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Global Summary

%DE =0.14

# genes with fdr < 0.2 = 1651 (882 +/769 -)
# genes with fdr < 0.1 =1318 (721 +/597 -)
# genes with fdr < 0.05 = 1053 (587 +/466 -)
# genes with fdr < 0.01 = 664 (368 +/296 -)

# genes in genesets = 16332

<FC>=0
<shrinkage-t>=0
<p-value>=0.12

<fdr>=0.86

Profile
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Global Genelist

Rank log(FC)  fdr Description
ID p-value  Metagene
1 57016 1.77 2e-16 5e-14 1x50 aldo—keto reductase family 1, member B10 (aldose reductase
2 441282 1.5 2e-16 5e-14 1x49 aldo—keto reductase family 1, member B15 [Source:HGNC S
3 445328 -1.97 2e-16 5e-14 4x46 Rho guanine nucleotide exchange factor (GEF) 35 [Source:H
4 387695 1.39 2e-16 5e-14 1x49 chromosome 10 open reading frame 99 [Source:HGNC Symt
5 113802 1.6 2e-16 5e-14 46x46 HEN1 methyltransferase homolog 1 (Arabidopsis) [Source:HC
6 260436 2.15 2e-16 5e-14 50x1 follicular dendritic cell secreted protein [Source:HGNC Symbc
7 760 1.78 2e-16 5e-14 1x44 carbonic anhydrase Il [Source:HGNC Symbol;Acc:1373]
8 595 -1.38 2e-16 5e-14 1x6 cyclin D1 [Source:HGNC Symbol;Acc:1582]
9 9076 -153 2e-16 5e-14 49x50 claudin 1 [Source:HGNC Symbol;Acc:2032]
10 9547 2.27 2e-16 5e-14 1x46 chemokine (C-X-C motif) ligand 14 [Source:HGNC Symbol;/
11 27065 1.64 2e-16 5e-14 1x46 Homo sapiens neuron specific gene family member 1 (NSG1,
12 92196 1.46 2e-16 5e-14 3x50 death associated protein-like 1 [Source:HGNC Symbol;Acc:2
13 55894 1.46 2e-16 5e-14 1x47 defensin, beta 103B [Source:HGNC Symbol;Acc:31702]
14 414325 1.67 2e-16 5e-14 1x48 defensin, beta 103B [Source:HGNC Symbol;Acc:31702]
15 1673 246  2e-16 5e-14 1x49 defensin, beta 4B [Source:HGNC Symbol;Acc:30193]
16 8560 1.34 2e-16 5e-14 27 x50 delta(4)-desaturase, sphingolipid 1 [Source:HGNC Symbol;A
17 1776 1.37 2e-16 5e-14 48x12 deoxyribonuclease I-like 3 [Source:HGNC Symbol;Acc:2959]
18 1824 1.4 2e-16 5e-14 1x48 desmocollin 2 [Source:HGNC Symbol;Acc:3036]
19 1825 1.52 2e-16 5e-14 1x45 desmocollin 3 [Source:HGNC Symbol;Acc:3037]
20 94240 -1.42 2e-16 5e-14 32x1 epithelial stromal interaction 1 (breast) [Source:HGNC Symbc
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Global Geneset Analysis

Rank GSz p-value #all

Overexpressed
1 17.32
2 13.69
3 9.86
4 8.67
5 8.03
6 7.65
7 7.59
8 7.21
9 6.93
10 6.92
11 6.9
12 6.84
13 6.59
14 6.57
15 6.57
16 6.52
17 6.5
18 6.42
19 6.23
20 6.22
Underexpressed
1 -9.98
2 -9.96
3 -9.6
4 -9.58
5 -9.49
6 -8.64
7 -8.24
8 -8.2
9 -7.96
10 -7.86
11 -7.86
12 -7.86
13 -7.86
14 -7.69
15 -7.67
16 -7.63
17 -7.48
18 -7.41
19 -7.27
20 -7.12

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

1720
135
232
417
15
53

76
42

4640
603
21
426
545
153

293
335
261

190
683
16
16
1182
16
51
13
123
265
265
265
265
16
13

16
16
31
1135

Geneset

Chr Chr 1

H.Tiss WIRTH_Mucosa

Chr Chr 18

H.Tiss WIRTH_Immune system

GSEA CPYEON_CANCER_HEAD_AND_NECK_VS_CERVICAL_DN

BP keratinocyte differentiation
GSEA C2LIU_CDX2_TARGETS_DN
BP epidermis development

BP keratinization

MIRNA tahgat-stRBassh

cc nucleus

mMiRNA tahiget-atiRBasa

cC cornified envelope

mIRNA tahgat-siRBaI9d

mIRNA tanget-sirBase

MiRNA tangat-stRBdsOb-5p

GSEA CRUNNE_GENDER_EFFECT_UP
mIRNA tangat-siRBass

MIRNA tahget-stiRBage-5p

MIRNA tahget-stiRBasea
cC extracellular matrix
cc extracellular space

GSEA CUROSEVIC_RESPONSE_TO_IMIQUIMOD

GSEA CEINAV_INTERFERON_SIGNATURE_IN_CANCER
cC extracellular region

GSEA C2MAHADEVAN_RESPONSE_TO_MP470_UP

BP type | interferon signaling pathway

GSEA CZTSAI_RESPONSE_TO_RADIATION_THERAPY

BP defense response to virus

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
GSEA C2XU_HGF_TARGETS_INDUCED_BY_AKT1_6HR
GSEA CBOWIE_RESPONSE_TO_TAMOXIFEN

BP extracellular matrix organization

GSEA C2MOSERLE_IFNA_RESPONSE

GSEA CZHANG_INTERFERON_RESPONSE

BP negative regulation of viral genome replication

Chr Chr 19
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Local Summary

%DE = 0.57
# metagenes = 21
# genes = 301

# genes in genesets = 301

# genes with fdr < 0.1 =107 (106 +/1 -)
# genes with fdr < 0.05 =71 (70+/1 -)
# genes with fdr <0.01 =46 (45+/1 -)

<r> metagenes = 0.97

<r>genes = 0.29

<FC>=0.27
<shrinkage-t> = 9.63
<p-value> = 0.03

Spot

<fdr>=0.7
Profile
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Local Genelist

Rank
ID

1 34
2 25874
3 9497
4 5636
5 26135
6 26009
7 284611
8 58155
9 3187
10 55197
11 79366
12 153830
13 29929
14 9295
15 4089
16 23318
17 svoss
18 51015
19 84146
20 55170

2

&

[}

(@)

log(FC)  fdr Description
p-value  Metagene
0.98 1e-09 8e-06 50x34 acyl-CoA dehydrogenase, C-4 to C-12 straight chain [Sourc
0.87 6e-08 2e-05 50x 34 mitochondrial pyruvate carrier 2 [Source:HGNC Symbol;Acc::
0.83 3e-07 2e-05 50x34 solute carrier family 4, sodium bicarbonate cotransporter, mei
0.82 3e-07 3e-05 50x37 phosphoribosyl pyrophosphate synthetase-associated proteil
0.81 6e-07 3e-05 50x32 SERPINE1 mRNA binding protein 1 [Source:HGNC Symbol;/
0.8 8e-07 7e-05 49x36 zincfinger, ZZ-type containing 3 [Source:HGNC Symbol;Acc
0.76 2e-06 7e-05 50x33 family with sequence similarity 102, member B [Source:HGN(
0.76 2e-06 7e-05 50x36 polypyrimidine tract binding protein 2 [Source:HGNC Symbol;
0.76 2e-06 8e-05 50x35 heterogeneous nuclear ribonucleoprotein H1 (H) [Source:HG
0.75 3e-06 2e-04 50x32 regulation of nuclear pre-mRNA domain containing 1A [Sour
0.73 7e-06 2e-04 50x32 high mobility group nucleosome binding domain 5 [Source:H(C
0.72 7e-06 2e-04 47 x 33 ring finger protein 145 [Source:HGNC Symbol;Acc:20853]
0.72 8e-06 3e-04 50x33 ALGS, alpha-1,3-glucosyltransferase [Source:HGNC Symbo
0.71 1e-05 3e-04 48x 36 serine/arginine-rich splicing factor 11 [Source:HGNC Symbol
0.7 1e-05 3e-04 50x35 SMAD family member 4 [Source:HGNC Symbol;Acc:6770]
0.69 2e-05 3e-04 50x37 zinc finger, CCHC domain containing 11 [Source:HGNC Sym
0.69 2e-05 3e-04 50x36 phospholipid scramblase 4 [Source:HGNC Symbol;Acc:1649
0.69 2e-05 3e-04 50x 33 isochorismatase domain containing 1 [Source:HGNC Symbol
0.69 2e-05 3e-04 49 x34 zinc finger protein 644 [Source:HGNC Symbol;Acc:29222]
0.68 2e-05 3e-04 50x37 protein arginine methyltransferase 6 [Source:HGNC Symbol;#
p-values
] %DE =0.57 * l—re 1
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Local Geneset Analysis

GSz p-value #in/all Geneset

Overexpression
Rank

1 9.82 NULL
2 8.93 NULL
3 889  NULL
4 8.68 NULL
5 814  NULL
6 7.97 NULL
7 7.77 NULL
8 773 NULL
9 746  NULL
10 7.29 NULL
11 7.27 NULL
12 722 NULL
13 712 NULL
14 7.08 NULL
15 7.08 NULL
16 7.07 NULL
17 6.96 NULL
18 6.9 NULL
19 6.9 NULL
20 6.75 NULL
21 6.74 NULL
22 6.71 NULL
23 6.69 NULL
24 6.69  NULL
25 6.62  NULL
26 6.62  NULL
27 6.55 NULL
28 6.5 NULL
29 6.48  NULL
30 647  NULL
31 6.44 NULL
32 6.4 NULL
33 6.36  NULL
34 6.34  NULL
35 6.34 NULL
36 6.28  NULL
37 6.28 NULL
38 6.26 NULL
39 6.24 NULL
40 6.22 NULL

4114 GSEA CREACTOME_MRNA_3_END_PROCESSING
18/232 Chr Chr 18

4730  MIRNA tangat-sirBass

2115 BP glycogen biosynthetic process

15/121 mIRNA tanget-swrBass

16 /153 miRNA tahget-stiRBaSOb-5p

7145 mIRNA tangat-sirBasd

2/8 GSEA CRUNNE_GENDER_EFFECT_UP

19/264 mIRNA tanget-strBagda

3/16 GSEA C2CHOI_ATL_CHRONIC_VS_ACUTE_DN
3/21 BP regulation of RNA splicing

8/51 mIRNA tahget-stiRBa§6-3p

18/150 MIRNA targat-stRBa33

32/463 mMIRNA tahgeat-stiRB3%da

18/181 mIRNA tangat-shiRB3%

3/15 BP mMRNA splice site selection

25/318 mMIRNA tahget-stifBa890-3p

5/51 MIRNA tahget-stiRB&28-5p

16 /229 miRNA tahgeat-stiRBa&20g

3/26 mMiRNA tahget-séRBa87 -5p

12/142 miRNA targat-stiRBasR

6/33 miRNA tahgat-stRBas2b

20/267 MIRNA tangat-stRBaTT

3/15 GSEA CDE_YY1_TARGETS_DN

4127 MF nucleotidyltransferase activity

28/440 mIRNA tanget-strBasa

431720 Chr Chr1

6/41 BP mRNA 3'-end processing

11/151 miRNA tahget-stiBa8d8a-5p

9/99 MIRNA tanget-strBasa

2/13 BP regulation of transforming growth factor beta receptor signaling pat
8/49 miRNA 3 GTRT-154--487

11/155 mIRNA tangat-stiRBasy

2/10 MF €c0—-SMAD binding

3/15 GSEA CBIOCARTA_CTCF_PATHWAY

1/10 GSEA C2LUI_THYROID_CANCER_CLUSTER_5
1/10 GSEA CREACTOME_MITOCHONDRIAL_FATTY_ACID_BETA_OXIDATIO}
27/396 MIRNA tangat-stiRB3sab

8/96 miRNA tahgat-sRBaso3

6/44 BP termination of RNA polymerase Il transcription
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Local Summary

%DE =0.71
# metagenes = 17
# genes = 246

# genes in genesets = 240

# genes with fdr < 0.1 =153 (118 +/35 -)
# genes with fdr < 0.05 =138 (108 +/30 -)
# genes with fdr < 0.01 =122 (98 +/24 -)

<r> metagenes = 0.93

<r> genes = 0.42

<FC>=0.35
<shrinkage—-t> = 12.53
<p-value>=10

<fdr>=0.41

Profile

Spot

Local Genelist

-5 )

20
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20

Rank log(FC)  fdr Description
ID p-value  Metagene
1 57016 1.77 2e-16 6e-16 1x50 aldo—keto reductase family 1, member B10 (aldose reductase
2 441282 1.5 2e-16 6e-16 1x49 aldo—keto reductase family 1, member B15 [Source:HGNC S
3 387695 1.39 2e-16 6e-16 1x49 chromosome 10 open reading frame 99 [Source:HGNC Symt
4 760 1.78 2e-16 6e-16 1x44 carbonic anhydrase Il [Source:HGNC Symbol;Acc:1373]
5 9547 227 2e-16 6e-16 1x46 chemokine (C-X-C motif) ligand 14 [Source:HGNC Symbol;/
6 27065 1.64 2e-16 6e-16 1x46 Homo sapiens neuron specific gene family member 1 (NSG1,
7 55894 1.46 2e-16 6e-16 1x47 defensin, beta 103B [Source:HGNC Symbol;Acc:31702]
8 414325 1.67 2e-16 6e-16 1x48 defensin, beta 103B [Source:HGNC Symbol;Acc:31702]
9 1673 2.46 2e-16 6e-16 1x49 defensin, beta 4B [Source:HGNC Symbol;Acc:30193]
10 1824 1.4 2e-16 6e-16 1x48 desmocollin 2 [Source:HGNC Symbol;Acc:3036]
11 1825 1.52 2e-16 6e-16 1x45 desmocollin 3 [Source:HGNC Symbol;Acc:3037]
12 2697 1.43 2e-16 6e-16 1x44 gap junction protein, alpha 1, 43kDa [Source:HGNC Symbol;
13 2706 1.27 2e-16 6e-16 1x47 gap junction protein, beta 2, 26kDa [Source:HGNC Symbol;A
14 3489 -1.83 2e-16 6e-16 1x44 insulin-like growth factor binding protein 6 [Source:HGNC Sy
15 3848 1.89  2e-16 6e-16 1x47 keratin 1 [Source:HGNC Symbol;Acc:6412]
16 3858 1.37 2e-16 6e-16 1x47 keratin 10 [Source:HGNC Symbol;Acc:6413]
17 3868 134 2e-16 6e-16 1x46 keratin 16 [Source:HGNC Symbol;Acc:6423]
18 192666 1.58 2e-16 6e-16 1x50 keratin 24 [Source:HGNC Symbol;Acc:18527]
19 84648 2.19 2e-16 6e-16 1x48 late cornified envelope 3D [Source:HGNC Symbol;Acc:16615
20 3963 1.46 2e-16 6e-16 1x47 lectin, galactoside-binding, soluble, 7 [Source:HGNC Symbol
I I
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Local Geneset Analysis

Overexpression

Rank GSz p-value #in/all Geneset

1 335 NULL 79/135 H.Tiss WIRTH_Mucosa

2 21.79  NULL 19/42 BP keratinization

3 21.23  NULL 24/53 BP keratinocyte differentiation

4 205 NULL 18/21 CC cornified envelope

5 16.67  NULL 97/572 Disease GUDJ_psoriasis up

6 16.59  NULL 23/76 BP epidermis development

7 15.29 NULL 3/8 GSEA C2LIU_CDX2_TARGETS_DN

8 15.27  NULL 12/21 CC desmosome

9 14.93  NULL 19/82 CC intermediate filament

10 1435  NULL 3/6 GSEA CSMID_BREAST_CANCER_RELAPSE_IN_PLEURA_UP
11 14.23  NULL 12/44 CC keratin filament

12 13.83  NULL 9/16  GSEA CHUPER_BREAST_BASAL_VS_LUMINAL_UP

13 13.26  NULL 3/15 GSEA CPYEON_CANCER_HEAD_AND_NECK_VS_CERVICAL_DN
14 13.11  NULL 3/12 GSEA CREACTOME_GAP_JUNCTION_ASSEMBLY

15 12.91 NULL 4113 GSEA CREACTOME_GAP_JUNCTION_TRAFFICKING

16 1255  NULL 10/19 BP peptide cross-linking

17 12.38  NULL 4110 GSEA CFOURNIER_ACINAR_DEVELOPMENT_LATE_UP

18 1215  NULL 5/25  BP response to zinc ion

19 11.56  NULL 3/15 cc connexon complex

20 11.17 NULL 3/11 GSEA C2MURAKAMI_UV_RESPONSE_6HR_DN

21 10.88  NULL 5/15 GSEA C2AIGNER_ZEB1_TARGETS

22 10.49  NULL 271186 MF structural molecule activity

23 10.37 NULL 4110 GSEA CREACTOME_APOPTOTIC_CLEAVAGE_OF_CELL_ADHESION_F
24 10.14  NULL 5/13 BP negative regulation of peptidase activity

25 10.08  NULL 2/10 MF gap junction channel activity

26 9.89  NULL 2/5 MIRNA targt-196a

27 9.71 NULL 3/10 BP chronic inflammatory response

28 9.57 NULL 3/13 BP intermediate filament cytoskeleton organization

29 949  NULL 5/10 MF RAGE receptor binding

30 9.24 NULL 2/9 GSEA CNIKOLSKY_BREAST_CANCER_17P11_AMPLICON
31 916  NULL 4/21  CC gap junction

32 9 NULL 7129 BP regulation of proteolysis

33 873  NULL 6/15  GSEA CRICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_MODERATEL
34 8.41 NULL 2/10 BP skeletal muscle tissue regeneration

35 8.37 NULL 3/10 GSEA C2MURAKAMI_UV_RESPONSE_1HR_UP

36 8.18 NULL 2/8 GSEA C2DORN_ADENOVIRUS_INFECTION_24HR_UP

37 8.09  NULL 3/11  GSEA C2MURAKAMI_UV_RESPONSE_24HR

38 7.91 NULL 7115 GSEA CAWWANG_BARRETTS_ESOPHAGUS_AND_ESOPHAGUS_CANCE
39 7.65 NULL 1/11 GSEA C2TO_PTTG1_TARGETS_UP

40 7.49 NULL 3/20 MF scaffold protein binding
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Local Summary

%DE = 0.58
# metagenes = 21
# genes = 330

# genes in genesets = 324

#genes with fdr< 0.1 =125 (113 +/12 -)
# genes with fdr < 0.05 =74 (71+/3 -)
# genes with fdr < 0.01 =40 (40+/0 -)

<r> metagenes = 0.93

<r>genes = 0.3

<FC>=0.25
<shrinkage-t> = 8.66
<p-value> = 0.03

<fdr>=0.71
Profile Spot
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Local Genelist

Local Geneset Analysis

Overexpression

Rank GSz p-value #in/all Geneset

1 13.76  NULL 2/13  GSEA CBOYAULT_LIVER_CANCER_SUBCLASS_G2
2 12.03  NULL 22/155 MIRNA tangat-stiRBas2

3 11.38  NULL 30/307 MIRNA tahgat-stiRBag8c-5p

4 11.3  NULL 26/271 miRNA tahget-stiRBaa8h

5 10.05  NULL 33/313 MIRNA tangat-stiRB359

6 991  NULL 2/10  GSEA C2GRANDVAUX_IRF3_TARGETS_DN

7 9.88  NULL 1/7 GSEA CXEGG_SPHINGOLIPID_METABOLISM

8 951  NULL 1/9 GSEA CRREACTOME_ZINC_INFLUX_INTO_CELLS_BY_THE_SLC39_GE!
9 95 NULL 27/321 miRNA tahgat-stifB848a-5p

10 9.37 NULL 271336 MIRNA tahgat-stiBad8b-5p

11 9.01  NULL 4/15  GSEA C2SEIDEN_ONCOGENESIS_BY_MET

12 9 NULL 421436 MIRNA tahgat-simRBa98n

13 892  NULL 29/336 miRNA tahget-stifBa48d-5p

14 8.86 NULL 25/288 MIRNA tahgat-stiBa48]

15 8.69  NULL 30/324 mIiRNA tahgat-stiRBasa

16 868  NULL 2/4 GSEA CKUROKAWA_LIVER_CANCER_EARLY_RECURRENCE_DN
17 865  NULL 14/130 mMIRNA tahget-siRBaset

18 857  NULL 5/8 MMML CGBCIE]_MMML 50

19 853  NULL 1/5 MMML CGBCIEJ_MMML 28

20 8.44 NULL 26/302 MIRNA tangat-stRB39Si

21 842  NULL 29/310 MIRNA tanget-shiRB3%0

22 818  NULL 2/16 CC lamellipodium membrane

23 8.13 NULL 14/122 mIRNA tahgat-stifBa46-3p

24 8.11 NULL 1/12 BP zinc ion transmembrane transport

25 8.11 NULL 1/12 MF zinc ion transmembrane transporter activity
26 809  NULL 1/6 mMIRNA tarnget-125a

27 7.81  NULL 26/301 MIRNA tangat-sirBash

28 7.78 NULL 36/517 MIRNA tangat-siRBassa

29 7.69  NULL 1/11  GSEA C2GALE_APL_WITH_FLT3_MUTATED_DN
30 756 NULL 1/2 TF MYC_Signal transduction UP

31 756  NULL 5/16  GSEA CZCAFFAREL_RESPONSE_TO_THC_UP
32 755  NULL 3/15  GSEA CNVANTVEER_BREAST_CANCER_BRCA1_UP
33 753 NULL 2/15  GSEA CZGENTILE_UV_RESPONSE_CLUSTER_D1
34 7.47  NULL 34/269 MIRNA tahgat-stiRBase4

35 7.43 NULL 1/14 MF metal ion transmembrane transporter activity
36 7.41  NULL 23/198 MIRNA tangat-stiRB3a

37 7.36 NULL 35/511 MIRNA tangat-stRBassh

38 729  NULL 17/197 mMIRNA tahget-siRBags

39 727 NULL 35/538 MiRNA tanget-stRBage

40 7.25  NULL 20/241 miRNA tahgat-stiRBase

Rank log(FC)  fdr Description
ID p-value  Metagene
1 8560 1.34 2e-16 2e-14 27 x50 delta(4)-desaturase, sphingolipid 1 [Source:HGNC Symbol;A
2 25800 1.48 2e-16 2e-14 25x50 solute carrier family 39 (zinc transporter), member 6 [Source:
3 965 1.23 2e-14 4e-08 28x50 CD58 molecule [Source:HGNC Symbol;Acc:1688]
4 91612 1.02 3e-10 2e-07 24x48 churchill domain containing 1 [Source:HGNC Symbol;Acc:20(
5 6814 0.97 2e-09 2e-07 26x50 syntaxin binding protein 3 [Source:HGNC Symbol;Acc:11446
6 84693 0.96 3e-09 5e-06 29x50 methylmalonyl CoA epimerase [Source:HGNC Symbol;Acc:1t
7 10929 0.89 4e-08 6e-06 28x49 Homo sapiens serine/arginine-rich splicing factor 8 (SRSF8),
8 100008589 0.87 8e-08 5e-05 23x50 RNA, 28S ribosomal 5 [Source:HGNC Symbol;Acc:37659]
9 2632 0.8 8e-07 5e-05 25x50 glucan (1,4-alpha-), branching enzyme 1 [Source:HGNC Syi
10 1665 0.79 9e-07 5e-05 27 x50 DEAH (Asp-Glu-Ala-His) box helicase 15 [Source:HGNC Sy
11 1810 0.78 1le-06 5e-05 26x50 down-regulator of transcription 1, TBP-binding (negative cofi
12 55858 078  1e-06 4e-04 27 x50 transmembrane protein 165 [Source:HGNC Symbol;Acc:307¢
13 829 0.74 5e-06 4e-04 30x50 capping protein (actin filament) muscle Z-line, alpha 1 [Sourc
14 51377 0.73 7e-06 6e-04 28 x50 ubiquitin carboxyl-terminal hydrolase L5 [Source:HGNC Sym
15 8624 0.71 le-05 6e-04 29x50 proteasome (prosome, macropain) assembly chaperone 1 [S
16 5868 0.69 2e-05 6e-04 25x50 RABS5A, member RAS oncogene family [Source:HGNC Symkt
17 9652 0.69 2e-05 6e-04 26x50 tetratricopeptide repeat domain 37 [Source:HGNC Symbol;Ac
18 23515 0.68 2e-05 8e-04 25x50 MORC family CW-type zinc finger 3 [Source:HGNC Symbol;s
19 81573 0.67 4e-05 8e-04 26x50 ankyrin repeatdomain 13C [Source:HGNC Symbol;Acc:2537
20 134510 0.67 4e-05 8e-04 29 x49 ubiquitin-like domain containing CTD phosphatase 1 [Source
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Local Summary Local Genelist Local Geneset Analysis

Underexpression
%DE = 0.79 Rank log(FC)  fdr Description
' ID -value  Metagene .
# metagenes = 30 P Rank GSz p-value #in/all Geneset
# genes = 421 1 4316 -1.86 2e-16 2e-14 2x1  matrix metallopeptidase 7 (matrilysin, uterine) [Source:HGNC ] -28.49 NULL 91/250 LymphomsENZ_Stromal signature 1
2 -24.17 NULL 71/190 CC extracellular matrix
# genes in genesets =416 2 4320 -1.32 4e-16 2e-14 3x1 matrix metallopeptidase 11 (stromelysin 3) [Source:HGNC Sy 3 -19.43 NULL 741242 BP extracellular matrix organization
4 -18.83 NULL 6/10  GSEA C2JEON_SMAD6_TARGETS_UP
: — 3 3553 -1.3 7e-16 4e-14 1x1 interleukin 1, beta [Source:HGNC Symbol;Acc:5992] 5 -18.59 NULL 9/11 MF platelet-derived growth factor binding
# genes Wlth fdr < Ol - 256 ( 25 + / 231 ) 6 -18.41 NULL 7711 Glio Phillips MES up vs Prolif & PN
# genes with fdr < 0.05 = 219 ( 21 +/198 - ) 4 6696 -129 1e-15 1e-11 2x1  secreted phosphoprotein 1 [Source:HGNC Symbol:Acc:1125! 7 -18.26 NULL 101/683 CC extracellular space
8 -18.24 NULL 92/553 Cancer Lembcke_Colonic Inflammation
# genes with fdr < 0.01 =160 (12 +/148 -) 5 26064 -119 2e-13 2e-11 4x1  retinoic acid induced 14 [Source:HGNC SymbolAcc:14873] 9 -18.08 NULL 13/16  GSEA CFARMER_BREAST_CANCER_CLUSTER 5
10 -18.06 NULL 15/16 MMML CG®CIEJ_MMML 1
6 3040 -117 5e-13 2e-11 4x1  hemoglobin, alpha 2 [Source:HGNC Symbol;Acc:4824] 11 -17.98 NULL 7/16  GSEA CZCROONQUIST_STROMAL_STIMULATION_UP
t 0.94 12 -17.85 NULL 16/37 BP collagen fibril organization
<r> metagenes = 0. .
9 7 7076 116 7e-13 2e-11 4x1  TIMP metallopeptidase inhibitor 1 [Source:HGNC SymbolAc 13 17.75 NULL 6/13  GSEA CZTSAI_RESPONSE_TO_RADIATION_THERAPY
<r> geneS =0.35 14 -17.05 NULL 8/15 GSEA C2DASU_IL6_SIGNALING_SCAR_DN
8 10630 -115 le-12 Se-11 1x2  podoplanin [SourcetHGNC Symbol:Acc:29602] 15 -16.99 NULL 51/265 Glio  wilscher GBM_ Verhaak-CL_expression B_up
16 -16.99 NULL 51/265 Glio willscher_GBM_Verhaak-MES_expression_B_up
<FC>=-0.36 9 we2 Z114 2e-12 Se-11 3x1  versican [Source:HGNC Symbol:Acc:2464] 17 -16.99 NULL 51/265 Glio w!IlscheLGBM7Verhaak—PNwliexpressm.niBidown
18 -16.99 NULL 51/265 Glio willscher_GBM_Verhaak-PNmut_expression_B_down
< i —-t>=-12. -16. /ANG_ESOPHAGUS_CANCER_PROGRESSION_UP
Shnnkage t 12.45 10 23213 -1.13 2e-12 8e-11 2x1 sulfatase 1 [Source:HGNC Symbol;Acc:20391] 19 1686 NULL 4t GSEA C2W/ - X - - -
I 0 20 -16.78 NULL 134 /1182CC extracellular region
<p_Va ue> = -16.61 NULL 11/15 GSEA C2ONDER_CDH1_TARGETS_2_UP
11 57124 1.13 3e-12 8e-11 3x1  CD248 molecule, endosialin [Source:HGNC Symbol;Acc:182 21 ! - — -
fdr> = 0.51 22 -16.49 NULL 2/3 GSEA CKONDO_HYPOXIA
<tdr>=0. ! 2 h e, enteric [ HGNC Syml 23 -15.83 NULL 34/69 BP extracellular matrix disassembly
- - - actin, gamma 2, smooth muscle, enteric [Source: m|
12 7 112 de-1z gell 4xi 9 " ric [Sour 4 24 -15.77 NULL 5/7 GSEA CZTSUNODA_CISPLATIN_RESISTANCE_UP
. h lobin. beta [S ‘HGNG Symbol:Acc:4827 25 -14.91 NULL 12/35 Glio Colman_survival_associated
PrOfI|e Spot 13 3043 “112 Se-12 4e-10 5x1 emoglobin, beta [Source: YMOOLACE: ] 26 -14.72 NULL 22/57 MF extracellular matrix structural constituent
) ! : 27 -14.24 NULL 8/15  GSEA C2MASRI_RESISTANCE_TO_TAMOXIFEN_AND_AROMATASE_INF
- 50 14 4319 11 9e-12 4e-10 1x3 matrix metallopeptidase 10 (stromelysin 2) [Source:HGNC Sy 28 -13.92 NULL 274 MMML CEBCIE] MMML 23
L _ o _ 29 -13.81 NULL 6/13  GSEA CFRIDMAN_SENESCENCE_UP
40 - 15 414062 -1.09 1le-11 8e-10 1x1 chemokine (C-C motif) ligand 3-like 3 [Source:HGNC Symbc 30 ~13.75 NULL 8/12 MIRNA tangt-29¢
31 -13.69 NULL 29/64 BP collagen catabolic process
16 229 -1.08 2e-11 1e-09 7x3 forkhead box C1 [Source:HGNC Symbol;Acc:3800] 32 _13.66 NULL 7116 GSEA CZHU_CMV_ALL_DN
30 33 -1323 NULL 6/16  GSEA CZHU_CMV_24_HR_DN
17 2722 -107 4e-11 1e-09 1x3  dickkopf WNT signaling pathway inhibitor 3 [Source:HGNC S: 34 ~1312 NULL 9/15  GSEA CZONDER_CDH1_SIGNALING_VIA_CTNNBL
2 35 -12.93 NULL 5/10 BP protein heterotrimerization
0 18 2919 -1.06 4e-11 1e-09 1x1  chemokine (C-X-C motif) ligand 1 (melanoma growth stimule 36 -12.91 NULL 4/12 GSEA CVERRECCHIA_RESPONSE_TO_TGFB1_C2
. 37 -12.89 NULL 4/10 GSEA CNOJIMA_SFRP2_TARGETS_UP
10 — 19 3678 -1.06 6e-11 1le-09 1x1 integrin, alpha 5 (fibronectin receptor, alpha polypeptide) [Sot 38 -12.78 NULL 31/269 BP inflammatory response
39 -12.05 NULL 7116 GSEA C2GU_PDEF_TARGETS_UP
1 _’ 20 10631 -1.05 8e-11 2e-09 2x1  periostin, osteoblast specific factor [Source:HGNC Symbol:Ac 40 -12.05 NULL 5/10 BP negative regulation of fibroblast growth factor receptor signaling pa
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