 [Source:HGNC Symbol; 3 -9.56  NULL 7/51  mIiRNA tangatstiRBES6-3p
4 -8.9 NULL 3/11 MF AU-rich element binding
: — _ 3 5934 -0.83 1le-05 8e-04 50x36 retinoblastoma-like 2 (p130) [Source:HGNC Symbol;Acc:989 5 -8.85 NULL 10/93  mMiRNA tahget-stiRBash
# genes with fdr < 0.1 =146 (0+/146 -)
6 -8.37  NULL 1/4 mMiRNA takget7c
# genes with fdr < 0.05 =143 (0+/143 -) 4 4942 -078 5e-05 9e-04 50x35 ornithine aminotransferase [Source:HGNC Symbol:Acc:8091] 7 -8.37  NULL 1/4 miRNA talegeg
8 -7.99  NULL 20/271 MIiRNA targat-sHRBaSL
# genes with fdr<0.01=72 (0+/72 -) 5 9849 -0.74 1e-04 9e-04 50x35 zinc finger protein 518A [Source:HGNC Symbol;Acc:29009] 9 -7.56  NULL 9/90  mIRNA targat-siRBasa
10 -7.18  NULL 9/108 mMiRNA tanget-stiRBasa
6 27075 -0.74 1e-04 9e-04 50x38 tetraspanin 13 [Source:HGNC Symbol;Acc:21643] 11 -7.15  NULL 11/122 MIiRNA tahget-sRBasas
-7.13  NULL 1/2 MMML CIEJ_MMML 38
<r> metagenes = 0.97 12 MML CBBCIE)
7 57223 -0.71 2e-04 9e-04 50x36 SMEK homolog 2, suppressor of mekl (Dictyostelium) [Sourc 13 -6.73  NULL 11/100 miRNA tahgat-shiRB3e
<r>genes = 0.3 14 -6.65 NULL 1/6 mMiRNA takgeth
8 56916 -0.7 3e-04 9e-04 50x37 SWI/SNF-related, matrix-associated actin—dependent regule 15 -6.65  NULL 1/6 MIRNA takgerd
16 -6.65 NULL 1/6 MIRNA tanget-26a
<FC>=-0.38 9 %0 2069 3e-04 9e-04 50x36 zincfinger, MYM-type 4 [Source:HGNC Symbol;Acc:13055] 17 -6.63  NULL 2/15  GSEA CBARRIER_CANCER_RELAPSE_NORMAL_SAMPLE_UP
<shrink > 13.48 18 -6.58  NULL 1/14  GSEA CXCHEOK_RESPONSE_TO_HD_MTX_DN
rinkage-t> = -13. _ -
g 10 10314 -0.69 3e-04 9e-04 50x35 LanC lantibiotic synthetase component C-like 1 (bacterial) [S %8 639 NULL 2/12 BP glycerol ether metabolic process
-6.39  NULL 7/95  mIRNA tahget-sHRBASS9
<p-value>=0.03 21 -6.35  NULL 18/215 miRNAtx - SHRB253
11 80208 -0.68 4e-04 9e-04 50x35 spastic paraplegia 11 (autosomal recessive) [Source:HGNC ¢ : . e
<fdr>=0.64 22 -6.33  NULL 12/171 miRNA tanget-stiRBa69-3p
-6.18 iRNA tangat-stifB 5623
12 23151 -0.68 4e-04 9e-04 50x38 GRAM domain containing 4 [Source:HGNC Symbol;Acc:2911 23 NULL 4rse g P
24 -6.17  NULL 2/11  GSEA CROZANOV_MMP14_CORRELATED
. 25 -6.1  NULL 9/127  miRNA tahget-stRBagy2
9685 -0.68  de- — lathrin interactor 1 [S HGNC :Acc: :
Prof”e Spot 13 e-04 9e-04 50x34 clathrin interactor 1 [Source: Symbol:Acc:23186] % o07  NULL 0/101  mRNA tahgac o
50 14 sss56 068  40-04 | il b ) o 27 -6.03  NULL 8/95  mIRNA 3GTGC-365
50 . e- 1e-03 50x 37 enolase superfamily member 1 [Source:HGNC Symbol;Acc:3 28 602 NULL 20/381 mIRNA tangat ssarase
15 10015 06 4 cell death 61 . . ! . 29 -6.01  NULL 6/49  mIRNA 3GTRT-154--487
40 - 40 — -0.67 5e-04 1e-03 50x34 programmed cell death 6 interacting protein [Source:HGNC S 30 594 NULL 1/4 GSEA CAUCAS_HNF4A_TARGETS_DN
' 31 -592  NULL 12/121 mMIRNA tangat-sirBaIs
16 8443 -0.67 5e-04 2e-03 49x38 glyceronephosphate O-acyltransferase [Source:HGNC Symk 32 591 NULL 2/10 BP positive regulation of SMAD protein import into nucleus
30 — 30 » ‘ ‘ o 33 -589 NULL 221421 MIRNA tahget-tarBpse
17 7520 -0.66 6e-04 3e-03 50x35 X-ray repair complementing defective repair in Chinese hams 34 588 NULL 2/14 GSEA CZPUJANA_BRCA2_PCC_NETWORK
20 - 20 18 sser oes 8 ol end asetie 1S _ o 7 35 -5.88  NULL 2/16 GsEA C2SESTO_RESPONSE_TO_UV_C5
. e-04 3e-03 50x36 prolyl endopeptidase-like [Source:HGNC Symbol;Acc:30228] 36 -582 NULL 12/172 mIRNA tangat-stRB 88T
37 -5.7  NULL 10/134 miRNA tahget-stRB 86
10 10 19 2319 -0.63 1e-03 3e-03 50x35 UBX domain protein 4 [Source:HGNC Symbol;Acc:14860] 38 -57  NULL 21/303 MIRNA tanget-aiRB3s2h
39 -5.67 NULL 8/123 MIRNA tahgat-sirBase
1 # * 1 20 54431 -0.63 1e-03 3e-03 50x37 DnaJ (Hsp40) homolog, subfamily C, member 10 [Source:HG 40 -5.54  NULL 6/41 BP mRNA 3'-end processing
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Local Summary Local Genelist Local Geneset Analysis

Underexpression

%DE = 0.89 Rank log(FC)  fdr Description

# metagenes = 21 D p-value  Metagene Rank GSz p-value #in/all Geneset

# genes = 277 1 11166 -1.61 2e-16 7e-15 50x50 SRY (sex determining region Y)-box 21 [Source:HGNC Symt 1 -16.11 NULL 2/7 GSEA CIMCCOLLUM_GELDANAMYCIN_RESISTANCE_DN
. 2 -16.04 NULL 3/8 GSEA C2.IU_CDX2_TARGETS_DN
# genes in genesets = 275 2 922 146 3e-14 5e-12 50x50 neurotensin [Source:HGNC Symbol;Acc:8038] 3 -12.72 NULL 4113 BP regulation of blood vessel size
4 -12.3  NULL 2/10  GSEA C2ZCONRAD_STEM_CELL
: — 3 6657 -1.42 2e-13 9e-10 50x50 SRY (sex determining region Y)—box 2 [Source:HGNC Symb¢ 5 -11.82 NULL 8/34 BP glutathione metabolic process
# genes with fdr < 0.1 =203 ( 7+ /196 ) 6 -10.99 NULL 6/25 BP glutathione derivative biosynthetic process
# genes with fdr < 0.05 =170 ( 6+/164 - ) 4 928 -127 4e-11 9e-10 50x50 CD9 molecule [Source:HGNC Symbol;Acc:1709] 7 -106  NULL 4115  GSEA CRICKMAN_HEAD_AND_NECK_CANCER_E
8 -10.52 NULL 3/11  MF glutathione binding
# genes with fdr < 0.01 = 106 ( 4+/102 - ) 5 339512 -126 6e-11 3e-09 50x50 chromosome 1 open reading frame 110 [Source:HGNC Symt 9 -10.52 NULL 3/11  GSEA CXEGG_DRUG_METABOLISM_CYTOCHROME_P450
10 -10.46 NULL 5/15  GSEA CXEGG_GLUTATHIONE_METABOLISM
6 3866 -123 2e-10 4e-09 50x50 keratin 15 [Source:HGNC Symbol;Acc:6421] 11 -10.17 NULL 67/914 Chr Chr3
12 -10.02 NULL 5/20 MF glutathione transferase activity
<r> metagenes =0.94 i 3 13 -9.3 NULL 3/16 GSEA CXAN_RESPONSE_TO_ARSENIC_TRIOXIDE
7 28978 -1.21 3e-10 1e-08 49x50 transmembrane protein 14A [Source:HGNC Symbol;Acc:210 - ! - 10_ —
- -9.09 NULL 5/14 GSEA CPUJANA_BRCA_CENTERED_NETWORK
<r>genes = 0.26 14 = -
8 4780 -119 6e-10 1e-07 50x50 nuclear factor, erythroid 2-like 2 [Source:HGNC Symbol:Acc: %g -8.75 NULL 4/13  GSEA CXEGG_METABOLISM_OF_XENOBIOTICS_BY_CYTOCHROME_
-8.67 NULL 2/23 BP stem cell differentiation
<FC> = —043 9 8544 -1.12 5e-09 6e-07 50x50 pirin (iron-binding nuclear protein) [Source:HGNC Symbol;Ac 17 ~813  NULL 4715 GSEA CUDAYAKUMAR_MED1_TARGETS_UP
. 18 -8.06 NULL 3/13 GSEA C2JAERVINEN_AMPLIFIED_IN_LARYNGEAL_CANCER
<shrinkage-t> = -15.1 -
g 10 3856 1.07 3e-08 6e-07 50x48 keratin 8 pseudogene 3 [Source:HGNC Symbol;Acc:31056] 19 804 NULL 4715 GSEA CREACTOME_GLUTATHIONE_CONJUGATION
20 -8.03 NULL 2/6 GSEA C2GAUSSMANN_MLL_AF4_FUSION_TARGETS_D_DN
<p-value>=0 ! 21 -7.82 NULL 4/14  GSEA CVANTVEER_BREAST_CANCER_METASTASIS_DN
11 2946 -1.05 5e-08 6e-07 50x50 glutathione S-transferase mu 2 (muscle) [Source:HGNC Sym 22 778 NULL 117 GSEA C2REACTOME_ Gl s TEANSITIO& -
<fdr>=0.54 23 —7:73 NULL 1/7 miRNA tang&t-145 -
12 5625 -1.04 6e-08 9e-07 50x48 proline dehydrogenase (oxidase) 1 [Source:HGNC Symbol;A« 24 768 NULL 4/13 GSEA CPUIANA XPRSS INT NETWORK
. ATP—bindi " b—family A (ABCL ber 13 [S 25 -7.65 NULL 2/11 BP planar cell polarity pathway involved in neural tube closure
Profile S pOt 13 154664 "103 9e-08  1e-06 50x50 inding cassette, sub-family A (ABC1), member 13 [So o -76  NULL 1/6  GSEA CZKORKOLA CHORIOCARCINOMA_UP
27 -7.43  NULL 4/15  GSEA CMMS_MOUSE_LYMPH_HIGH_4HRS_UP
50 50 — ‘ 14 s7216 -1.01 2e-07 1e-06 50x48 VANGL planar cell polarity protein 2 [Source:HGNC Symbol;/ 28 731 NULL 2/15  GSEA CAEE LIVER CANCER MYC_UP
) _ ) 29 -7.31  NULL 2/15  GSEA CAEE_LIVER_CANCER_E2F1_UP
40 - 40 - 15 200634 -1 2e-07 1e-06 50x49 keratinocyte associated protein 3 [Source:HGNC Symbol;Acc 30 728 NULL 2/12 BP Wht signaling pathway, planar cell polarity pathway
31 7.2 NULL 1/8 GSEA CREACTOME_E2F_TRANSCRIPTIONAL_TARGETS_AT_G1_S
1 2944 -0.99 3e-07 1e-06 50x50 glutathione S-transferase mu 1 [Source:HGNC Symbol;Acc:£ _ : _
32 7.2 NULL 1/8 miRNA 30TBTA-450
30 30 33 -7.03  NULL 2/6 MIRNA tanget-sHRBaSS1
17 7345 -0.99 3e-07 2e-06 50x46 ubiquitin carboxyl-terminal esterase L1 (ubiquitin thiolesteras 34, 702  NULL 3/16  GSEA CIGARASHI_ATF4_TARGETS_DN
20 20 4 35 -6.92  NULL 3/16 GSEA CBOYAULT_LIVER_CANCER_SUBCLASS_G1_DN
18 56977 -0.98 3e-07 7e-06 50x49 storkhead box 2 [Source:HGNC Symbol;Acc:25450] 36 -6.76  NULL 3/11 Pathw AcBENTINK_e2f3.2
37 -6.75  NULL 4/30 BP negative regulation of cell death
10 — 10 — 19 216 -0.94 1e-06 7e-06 50x50 aldehyde dehydrogenase 1 family, member Al [Source:HGN( 38 -6.69 NULL 4/19 BP cellular amino acid biosynthetic process
39 -6.64  NULL 4116 GSEA C2MEINHOLD_OVARIAN_CANCER_LOW_GRADE_DN
1 # * 1 20 56963 -0.94 1le-06 7e-06 50x50 repulsive guidance molecule family member a [Source:HGNC 40 -6.6 NULL 217 GSEA CFREDERICK_PRKCI_TARGETS
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