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Global Summary Global Genelist Global Geneset Analysis

%DE = 0.16 Rank log(FC)  fdr Description Rank GSz p-value #all Geneset
ID p-value  Metagene
# genes with fdr < 0.2 =2029 (1165 +/864 -)
Overexpressed
# genes with fdr< 0.1 = 1617 ( 970 +/ 647 - ) 1 154664 225 2e-16 2e-14 50x50 ATP-binding cassette, sub—family A (ABC1), member 13[Soi ] 2218  NULL 16 GSEA CRICKMAN_HEAD_AND_NECK_CANCER_D
i 2 10.71  NULL 51 Glio willscher_GBM_Verhaak-PNmut_expression_G_down
# genes with fdr < 0.05 =1393 ( 856 + /537 - ) 2 72 1.56 2e-16 2e-14 4x1  actin,gamma 2, smooth muscle, enteric [Source:HGNC Syml 3 9.74 NULL 24 TF Tissud/AQUERIZAS_Trachea
. 4 8.86 NULL 375 Disease GUDJ_psoriasis down
# genes with fdr < 0.01 = 1016 (644 +/372 -) 3 1 239 2e-16 2e-14 50x11 alcohol dehydrogenase 1A (class I), alpha polypeptide [Sourc 5 817  NULL 15 GSEA CRICKMAN_HEAD_AND_NECK_CANCER_E
6 806  NULL 9 GSEA CRREACTOME_ETHANOL_OXIDATION
# genes in genesets = 16332 4 126 217  2e-16 2e-14 50x12 alcohol dehydrogenase 1C (class ), gamma polypeptide [So. 797 NULL 13 GSEA CAWWONG_ENDMETRIUM_CANCER_UP
8 6.62 NULL 15 cC MHC class Il protein complex
5 131 1.76 2e-16 2e-14 1x50 alcohol dehydrogenase 7 (class IV), mu or sigma polypeptide 9 6.42 NULL 13 GSEA C2YANG_BREAST_CANCER_ESR1_UP
<FC> - 0 10 6.4 NULL 16 GSEA CZTURASHVILI_BREAST_DUCTAL_CARCINOMA_VS_LOBULAR_|
) _ 6 10551 263 2e-16 2e-14 50x10 anterior gradient 2 [Source:HGNC Symbol:Acc:328] 11 632 NULL 7 GSEA CINAKAMURA_BRONCHIAL_AND_BRONCHIOLAR_EPITHELIA
<shr|nkage—t> =0 12 6.24 NULL 7 GSEA C2GRAHAM_CML_DIVIDING_VS_NORMAL_DIVIDING_DN
<p-value> = 0.08 7 214 1.75 2e-16 2e-14 50x50 activated leukocyte cell adhesion molecule [Source:HGNC Sy 13 6.09 NULL ! GSEA CZLQPEZ_MESOTEL'OMA_SURV!VAL_TIME_DN
p . 14 603  NULL 10 Glio  willscher_ GBM_LTSwt_proteomics-G_UP
15 596  NULL 85 Glio GIEZELT_GBM_STS_down_VS_LTS
= . — - Idehyde dehydi 1 famil : - - — -
<fdr>=0.84 8 216 232 2e-16 2e-14 50x50 aldehyde dehydrogenase 1 family, member Al [Source:HGN( 16 575 NULL 16 TE Tissud/AQUERIZAS, Salivary gland
_ 17 5.7 NULL 14 GSEA CSENGUPTA_NASOPHARYNGEAL_CARCINOMA_WITH_LMP1_L
9 10840 1.64 2e-16 2e-14 50x 12 aldehyde dehydrogenase 1 family, member L1 [Source:HGNC 18 5.64 NULL 15 GSEA CPOOLA_INVASIVE_BREAST CANCER_DN
. 19 5.6 NULL 19 BP calcium-independent cell-cell adhesion
10 218 1.64 2e-16 2e-14 1x50 aldehyde dehydrogenase 3 family, member Al [Source:HGN( 20 5.56 NULL 76 Glio GIEZELT_GBM_STSwt_up_VS_LTSwt
11 347 224  2e-16 2e-14 50x7 apolipoprotein D [Source:HGNC Symbol;Acc:612] Underexpressed
1 -21.21 NULL 572 Disease GUDJ_psoriasis up
12 479 178 2e-16 2e-14 7x50 ATPase, H+/K+ transporting, nongastric, alpha polypeptide [~ 2 -17.07 NULL 142 Glio willscher_GBM_Verhaak-CL_expression_C_up
3 -17.07 NULL 142 Glio willscher_GBM_Verhaak-PNmut_expression_C_down
Profile Requlated Spots 13 563 191 2e-16 2e-14 50x10 alpha-2-glycoprotein 1, zinc-binding [Source:HGNC Symbol & 1265 NULL 2 cC  cornified envelope
g p 5 -11.62 NULL 370 BP mitotic cell cycle
o ! 6 -11.18 NULL 42 BP keratinization
50 -— 14 80341 2.83 2e-16 2e-14 50x 10 BPIfold containing family B, member 2 [Source:HGNC Symb: 7 1056 NULL 53 B8P Keratinocyte differentiation
8 -10.5 NULL 76 BP epidermis development
40 15 79949 1.73 2e-16 2e-14 50x 10 pleckstrin homology domain containing, family S member 1 [¢ 9 -9.69 NULL 64 BP collagen catabolic process
10 -9.48  NULL 530 Cancer Lembcke_Normal vs Adenoma
16 144809 153  2e-16 2e-14 45x8 family with sequence similarity 216, member B [Source:HGN¢ 11 -9.22  NULL 69 BP extracellular matrix disassembly
30 12 -9.05 NULL 242 BP extracellular matrix organization
17 339512 266  2e-16 2e-14 50x50 chromosome 1 open reading frame 110 [Source:HGNC Symt 13 -8.63  NULL 11 MF  platelet-derived growth factor binding
14 -8.36  NULL 16 MMML CGBCIEJ_MMML 1
20 - . 15 -8.28  NULL 10 GSEA C2AUJLA_IL22_AND_IL17A_SIGNALING
X —. — BPI fold t family B, ber 1 [S :HGNC S - - - I
18 92747 4.37 2e-16 2e-14 50x10 fold containing family B, member 1 [Source: ymb 16 785 NULL 16 Cancer RHODES_UNDIFFERENTIATED_CANCER
) 17 -7.8  NULL 15 GSEA CSMID_BREAST_CANCER_LUMINAL_A_DN
10 19 343990 1.56 2e-16 2e-14 50x 12 KIAA1211-like [Source:HGNC Symbol;Acc:33454] 18 -78 NULL 949 cc nucleoplasm
19 -7.51  NULL 190 cc extracellular matrix
1 20 352999 3.14 2e-16 2e-14 50x 10 chromosome 6 open reading frame 58 [Source:HGNC Symbc 20 -7.45 NULL 135 H.Tiss WIRTH_Mucosa
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Local Summary Local Genelist Local Geneset Analysis

Overexpression
%DE = 0.92 Rank log(FC)  fdr Description
ID p-value  Metagene .
# metagenes = 19 Rank GSZ p-value #in/all Geneset
# genes = 210 1 124 2.39 2e-16 7e-17 50x11 alcohol dehydrogenase 1A (class I), alpha polypeptide [Sourc ] 4469  NULL 11/16 GSEA CRICKMAN_HEAD_AND_NECK_CANCER_D
. 2 16.35  NULL 3/14  GSEA CSENGUPTA_NASOPHARYNGEAL_CARCINOMA_WITH_LMP1_L
# genes in genesets = 207 2 126 217  2e-16 7e-17 50x12 alcohol dehydrogenase 1C (class I), gamma polypeptide [So. 3 1472 NULL 3/13  GSEA CAWONG_ENDMETRIUM_CANCER_UP
4 147 NULL 3/7 GSEA CHUPER_BREAST_BASAL_VS_LUMINAL_DN
. 3 10551 2.63 2e-16 7e-17 50x 10 anterior gradient 2 [Source:HGNC Symbol;Acc:328] 5 13.17  NULL 5/16 GSEA CZTURASHVILI_BREAST_DUCTAL_CARCINOMA_VS_LOBULAR_|
<0.1 = + - - - " = -
# genes with fdr < 0.1 184 (180+/4 -) 6 1233 NULL 5/15  GSEA CPOOLA_INVASIVE_BREAST_CANCER_DN
# genes with fdr < 0.05 =180 ( 178+ /2 - ) 4 10840 164  2e-16 7e-17 50x12 aldehyde dehydrogenase 1 family, member L1 [Source:HGNC 7 1218 NULL 2/5 GSEA C2SMID_BREAST_CANCER_ERBB2_DN
8 1178 NULL 4/16  GSEA CZTURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_LOBULAR
# genes with fdr < 0.01 = 162 ( 160+/2 - ) 5 563 191  2e-16 7e-17 50x10 alpha-2-glycoprotein 1, zinc-binding [Source:HGNC Symbol 9 11.36  NULL 1/5 GSEA CFERRARI_RESPONSE_TO_FENRETINIDE_DN
10 1121 NULL 3/15  GSEA CZSABATES_COLORECTAL_ADENOMA_UP
6 80341 283  2e-16 7e-17 50x10 BPIfold containing family B, member 2 [Source:HGNC symb 11 11.02  NULL 2/10  GSEAC2UI_THYROID_CANCER_CLUSTER_5
<r> metagenes = 0.93 12 104  NULL 3/7 TF Tissu/AQUERIZAS_Appendix
g ! 7 79949 173 2e-16 7e-17 50x10 pleckstrin homology domain containing, family S member (¢~ 13 9.88  NULL 3/16  GSEA CZTURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_DUCTAL |
- A EACTOME
<rs> geneS =0.27 14 9.77 NULL 2/9 GSEA CRI . ETHANOL_OXIDATION
8 92747 437  2e-16 7e-17 50x10 BPIfold containing family B, member 1 [Source:HGNC Symb 19 952 NULL 2/16  GSEA CDOANE_BREAST_CANCER_ESR1_DN
16 9.28 NULL 2/14 GSEA CWANG_BARRETTS_ESOPHAGUS_UP
<FC>=1.18 O 343900 156  2e-16 7e-17 50x12 KIAAL211-like [SourcetHGNC Symbol:Acc:33454] 17 91 NULL 3/16  GSEACROY_WOUND_BLOOD_VESSEL_DN
h . k 18 8.92 NULL 2/13 GSEA CNING_CHRONIC_OBSTRUCTIVE_PULMONARY_DISEASE_DN
<shrinkage—-t>=41.3
g 10 352999 3.14 2e-16 7e-17 50x 10 chromosome 6 open reading frame 58 [Source:HGNC Symbc 19 8.69 NULL 217 GSEA CNAKAMUR'L_U?RONCHIAL*AND*BRONCHIOLAR*EPITHEUA
<p value> =0 20 8.4 NULL 29/375 Disease GUDJ_psoriasis down
- 37
11 401546 1.73 2e-16 7e-17 50x11 chromosome 9 open reading frame 152 [Source:HGNC Symt 21 8.3 NULL 8/10 GSEA C2VAMASHITA_LIVER_CANCER_WITH_EPCAM_DN
<fdr>=0.16 22 8.02 NULL 1/15 Cancer LIU_PROSTATE_CANCER_DN
- 23 801  NULL 2/8 GSEA CINAKAMURA_LUNG_CANCER_DIFFERENTIATION_MARKERS
12 92291 1.65 2e-16 7e-17 50x 11 calpain 13 [Source:HGNC Symbol;Acc:16663] .
24 8 NULL 36/1182 CC extracellular region
1 13 148170 1.67 2e-16 7e-17 50x9 CDCA42 effector protein (Rho GTPase binding) 5 [Source:HGI 25 799 NULL 2/12 GSEA CBERTUCCI_INVASIVE_CARCINOMA_DUCTAL_VS_LOBULAR L
Profile SpOt : x P 9 : 26 793 NULL 1/9  GSEAC2GOUYER_TATI_TARGETS_UP
) . 27 7.88 NULL 4/21 BP drug metabolic process
50 14 83539 1.69 2e-16 7e-17 50x 11 carbohydrate (N-acetylgalactosamine 4-0) sulfotransferase ¢ 28 7.86 NULL 4115 GSEA CZTURASHVILI_ BREAST DUCTAL_CARCINOMA_VS_DUCTAL N
_ 29 7.78  NULL 3/16  GSEA C2YANG_BREAST_CANCER_ESR1_BULK_UP
40 - 15 9071 1.86 2e-16 7e-17 50x12 claudin 10 [Source:HGNC Symbol;Acc:2033] 30 777 NULL 3/14 GSEA C2SMID_BREAST CANCER_RELAPSE_IN_LUNG_DN
o 31 7.76  NULL 2/15  GSEA CAIN_SILENCED_BY_TUMOR_MICROENVIRONMENT
16 54102 2.32 2e-16 7e-17 50x 10 chloride intracellular channel 6 [Source:HGNC Symbol;Acc:2( 32 762 NULL 2/13 GSEA CBOYAULT LIVER_CANCER_SUBCLASS_G3_DN
30 33 7.62  NULL 2/15  GSEA CZTAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_16D_DN
17 1755 208  2e-16 7e-17 50x10 deleted in malignant brain tumors 1 [Source:HGNC Symbol:A 34 757  NULL 2/11  cC photoreceptor outer segment membrane
20 — 35 7.56 NULL 2/17 BP iron ion transport
18 283229 1.95 2e-16 7e-17 50x 10 EF-hand calcium binding domain 4A [Source:HGNC Symbol 36 751 NULL 3/16 GSEA C2AIYAR_COBRA1_TARGETS_UP
37 7.4 NULL 2/15  GSEA CVECCHI_GASTRIC_CANCER_ADVANCED_VS_EARLY_DN
10 — 19 s8ss7 24 2e-16 7e-17 50x 13 Fc fragment of IgG binding protein [Source:HGNC Symbol;Ac 38 7.27 NULL 1/7 GSEA C2GRAHAM_CML_DIVIDING_VS_NORMAL_DIVIDING_DN
39 723 NULL 5/61 CC secretory granule
1 20 2327 1.86 2e-16 7e-17 50x11 flavin containing monooxygenase 2 (non-functional) [Source: 40 7.19 NULL 2/10 Glio willscher_ GBM_LTSwt_proteomics-G_UP
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Local Summary Local Genelist Local Geneset Analysis

Underexpression

%DE = 0.89 Ranl|<D log(FC)  fdr Description

— I M .
# metagenes = 9 prvalue etagene Rank GSz p-value #in/all Geneset

# genes = 171 1 1277 -2.25 2e-16 3e-16 2x1  collagen, type |, alpha 1 [Source:HGNC Symbol;Acc:2197] 1 -36.12 NULL 6/11 MF platelet-derived growth factor binding
2 -34.46 NULL 10/16 MMML CE®CIEJ_MMML 1
# genes in genesets = 169 2 1281 -181 2e-16 3e-16 2x1  collagen, type I, alpha 1 [Source:HGNC Symbol;Acc:2201] 3 -31.6  NULL 6/12  MIRNA tanget-29c
4 -30.8 NULL 19/64 BP collagen catabolic process
: 3 1282 -1.85 2e-16 3e-16 2x1 collagen, type 1V, alpha 1 [Source:HGNC Symbol;Acc:2202] 5 -30.16 NULL 20/69 BP extracellular matrix disassembly
= + -
-27.27 NULL 45/242 BP extracellular matrix organization
# genes with fdr< 0.1 =134 (8+/126 —) i
# genes with fdr < 0.05 =134 ( 8+/126 — ) 4 1290 -169 2e-16 3e-16 2x1  collagen, type V, alpha 2 [Source:HGNC Symbol;Acc:2210] 7 -26.55 NULL 33/190 CC extracellular matrix
8 -25.98 NULL 7/16  GSEA CFARMER_BREAST_CANCER_CLUSTER_5
# genes with fdr < 0.01 =99 (6 +/93 -) 5 1203 -164 2e-16 3e-16 2x1  collagen, type VI, alpha 3 [Source:HGNC Symbol;Acc:2213] 9 -25.83 NULL 10/40 BP cellular response to amino acid stimulus
10 -25.24 NULL 10/37 BP collagen fibril organization
6 3553 -171 2e-16 3e-16 1x1 interleukin 1, beta [Source:HGNC Symbol;Acc:5992] 11 -24.53 NULL 10/15 GSEA CXCROMER_TUMORIGENESIS_UP
<r> metagenes = 0.98 12 -22.8 NULL 4/11  GSEA CBIOCARTA_PLATELETAPP_PATHWAY
g - 7 3576 _168 2e-16 3e-16 1x1 interleukin 8 [Source:HGNC Symbol;Acc:6025] 13 -22.02 NULL 12/57 MF extracellular matrix structural constituent
<r> genes = 0.38 14 -21.49 NULL 6/10  GSEA CVERRECCHIA_RESPONSE_TO_TGFB1_C4
8 4060 -173 2e-16 3e-16 2x1 lumican [Source:HGNC Symbol;Acc:6724] 15 -191  NULL 3/10  BP protein heterotrimerization
16 -18.63 NULL 29/265 Glio willscher_GBM_Verhaak-CL_expression_B_up
<FC> = _058 9 4312 -261 2e-16 3e-16 1x1 matrix metallopeptidase 1 (interstitial collagenase) [Source:H 17 -18.63 NULL 29/265 Glio w!IlscheLGBM7Verhaak—MESﬁexpressloniBiup
hri 18 -18.63 NULL 29/265 Glio willscher_GBM_Verhaak-PNwt_expression_B_down
<shrinkage-t> = -20.47 - i ilisch - i
g 10 4314 254 2e-16 3e-16 1x1  matrix metallopeptidase 3 (stromelysin 1, progelatinase) [Sou 19 18.63 NULL 29/265 Glio wil »s‘c erﬁGBM7Verhaa‘k PNmut_expression_B_down
<p-value> = 0 20 -18.55 NULL 4/11  Glio  Phillips MES up vs Prolif & PN
- - . ) ) -18.1! LymphomzENZ_Stromal signature 1
11 5328 -1.83 2e-16 3e-16 1x3 plasminogen activator, urokinase [Source:HGNC Symbol;Acc 21 8.13 NULL 35/250 Lyml i 9
<fdr> = 0.34 22 -17.79 NULL 2/6 GSEA C2SEIKE_LUNG_CANCER_POOR_SURVIVAL
- 12 12 312 2e-16  3e-16 23 -17.09 NULL 9/35 Glio Colman_survival_associated
' € © 1x1 24 -16.93 NULL 53/683 CC extracellular space
. 13 sose N ) idase inhibitor. clade E (nexin. plasmi . 25 -16.91 NULL 6/15  GSEA CAEE_LIVER_CANCER_HEPATOBLAST
Profile S pOt LS5 2e-16 3e-16 1x2  serpin peplidase inhibitor, clade E (nexin, plasminogen activa 5 g -16.62 NULL 4/10  GSEA CKEGG_ECM_RECEPTOR_INTERACTION
27 -16.44 NULL 9/68 CcC collagen
50 — 14 1278 -15 le-15 4e-14 2x1  collagen, type |, alpha 2 [Source:HGNC Symbol;Acc:2198] 28 162 NULL 3/12 GSEA CVERRECCHIA_RESPONSE_TO_TGFBI_C2
_ 29 -16.2  NULL 2/8 GSEA C20SAWA_TNF_TARGETS
40 ] 15 7045 -1.35 4e-15 4e-14 1x2 transforming growth factor, beta-induced, 68kDa [Source:HG 30 ~16.14 NULL 419 GSEA CZERBINI_RESPONSE_TO_SULINDAC_UP
o 31 -15.85 NULL 3/10  GSEA C3YENGAR_RESPONSE_TO_ADIPOCYTE_FACTORS
16 4502 -1.47 5e-15 8e-13 1x3  metallothionein 2A [Source:HGNC Symbol;Acc:7406] 32 _15.85 NULL 72/1182 CC extracellular region
30 33 -15.79 NULL 16/153 CC endoplasmic reticulum lumen
17 ss7 -141  5e-14 9e-12 1x4  caveolin 1, caveolae protein, 22kDa [Source:HGNC Symboli/ 34 -15.71 NULL 2/7 Glio KIM_epithelial-mesenchymal-transition related genes_decreased
35 -15.62 NULL 2/12  GSEA CZGEISS_RESPONSE_TO_DSRNA_DN
20 i
18 7058 -1.35 6e-13 2e-11 2x1  thrombospondin 2 [Source:HGNC Symbol;Acc:11786] 36 -1551 NULL 6/15 GSEA C20NDER_CDH1_SIGNALING_VIA_CTNNB1
37 -15.23 NULL 1/5 GSEA C20XFORD_RALA_AND_RALB_TARGETS_UP
10 - 19 11098 132  2e-12 3e-11 1x1  protease, serine, 23 [Source:HGNC Symbol;Acc:14370] 38 -15.09 NULL 5/15  GSEA CZONDER_CDH1_TARGETS_2_UP
39 -14.92 NULL 4/16  GSEA CZCROONQUIST_STROMAL_STIMULATION_UP
1 _' 20 10631 -1.3 3e-12 6e-11 2x1 periostin, osteoblast specific factor [Source:HGNC Symbol;Ac 40 -14.72 NULL 3/11 GSEA CREACTOME_PLATELET_ADHESION_TO_EXPOSED_COLLAGE
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Local Summary

%DE = 0.87
# metagenes = 29
# genes = 344

# genes in genesets = 336

# genes with fdr < 0.1 =250 (16 +/234 -)
# genes with fdr < 0.05 =249 (16 +/233 -)
# genes with fdr <0.01 =190 (7 +/183 -)

<r> metagenes = 0.9

<r>genes = 0.36

<FC>=-0.61
<shrinkage-t> = -21.62

<p-value>=10

Spot

Local Genelist

<fdr>=0.36
Profile
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Rank log(FC)  fdr Description
ID p-value  Metagene
1 414325 -2.37 2e-16 4e-16 1x48 defensin, beta 103B [Source:HGNC Symbol;Acc:31702]
2 1673 -2.42 2e-16 4e-16 1x49 defensin, beta 4B [Source:HGNC Symbol;Acc:30193]
3 1828 -1.68 2e-16 4e-16 1x48 desmoglein 1 [Source:HGNC Symbol;Acc:3048]
4 2697 -1.96 2e-16 4e-16 1x44 gapjunction protein, alpha 1, 43kDa [Source:HGNC Symbol;,
5 10804 -1.82 2e-16 4e-16 1x47 gap junction protein, beta 6, 30kDa [Source:HGNC Symbol;A
6 3552 -25 2e-16 4e-16 1x43 interleukin 1, alpha [Source:HGNC Symbol;Acc:5991]
7 56300 -2.19 2e-16 4e-16 1x47 interleukin 36, gamma [Source:HGNC Symbol;Acc:15741]
8 5650 -1.6 2e-16 4e-16 1x49 kallikrein-related peptidase 7 [Source:HGNC Symbol;Acc:63!
9 3861 -1.74 2e-16 4e-16 1x45 keratin 14 [Source:HGNC Symbol;Acc:6416]
10 3868 -228 2e-16 4e-16 1x46 keratin 16 [Source:HGNC Symbol;Acc:6423]
11 286887 -3.34 2e-16 4e-16 1x47 keratin 6C [Source:HGNC Symbol;Acc:20406]
12 388533 -331 2e-16 4e-16 1x49 keratinocyte differentiation-associated protein [Source:HGNC
13 84648 -2.25 2e-16 4e-16 1x48 late cornified envelope 3D [Source:HGNC Symbol;Acc:16615
14 55214 -1.67 2e-16 4e-16 1x42 leprecan-like 1 [Source:HGNC Symbol;Acc:19317]
15 3963 -1.99 2e-16 4e-16 1x47 lectin, galactoside-binding, soluble, 7 [Source:HGNC Symbol
16 653499 -2.02 2e-16 4e-16 1x47 lectin, galactoside-binding, soluble, 7 [Source:HGNC Symbol
17 5266 -1.65 2e-16 4e-16 1x49 peptidase inhibitor 3, skin-derived [Source:HGNC Symbol;Ac
18 5744 -1.73 2e-16 4e-16 1x43 parathyroid hormone-like hormone [Source:HGNC Symbol;A
19 84659 -154 2e-16 4e-16 1x48 ribonuclease, RNase A family, 7 [Source:HGNC Symbol;Acc:
20 6283 -1.68 2e-16 4e-16 1x49 S100 calcium binding protein A12 [Source:HGNC Symbol;Act
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Local Geneset Analysis

Underexpression

Rank GSz p-value #in/all Geneset

1 -23.24 NULL 22/76 BP epidermis development

2 -23.21 NULL 98 /572 Disease GUDJ_psoriasis up

3 -19.77 NULL 3/10  GSEA C2AUJLA_IL22_AND_IL17A_SIGNALING

4 -18.02 NULL 44 /135 H.Tiss WIRTH_Mucosa

5 -16.84 NULL 21/82 CC intermediate filament

6 -16.63 NULL 14/53 BP keratinocyte differentiation

7 -15.4  NULL 10/44 CC keratin filament

8 -15.34 NULL 8/21 cc cornified envelope

9 -15.28 NULL 3/10 MF RAGE receptor binding

10 -14.93 NULL 11/21 CC desmosome

11 -13.98 NULL 5/16  GSEA CZONDER_CDH1_TARGETS_3 DN

12 -13.35 NULL 7/15  GSEA CRICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_MODERATEL
13 -13.3  NULL 4112 GSEA CREACTOME_GAP_JUNCTION_ASSEMBLY

14 -12.89 NULL 9/42  BP keratinization

15 -12.7  NULL 3/15 MF interleukin-1 receptor binding

16 -12.63 NULL 4/13  GSEA CRREACTOME_GAP_JUNCTION_TRAFFICKING
17 -12.58 NULL 3/15 GSEA CPYEON_CANCER_HEAD_AND_NECK_VS_CERVICAL_DN
18 -11.73 NULL 4/15 cc connexon complex

19 -11.1  NULL 4/13 BP intermediate filament cytoskeleton organization
20 -11.01 NULL 3/8 GSEA C2.IU_CDX2_TARGETS_DN

21 -10.97 NULL 5/21 cCc gap junction

22 -10.82 NULL 1/4 GSEA CBUDHU_LIVER_CANCER_METASTASIS_DN
23 -10.01 NULL 4115  GSEA CAVANG_BARRETTS_ESOPHAGUS_AND_ESOPHAGUS_CANCE
24 -9.94 NULL 3/10 MF gap junction channel activity

25 -9.92 NULL 4/10 GSEA CRREACTOME_APOPTOTIC_CLEAVAGE_OF_CELL_ADHESION_F
26 -9.42  NULL 22/186 MF structural molecule activity

27 -9.32  NULL 6/15  GSEA C?AIGNER_ZEB1_TARGETS

28 -9.24  NULL 5/12 BP hemidesmosome assembly

29 -9.05 NULL 10/16 GSEA CHUPER_BREAST_BASAL_VS_LUMINAL_UP
30 -8.92  NULL 4/25  BP response to zinc ion

31 -8.52  NULL 1/6 GSEA CSEIKE_LUNG_CANCER_POOR_SURVIVAL

32 -8.41  NULL 12/82 MF structural constituent of cytoskeleton

33 -83  NULL 4/38  BP epithelial cell differentiation

34 -8.2 NULL 2/6 GSEA CAWWALLACE_PROSTATE_CANCER_DN

35 -8.2  NULL 4115  GSEA CHINATA_NFKB_TARGETS_KERATINOCYTE_DN
36 -8.15  NULL 3/11  GSEACZEI_MYB_TARGETS

37 -7.87  NULL 2/16  BP response to reactive oxygen species

38 -7.83  NULL 4116 GSEA CZELVIDGE_HIF1A_TARGETS_DN

39 -7.54  NULL 4116 GSEA CELVIDGE_HIF1A_AND_HIF2A_TARGETS_DN
40 -7.5  NULL 2/2 MIRNA tanget-199a*
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Local Summary Local Genelist Local Geneset Analysis

Underexpression
%DE = 0.93 Rank log(FC)  fdr Description
' ID p-value  Metagene .
-value
# metagenes = 25 Rank GSZ p #in/all Geneset
# genes = 370 1 55165 -1.33 le-12 2e-11 44x50 centrosomal protein 55kDa [Source:HGNC Symbol;Acc:1161 1 -54.36 NULL 751142 Glio willscher_GBM_Verhaak-CL_expression_C_up
2 -54.36 NULL 751142 Glio willscher_GBM_Verhaak-PNmut_expression_C_down
# genes in genesets = 367 2 7083 -132 2e-12 2e-10 45x49 thymidine kinase 1, soluble [Source:HGNC Symbol;Acc:1183 3 -32.38 NULL 13/16 GSEA CFARMER_BREAST_CANCER_CLUSTER_2
4 -27.51 NULL 12/14 MMML CE®CIEJ_MMML 4
H — 3 51659 -1.28 8e-12 1e-09 44x50 GINS complex subunit 2 (Psf2 homolog) [Source:HGNC Sym 5 -27.43 NULL 8/10 GSEA C2MMONTERO_THYROID_CANCER_POOR_SURVIVAL_UP
# genes with fdr <0.1 =328 ( 3+1/325 ) 6 -26.96 NULL 14/16 GSEA CFINETTI_BREAST_CANCER_BASAL_VS_LUMINAL
# genes with fdr < 0.05 = 286 ( 0+/286 — ) 4 1164 -123 6e-11 1e-08 44x50 CDC28 protein kinase regulatory subunit 2 [Source:HGNC Sy 7 -26.88 NULL 80/370 BP mitotic cell cycle
8 -25.56 NULL 10/13 GSEA CZCROONQUIST_IL6_DEPRIVATION_DN
# genes with fdr < 0.01 = 219 ( 0+/219 - ) 5 9085 ~115 8e-10 1e-08 45x49 protein regulator of cytokinesis 1 [Source:HGNC Symbol:acc 9 -25.35 NULL 13/15 GSEA CFINETTI_BREAST_CANCER_KINOME_RED
10 -25.34 NULL 20/57  Glio developing astrocytes
6 8318 -1.15 8e-10 2e-07 45x49 cell division cycle 45 [Source:HGNC Symbol;Acc:1739] 11 -24.68 NULL 10/14  GSEA CZHAN_MULTIPLE_MYELOMA_PR_UP
12 -24.19 NULL 10/15 Cancer SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3 UP
<r> metagenes = 0.94 _
g 7 1033 -1.06 1e-08 2e-07 43x50 cyclin-dependent kinase inhibitor 3 [Source:HGNC Symbol;A }2 22.62 NULL 9/15  GSEA CSMID_BREAST_CANCER_LUMINAL_A_DN
= -22.5 NULL 67 /572 Disease GUDJ_psoriasis up
<r>genes = 0.36 15 -22.35 NULL 12/18 BP spindle organization
8 8836 -1.05 2e-08 2e-07 40x50 gamma-glutamyl hydrolase (conjugase, folylpolygammagluta -
16 -22.18 NULL 76 /530 Cancer Lembcke_Normal vs Adenoma
<FC> = —052 9 29089 -1.04 3e-08 2e-07 45x49 ubiquitin-conjugating enzyme E2T (putative) [Source:HGNC 17 -21.19 NULL 10/16  GSEA CEGUCHI_CELL_CYCLE_RB1_TARGETS
. 18 -20.91 NULL 9/15 GSEA CFOURNIER_ACINAR_DEVELOPMENT_LATE_DN
< -t>=-18. ! -20. ANG_DOXORUBICIN_RESISTANCE_UP
Shnnkage t 18.2 10 3992 -1.04 3e-08 2e-07 45x50 fatty acid desaturase 1 [Source:HGNC Symbol;Acc:3574] %8 ig 3; zﬁtt 3;12 SSEA Cz;HODES UNDIFFERE?\ITIATED CANEER
-19. ancer | _
<p-value>=0 ) 21 -19.33 NULL 8/15  GSEACAEE_EARLY_T_LYMPHOCYTE_UP
11 6790 -1.04 3e-08 2e-07 44x50 aurorakinase A [Source:HGNC Symbol;Acc:11393] 22 193 NULL 9/16 GSEA C2CRO_ONQUI;T_NRAS SIGNAL_lNG oN
<fdr>=0.4 23 —19:1 NULL 43/232 BP mitosis - - -
12 55839 -1.03 4e-08 2e-07 44x50 centromere protein N [Source:HGNC Symbol;Acc:30873] 24 1853 NULL 8/13 GSEA CAVINNEPENNINCKX MELANOMA METASTASIS_UP
. . . i 25 -18.16 NULL 8/14 GSEA CROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER
P rofl | e S pot 13 64151 -1.02 5e-08 3e-07 44x48 non-SMC condensin | complex, subunit G [Source:HGNC Sy 26 179 NULL 8/11 8P mitotic metaphase plate congression
. . : 27 -17.33 NULL 10/15 Cancer SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
50 -— 14 51203 -1.01 7e-08 3e-07 45x48 nucleolar and spindle associated protein 1 [Source:HGNC Sy 28 _17.04 NULL 7114 GSEA C2AMUNDSON_GAMMA_RADIATION_RESPONSE
" o _ 29 -16.93 NULL 18/56 CC chromosome, centromeric region
40 - 15 54443 -1.01 8e-08 3e-07 43x50 anillin,actin binding protein [Source:HGNC Symbol;Acc:1408 30 ~16.72 NULL 7/15 GSEA CZCHANG_CYCLING_GENES
31 -16.63 NULL 4/9 GSEA CKUMAMOTO_RESPONSE_TO_NUTLIN_3A_DN
16 9833 -1 9e-08 3e-07 44x50 maternal embryonic leucine zipper kinase [Source:HGNC Syi 32 -16.62 NULL 9/16 Cancer WOLFER_overlap genes
30 33 -16.14 NULL 7/16  GSEA CZGRAHAM_NORMAL_QUIESCENT_VS_NORMAL_DIVIDING_DN
17 o212 -1 1e-07 3e-07 45x48 aurorakinase B [Source:HGNC Symbol;Acc:11390] 34 -16.04 NULL 7/16  GSEA CZCHIANG_LIVER_CANCER_SUBCLASS_PROLIFERATION_UP
35 -16.03 NULL 6/16  GSEA CZSCIAN_CELL_CYCLE_TARGETS_OF TP53 AND_TP73 DN
20 18 1163 -1 1le-07 3e-07 44x50 CDC28 protein kinase regulatory subunit 1B [Source:HGNC ¢ 36 -15.92 NULL 6/13 GSEA CZREN_BOUND_BY_E2F
37 -15.83 NULL 6/15  GSEA CZTANG_SENESCENCE_TP53_TARGETS_DN
10 — 19 113130 -0.99 1e-07 3e-07 44x49 celldivision cycle associated 5 [Source:HGNC Symbol;Acc:1. 38 -15.72 NULL 7115 GSEA CAY_AGING_MIDDLE_DN
39 -14.92 NULL 86/949 CC nucleoplasm
1 20 22974 -0.99 1e-07 3e-07 44x50 TPX2, microtubule-associated [Source:HGNC Symbol;Acc:1 40 -14.91 NULL 6/15 GSEA CINAKAYAMA_SOFT_TISSUE_TUMORS_PCA2_UP
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