GW 259

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 = 1863 (1007 +/856 -)
Overexpressed
# genes with fdr < 0.1 = 1423 ( 771+ /652 - ) 1 s8 281  2e-16 4e-14 25x1 actin, alpha 1, skeletal muscle [Source:HGNC Symbol:Acc:1z ] 15.16  NULL 127 H.Tiss WIRTH_Muscle
2 13.9  NULL 16 GSEA CRICKMAN_HEAD_AND_NECK_CANCER_F
# genes with fdr < 0.05 = 1194 ( 646 + /548 - ) 2 70 26 2e-16 4e-14 25x1 actin, alpha, cardiac muscle 1 [Source:HGNC Symbol;Acc:14 3 12.25 NULL 633 Chr Chr9
. 4 12.17  NULL 36 BP muscle filament sliding
# genes with fdr < 0.01 =773 ( 420 + /353 - ) 3 26 252  2e-16 4e-14 50x50 aldehyde dehydrogenase 1 family, member Al [Source:HGNC 5 11.05  NULL 44 MF structural constituent of muscle
6 10.76  NULL 914 Chr Chr3
H - — — i i . 10.38 NULL 16 H.Tiss WIRTH_Hippocampus
# n in n =1 2 4 445328 1.79 2e-16 4e-14 4x46 Rho guanine nucleotide exchange factor (GEF) 35 [Source:H 7
genes in genesets = 1633 8 791 NULL 313 MIRNA taiget-stRBSS9
5 760 -1.98 2e-16 4e-14 1x44 carbonic anhydrase Il [Source:HGNC Symbol;Acc:1373] 9 7.74  NULL 84 BP muscle contraction
<FC> = 0 10 7.71 NULL 391 miRNA 30TGRA-181A--181B--181C--181D
. 6 6364 -2.45 2e-16 4e-14 46x1 chemokine (C-C motif) ligand 20 [Source:HGNC Symbol;Acc 11 7.68 NULL 463 MIRNA tahgat- 3%a
<shrinkage-t>=0 12 759 NULL 16 MMML CGBCIE]_MMML 1
) 13 753  NULL 232 Chr Chr18
- -1 — — lin D1 [Sc :HGNC Symbol;Acc:1582]
<p-value>=0.11 7 5 195 2e-16 4e-14 1x6  cyclin Dl [Source ymboliAcc:1582] 14 753 NULL 16 GSEA CFARMER_BREAST_CANCER_CLUSTER_5
) ) 15 75 NULL 14 cc contractile fiber
<fdr>=0.86 8 1000 2 2e-16 4e-14 4x1  cadherin 2, type 1, N-cadherin (neuronal) [Source:HGNC Sy 16 747 NULL 184 IRNA tanget 1
: o ! 17 7.38  NULL 421 MiRNA tanget-fiesBase
9 4680 -2.58 2e-16 4e-14 1x50 carcinoembryonic antigen-related cell adhesion molecule 6 (i 18 737 NULL 362 MIRNA 3CRET-200B--200C—-429
19 729  NULL 396 mMIRNA targat-stiRB39eb
]_O 1114 2.19 2e-16 4e-14 25x1 chromogranin B (secretogranin 1) [Source:HGNC Symbol;Ac 20 7.4 NULL 603 MIRNA tanget-siRBasa
11 1158 257  2e-16 4e-14 25x1 creatine kinase, muscle [Source:HGNC Symbol;Acc:1994] Underexpressed
1 -19.38 NULL 572 Disease GUDJ_psoriasis up
12 22802 171 2e-16 4e-14 1x50 chloride channel accessory 4 [Source:HGNC SymboliAcci20: 2 -16 NULL 77 Chr Chr 16
3 -13.22 NULL 21 cc cornified envelope
. o 4 -12.95 NULL 135 H.Tiss WIRTH_Mucosa
- — - ifelin [St :HGNC Symbol;Acc:30183] 3
PrOfI|e Regulated SpOtS 13 sesis 177 2e-16 4e-14 1x50  comifelin [Source: ymooiAce ] 5 -12.19 NULL 553 Cancer Lembcke_Colonic Inflammation
. 6 -12.15 NULL 312 BP immune response
- 50 _. ‘ 14 49860 -1.92 2e-16 4e-14 1x50 cornulin [Source:HGNC Symbol;Acc:1230] 7 1196 NULL 2 BP Keratinization
8 -11.4  NULL 918 Chr Chr 17
15 54541 -1.73 2e-16 4e-14 1x4 DNA-damage-inducible transcript 4 [Source:HGNC Symbol;, 9 -11.39 NULL 76 BP epidermis development
40 10 -11.16 NULL 51 BP type | interferon signaling pathway
16 115265 1.99 2e-16 4e-14 25x1 DNA-damage-inducible transcript 4-like [Source:HGNC Syn 11 -9.98  NULL 53 BP keratinocyte differentiation
30 12 -8.7 NULL 10 MF RAGE receptor binding
17 1672 235 2e-16 4e-14 1x50 defensin, beta 1 [Source:HGNC Symbol;Acc:2766] 13 -8.69  NULL 204 BP  cytokine-mediated signaling pathway
14 -8.56  NULL 417 H.Tiss WIRTH_Immune system
20 — _ _ _ " . L 15 -8.51 NULL 269 BP inflammatory response
18 414325 215 2e-16 4e-14 1x48 defensin, beta 103B [Source:HGNC Symbol;Acc:31702] 16 841  NULL 13 GSEA CZBOWIE_RESPONSE_TO_TAMOXIFEN
17 -8.38  NULL 15 GSEA CPYEON_CANCER_HEAD_AND_NECK_VS_CERVICAL_DN
10 - 19 1673 -271 2e-16 4e-14 1x49 defensin, beta 4B [Source:HGNC Symbol;Acc:30193] 18 _8.24 NULL 60 BP interferon-gamma-mediated signaling pathway
19 -8.23 NULL 10 GSEA C2AUJLA_IL22_AND_IL17A_SIGNALING
1 20 2201 1.79 2e-16 4e-14 1x5 fibrillin 2 [Source:HGNC Symbol;Acc:3604] 20 -8.16  NULL 265 Glio willscher_GBM_Verhaak-CL_expression_B_up
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GW 259

Local Summary

Local Genelist

%DE = 0.67 Ra”'fD
# metagenes = 1
# genes = 15 1 22908
# genes in genesets = 15
2 222166
#geneswithfdr<0.1 =9 (9+/0 —-)
. 3 148738
# genes with fdr < 0.05 =8 (8+/0 -)
# genes with fdr<0.01=3 (3+/0 -) 4 10486
5 786
<r> metagenes = NA
<r>genes = 0.64 6 4618
<FC>=0.5 7 a7
<shrinkage-t> = 17.59
<p-value>=0.01 8 a2
<fdr> = 0.5 O 84665
Profile Spot 10 150572
50 50
- 11 200539
40 40
12 7111
30 — 30
13 131377
20 20 —
14 4634
10 10 —
15 844
1 — '_F T q 1 I B m—
1 10 20 30 40 50 1 10 20 30 40 50
15
z 1
9]
c
(&)
() 5
0

log(FC)  fdr Description
p-value  Metagene

1.18 1e-08 3e-05 24x1 LIMand calponin homology domains 1 [Source:HGNC Symb:
0.94 5e-06 7e-04 24x1 maturin, neural progenitor differentiation regulator homolog (>
0.78 le-04 9e-03 24x1 hemochromatosis type 2 (juvenile) [Source:HGNC Symbol;Ac
0.64 2e-03 2e-02 24x1 CAP adenylate cyclase—associated protein, 2 (yeast) [Source
0.58 5e-03 2e-02 24x1 calcium channel, voltage-dependent, gamma subunit 1 [Sour
0.51 1e-02 2e-02 24x1 myogenic factor 6 (herculin) [Source:HGNC Symbol;Acc:756¢
0.5 2e-02 2e-02 24x1 ATPase, Na+/K+ transporting, alpha 2 polypeptide [Source:Ht
0.48 2e-02 2e-02 24x1 myomesin 2 [Source:HGNC Symbol;Acc:7614]
0.47 2e-02 5e-02 24x1 myopalladin [Source:HGNC Symbol;Acc:23246]
0.43 4e-02 1le-01 24x1 SET and MYND domain containing 1 [Source:HGNC Symbol
0.42 4e-02 1e+00 24x1 ankyrin repeat domain 23 [Source:HGNC Symbol;Acc:24470]
0.37 8e-02 1e+00 24x1 tropomodulin 1 [Source:HGNC Symbol;Acc:11871]
0.12 6e-01 1e+00 24x1 kelch-like family member 40 [Source:HGNC Symbol;Acc:303
0.07 7e-01 1e+00 24x1 myosin, light chain 3, alkali; ventricular, skeletal, slow [Source
0.05 8e-01 1e+00 24x1 calsequestrin 1 (fast-twitch, skeletal muscle) [Source:HGNC
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Local Geneset Analysis

Overexpression
Rank

1 2292  NULL
2 20.97 NULL
3 1549  NULL
4 1514  NULL
5 126  NULL
6 12.6 NULL
7 12.37  NULL
8 12.27  NULL
9 11.67  NULL
10 11.33  NULL
11 11.31  NULL
12 10.76  NULL
13 1043 NULL
14 10.39  NULL
15 10.18  NULL
16 9.92 NULL
17 967  NULL
18 9.48 NULL
19 9.38 NULL
20 9.37 NULL
21 923  NULL
22 9.23 NULL
23 9.23 NULL
24 921  NULL
25 9.08  NULL
26 8.9 NULL
27 8.84 NULL
28 8.71 NULL
29 868  NULL
30 853  NULL
31 8.5 NULL
32 8.22 NULL
33 818  NULL
34 7.9 NULL
35 7.9 NULL
36 7.9 NULL
37 7.84 NULL
38 7.82  NULL
39 7.12 NULL
40 7.02 NULL

1/14
1/16
4120
8/127
1/10
1/10
1/14
1/10
1/21
1/22
1/16
1/12
1/34
1/12
1/13
1/11
1/14
1/15
3/84
2/18
1/15
1/15
3/34
1/22
1/16
1/12
1/16
41297
2/47
1/16
1/25
2/44
1/18
1/19
1/19
1/19
1/24
1/12
1/28
1/14

GSz p-value #in/all Geneset

BP actomyosin structure organization

GSEA CAWATANABE_ULCERATIVE_COLITIS_WITH_CANCER_UP
cc I band

H.Tiss WIRTH_Muscle

BP skeletal muscle tissue regeneration

TF Tissue/AQUERIZAS_Skeletal. muscle.psoas

GSEA CNIKOLSKY_BREAST_CANCER_6P24_P22_AMPLICON

BP regulation of respiratory gaseous exchange by neurological systen
BP iron ion homeostasis

MF coreceptor activity

GSEA CREACTOME_SIGNALING_BY_ROBO_RECEPTOR

BP regulation of smooth muscle contraction

mIRNA tahget-stiffB&46-5p

cC myosin filament

GSEA CXEGG_PROXIMAL_TUBULE_BICARBONATE_RECLAMATION
BP positive regulation of myoblast differentiation

MF hydrolase activity, acting on acid anhydrides, catalyzing transmemt
GSEA CREACTOME_MYOGENESSIS

BP muscle contraction

BP regulation of the force of heart contraction

Cancer BEN-PORATH_UP

GSEA C2COLIN_PILOCYTIC_ASTROCYTOMA_VS_GLIOBLASTOMA_UP
cc myofibril

BP activation of adenylate cyclase activity

GSEA CHASLINGER_B_CLL_WITH_CHROMOSOME_12_TRISOMY

MF titin binding

GSEA CBROWNE_HCMV_INFECTION_2HR_UP

MF actin binding

BP skeletal muscle cell differentiation

cC M band

BP establishment or maintenance of cell polarity
BP adult locomotory behavior

BP regulation of muscle contraction

BP ATP biosynthetic process

BP regulation of vasoconstriction

BP response to nicotine

cCc voltage—gated calcium channel complex
H.Tiss WIRTH_Prim. lymphoid organs

MF voltage-gated calcium channel activity
MF tropomyosin binding
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Local Summary Local Genelist Local Geneset Analysis

Overexpression
%DE = 0.75 Rank log(FC)  fdr Description
ID p-value  Metagene .
# metagenes = 23 Rank GSz p-value #in/all Geneset
# genes = 300 1 216 2.52 2e-16 2e-15 50x50 aldehyde dehydrogenase 1 family, member Al [Source:HGN( 1 22.51  NULL 2/7 GSEA CIMCCOLLUM_GELDANAMYCIN_RESISTANCE_DN
. 2 14.84  NULL 73/914 Chr Chr3
# genes in genesets = 298 2 2719 208 2e-16 2e-15 50x50 glypican 3 [Source:HGNC Symbol;Acc:4451] 3 14.05  NULL 6/14  GSEA CAVANTVEER_BREAST_CANCER_METASTASIS_DN
4 1341 NULL 2/7 GSEA CFREDERICK_PRKCI_TARGETS
. 3 57110 171  2e-16 2e-15 50x50 HRAS-like suppressor [Source:HGNC Symbol;Acc:14922] 5 12.66  NULL 3/6 GSEA CIMYLLYKANGAS_AMPLIFICATION_HOT_SPOT_7
< = + - = -
#genes with fdr<0.1 =179 (171+/8 -) 6 1219 NULL 4/11  GSEA C2ODONNELL_TFRC_TARGETS_DN
# genes with fdr < 0.05 =160 ( 153 +/7 - ) 4 10643 177  2e-16 2e-15 48x50 insulin-like growth factor 2 mRNA binding protein 3 [Source:t 7 12.16  NULL 2/6 GSEA C2GAUSSMANN_MLL_AF4_FUSION_TARGETS_D_DN
8 12.11  NULL 4113 BP regulation of blood vessel size
# genes with fdr < 0.01 =134 (128+/6 -) 5 3880 202 2e-16 2e-15 50x49 keratin 19 [Source:HGNC Symbol;Acc:6436] 9 12.06  NULL 1/11  Glio  neurons_glio
10 1043 NULL 1/4 GSEA CIMYLLYKANGAS_AMPLIFICATION_HOT_SPOT_13
6 4922 425  2e-16 2e-15 50x50 neurotensin [Source:HGNC Symbol;Acc:8038] 11 1028  NULL 3/9 GSEA CREACTOME_METABOLISM_OF_AMINO_ACIDS
<r> metagenes =092 12 10.11  NULL 1/15 MF neuropeptide hormone activity
! 7 139728 19 2e-16 2e-15 49x 49 pregnancy up-regulated nonubiquitous CaM kinase [Source:!| 13 10 NULL 1/6 GSEA CXAPOSI_LIVER_CANCER_POOR_SURVIVAL_DN
<r> genes = 0.27 14 969  NULL 4/15  GSEA C2ODONNELL_TARGETS_OF_MYC_AND_TFRC_DN
8 5984 172 2e-16 2e-15 46x50 replication factor C (activator 1) 4, 37kDa [Source:HGNC Syn 1D 948  NULL 3/8 GSEA C2IU_CDX2_TARGETS_DN
16 9.47  NULL 3/16  GSEA CXCAFFAREL_RESPONSE_TO_THC_UP
<FC>=0.58 9 6657 1.85 2e-16 2e-15 50x50 SRY (sex determining region Y)-box 2 [Source:HGNC Symbc 17 9.42 NULL 3/9 GSEA C23EMBA_FHIT_TARGETS_DN
. 18 9.03  NULL 3/9 GSEA CBROWNE_HCMV_INFECTION_8HR_UP
< -t> =
shrlnkage t 20.37 10 7037 150 2e-16 2e-15 47x50 transferrin receptor [Source:HGNC Symbol;Acc:11763] 19 8.88 NULL 3/13 GSEA C2JAERVINEN_AMPLIFIED_IN_LARYNGEAL_CANCER
< lue> = 0 20 886  NULL 2/7 GSEA CRREACTOME_G1_S_TRANSITION
p-value> = 4 OR
11 1894 1.64 2e-15 6e-13 45x50 epithelial cell transforming sequence 2 oncogene [Source:HG 21 8.49 NULL 4114 GSEA CHORKOLA_YOLK_SAC_TUMOR
<fdr> = 0.44 22 845  NULL 3/16  GSEA CBOYAULT_LIVER_CANCER_SUBCLASS_G1 DN
o 12 56922 1.6 le-14 6e-13 50x50 methylcrotonoyl-CoA carboxylase 1 (alpha) [Source:HGNC € 23 831 NUuLL 8/11  GSEACZMID_BREAST_CANCER_BASAL_UP
8 - - = rpoxylas urce: <
€ © X v 4 4 P 24 7.93  NULL 3/8 GSEA CRREACTOME_E2F_TRANSCRIPTIONAL_TARGETS_AT_G1_S
. 13 116832 158 o | brotein L39—iike IS HONG Symbol:ACc:1700 25 7.89  NULL 1/9 GSEA C2ABDULRAHMAN_KIDNEY_CANCER_VHL_DN
- _ _ . A 17092
Profile SpOt : 2e-14 Ge-13 46x50 ribosomal protein L39-like [Source YMBOLACE: 26 789 NULL 1/9  GSEA CZREACTOME_ETHANOL_OXIDATION
27 7.88  NULL 4/11  GSEA CXALMA_E2F1_TARGETS
50 ‘ 14 10655 1.57 2e-14 2e-12 50x50 doublesex and mab-3 related transcription factor 2 [Source:+ 28 783 NULL 2/10 GSEA CZCONRAD_STEM_CELL
29 776 NULL 4/15  GSEA C2MMS_MOUSE_LYMPH_HIGH_4HRS_UP
40 - 15 8702 1.55 6e-14 4e-12 50x50 UDP-Gal:betaGIcNAc beta 1,4- galactosyltransferase, polyp 30 76 NULL 3/16 GSEA CZSANA_RESPONSE_TO_IFNG_DN
_ o _ ) 31 7.6 NULL 1/5 MIRNA tanget-320
16 1780 151 2e-13 4e-12 50x50 dynein, cytoplasmic 1, intermediate chain 1 [Source:HGNC S 32 7.48 NULL 4715 GSEA CBOYAULT LIVER_CANCER_SUBCLASS_G23_UP
30 33 7.44 NULL 2/21 BP osteoclast differentiation
17 11166 1.51 2e-13 4e-12 50x50 SRY (sex determining region Y)-box 21 [Source:HGNC Symt 34 7.42 NULL 1/10 GSEA CMAINA_VHL_TARGETS_UP
20 4 35 7.42  NULL 1/10  GSEA CFRIDMAN_SENESCENCE_DN
18 57526 151  2e-13 8e-12 50x50 protocadherin 19 [Source:HGNC Symbol;Acc:14270] 36 7.36  NULL 2/16  GSEA CZOLIN_PILOCYTIC_ASTROCYTOMA_VS_GLIOBLASTOMA_DN
37 7.24 NULL 2/11 GSEA CDANG_MYC_TARGETS_UP
10 19 ss 15 3e-13 1le-10 46x50 actin-like 6A [Source:HGNC Symbol;Acc:24124] 38 71 NULL 3/16  GSEA CZGARGALOVIC_RESPONSE_TO_OXIDIZED_PHOSPHOLIPIDS_F
39 7.07  NULL 2/11  GSEA CXUI_GLUCOSE_DEPRIVATION
_._F_ q 1 20 7546 1.45 2e-12 3e-10 48x50 Zic family member 2 [Source:HGNC Symbol;Acc:12873] 40 6.79 NULL 2/12 BP cellular aldehyde metabolic process
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Local Summary

Local Genelist

%DE = 0.91 Ra”'fD
# metagenes = 2
# genes = 100 1 a3
# genes in genesets = 98 2 4061
# genes with fdr<0.1 =86 (3+/83 -) 3 e
# genes with fdr < 0.05 =77 (1+/76 -) 4 6
# genes with fdr < 0.01 =65 (1+/64 -) 5 684
6 10866
<r> metagenes = 1 7 oser
<r>genes = 0.51
8 3106
<FC>=-0.7 9 3
<shrinkage-t> = -24.53 10 ssa1
<p-value>=10
11 8519
<fdr>=10.29
12 3135
Profile Spot 13 se
50 - 50 — 14 10410
15 10581
40 40
16 64135
30 30
17 3133
20 — 20 18 7453
10 10 — 19 9636
20 6772
1 — '_F T q 1 I B m—
1 10 20 30 40 50 1 10 20 30 40 50
15
*? 10
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c
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log(FC)  fdr Description
p-value  Metagene
-17 2e-16 1le-15 32x1
-1.72 2e-16 1e-15 32x1 lymphocyte antigen 6 complex, locus E [Source:HGNC Symb
-1.54 4e-16 2e-13 32x1 myxovirus (influenza virus) resistance 1, interferon—inducible
-1.58 2e-14 2e-13 32x1 complement factor B [Source:HGNC Symbol;Acc:1037]
-156 5e-14 1e-10 32x1 bone marrow stromal cell antigen 2 [Source:HGNC Symbol;A
-14 le-11 2e-09 32x1 HLA complex P5 (non—protein coding) [Source:HGNC Symbc
-1.31 2e-10 2e-09 32x1 SCO2 cytochrome c oxidase assembly protein [Source:HGN(
-1.18 5e-10 2e-09 32x1 major histocompatibility complex, class I, B [Source:HGNC S!
-1.28 6e-10 2e-09 32x1 major histocompatibility complex, class I, F [Source:HGNC Sy
-1.26 9e-10 2e-09 32x1 helicase with zinc finger 2, transcriptional coactivator [Source
-1.26 1e-09 1e-08 32x1 interferon induced transmembrane protein 1 [Source:HGNC ¢
-1.21 5e-09 1e-08 32x1 major histocompatibility complex, class I, G [Source:HGNC S
-1.21 5e-09 1e-08 32x1 proteasome (prosome, macropain) subunit, beta type, 10 [So!
-11 6e-09 4e-08 32x1 interferon induced transmembrane protein 3 [Source:HGNC £
-1.09 1e-08 4e-07 32x1 interferon induced transmembrane protein 2 [Source:HGNC &
-1.12 6e-08 4e-07 32x1 interferon induced with helicase C domain 1 [Source:HGNC &
-1.09 1e-07 4e-07 32x1 major histocompatibility complex, class I, E [Source:HGNC S
-1.08 2e-07 8e-07 32x1 tryptophanyl-tRNA synthetase [Source:HGNC Symbol;Acc:1:
-1.06 3e-07 8e-07 32x1 ISG15 ubiquitin-like modifier [Source:HGNC Symbol;Acc:40%
-1.05 3e-07 3e-06 32x1 signal transducer and activator of transcription 1, 91kDa [Sou
— e o o o ol -
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Local Geneset Analysis

p-value #in/all Geneset

Underexpression
Rank GSz

1 -55.9  NULL
2 -48.36 NULL
3 -446  NULL
4 -43.25 NULL
5 -42.89 NULL
6 -38.76 NULL
7 -36.87 NULL
8 -36.19 NULL
9 -34.39 NULL
10 -33.54 NULL
11 -32.31 NULL
12 -32.31 NULL
13 -29.26 NULL
14 -29.08 NULL
15 -28.95 NULL
16 -28.54 NULL
17 -26.9 NULL
18 -26.64 NULL
19 -26.15 NULL
20 -25.84 NULL
21 -25.65 NULL
22 -25.41 NULL
23 -24.78 NULL
24 -24.39 NULL
25 -24.37 NULL
26 -23.38 NULL
27 -23.09 NULL
28 -21.82 NULL
29 -21.59 NULL
30 -20.41 NULL
31 -20.09 NULL
32 -20.01 NULL
33 -19.64 NULL
34 -19.37 NULL
35 -19.04 NULL
36 -18.46 NULL
37 -17.89 NULL
38 -17.68 NULL
39 -17.44 NULL
40 -16.83 NULL

28/51
9/10
10/13
5/6
11/16
7110
10/16
13/31
6/10
10/16
2/2
30/123
33/204
26/109
12/16
7118
3/4
6/18
6/12
16/ 60
6/8
5/16
6/16
6/14
6/14
5/18
7116
30/274
8/11
1/2
3/5
5/16
5/23
46 /572
11/70
11/74
4112
6/32
11/74
3/9

BP type | interferon signaling pathway

GSEA CBOWIE_RESPONSE_TO_EXTRACELLULAR_MATRIX
GSEA CBOWIE_RESPONSE_TO_TAMOXIFEN
Lymphon®AVE_MHCCII BL DN

GSEA CZHANG_INTERFERON_RESPONSE

GSEA C2GRANDVAUX_IFN_RESPONSE_NOT_VIA_IRF3
GSEA CZEINAV_INTERFERON_SIGNATURE_IN_CANCER
BP negative regulation of viral genome replication

cC MHC class | protein complex

GSEA C2UROSEVIC_RESPONSE_TO_IMIQUIMOD

MMML CGBCIEJ_MMML 27

BP defense response to virus

BP cytokine-mediated signaling pathway

BP response to virus

GSEA C2MOSERLE_IFNA_RESPONSE

BP positive regulation of T cell mediated cytotoxicity

GSEA CKRASNOSELSKAYA_ILF3_TARGETS_UP

MF peptide antigen binding

GSEA CZTSAI_DNAJB4_TARGETS_UP

BP interferon-gamma-mediated signaling pathway

GSEA CROETH_TERT_TARGETS_UP

GSEA CZHANG_ANTIVIRAL_RESPONSE_TO_RIBAVIRIN_UP
GSEA C2XU_HGF_TARGETS_INDUCED_BY_AKT1_6HR
GSEA C2XU_AKT1_TARGETS_6HR

Glio Donson-immune cell intra signaling-associated with LTS in HGA
BP response to interferon-gamma

GSEA C2MAHADEVAN_RESPONSE_TO_MP470_UP
Lymphon®PANG_IL21 DN

GSEA CBENNETT_SYSTEMIC_LUPUS_ERYTHEMATOSUS
MIRNA tangft-152

GSEA CXIM_LRRC3B_TARGETS

GSEA CZHAN_MULTIPLE_MYELOMA_LB_DN

cC integral to lumenal side of endoplasmic reticulum membrane
Disease GUDJ_psoriasis up

BP antigen processing and presentation of exogenous peptide antigen
BP antigen processing and presentation of exogenous peptide antigen

GSEA CZHU_CMV_8_HR_UP
cc ER to Golgi transport vesicle membrane

BP regulation of immune response

GSEA CFURUKAWA _DUSP6_TARGETS_PCI35_UP
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Local Summary

%DE = 0.94
# metagenes =5
# genes = 158

# genes in genesets = 156

# genes with fdr< 0.1 =134 (1+/133 -)
# genes with fdr < 0.05 =120 (1+/119 -)
# genes with fdr < 0.01 =97 (1+/96 -)

<r> metagenes = 1

<r> genes = 0.66

<FC>=-0.53
<shrinkage-t> = -18.68

<p-value>=10

Spot

Local Genelist

Rank
ID
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3128
260436
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log(FC)  fdr Description
p-value  Metagene
-1.72 2e-16 2e-15 50x1 ras-related C3 botulinum toxin substrate 2 (rho family, small (
-1.45 2e-12 4e-08 50x1 major histocompatibility complex, class Il, DR beta 6 (pseudo
-1.21 5e-09 5e-08 50x1 follicular dendritic cell secreted protein [Source:HGNC Symbc
-1.18 1e-08 3e-07 50x1 lymphocyte cytosolic protein 1 (L-plastin) [Source:HGNC Syr
-1.11 7e-08 3e-07 50x1 immunoglobulin J polypeptide, linker protein for immunoglobu
-1.11 8e-08 1e-06 50x1 major histocompatibility complex, class Il, DM alpha [Source:!
-1.08 2e-07 2e-06 50x1 hematopoietic cell-specific Lyn substrate 1 [Source:HGNC S
-1.03 5e-07 2e-06 50x1 CD74 molecule, major histocompatibility complex, class Il inv.
-1.03 6e-07 2e-06 50x1 ubiquitin D [Source:HGNC Symbol;Acc:18795]
-1.02 8e-07 9e-06 50x1 serglycin [Source:HGNC Symbol;Acc:9361]
-0.97 3e-06 9e-06 50x1 pleckstrin [Source:HGNC Symbol;Acc:9070]
-0.96 3e-06 2e-05 50x1 Rho GDP dissociation inhibitor (GDI) beta [Source:HGNC Sy
-0.94 5e-06 3e-05 47x1 cytochrome b-245, alpha polypeptide [Source:HGNC Symbo
-0.91 1le-05 3e-05 49x1 calcium/calmodulin-dependent protein kinase IG [Source:HG
-0.89 1e-05 3e-05 49x1 CD7 molecule [Source:HGNC Symbol;Acc:1695]
-0.89 2e-05 5e-05 50x1 intercellular adhesion molecule 3 [Source:HGNC Symbol;Acc
-0.87 3e-05 5e-05 50x1 regulator of G-protein signaling 1 [Source:HGNC Symbol;Act
-0.86 3e-05 5e-05 50x1 Wiskott-Aldrich syndrome [Source:HGNC Symbol;Acc:12731
-0.86 3e-05 5e-05 48x1 indoleamine 2,3-dioxygenase 1 [Source:HGNC Symbol;Acc:l
-0.84 4e-05 5e-05 50x1 arachidonate 5-lipoxygenase—-activating protein [Source:HGM
— * - -
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Local Geneset Analysis

p-value #in/all Geneset

Underexpression
Rank GSz

1 -32.74 NULL
2 -30.38 NULL
3 -215  NULL
4 -20.71 NULL
5 -20.09 NULL
6 -19.81 NULL
7 -18.95 NULL
8 -18.77 NULL
9 -18.75 NULL
10 -18.47 NULL
11 -18.07 NULL
12 -17.43 NULL
13 -16.57 NULL
14 -16.31 NULL
15 -16.22 NULL
16 -16.22 NULL
17 -16.22 NULL
18 -16.21 NULL
19 -16.21 NULL
20 -16.21 NULL
21 -16.21 NULL
22 -16.12 NULL
23 -16.11 NULL
24 -15.53 NULL
25 -15.45 NULL
26 -14.87 NULL
27 -14.87 NULL
28 -148 NULL
29 -14.28 NULL
30 -14.07 NULL
31 -13.46 NULL
32 -13.19 NULL
33 -13.08 NULL
34 -12.97 NULL
35 -12.97 NULL
36 -12.82 NULL
37 -12.68 NULL
38 -12.65 NULL
39 -12.6  NULL
40 -12.58 NULL

12/15
69 /417
61/553
14147
6/15
38/312
5/12
8/16
6/11
2/3
3/6
3/7
5/12
417
1/2
1/2
1/2
271265
27/ 265
271265
27/ 265
5/11
2/4
2/4
3/8
418
3/5
7/21
3/8
7123
14/ 74
4/13
12/60
4710
5/13
3/10
4113
2/5
7128
1/3

cC MHC class Il protein complex

H.Tiss WIRTH_Immune system

Cancer Lembcke_Colonic Inflammation

BP antigen processing and presentation

GSEA CFINAK_BREAST_CANCER_SDPP_SIGNATURE
BP immune response

BP immunoglobulin mediated immune response

GSEA CFARMER_BREAST_CANCER_CLUSTER_1

GSEA CBIOCARTA_TCYTOTOXIC_PATHWAY

GSEA CXEGG_VIRAL_MYOCARDITIS

GSEA C2SANA_RESPONSE_TO_IFNG_UP

GSEA CGRAHAM_CML_DIVIDING_VS_NORMAL_DIVIDING_DN

GSEA CBIOCARTA_CTL_PATHWAY

Glio Donson-cytotoxic effectors—associated with LTS in HGA

GSEA CXEGG_INTESTINAL_IMMUNE_NETWORK_FOR_IGA_PRODUC
GSEA CXEGG_AUTOIMMUNE_THYROID_DISEASE

GSEA CXEGG_SYSTEMIC_LUPUS_ERYTHEMATOSUS

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 CBIOCARTA_THELPER_PATHWAY

MMML CGBCIEJ_MMML 2

GSEA CXEGG_LEISHMANIA_INFECTION

GSEA C2GRAHAM_CML_QUIESCENT_VS_NORMAL_DIVIDING_DN

Glio Donson-migration tethering and rolling—associated with LTS in HG
GSEA CAWWONG_ENDOMETRIAL_CANCER_LATE

cC clathrin—coated endocytic vesicle membrane

GSEA CAINDSTEDT_DENDRITIC_CELL_MATURATION_D

cc integral to lumenal side of endoplasmic reticulum membrane
BP regulation of immune response

GSEA CHAHTOLA_CTCL_PATHOGENESIS

BP T cell costimulation

GSEA CFLECHNER_BIOPSY_KIDNEY_TRANSPLANT_REJECTED_VS_
Cancer GENTLES_modull8

BP negative thymic T cell selection

GSEA CBIOCARTA_IL17_PATHWAY

GSEA CAWEST_ADRENOCORTICAL_CARCINOMA_VS_ADENOMA_DN
cC transport vesicle membrane

GSEA CXEGG_ANTIGEN_PROCESSING_AND_PRESENTATION
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Local Summary

Local Genelist

%DE = 0.83 Rank log(FC)  fdr Description
ID p-value  Metagene
# metagenes = 9
# genes = 165 1 4680 -258 2e-16 2e-16 1x50 carcinoembryonic antigen-related cell adhesion molecule 6 (i
# genes in geneseTS =161 2 22802 -1.71 2e-16 2e-16 1x50 chloride channel accessory 4 [Source:HGNC Symbol;Acc:20:
# genes with fdr < 0.1 =121 ( 8+/113 - ) 3 84518 -1.77 2e-16 2e-16 1x50 cornifelin [Source:HGNC Symbol;Acc:30183]
# genes with fdr < 0.05 =121 ( 8+/113 - ) 4 49860 -1.92 2e-16 2e-16 1x50 cornulin [Source:HGNC Symbol;Acc:1230]
# genes with fdr < 0.01 = 108 ( 6+/102 - ) 5 1672 -235 2e-16 2e-16 1x50 defensin, beta 1 [Source:HGNC Symbol;Acc:2766]
6 414325 -215 2e-16 2e-16 1x48 defensin, beta 103B [Source:HGNC Symbol;Acc:31702]
<r>m nes = 0.97
etage es=0.9 7 1673 -2.71 2e-16 2e-16 1x49 defensin, beta 4B [Source:HGNC Symbol;Acc:30193]
<r>genes = 0.49
8 56300 -1.84 2e-16 2e-16 1x47 interleukin 36, gamma [Source:HGNC Symbol;Acc:15741]
<FC>=-0.88 9 5653 -2.02 2e-16 2e-16 1x50 kallikrein-related peptidase 6 [Source:HGNC Symbol;Acc:63!
<shri —-t>=-
shrlnkage t 30.99 10 5650 -2.03 2e-16 2e-16 1x49 kallikrein-related peptidase 7 [Source:HGNC Symbol;Acc:63i
<p-value>=10
11 3ses -1.77 2e-16 2e-16 1x46 keratin 16 [Source:HGNC Symbol;Acc:6423]
<fdr>=10.28
12 3851 -1.79 2e-16 2e-16 1x50 keratin 4 [Source:HGNC Symbol;Acc:6441]
F) rofi | e S pot 13 388533 271 2e-16 2e-16 1x49 keratinocyte differentiation-associated protein [Source:HGNC
50 - 50 —. 14 84648 -1.82 2e-16 2e-16 1x48 late cornified envelope 3D [Source:HGNC Symbol;Acc:16615
15 ss81 -2 2e-16 2e-16 1x48 lymphocyte antigen 6 complex, locus D [Source:HGNC Symb
40 40
16 342897 -1.97 2e-16 2e-16 1x50 non-specific cytotoxic cell receptor protein 1 homolog (zebraf
30 30 o
17 51458 -1.68 2e-16 2e-16 1x50 Rhfamily, C glycoprotein [Source:HGNC Symbol;Acc:18140]
20 20 18 6283 -1.8 2e-16 2e-16 1x49 S100 calcium binding protein A12 [Source:HGNC Symbol;Ac:
10 10 19 6278 -2.9 2e-16 2e-16 1x49 S100 calcium binding protein A7 [Source:HGNC Symbol;Acc:
1 _._F_ q 1 20 338324 -2.06 2e-16 2e-16 1x48 S100 calcium binding protein A7A [Source:HGNC Symbol;Ac
I I I I I I I
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Local Geneset Analysis

Underexpression

Rank GSz p-value #in/all Geneset
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-45.14
-36.36
-34.33
-32.66
-27.25
-25.96
-25.81
-20.13
-19.91
-18.87
-15.71
-14.68
-14.22
-13.57
-12.59
-11.26
-10.62
-10.41
-10.08
-9.59
-9.46
-9.03
-8.92
-8.89
-8.82
-8.78
-8.78
-8.67
-8.64
-8.56
-8.43
-8.41
-7.85
-7.81
-7.81
=7.77
=7.72
-7.67
-7.64
-7.62

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

18/21
70/135
19/42
23/53
21/76
781572
4710
6/16
3/10
6/15
3/15
10719
4716
5/16
3/16
6/73
3/10
5/13
45/1182
3/16
5/38
2/16
6/16
2/16
4715
4116
3/12
9/44
4715
20/186
3/13
3/15
2/14
6/53
12/122
2/14
3/16
2/8
10/52
3/12

cC cornified envelope

H.Tiss WIRTH_Mucosa

BP keratinization

BP keratinocyte differentiation
BP epidermis development
Disease GUDJ_psoriasis up

MF RAGE receptor binding

GSEA C2ONDER_CDH1_TARGETS_3 DN

GSEA C2AUJLA_IL22_AND_IL17A_SIGNALING

GSEA CHINATA_NFKB_TARGETS_KERATINOCYTE_DN

GSEA CPYEON_CANCER_HEAD_AND_NECK_VS_CERVICAL_DN
BP peptide cross-linking

GSEA C2CROMER_TUMORIGENESIS_DN

GSEA C2WANG_BARRETTS_ESOPHAGUS_DN

GSEA C2SMID_BREAST_CANCER_RELAPSE_IN_PLEURA_DN

BP defense response to bacterium

GSEA C2SMID_BREAST_CANCER_ERBB2_UP

BP negative regulation of peptidase activity

cC extracellular region

GSEA CXCHEOK_RESPONSE_TO_MERCAPTOPURINE_AND_LD_MTX_|
BP epithelial cell differentiation

GSEA C2MURATA_VIRULENCE_OF_H_PILORI

GSEA CSENGUPTA_NASOPHARYNGEAL_CARCINOMA_DN
GSEA CSMID_BREAST_CANCER_RELAPSE_IN_LUNG_UP
GSEA CZCHANG_IMMORTALIZED_BY_HPV31_DN

GSEA CA.EE_LIVER_CANCER_MYC_TGFA_UP

H.Tiss WIRTH_Prim. lymphoid organs

cc keratin filament

GSEA CAIN_SILENCED_BY_TUMOR_MICROENVIRONMENT
MF structural molecule activity

GSEA CFARMER_BREAST_CANCER_APOCRINE VS LUMINAL
GSEA CRICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_MODERATEL

BP defense response to fungus
MF serine-type peptidase activity
MF serine—type endopeptidase activity

GSEA CXHIANG_LIVER_CANCER_SUBCLASS_POLYSOMY7_DN
GSEA C2AMIT_SERUM_RESPONSE_480_MCF10A

GSEA COMCLACHLAN_DENTAL_CARIES_UP

BP negative regulation of endopeptidase activity

BP cellular aldehyde metabolic process



