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Global Summary Global Genelist Global Geneset Analysis

%DE = 0.15 Rank log(FC)  fdr Description Rank GSz p-value #all Geneset
ID p-value  Metagene
# genes with fdr < 0.2 =2018 (1120+/898 -)
Overexpressed
# genes with fdr < 0.1 = 1643 ( 918 +/ 725 - ) 1 154664 148  2e-16 3e-14 50x50 ATP-binding cassette, sub-family A (ABC1), member 13 [Sor ] 1532 NULL 504 Chr Chr 15
) 2 1455  NULL 1720 Chr Chr1
# genes with fdr < 0.05 =1412 (806 +/606 -) 2 10 129  2e-16 3e-14 25x1 actin, alpha, cardiac muscle 1 [Source:HGNC Symbol:Acc:14 3 865  NULL 16 GSEA CIMOSERLE_IFNA_RESPONSE
. 4 7.02  NULL 9 GSEA CNIKOLSKY_BREAST_CANCER_7P15_AMPLICON
# genes with fdr < 0.01 =989 (567 +/422 -) 3 1 203 2 ' 5 .
=2. e-16 3e-14 1x50 alcohol dehydrogenase 7 (class IV), mu or sigma polypeptide 6.8 NULL 16 GSEA C2MAHADEVAN_RESPONSE_TO_MP470_UP
6 6.61  NULL 13 GSEA CZTURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_LOBULAR
# genes in genesets = 16332 4 113146 -133 2e-16 3e-14 1x44 AHNAK nucleoprotein 2 [Source:HGNC SymboliAcc:20125] 7 653 NULL 16 GSEA CRICKMAN_HEAD_AND_NECK_CANCER_F
8 6.38 NULL 250 LymphomzENZ_Stromal signature 1
5 57016 1.37 2e-16 3e-14 1x50 aldo-keto reductase family 1, member B10 (aldose reductase 9 6.36 NULL 16 GSEA CZHANG_INTERFERON_RESPONSE
<FC>=0 10 6.33  NULL 14 GSEA CAIANG_SILENCED_BY_METHYLATION_UP
) _ 6 441282 13 26-16 3e-14 1x49 aldo—keto reductase family 1, member B15 [Source:HGNG s, L1 626 NULL 16 GSEA CZEINAV_INTERFERON_SIGNATURE_IN_CANCER
<shr|nkage—t> =0 12 6.09 NULL 47 BP embryonic skeletal system morphogenesis
. 13 6.08 NULL 15 GSEA CPODAR_RESPONSE_TO_ADAPHOSTIN_DN
— = 216 -1.35 2e-16 3e-14 50x50 aldehyde dehydrogenase 1 family, member Al [Source:HGN( - - -
<p-value>=0.08 7 4 vere Y L 14 608  NULL 16 GSEA CFARMER_BREAST_CANCER_CLUSTER_5
) 15 577  NULL 7 MMML CEBCIE]_MMML 9
<fdr>=0.85 8 10840 1.19 2e-16 3e-14 50x 12 aldehyde dehydrogenase 1 family, member L1 [Source:HGNC 16 576 NULL 119 LymphomROSOLOWSKI_green total
. 17 5.69  NULL 14 GSEA CZTAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_3D_UP
9 8120 1.29 2e-16 3e-14 11x14 adaptor-related protein complex 3, beta 2 subunit [Source:H( 18 5.63 NULL 123 BP defense response to virus
) » 19 5.63 NULL 699 Chr chrs
10 341 1.23 2e-16 3e-14 50x1 apolipoprotein C-I [Source:HGNC Symbol;Acc:607] 20 5.57 NULL 15 GSEA CBECKER_TAMOXIFEN_RESISTANCE_UP
11 64207 -1.42 2e-16 3e-14 50x40 interferon regulatory factor 2 binding protein-like [Source:HG Underexpressed
1 -14.24 NULL 519 Chr Chr 14
12 440712 149  2e-16 3e-14 1x39 chromosome 1 open reading frame 186 [Source:HGNC Symt 2 -10.31 NULL 135 H.Tiss  WIRTH_Mucosa
3 -10.03 NULL 957 Chr Chr11
Profile Redqulated Spots 13 149563 124 2e-16 3e-14 34x23 chromosome 1 open reading frame 64 [Source:HGNC Symbc 2 893 NULL 12 BP  hemidesmosome assembly
g p 5 -8.68  NULL 717 chr Chr 16
. 6 -8.25  NULL 4 MMML CEBCIE]_MMML 23
50 — 50 _' 14 713 1.25 2e-16 3e-14 50x1 complement component 1, g subcomponent, B chain [Source 7 795  NULL m B8P \eratinization
8 -6.2 NULL 1146 TF HEBENSTREIT_low expression TF
40 ] 40 15 56892 1.25 2e-16 3e-14 50x7 chromosome 8 open reading frame 4 [Source:HGNC Symbol 9 -6.06 NULL 21 cc cornified envelope
10 -5.67 NULL 16 GSEA C2ROY_WOUND_BLOOD_VESSEL_DN
16 375791 -141 2e-16 3e-14 1x50 chromosome 9 open reading frame 169 [Source:HGNC Symt 11 -5.64  NULL 232 Chr Chr 18
30 30 - 12 -557  NULL 10 cc hemoglobin complex
17 51806 143  2e-16 3e-14 4x50 calmodulin-like 5 [Source:HGNC Symbol;Acc:18180] 13 -5.24  NULL 618 Chr Chr4
14 -5.1 NULL 128 BP translational initiation
20 — 20 ) ’ ) ) 15 -5.1  NULL 21 cc desmosome
18 s8s7 -1.22 2e-16 3e-14 1x4 caveolin 1, caveolae protein, 22kDa [Source:HGNC Symbol;# 16 507 NULL 1 o oxygen transporter activity
v 17 -5.06 NULL 534 Chr Chrg
10 10 - 19 59 -1.27 2e-16 3e-14 1x6  cyclin D1[Source:HGNC Symbol;Acc:1582] 18 504 NULL ” BP translational elongation
]_9 -5.03 NULL 13 BP intermediate filament cytoskeleton organization
1 '._'_'_H 1 20 1056 1.95 2e-16 3e-14 50x50 carboxyl ester lipase [Source:HGNC Symbol;Acc:1848] 20 -4.98 NULL 5 GSEA CBUSA_SAM68_TARGETS_UP
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Local Summary Local Genelist Local Geneset Analysis

Overexpression

%DE = 0.73 Rank log(FC)  fdr Description
ID p-value  Metagene

Y
o
=]
=

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

# genes = 163 1 4321 -128 2e-16 1le-14 32x1 matrix metallopeptidase 12 (macrophage elastase) [Source:r ] 4591  NULL 13/16 GSEA CZMOSERLE_IFNA_RESPONSE
2 36.9  NULL 12/16 GSEA CZEINAV_INTERFERON_SIGNATURE_IN_CANCER
# genes in genesets = 160 2 91543 111  3e-14 8e-12 32x1 radical S-adenosyl methionine domain containing 2 [Source:l 3 351  NULL 8/11  GSEA CBENNETT_SYSTEMIC_LUPUS_ERYTHEMATOSUS
4 28.74  NULL 11/16  GSEA CZHANG_INTERFERON_RESPONSE
H —_ 3 10561 1.07 2e-13 1le-11 32x1 interferon-induced protein 44 [Source:HGNC Symbol;Acc:16' 5 28.45 NULL 3/5 GSEA CXIM_LRRC3B_TARGETS
# genes with fdr <0.1 =87 ( 75+112 ) 6 27.21  NULL 3/4 GSEA CKRASNOSELSKAYA_ILF3_TARGETS_UP
# genes with fdr < 0.05 = 84 ( 73 +/11 - ) 4 27074 106 4e-13 6e-11 32x1 lysosomal-associated membrane protein 3 [Source:HGNC S 7 27.16  NULL 6/8 GSEA CROETH_TERT_TARGETS_UP
8 24.67 NULL 7/16  GSEA CZMAHADEVAN_RESPONSE_TO_MP470_UP
# genes with fdr < 0.01 =65 ( 50+/6 - ) 5 2633 1.02 2e-12 6e-11 32x1 guanylate binding protein 1, interferon-inducible [Source:HG! 9 24.67  NULL 33/123 BP defense response to virus
10 24.63  NULL 29/51 BP type | interferon signaling pathway
6 100 102  3e-12 1e-10 30x1 adenosine deaminase [Source:HGNC Symbol;Acc:186] 11 23.06  NULL 5/16 ~ GSEA CFARMER_BREAST_CANCER_CLUSTER_1
12 22,72 NULL 4/10  GSEA CDAUER_STAT3_TARGETS_DN
<r> metagenes =0.96 7 64135 1 be-12 1le-10 32x1 interferon induced with helicase C domain 1 [Source:HGNC € 13 21.48  NULL 15/31 BP negative regulation of viral genome replication
<> geneS =0.38 14 20.78  NULL 5/14 GSEA CZTAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_3D_UP
8 620 1 Be-12 1e-10 32x1 complement factor B [Source:HGNC Symbol:Acc:1037] 15 20.17  NULL 6/14  GSEA CRADAEVA RESPONSE_TO_IFNAL_UP
16 19.99  NULL 3/9 GSEA CDER_IFN_ALPHA_RESPONSE_UP
<FC>=0.28 9 23780 0.99 le-11 1le-10 32x1 apolipoprotein L, 2 [Source:HGNC Symbol;Acc:619] 17 19.99  NULL 379 GSEA CDER_IFN_GAMMA_RESPONSE_UP
18 19.98  NULL 4/12  GSEA CZHU_CMV_8_HR_UP
< i -t>=09. . : . EITZ_NEOPLASTIC_TRANSFORMATION_BY_8P_DELETION_
shrinkage-t> = 9.98 10 6890 098 1le-11 5e-10 32x1 transporter 1, ATP-binding cassette, sub-family B (MDR/TAF %8 13 i: ZE'['[ ‘3‘; ;6 gzii giRowN il .
<p—va|ue> =0 19.01 NULL 7114 Gl Donson*ir;mune cell intra;i nalin fasso;iated with LTS in HGA
11 83666 0.97 3e-11 5e-10 32x1 poly (ADP-ribose) polymerase family, member 9 [Source:HG 21 ! o 9 N
fd _ 22 18.76  NULL 4115 GSEA CFULCHER_INFLAMMATORY_RESPONSE_LECTIN_VS_LPS_DN
<fdr>=0.48 erile aloha motif d . omlike IS HGNC S 23 18.76  NULL 4114  GSEA CZTAKEDA_TARGETS_OF NUP98_HOXA9_FUSION_8D_UP
12 219285 0.96 4e-11 2e-09 32x1 sterile alpha motif domain containing 9-like [Source: 24 18.65  NULL 4114 GSEA CZSANA_TNF. SIGNALING, UP
. L 25 18.1 NULL 4116 GSEA C2ZSENGUPTA_NASOPHARYNGEAL_CARCINOMA_WITH_LMP1_L
P rofl | e S pot 13 3628 094 1e-10 2e-09 33x1 inositol polyphosphate-1-phosphatase [Source:HGNC Symk 26 1794 NULL 277109 BP response to virus
) " 27 17.42  NULL 4116  GSEA CZTAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_16D_UP
50 — 50 — 14 3627 0.94 1le-10 4e-09 32x1 chemokine (C-X-C motif) ligand 10 [Source:HGNC Symbol;/ 28 17.06  NULL 33/274 Lymphom@PANG_IL21 DN
) 29 16.93  NULL 4/16  GSEA CZTAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_10D_UP
40 ] 40 | 15 55092 0.91 4e-10 4e-09 33x2 transmembrane protein 51 [Source:HGNC Symbol;Acc:2548¢ 30 16.73  NULL 3/8 GSEA CKEGG_PRIMARY_IMMUNODEFICIENCY
31 16.66  NULL 6/16  GSEA C2XU_HGF_TARGETS_INDUCED_BY_AKT1_6HR
16 103 0.91 4e-10 4e-09 33x1 adenosine deaminase, RNA-specific [Source:HGNC Symbol 32 1577  NULL 2/2 MMML CGBCIE]_MMML 27
30 30 33 1555  NULL 34/204 BP cytokine-mediated signaling pathway
17 6772 0.91 5e-10 5e-09 32x1 signal transducer and activator of transcription 1, 91kDa [Sou 34 1525  NULL 49/572 Disease GUDJ_psoriasis up
20 20 35 1477 NULL 4115  GSEA CBECKER_TAMOXIFEN_RESISTANCE_UP
18 4940 0.9 6e-10 8e-09 32x1 2-5-oligoadenylate synthetase 3, 100kDa [Source:HGNC S 3G 14.64  NULL 10/13 GSEA CBOWIE_RESPONSE_TO_TAMOXIFEN
37 14.07  NULL 9/10  GSEA CBOWIE_RESPONSE_TO_EXTRACELLULAR_MATRIX
10 — 10 — 19 64167 0.9 8e-10 2e-08 35x2 endoplasmic reticulum aminopeptidase 2 [Source:HGNC Syn 38 13.81  NULL 5/16 GSEA CZHAN_MULTIPLE_MYELOMA_LB_DN
39 13.62  NULL 11/16 GSEA CUROSEVIC_RESPONSE_TO_IMIQUIMOD
1 1 20 684 0.89 1le-09 5e-08 32x1 bone marrow stromal cell antigen 2 [Source:HGNC Symbol;A 40 135 NULL 3/15 GSEA CZGAUSSMANN_MLL_AF4_FUSION_TARGETS_F_UP
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Local Summary

%DE = 0.63
# metagenes = 36
# genes = 348

# genes in genesets = 345

# genes with fdr< 0.1 =119 (105+/14 -)
# genes with fdr < 0.05 =109 (96 +/13 -)

# genes with fdr<0.01=76 (71+/5 -)

<r> metagenes = 0.91

<r>genes = 0.28

<FC>=0.23
<shrinkage-t> = 7.96
<p-value>=0.01

Spot

<fdr>=0.64
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Density

log(FC)  fdr Description
p-value  Metagene
1.26 2e-16 6e-15 45x50 fatty acid desaturase 1 [Source:HGNC Symbol;Acc:3574]
1.79 2e-16 6e-15 49 x47 homeobox A5 [Source:HGNC Symbol;Acc:5106]
1.97 2e-16 6e-15 49x45 homeobox A9 [Source:HGNC Symbol;Acc:5109]
1.45 2e-16 6e-15 49x49 pregnancy up-regulated nonubiquitous CaM kinase [Source:!|
1.33 2e-16 6e-15 50x 47 serine carboxypeptidase 1 [Source:HGNC Symbol;Acc:29507
1.16 le-15 4e-13 50x45 mesoderm posterior 1 homolog (mouse) [Source:HGNC Sym
1.14 4e-15 3e-12 45x49 protein regulator of cytokinesis 1 [Source:HGNC Symbol;Acc
111 3e-14 5e-12 45x49 centromere protein W [Source:HGNC Symbol;Acc:21488]
1.09 7e-14 2e-11 48 x 44 solute carrier family 5 (sodium/multivitamin and iodide cotrans
1.07 2e-13 2e-11 50x46 ubiquitin carboxyl-terminal esterase L1 (ubiquitin thiolesteras
0.97 3e-13 1e-09 47 x50 transferrin receptor [Source:HGNC Symbol;Acc:11763]
1 9e-12 2e-09 48 x 47 ribonuclease P/MRP 25kDa subunit [Source:HGNC Symbol;/
0.97 2e-11 3e-08 48 x50 Zic family member 2 [Source:HGNC Symbol;Acc:12873]
0.92 3e-10 3e-08 46 x46 HEN1 methyltransferase homolog 1 (Arabidopsis) [Source:HC
0.91 4e-10 3e-08 49 x50 potassium channel tetramerization domain containing 3 [Sout
0.9 6e-10 3e-08 46x50 ribosomal protein L39-like [Source:HGNC Symbol;Acc:17094
0.9 8e-10 9e-08 48x50 chromosome X open reading frame 57 [Source:HGNC Symb¢
0.88 2e-09 4e-07 47 x45 CDCA42 effector protein (Rho GTPase binding) 4 [Source:HGI
0.85 5e-09 4e-07 48 x 46 adenylate cyclase 3 [Source:HGNC Symbol;Acc:234]
-0.84 7e-09 1e-06 50x46 dishevelled-binding antagonist of beta—catenin 2 [Source:HG
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Local Geneset Analysis

Overexpression
Rank

1 20.73  NULL
2 1571 NULL
3 1571  NULL
4 14.83  NULL
5 14.83  NULL
6 13.49  NULL
7 13.34  NULL
8 12.62  NULL
9 12.24  NULL
10 10.93  NULL
11 10.78  NULL
12 10.63  NULL
13 1061  NULL
14 10.58  NULL
15 1052 NULL
16 9.52 NULL
17 9.06 NULL
18 8.91 NULL
19 8.89 NULL
20 8.78 NULL
21 873  NULL
22 8.7 NULL
23 8.62 NULL
24 842  NULL
25 832  NULL
26 815  NULL
27 8.1 NULL
28 7.94 NULL
29 7.94  NULL
30 7.9 NULL
31 7.85 NULL
32 7.83 NULL
33 7.83  NULL
34 7.82  NULL
35 7.77 NULL
36 7.73  NULL
37 7.57 NULL
38 7.49 NULL
39 7.45 NULL
40 7.44 NULL

2/9
37/142
37/142
1/5
1/5
3/21
5/13
4710
5/16
2/12
2/13
3/13
5/14
3/37
5/16
5/15
419
7126
2/15
1/13
2/9
4153
5/15
1/14
5/16
10/163
1/15
1/13
1/13
1/5
30/149
5/26
13/57
1/16
4716
65/914
4/11
4715
4192
2/13

GSz p-value #in/all Geneset

GSEA CNIKOLSKY_BREAST_CANCER_7P15_AMPLICON

Glio willscher_GBM_Verhaak-CL_expression_C_up

Glio willscher_GBM_Verhaak-PNmut_expression_C_down
GSEA CMYLLYKANGAS_AMPLIFICATION_HOT_SPOT_29
MiRNA tanget-126

Glio Martinez_Glio_hypermeth

GSEA CZSLEBOS_HEAD_AND_NECK_CANCER_WITH_HPV_UP
GSEA C2MONTERO_THYROID_CANCER_POOR_SURVIVAL_UP
GSEA CFARMER_BREAST_CANCER_CLUSTER_2

TF Tissue/AQUERIZAS_Kidney

GSEA C2EE_INTRATHYMIC_T_PROGENITOR

GSEA CXHIANG_LIVER_CANCER_SUBCLASS_INTERFERON_DN
GSEA CZHAN_MULTIPLE_MYELOMA_PR_UP

BP embryonic skeletal system development

GSEA C2MEINHOLD_OVARIAN_CANCER_LOW_GRADE_DN
GSEA CBOYAULT_LIVER_CANCER_SUBCLASS_G23_UP
GSEA C2SEMBA_FHIT_TARGETS_DN

BP cellular response to ionizing radiation

TF Tissu/AQUERIZAS_Adrenal gland

TF Tissue/AQUERIZAS_Skin

GSEA CBROWNE_HCMV_INFECTION_8HR_UP

Glio Christensen_hypermethylated_in_primary_glioblastoma
Cancer SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
GSEA CGOLUB_ALL_VS_AML_DN

GSEA CXANG_DOXORUBICIN_RESISTANCE_UP

MIiRNA tanget-atRBase7

BP definitive hemopoiesis

BP epithelial tube branching involved in lung morphogenesis
BP mammary gland alveolus development

mMiRNA tangiet-320

BP DNA replication

BP chromosome organization

Glio developing astrocytes

TF Tissue/AQUERIZAS_Pancreas

GSEA CBENPORATH_PROLIFERATION

Chr Chr3

GSEA C2ODONNELL_TFRC_TARGETS_DN

GSEA CXCHANG_CYCLING_GENES

BP anterior/posterior pattern specification

GSEA C2LINDSTEDT_DENDRITIC_CELL_MATURATION_C
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Local Summary

%DE = 0.93
# metagenes = 15
# genes = 222

# genes in genesets = 216

# genes with fdr < 0.1 =191 (48 +/143 -)
# genes with fdr < 0.05 =180 (45+/135 -)
# genes with fdr < 0.01 =159 (37 +/122 -)

<r> metagenes = 0.95

<r>genes = 0.45

<FC>=-0.42
<shrinkage—-t> = -14.69

<p-value>=10
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<fdr>=10.25
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log(FC)  fdr Description
p-value  Metagene

-2.03 2e-16 9e-17 1x50 alcohol dehydrogenase 7 (class IV), mu or sigma polypeptide
1.37 2e-16 9e-17 1x50 aldo—keto reductase family 1, member B10 (aldose reductase
1.3 2e-16 9e-17 1x49 aldo—keto reductase family 1, member B15 [Source:HGNC S
-1.41 2e-16 9e-17 1x50 chromosome 9 open reading frame 169 [Source:HGNC Symt
-15 2e-16 9e-17 1x50 cornifelin [Source:HGNC Symbol;Acc:30183]
1.69 2e-16 9e-17 1x48 cellular retinoic acid binding protein 2 [Source:HGNC Symbol
-1.47 2e-16 9e-17 1x50 cysteine-rich C-terminal 1 [Source:HGNC Symbol;Acc:2987!
-1.96 2e-16 9e-17 1x50 cornulin [Source:HGNC Symbol;Acc:1230]
-1.55 2e-16 9e-17 1x46 chemokine (C-X-C motif) ligand 14 [Source:HGNC Symbol;/
-141 2e-16 9e-17 1x50 defensin, beta 1 [Source:HGNC Symbol;Acc:2766]
-1.65 2e-16 9e-17 1x48 defensin, beta 103B [Source:HGNC Symbol;Acc:31702]
-1.46 2e-16 9e-17 1x49 defensin, beta 4B [Source:HGNC Symbol;Acc:30193]
-1.39 2e-16 9e-17 1x48 desmoglein 1 [Source:HGNC Symbol;Acc:3048]
-1.31 2e-16 9e-17 1x49 interleukin 36 receptor antagonist [Source:HGNC Symbol;Act
-1.29 2e-16 9e-17 1x50 kallikrein—related peptidase 6 [Source:HGNC Symbol;Acc:63!
-1.37 2e-16 9e-17 1x47 keratin 1 [Source:HGNC Symbol;Acc:6412]
-3.12 2e-16 9e-17 1x45 keratin 14 [Source:HGNC Symbol;Acc:6416]
-1.28 2e-16 9e-17 1x50 keratin 24 [Source:HGNC Symbol;Acc:18527]
-1.73 2e-16 9e-17 1x50 keratin 4 [Source:HGNC Symbol;Acc:6441]
-2.55 2e-16 9e-17 1x49 keratinocyte differentiation-associated protein [Source:HGNC
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Local Geneset Analysis

Underexpression

Rank GSz p-value #in/all Geneset
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-27.39
-19.26
-18.06
-17
-16.33
-14.44
-14.27
-14.14
-13.52
-12.24
-11.98
-11.45
-11.45
-10.86
-10.8
-10.49
-10.47
-10.29
-10.29
-9.8
-9.15
-9.14
-8.67
-8.59
-8.52
-85
-8.39
-8.04
-8.04
-7.82
-7.58
-7.39
7.1
-7.1
-7.01
-6.82
-6.72
-6.62
-6.56
-6.52

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

82/135
19/42
3/8
2/8
18/21
4116
10/19
12/21
6/16
3/13
7138
2/16
16/82
2453
2/11
6/15
10/44
2/15
2/6
1/12
4710
93/572
1/6
3/15
1/10
23/186
6/16
3/18
5/15
8/82
5/15
4127
1/12
1/12
5/23
1/9
4116
3/11
13/79
2/12

H.Tiss WIRTH_Mucosa

BP keratinization

GSEA C2LIU_CDX2_TARGETS_DN

GSEA C2DORN_ADENOVIRUS_INFECTION_24HR_UP

cC cornified envelope

GSEA CROY_WOUND_BLOOD_VESSEL_DN

BP peptide cross-linking

cc desmosome

GSEA C2CROMER_TUMORIGENESIS_DN

BP intermediate filament cytoskeleton organization
BP epithelial cell differentiation

GSEA C2DORN_ADENOVIRUS_INFECTION_12HR_UP
cc intermediate filament

BP keratinocyte differentiation

GSEA C2ROME_INSULIN_TARGETS_IN_MUSCLE_DN
GSEA CHINATA_NFKB_TARGETS_KERATINOCYTE_DN
cc keratin filament

BP fibrinolysis
GSEA C2SMID_BREAST_CANCER_RELAPSE_IN_PLEURA_UP
BP hemidesmosome assembly

GSEA CREACTOME_APOPTOTIC_CLEAVAGE_OF_CELL_ADHESION_F
Disease GUDJ_psoriasis up

GSEA C2GAUSSMANN_MLL_AF4_FUSION_TARGETS_B_DN

GSEA C2ALONSO_METASTASIS_NEURAL_UP

GSEA CBIOCARTA_FIBRINOLYSIS_PATHWAY

MF structural molecule activity

GSEA C2AWANG_BARRETTS_ESOPHAGUS_DN

BP retinol metabolic process

GSEA CRICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_MODERATEL
MF structural constituent of cytoskeleton

GSEA C2AIGNER_ZEB1_TARGETS

BP response to bacterium

GSEA C2ODONNELL_METASTASIS_DN

GSEA C2SYED_ESTRADIOL_RESPONSE

MF peptidase inhibitor activity

GSEA CREACTOME_ETHANOL_OXIDATION

GSEA CDAZARD_UV_RESPONSE_CLUSTER_G24
GSEA C2MURAKAMI_UV_RESPONSE_24HR

MF serine—type endopeptidase inhibitor activity
GSEA CREACTOME_GAP_JUNCTION_ASSEMBLY



