GW 292

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 =1991 (1149 +/842 -)
Overexpressed
# genes with fdr< 0.1 = 1611 ( 963 +/ 648 — ) 1 59 157  2e-16 3e-14 3x1  actin, alpha 2, smooth muscle, aorta [Source:HGNC Symbol,, 1 16.18  NULL 250 LymphomzENZ_Stromal signature 1
. 2 1493  NULL 190 cC extracellular matrix
# genes with fdr < 0.05 = 1265 ( 789 +/476 - ) 2 124 224  2e-16 3e-14 50x11 alcohol dehydrogenase 1A (class I), alpha polypeptide [Sourc 3 1358  NULL 242 BP extracellular matrix organization
. 4 13.24  NULL 16 GSEA CFARMER_BREAST_CANCER_CLUSTER_5
# genes with fdr < 0.01 = 893 ( 592 +/301 - ) 3 126 193  2e-16 3e-14 50x12 alcohol dehydrogenase 1C (class I), gamma polypeptide [So. D 1314 NULL 683 cc extracellular space
6 12.84  NULL 16 MMML CGBCIEJ_MMML 1
# genes in genesets = 16332 4 57016 205 2e-16 3e-14 1x50 aldo—keto reductase family 1, member B10 (aldose reductase 7 11.35  NULL 449 Chr Chr 20
8 10.98  NULL 1182 cC extracellular region
5 441282 -1.75 2e-16 3e-14 1x49 aldo-keto reductase family 1, member B15 [Source:HGNC S! 9 1053 NULL 57 MF extracellular matrix structural constituent
< > = 1 9.72 NULL 69 BP extracellular matrix disassembl!
y
) _ 6 249 186 20-16 3e-14 6x1  akaline phosphatase, liverbone/kidney [Source:HGNC syme L1 971 NULL 183 CC  proteinaceous extracellular matrix
<shrinkage-t>=0 12 9.7 NULL 37 BP collagen fibril organization
. 13 9.37 NULL 16 GSEA C2AMIT_EGF_RESPONSE_60_MCF10A
— = 401138 1.68 2e-16 3e-14 1x5 amelotin [Source:HGNC Symbol;Acc:33188] - - -
<p value> = 0.09 7 L Y 1 14 9.15 NULL 19 MF extracellular matrix binding
15 856  NULL 11 MF platelet-derived growth factor binding
< > = 60370 1.58 2e-16 3e-14 1x39 arginine vasopressin-induced 1 [Source:HGNC Symbol;Acc::
fdr> = 0.84 8 x 9 P L YmBOLACE: 16 831  NULL 13 GSEA CZTURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_LOBULAR
bidh _ 17 8.31 NULL 119 LymphonfROSOLOWSKI_green total
9 e 187  2e-16 3e-14 3x1  biglycan [Source:HGNC Symbol:Acc:1044] 18 802  NULL 10 GSEA CNIKOLSKY_BREAST_CANCER_20Q12_Q13_AMPLICON
X . 19 7.88 NULL 6 GSEA C2AGARWAL_AKT_PATHWAY_TARGETS
10 es0 1.79 2e-16 3e-14 1x4 bone morphogenetic protein 2 [Source:HGNC Symbol;Acc:1C 20 771 NULL 13 GSEA CFRIDMAN_SENESCENCE_UP
11 24141 147  2e-16 3e-14 7x1 lysosomal-associated membrane protein family, member 5[ Underexpressed
1 -10.67 NULL 914 Chr Chr3
12 51806 1.5 2e-16 3e-14 4x50 calmodulin-like 5 [Source:HGNC Symbol;Acc:18180] 2 -8.88  NULL 15 GSEA CPYEON_CANCER_HEAD_AND_NECK_VS_CERVICAL_DN
3 -8.34  NULL 699 Chr Chrs
Profile Redqulated Spots 13 8900 171 2e-16 3e-14 1x42 cyclin Al [Source:HGNC Symbol:Acc:1577) 4 ~7.05  NULL 8 GSEA CRUNNE_GENDER_EFFECT_UP
g p 5 -6.82  NULL 7 MMML CEBCIE]_MMML 5
. . 6 -6.44  NULL 10 MF RAGE receptor binding
50 — — 14 1009 157 2e-16 3e-14 3x1  cadherin 11, type 2, OB-cadherin (osteoblast) [Source:HGNC 7 631 NULL 253 BP translation
8 -6.31  NULL 417 H.Tiss WIRTH_Immune system
40 - 15 1041 1.79 2e-16 3e-14 1x46 corneodesmosin [Source:HGNC Symbol;Acc:1802] 9 572  NULL 187 Chr Chr 21
10 -5.34  NULL 128 BP translational initiation
. 16 1152 152  2e-16 3e-14 1x17 creatine kinase, brain [Source:HGNC Symbol;Acc:1991] 11 -5.24  NULL 714 Chr Chr6
30 - 12 -5.1 NULL 9 GSEA CREACTOME_PEPTIDE_CHAIN_ELONGATION
17 22802 164 2e-16 3e-14 1x50 chloride channel accessory 4 [Source:HGNC SymboliAce:20; 13 -51  NulL 9 GSEA CREACTOME_VIRAL_MRNA_TRANSLATION
14 -5.01 NULL 86 LymphonROSOLOWSKI_red total
20 — : . . . . 15 -4.96  NULL 9 GSEA CKEGG_RIBOSOME
18 26047 2.34 2e-16 3e-14 50x50 contactin associated protein-like 2 [Source:HGNC Symbol;Ac 16 492 NULL 20 Lymphor SOLOWSKI_red UP
17 -4.88  NULL 9 GSEA CREACTOME_FORMATION_OF_A_POOL_OF_FREE_40S_SUBU
10 19 1307 1.7 2e-16 3e-14 1x2  collagen, type XV, alpha 1 [Source:HGNC Symbol;Acc:2193 18 482  NULL 10 GSEA CZREACTOME_TRANSLATION
19 -4.79  NULL 153 MF structural constituent of ribosome
1 _F 'ﬁ 20 1277 22 2e-16 3e-14 2x1 collagen, type |, alpha 1 [Source:HGNC Symbol;Acc:2197] 20 -4.76  NULL 34 Chr Chry
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Local Summary

%DE = 0.82
# metagenes = 16
# genes = 258

# genes in genesets = 257

# genes with fdr < 0.1 =172 (153 +/19 -)
# genes with fdr < 0.05 =162 (147 +/15 -)
# genes with fdr < 0.01 =154 (141 +/13 -)

<r> metagenes = 0.96

<r>genes = 0.4

<FC>=0.59
<shrinkage-t> = 20.87

<p-value>=10

Spot

Local Genelist

<fdr>=0.36
Profile
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Rank log(FC) fdr Description
ID p-value  Metagene
1 59 157 2e-16 3e-16 3x1 actin, alpha 2, smooth muscle, aorta [Source:HGNC Symbol;.
2 633 1.87 2e-16 3e-16 3x1 biglycan [Source:HGNC Symbol;Acc:1044]
3 650 1.79 2e-16 3e-16 1x4 bone morphogenetic protein 2 [Source:HGNC Symbol;Acc:1C
4 1009 1.57 2e-16 3e-16 3x1 cadherin 11, type 2, OB-cadherin (osteoblast) [Source:HGN(C
5 1307 1.7 2e-16 3e-16 1x2 collagen, type XVI, alpha 1 [Source:HGNC Symbol;Acc:2193
6 1277 22 2e-16 3e-16 2x1 collagen, type |, alpha 1 [Source:HGNC Symbol;Acc:2197]
7 1278 2.14 2e-16 3e-16 2x1 collagen, type |, alpha 2 [Source:HGNC Symbol;Acc:2198]
8 1281 1.66 2e-16 3e-16 2x1 collagen, type Ill, alpha 1 [Source:HGNC Symbol;Acc:2201]
9 1289 1.84 2e-16 3e-16 2x1 collagen, type V, alpha 1 [Source:HGNC Symbol;Acc:2209]
10 1290 1.66 2e-16 3e-16 2x1  collagen, type V, alpha 2 [Source:HGNC Symbol;Acc:2210]
11 1490 2.03 2e-16 3e-16 3x1 connective tissue growth factor [Source:HGNC Symbol;Acc:2
12 1513 1.68 2e-16 3e-16 4x1 cathepsin K [Source:HGNC Symbol;Acc:2536]
13 2919 1.71 2e-16 3e-16 1x1 chemokine (C-X-C motif) ligand 1 (melanoma growth stimule
14 2920 1.81 2e-16 3e-16 1x1  chemokine (C-X-C motif) ligand 2 [Source:HGNC Symbol;Ac
15 6372 1.65 2e-16 3e-16 1x1  chemokine (C-X-C motif) ligand 6 [Source:HGNC Symbol;Ac
16 3491 151 2e-16 3e-16 2x1 cysteine-rich, angiogenic inducer, 61 [Source:HGNC Symbol
17 84624 2.26 2e-16 3e-16 3x1 fibronectin type 11l domain containing 1 [Source:HGNC Symb:
18 8870 1.99 2e-16 3e-16 1x3 immediate early response 3 [Source:HGNC Symbol;Acc:539:
19 3553 152 2e-16 3e-16 1x1 interleukin 1, beta [Source:HGNC Symbol;Acc:5992]
20 3569 179  2e-16 3e-16 1x1 interleukin 6 (interferon, beta 2) [Source:HGNC Symbol;Acc:€
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Local Geneset Analysis

Overexpression

Rank GSz p-value #in/all Geneset

1 3952 NULL 15/16 MMML CE®CIE]_MMML 1

2 36.89 NULL 12/16 GSEA CFARMER_BREAST_CANCER_CLUSTER_S

3 34.94 NULL 71/250 LymphomzENZ_Stromal signature 1

4 31.94 NULL 62/190 CC extracellular matrix

5 2891  NULL 65/242 BP extracellular matrix organization

6 28.06  NULL 8/11 MF platelet-derived growth factor binding

7 27.11  NULL 4/6 GSEA C2AGARWAL_AKT_PATHWAY_TARGETS

8 25.86  NULL 30/69 BP extracellular matrix disassembly

9 251 NULL 11/19  MF extracellular matrix binding

10 2439  NULL 14/37 BP collagen fibril organization

11 2361 NULL 27/64 BP collagen catabolic process

12 2311  NULL 19/57 MF extracellular matrix structural constituent

13 2239 NULL 8/12 MIRNA tangft-29¢

14 2218  NULL 6/13  GSEA CZTURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_LOBULAR
15 20.79  NULL 2/3 GSEA CZKONDO_HYPOXIA

16 20.37  NULL 417 GSEA CZTSUNODA_CISPLATIN_RESISTANCE_UP

17 20.12  NULL 7/16  GSEA CZCROONQUIST_STROMAL_STIMULATION_UP

18 19.97  NULL 5/15  GSEA CZXCHANG_POUSF1_TARGETS_UP

19 19.81  NULL 6/16  GSEA C2AMIT_SERUM_RESPONSE_60_MCF10A

20 19.68  NULL 6/16  GSEA CAMIT_EGF_RESPONSE_60_MCF10A

21 19.61  NULL 7/16  GSEA CZTURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_DUCTAL _|
22 18.88  NULL 761683 CC extracellular space

23 18.46  NULL 17/68 CC collagen

24 18.46  NULL 23/119 LymphomROSOLOWSKI_green total

25 18.12  NULL 4/5 GSEA CCOLLER_MYC_TARGETS_DN

26 17.93  NULL 5/16  GSEA CAU_TUMOR_VASCULATURE_UP

27 17.93  NULL 5/15  GSEA CZTURASHVILI_BREAST_DUCTAL_CARCINOMA_VS_DUCTAL_N(
28 17.85  NULL 4/13  GSEA CXCHIBA_RESPONSE_TO_TSA_UP

29 17.61  NULL 102 /1182CC extracellular region

30 17.26  NULL 5/16  GSEA CFERRARI_RESPONSE_TO_FENRETINIDE_UP
31 17 NULL 6/13  GSEA CZFRIDMAN_SENESCENCE_UP

32 16.92  NULL 5/10  GSEA CKEGG_ECM_RECEPTOR_INTERACTION

33 16.77  NULL 4/12  GSEA CAVERRECCHIA_RESPONSE_TO_TGFB1_C2

34 164  NULL 7/15  GSEA C2DASU_IL6_SIGNALING_SCAR_DN

35 16.31  NULL 39/265 Glio willscher_GBM_Verhaak—-CL_expression_B_up

36 16.31  NULL 39/265 Glio willscher_GBM_Verhaak-MES_expression_B_up
37 16.31  NULL 39/265 Glio willscher_GBM_Verhaak-PNwt_expression_B_down
38 16.31  NULL 39/265 Glio willscher_GBM_Verhaak-PNmut_expression_B_down
39 16.22  NULL 4/10 BP protein heterotrimerization

40 16.02  NULL 2/6 Glio Martinez_Glio_hypometh



GW 292

Local Summary

%DE =0.72
# metagenes = 6
# genes = 167

# genes in genesets = 165

#geneswithfdr<0.1 =78 (13+/65 —)
# genes with fdr < 0.05 =51 (9+/42 -)
# genes with fdr < 0.01 =33 (8+/25 -)

<r> metagenes = 1

<r> genes = 0.66

<FC>=-0.21
<shrinkage-t> = -7.24
<p-value>=0.01
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Density

log(FC)  fdr Description
p-value  Metagene
211 2e-16 3e-15 47x1 major histocompatibility complex, class II, DQ beta 2 [Source
153 2e-16 3e-15 48x1 retinoic acid receptor responder (tazarotene induced) 3 [Sour
-1.78 2e-16 3e-15 48x1 thioredoxin interacting protein [Source:HGNC Symbol;Acc:16
1.42 9e-16 2e-12 48x1 granzyme A (granzyme 1, cytotoxic T-lymphocyte-associate:
-1.33 5e-14 5e-10 50x1 immunoglobulin J polypeptide, linker protein for immunoglobu
12 le-11 3e-08 47x1 cathepsin H [Source:HGNC Symbol;Acc:2535]
-1.09 7e-10 2e-06 49x1 calcium/calmodulin-dependent protein kinase IG [Source:HG
0.96 5e-08 2e-06 50x1 vascular cell adhesion molecule 1 [Source:HGNC Symbol;Ac
-0.94 9e-08 2e-06 49x1 family with sequence similarity 46, member C [Source:HGNC
-0.94 1e-07 2e-06 49x1 cyclin-dependent kinase 12 [Source:HGNC Symbol;Acc:242:
-0.93 1e-07 8e-05 49x1 CD3d molecule, delta (CD3-TCR complex) [Source:HGNC S
-0.81 5e-06 8e-05 49x1 CD27 molecule [Source:HGNC Symbol;Acc:11922]
-0.8 6e-06 8e-05 50x1 prostaglandin D2 synthase 21kDa (brain) [Source:HGNC Syn
0.79 8e-06 8e-05 49x1 Rho GTPase activating protein 4 [Source:HGNC Symbol;Acc
-0.79 8e-06 8e-05 48x1 POU class 2 associating factor 1 [Source:HGNC Symbol;Acc
-0.72 9e-06 7e-04 49x1 immunoglobulin lambda-like polypeptide 1 [Source:HGNC Sy
-0.74 2e-05 1e-03 48x1 interferon stimulated exonuclease gene 20kDa [Source:HGN(
-0.7 7e-05 1e-03 48x1
-0.7 8e-05 1e-03 49x1 IKAROS family zinc finger 1 (Ikaros) [Source:HGNC Symbol;
-0.68 1e-04 1e-03 48x1 Enah/Vasp-like [Source:HGNC Symbol;Acc:20234]
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Local Geneset Analysis

Underexpression

Rank GSz p-value #in/all Geneset

1 -27.88 NULL 3/5 GSEA CAWONG_ENDOMETRIAL_CANCER_LATE

2 -23.81 NULL 9/16  GSEA CFARMER_BREAST_CANCER_CLUSTER_1

3 -17.32 NULL 721417 H.Tiss WIRTH_Immune system

4 -17.32 NULL 6/11  GSEA CBIOCARTA_TCYTOTOXIC_PATHWAY

5 -14.71 NULL 64/553 Cancer Lembcke_Colonic Inflammation

6 -14.66 NULL 3/14  GSEA C2WINNEPENNINCKX_MELANOMA_METASTASIS_DN

7 -14.65 NULL 2/15  GSEA CZSHIPP_DLBCL_VS_FOLLICULAR_LYMPHOMA_DN

8 -13.91 NULL 5/11  GSEA CBIOCARTA_THELPER_PATHWAY

9 -13.89 NULL 4/10  GSEA C2EE_DIFFERENTIATING_T_LYMPHOCYTE

10 -13.71 NULL 5/13  Cancer GENTLES_modull8

11 -13.62 NULL 4/10  GSEA CFLECHNER_BIOPSY_KIDNEY_TRANSPLANT_REJECTED_VS_
12 -13.29 NULL 1/2 GSEA C2GUTIERREZ_MULTIPLE_MYELOMA_UP

13 -12.91 NULL 3/13  GSEA CHAHTOLA_MYCOSIS_FUNGOIDES_DN

14 -12.55 NULL 2/15  GSEA CXKENNY_CTNNB1_TARGETS_DN

15 -11.41 NULL 1/11  GSEA CAMIT_EGF_RESPONSE_20_HELA

16 -10.97 NULL 4113  GSEA CZBIOCARTA_IL17_PATHWAY

17 -10.88 NULL 1/12  GSEA CZTSAI_DNAJB4_TARGETS_UP

18 -10.57 NULL 2/8 GSEA CREACTOME_IMMUNOREGULATORY_INTERACTIONS_BETWEE
19 -9.63  NULL 1/15  GSEA CZGARGALOVIC_RESPONSE_TO_OXIDIZED_PHOSPHOLIPIDS
20 -9.63  NULL 1/15  GSEA CINADERI_BREAST_CANCER_PROGNOSIS_DN

21 -9.63  NULL 1/15  GSEA CIMARKS_HDAC_TARGETS_UP

22 -9.6  NULL 3/7 GSEA C2GRAHAM_CML_DIVIDING_VS_NORMAL_DIVIDING_DN
23 -9.3  NULL 1/16  GSEA CXGAJATE_RESPONSE_TO_TRABECTEDIN_UP

24 -9.26  NULL 6/15  GSEA CFINAK_BREAST_CANCER_SDPP_SIGNATURE

25 -9.2  NULL 7145  BP T cell activation

26 -8.99  NULL 1/17  miRNA target-sWRBaSab

27 -8.85 NULL 2/16  GSEA CXCASORELLI_ACUTE_PROMYELOCYTIC_LEUKEMIA_UP
28 -8.74  NULL 2/9 GSEA C2GUTIERREZ_WALDENSTROEMS_MACROGLOBULINEMIA_1_TC
29 -8.72  NULL 1/18  miRNA tahget-siRBaSLa

30 -8.61 NULL 217 Glio Donson-adaptive-immunity-associated with LTS in HGA
31 -85  NULL 5/12  GSEA CBIOCARTA_CTL_PATHWAY

32 -8.48  NULL 2/10  GSEA CZGRANDVAUX_IFN_RESPONSE_NOT_VIA_IRF3

33 -8.46  NULL 4/14  GSEA CFINETTI_BREAST_CANCER_KINOME_GREEN

34 -8.31  NULL 1/11  GSEA C2GUTIERREZ_CHRONIC_LYMPHOCYTIC_LEUKEMIA_UP
35 -8.2  NULL 1/6 GSEA CFARMER_BREAST_CANCER_CLUSTER_8

36 -8.05 NULL 3/27 MF antigen binding

37 -8.03 NULL 19/162 CC external side of plasma membrane

38 -7.93  NULL 5/12 BP immunoglobulin mediated immune response

39 -7.77  NULL 5/11  BP positive regulation of B cell differentiation

40 -7.73  NULL 3/28 BP T cell differentiation
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Local Summary Local Genelist Local Geneset Analysis

Underexpression

%DE =0.71 Ranl|<D log(FC)  fdr Description

# metagenes = 17 p-value  Metagene Rank GSz p-value #in/all Geneset

# genes = 161 1 5382 1.34 3e-14 1e-09 48x 15 postmeiotic segregation increased 2 pseudogene 4 [Source:t ] -10.4  NULL 2/16  GSEA CRICKMAN_HEAD_AND_NECK_CANCER_A
2 -9.22  NULL 2/11 GSEA CRIGGI_EWING_SARCOMA_PROGENITOR_DN
# genes in genesets = 156 2 909 117 3e-11 1e-09 50x16 CDlamolecule [Source:HGNC Symbol;Acc:1634] 3 -8 NULL 2/14  GSEA CSMID_BREAST_CANCER_LUMINAL_A_UP
4 -7.71  NULL 2/15 GSEA CPOOLA_INVASIVE_BREAST_CANCER_DN
H — 3 51315 -1.16 5e-11 6e-06 47 x 14 lysine-rich coiled—coil 1 [Source:HGNC Symbol;Acc:28039] 5 -7.52  NULL 2/16 GSEA C2CHANDRAN_METASTASIS_DN
#geneswithfdr<0.1 =62 (13+/49 -) 6 -7.48  NULL 172 TF MYC_Cell cycle DOWN
# genes with fdr < 0.05 =62 ( 13+/49 - ) 4 55788 -0.93 1e-07 6e-06 46x11 LMBR1 domain containing 1 [Source:HGNC Symbol:Acc:230 7 -7.43  NULL 1/8 GSEA C2ADDYA_ERYTHROID_DIFFERENTIATION_BY_HEMIN
8 =7.09 NULL 2/13 BP N-acetylglucosamine metabolic process
# genes with fdr < 0.01 = 25 ( 5+/20 - ) 5 5577 ~091 3e-07 1e-05 47x12 N-acetylglucosamine kinase [Source:HGNC Symbol:Acc:171 9 =7.07  NULL 1/9 GSEA CRODWELL_AGING_KIDNEY_UP
10 -6.96  NULL 1/9 GSEA CBASSO_CD40_SIGNALING_UP
6 26002 ~0.89 5e-07 1e-05 50x16 monooxygenase, DBH-like 1 [Source:HGNC Symbol:Acc:21¢ 11 -6.96  NULL 1/9 GSEA CGUTIERREZ_WALDENSTROEMS_MACROGLOBULINEMIA_2
t 0.95 12 -6.67  NULL 1/10  GSEA CFLECHNER_BIOPSY_KIDNEY_TRANSPLANT_REJECTED_VS_
<r> metagenes = 0. _
g 7 4602 -0.88 7e-07 1e-04 50x16 v-myb avian myeloblastosis viral oncogene homolog [Source 13 6.61  NULL 1/8 GSEA C2CHLESINGER_METHYLATED_IN_COLON_CANCER
-6.57 NULL 1/10 BP ositive regulation of histone H3-K4 methylation
<r> genes = 03 %51 -6.33  NULL 1/11 GSEA CZ‘:UYTTENg EZH2_TARGETS_UP g
8 285195 -0.82 4e-06 1e-04 49x14 solute carrier family 9, subfamily A (NHE9, cation proton antif - — — —
16 -6.24  NULL 1/11 BP homeostasis of number of cells
<FC>=-0.19 9 4255 -0.78 9e-06 1le-04 48x15 O-6-methylguanine-DNA methyltransferase [Source:HGNC 17 ~6.24  NULL 11 Pathw AcBENTINK_e2f3.2
18 -6.24  NULL 1/11 GSEA CDOANE_BREAST_CANCER_ESR1_UP
< i -t>=-06. . . - —6.. URJANSKI_MAPK1_AND_MAPK2_TARGETS
Shnnkage t 6.81 10 8799 -0.77 1e-05 1e-04 46x12 peroxisomal biogenesis factor 11 beta [Source:HGNC Symba 19 624 NULL 1/ GSEA CZT - = -
| 0.02 20 -6.15 NULL 2/10 BP cellular response to antibiotic
<p_Va ue>=0. -6.04  NULL 1/12 GSEA CPEREZ_TP53_TARGETS
11 79762 0.76 2e-05 1e-04 50x15 chromosome 1 open reading frame 115 [Source:HGNC Symt 21 : = -
fd - 22 -6.04 NULL 1/12 GSEA CBOHN_PRIMARY_IMMUNODEFICIENCY_SYNDROM_DN
<tdr>= 064 fa | CoA reduct 10s HGNC Symbol:AcC:26225 23 -6.04 NULL 1/12 GSEA C2CHIANG_LIVER_CANCER_SUBCLASS_INTERFERON_UP
12 suss 075 26705 le-04 48x15 fatty acyl CoA feductase 1 [Source ymbolAce: ‘24 -5.95 NULL 1/12  GSEA CDING_LUNG_CANCER_BY_MUTATION_RATE
. ) ) ) . . 25 -595 NULL 2/14  GSEA CHEDENFALK_BREAST_CANCER_BRACX_UP
P rofl | e S pot 13 51660 -0.75 2e-05 5e-04 48x 14 mitochondrial pyruvate carrier 1 [Source:HGNC Symbol;Acc:: 26 585 NULL 1/10 GSEA CHANN_RESISTANCE_TO_BCL2_INHIBITOR_DN
) ) - ) ) 27 -5.79  NULL 1/10  BP peroxisome fission
50 14 4214 -0.73 4e-05 5e-04 47 x13 mitogen—activated protein kinase kinase kinase 1, E3 ubiquiti 28 578  NULL 179 GSEA CBIOCARTA_NFKB_PATHWAY
29 -578  NULL 1/13  GSEA CLINDGREN_BLADDER_CANCER_CLUSTER_2B
40 - 15 2051 0.72 5e-05 5e-04 48x14 EPH receptor B6 [Source:HGNC Symbol;Acc:3396] 30 578  NULL 1/13 GSEA CZBENPORATH_EED_TARGETS
31 -5.78  NULL 1/13  GSEA CZXERVERA_SDHB_TARGETS_2
16 9649 -0.72 5e-05 5e-04 50x15 Ral GEF with PH domain and SH3 binding motif 1 [Source:H¢ 32 578 NULL 1/13 GSEA CBROWNE_HCMV_INFECTION_48HR_DN
30 33 -569  NULL 1/13  GSEA C20SADA_ASCL1_TARGETS_UP
17 7915 -0.71 6e-05 6e-04 50x16 aldehyde dehydrogenase 5 family, member Al [Source:HGN( 34 569 NULL 1/13 GSEA C2ALONSO_METASTASIS_UP
20 35 -5.69  NULL 1/13  GSEA CRAY_TARGETS_OF_P210_BCR_ABL_FUSION_DN
18 217 0.7 7e-05 1e-03 50x 15 aldehyde dehydrogenase 2 family (mitochondrial) [Source:HC 36 -559 NULL 1/8 GSEA CBOQUEST_STEM_CELL_DN
r 37 -5.54  NULL 1/14  GSEA CZDAVICIONI_RHABDOMYOSARCOMA_PAX_FOXO1_FUSION_DN
10 — 19 6138 -0.69 1e-04 1e-03 48x13 ribosomal protein L15 [Source:HGNC Symbol;Acc:10306] 38 -5.54  NULL 1/14 GSEA CVANHARANTA_UTERINE_FIBROID_DN
39 -5.54  NULL 1/14 GSEA CPEREZ_TP53_AND_TP63_TARGETS
1 20 6493 -0.67 2e-04 1e-03 49x 14 single-minded family bHLH transcription factor 2 [Source:HG 40 -5.54  NULL 1/14 GSEA CWEST_ADRENOCORTICAL_TUMOR_DN
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Local Summary Local Genelist Local Geneset Analysis

Underexpression

%DE = 0.43 Ran||<D log(FC)  fdr Description

p-value  Metagene

# metagenes = 15 Rank GSz p-value #in/all Geneset

# genes = 260 1 25874 -1 1e-08 1e-04 50x 34 mitochondrial pyruvate carrier 2 [Source:HGNC Symbol;Acc:: 1 -8.3 NULL 6/70 miRNA tanget-stRE 892
2 -6.86  NULL 2/8 GSEA CRUNNE_GENDER_EFFECT_UP
# genes in genesets = 260 2 51015 -0.86 1e-06 2e-04 50x33 isochorismatase domain containing 1 [Source:HGNC Symbol 3 -6.58 NULL 2/13  GSEA CBBROWNE_HCMV_INFECTION_6HR_DN
4 -6.56  NULL 2/15  GSEA CBARRIER_CANCER_RELAPSE_NORMAL_SAMPLE_UP
. _ 3 10099 0.82 4e-06 2e-04 50x37 tetraspanin 3 [Source:HGNC Symbol;Acc:17752] 5 -6.28  NULL 10/93  mMiRNA tahget-stiRBash
#geneswithfdr<0.1 =41 (9+/32 -) 6 -6.09  NULL 10/95 MIRNA targat siRBa9S9
# genes with fdr < 0.05 =37 (8+/29 -) 4 23215 0.82  4e-06 4e-04 50x37 proline-rich coiled-coil 2C [Source:HGNC Symbol;Acc:2490: 7 -6.09 NULL 2/15  GSEA CHADDAD_T_LYMPHOCYTE_AND_NK_PROGENITOR_UP
8 -6.04 NULL 3/11  GSEA CZGARGALOVIC_RESPONSE_TO_OXIDIZED_PHOSPHOLIPIDS L
#genes with fdr<0.01=14 (5+/9 -) 5 51455 08  6e-06 6e-04 50x35 REVL,polymerase (DNA directed) [Source:HGNC SymboliAc 9 -5.69  NULL 1/8  GSEAC2/AGI_AML_WITH_T_8_21_TRANSLOCATION
10 -5.66  NULL 18/215 MIRNA tahgat-sirBass
6 23469 -0.78 1e-05 2e-03 50x36 PHD finger protein 3 [Source:HGNC Symbol:Acc:8921] 11 -5.62  NULL 3/16  GSEA C2‘ANG_BREAST_CANCER_ESR1_BULK_UP
12 -5.55  NULL 8/58 miRNA tanget-stiRB456-5p
<r> metagenes = 0.97 _ '
g 7 34 -0.73 3e-05 2e-03 50x34 acyl-CoA dehydrogenase, C-4 to C-12 straight chain [Sourc 13 5.55  NULL 10/122  mIiRNA tanget-siiRBass
<r>genes = 0.3 14 -539  NULL 5/102 MIRNA tangetstRBEs0
8 8539 -0.72 4e-05 2e-03 50x35 apoptosis inhibitor 5 [Source:HGNC Symbol;Acc:594] 15 -5.38  NULL 12/146 mIRNA tangat stifEgs2
16 -526 NULL 1/10  GSEA CAUI_THYROID_CANCER_CLUSTER_5
<FC> = -0.15 9  saase -072 5e-05 2e-03 50x34 zinc finger, BED-type containing 5 [Source:HGNC Symbol:Ac 17 -526  NULL 1/10  GSEA CREACTOME_MITOCHONDRIAL_FATTY_ACID_BETA_OXIDATIOL
18 -521  NULL 2/15  GSEA CZGENTILE_UV_RESPONSE_CLUSTER_D2
<shri -t>=- - i —409—
Shnnkage t 5.32 10 9685 -0.71 6e-05 2e-03 50x34 clathrininteractor 1 [Source:HGNC Symbol;Acc:23186] 19 517 NULL 71107 m!RNA SURRA-409-3P
I 0.07 20 -5.11  NULL 9/142  miRNA tahgat-stirBase
<p-value>= 0. -511  NULL 2/11  GSEA CBIOCARTA_EIF2_PATHWAY
11 10314 -0.69 9e-05 2e-03 50x35 LanC lantibiotic synthetase component C-like 1 (bacterial) [S 21 : N — =
fdrs = 22 -511  NULL 2/23  miRNA tanget-stirB3ss
<fdr>=0.77 23 -5.08  NULL 2/19  MIiRNA tanget stiRB&LR—-5p
12 10311 -0.68 1e-04 2e-03 49x34 Down syndrome critical region gene 3 [Source:HGNC Symbo 24 503 NULL 215 GSEA C2SHEN SMARCA2 TARGETS UP
. RAB3 GTP, dvat ein subunit 2 Vi) 1S 25 -4.92  NULL 2/15  GSEA CPYEON_CANCER_HEAD_AND_NECK_VS_CERVICAL_DN
P rofl | e S pot 13 25782 068  1e-04 2e-03 49x34 ase activating protein subunit 2 (non—catalytic) [Sc 26 49 NULL 16/171  mIRNA tahge 369-3p
27 -4.88  NULL 25/479 miRNA tahgat-stiRBash
50 14 9849 0.67 le-04 4e-03 50x 35 zinc finger protein 518A [Source:HGNC Symbol;Acc:29009] 28 _487  NULL 8/93 cc spliceosomal complex
29 -4.87 NULL 11/127 mMIRNA tangat-siRB395
40 15 3150 -0.67 2e-04 1e-02 50x35 high mobility group nucleosome binding domain 1 [Source:H( 30 48 NULL 9/90 MIRNA tahget sHRBage
31 -4.8 NULL 9/114  miRNA 3UTHA-485-3P
16 10015 -0.65 3e-04 1e-02 50x34 programmed cell death 6 interacting protein [Source:HGNC & 32 _477 NULL 1/12 GSEA CKEGG_PPAR_SIGNALING_PATHWAY
30 33 -476  NULL 13/180 MIRNA tangatstrBasea
17 22889 -0.64 3e-04 1e-02 50x37 KIAA0907 [Source:HGNC Symbol;Acc:29145] 34 _474  NULL 2/34  MIRNA tangat- sRB5SS
20 35 -4.73  NULL 20/699 Chr chrs
18 9512 -0.62 5e-04 1e-02 50x38 peptidase (mitochondrial processing) beta [Source:HGNC Sy 36 -4.73  NULL 4/38 mMiRNA tahgat-swRBa3e—-5p
37 -47  NULL 1/11  MF glutathione binding
10 — 19 167153 -0.61 6e-04 1e-02 50x34 PAP associated domain containing 4 [Source:HGNC Symbol; 38 -4.69 NULL 6/169 Glio willscher_GBM_proteomics_wtOnly_Differencelist_
39 -4.68  NULL 8/99  MIRNA tanget-stRBaso1
1 20 29058 0.6 6e-04 1e-02 50x38 transmembrane protein 230 [Source:HGNC Symbol;Acc:1587 40 -4.6 NULL 2/14 GSEA CPUJANA_BRCA2_PCC_NETWORK
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GW 292

Local Summary Local Genelist Local Geneset Analysis

Underexpression

%DE = 0.58 Ranl|<D log(FC)  fdr Description

—-value Metagene .
# metagenes = 26 P 9 Rank GSz p-value #in/all Geneset

# genes = 396 1 6622 1.38 5e-15 4e-06 27 x50 synuclein, alpha (non A4 component of amyloid precursor) [S ] -10.12 NULL 18/83 BP respiratory electron transport chain
) 2 -10.04 NULL 5/13 GSEA CREACTOME_FORMATION_OF_ATP_BY_CHEMIOSMOTIC_COU
# genes in genesets = 390 2 3094 -0.9  3e-08 4e-06 32x50 histidine triad nucleotide binding protein 1 [Source:HGNC Syt~ 3 -9.65 NULL 5/14 BP mitochondrial ATP synthesis coupled proton transport
4 -9.61  NULL 6/19 cC mitochondrial proton-transporting ATP synthase complex
: -0.! — — ATP synthase, H+ ti ting, mi i s -9.3 N ATP synthesis coupled proton transport
# genes with fdr< 0.1 =126 (16 +/110 -) 3 = 096 Se08 berls S2xs0 yniese, i ansportng, micehondral . compiex © 2 -9.25 Nﬂtll: 2;;5 iTRNAtamea 2yl4 S ’
# genes with fdr < 0.05 = 88 ( 15+/73 - ) 4 113402 -0.87 7e-07 6e-05 29x49 SFT2domain containing 1 [Source:HGNC Symbol:Acc:2110z 7 -8.22 NULL 4715  MMML CG®CIE]_MMML 22
8 -8.2 NULL 3/14 cC eukaryotic 43S preinitiation complex
# genes with fdr < 0.01 =60 (6 +/54 -) 5 4724 ~0.87 8e-07 1e-04 33x50 NADH dehydrogenase (ubiquinone) Fe-S protein 4, 18kDa (' 9 -7.96  NULL 7/3  BP mitochondrial electron transport, NADH to ubiquinone
10 -7.84  NULL 22/152 BP cellular metabolic process
6 10480 ~0.85 1e-06 3e-04 32x49 eukaryotic translation initiation factor 3, subunit M [Source:HC 11 -7.58  NULL 1/2 TF MYC_Signal transduction UP
12 -7.57 NULL 2/5 GSEA CINAGY_PCAF_COMPONENTS_HUMAN
<r> metagenes = 0.89 oA ' 13 -706  NULL 713 NADH dehyd biqui tivit
7 26092 0.81  4e-06 3e-04 25x49 torsin Ainteracting protein 1 [Source:HGNC Symbol;Acc:294! : 4 MF ydrogenase (ubiquinone) activity
<r> genes = 0.28 14 -6.84  NULL 7136  CC mitochondrial resplratorY chaln.(:t.:fm?lexl
8 51074 2079 7e-06 3e-04 31x49 APAF1 interacting protein [Source:HGNC Symbol;Acc:17581] %g -6.79  NULL 5/27 BP DNA-dependent transcription, initiation
-6.76  NULL 29/699 Chr Chr5
<FC> = —02 9 10412 -0.78 1e-05 3e-04 31x49 NSA2 ribosome biogenesis homolog (S. cerevisiae) [Source:l %g ~6.69  NULL 271304 cC mitochondrial inner membrane
-6.61  NULL 4125 miRNA tahgat-siRBagy 3
<shrinkage-t> = -7.11 -
g 10 157567 -0.78 1e-05 3e-04 29x50 ankyrin repeatdomain 46 [Source:HGNC Symbol;Acc:27229] %(9) 222 NULL 3 ; 13 GSEA CZSAkKALT_UMORIJNHI_'T_BA_TINfG*MO:’:OCYTIES*DN
-6. NULL 3/15 CC eukaryotic translation initiation factor 3 complex
<p-value> = 0.04 ' i
: . . -6.17 ATP b thet
11 10787 -0.77 1e-05 3e-04 25x50 NCK-associated protein 1 [Source:HGNC Symbol;Acc:7666] %% 2 " Eﬂtt 2‘: /lzoo rE:fRNA tohgat ‘osyninetic process
-6. 1l SRBS6
<fdr>=0.71 23 61  NULL 1/3  mIRNA tangi-19a
-0. — — olute carrier family 35, member F5 [St :HG ; ’ ) ’ ] '
12 80255 0.76 2e-05 3e-04 26x50 solu i ily er F5 [Source:HGNC Symbol;A 24 601 NULL 197169 Glo wilscher_GBM_proteomicswiOnly.Diferencelist_
. = . 25 -5.94  NULL 3/13 GSEA CNAGY_TFTC_COMPONENTS_HUMAN
13 79627 -0.76 2e-05 3e-04 30x50 opioid growth factor receptor-like 1 [Source:HGNC Symbol;A .
rotie po 26 -591  NULL 6/45  MIRNA tangat sRBATS
_ 27 -5.87  NULL 2/8 GSEA CNAGY_STAGA_COMPONENTS_HUMAN
50 — — 14 9519 -0.75 2e-05 3e-04 30x49 TBP-like 1 [Source:HGNC Symbol;Acc:11589] 28 577 NULL 9/75  mIRNA target sRBSS2
_ o _ 29 -5.7  NULL 3/14 cC transcription factor TFTC complex
40 15 10694 -0.75 2e-05 3e-04 30x48 chaperonin containing TCP1, subunit 8 (theta) [Source:HGNC 30 57 NULL 3/16 Glio willscher GBM_STSwt_proteomics-O_UP
31 -557  NULL 6/54  MF translation initiation factor activity
16 2992 -0.75 2e-05 4e-04 27x48 glycogenin 1 [Source:HGNC Symbol;Acc:4699] 32 554  NULL 147146 MIRNA tangat-stimBaga
30 33 -5.49  NULL 2/13 CC eukaryotic 48S preinitiation complex
17 7416 -0.72 3e-05 4e-04 27x50 voltage-dependentanion channel 1 pseudogene 1 [Source:+ 34 546 NULL 17/128 BP translational initiation
20 4 35 -5.37  NULL 12/134 MIRNA tahget-stiRBaSS
18 10196 -0.74 3e-05 4e-04 29x50 protein arginine methyltransferase 3 [Source:HGNC Symbol;/ 36 -531 NULL 4715 GSEA CSEIDEN_ONCOGENESIS_BY_MET
37 -5.27  NULL 2/14 BP formation of translation preinitiation complex
10 — 19 147463 -0.74 3e-05 4e-04 25x50 ankyrin repeat domain 29 [Source:HGNC Symbol;Acc:27110] 38 -5.1 NULL 2/19 cc aggresome
39 -5.07  NULL 19/184 MIRNA tanget-stiRB3S6
1 20 100093630 0.73 3e-05 6e-04 32x48 smallnucleolar RNA host gene 8 (non—protein coding) [Sourc 40 -5.04 NULL 2/13 GSEA CBENPORATH_ES_CORE_NINE_CORRELATED
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GW 292

Local Summary Local Genelist Local Geneset Analysis

Underexpression
%DE = 0.78 Rank log(FC)  fdr Description
' ID p-value  Metagene .
-value
# metagenes = 4 Rank GSZ p #in/all Geneset
# genes = 110 1 57016 -2.05 2e-16 5e-16 1x50 aldo-keto reductase family 1, member B10 (aldose reductase ] -23.55 NULL 49/135 H.Tiss WIRTH_Mucosa
2 -18.47 NULL 3/16  GSEA CWANG_BARRETTS_ESOPHAGUS_DN
# genes in genesets = 108 2 51806 15 2e-16 5e-16 4x50 calmodulin-like 5 [Source:HGNC Symbol;Acc:18180] 3 -16.98 NULL 4115  GSEA CHINATA_NFKB_TARGETS_KERATINOCYTE_DN
4 -14.72 NULL 2/10  GSEA CSMID_BREAST_CANCER_ERBB2_UP
. 22802 -1.64 2e-16 5e-16 1x50 chloride channel accessory 4 [Source:HGNC Symbol;Acc:20: 5 -14.59 NULL 2/10 GSEA CXEGG_LINOLEIC_ACID_METABOLISM
# genes with fdr<0.1 =73 (15+/58 -) 3
. 6 -13.79 NULL 2/14  GSEA CXHIANG_LIVER_CANCER_SUBCLASS_POLYSOMY7_DN
# genes with fdr < 0.05 =63 (13 +/50 -) 4 49860 -27  2e-16 5e-16 1x50 cornulin [Source:HGNC Symbol;Acc:1230] 7 -12.72 NULL 2/12 BP cellular aldehyde metabolic process
8 -11.52 NULL 1/8 GSEA C2LIU_CDX2_TARGETS_DN
# genes with fdr < 0.01 = 59 ( 12 +/ 47 - ) 5 5653 -153 2e-16 5e-16 1x50 Kallkrein-related peptidase 6 [Source:HGNC Symbol:Acc:63 9 -11.28 NULL 2/15  GSEA CZI_AMPLIFIED_IN_LUNG_CANCER
10 -11.28 NULL 1/9 GSEA C2GOUYER_TUMOR_INVASIVENESS
6 3851 146  2e-16 5e-16 1x50 keratin 4 [Source:HGNC Symbol:Acc:6441] 11 -10.93 NULL 2/14  GSEA CXCHARAFE_BREAST_CANCER_BASAL_VS_MESENCHYMAL_U
t 0.99 12 -10.12 NULL 2/16  GSEA CKOBAYASHI_EGFR_SIGNALING_24HR_UP
<r> metagenes = 0. _
g 7 5055 232 2e-16 5e-16 1x50 serpin peptidase inhibitor, clade B (ovalbumin), member 2 [S¢ 13 10.05 NULL 6/16 ~ GSEA CZCROMER_TUMORIGENESIS_DN
-9.99  NULL 1/6 GSEA C2SARRIO_EPITHELIAL_MESENCHYMAL_TRANSITION_DN
<r>genes = 0.53 %151 -9.78  NULL 2/15  GSEA CRRICKMAN_HEAD_AND_NECK_CANCER_E -
6707 -1.79 2e-16 5e-16 1x50 small proline-rich protein ource:HGNC Symbol;Acc:11. . — — - — —
Il proline—rich in 3 [St GNC Symbol 26
16 -9.52  NULL 1/5 GSEA CINAKAMURA_LUNG_CANCER
<FC>=-0.35 9 339967 -1.52 2e-16 5e-16 2x50 transmembrane protease, serine 11A [Source:HGNC Symbol %g 7:: Eﬂtt 1 ; 52 ngA gg:lg/;’\;usgatu:ﬁ?—gérsElRG’\PAARKERS
-9. 1/1 EA . _ 1|
<shri -t>=-12. ) -9. RUECKNER_TARGETS_OF_MIRLET7A3_DN
Shnnkage t 12 43 10 132724 -156 2e-16 5e-16 1x50 transmembrane protease, serine 11B [Source:HGNC Symbol 19 907 NULL 1713 GSEA CBI — -~ -
| 0 20 -9.07 NULL 1/13  GSEA CKEGG_BUTANOATE_METABOLISM
<p-value>= -88  NULL 3/14  GSEA CXIM_RESPONSE_TO_TSA_AND_DECITABINE_UP
11 3860 -13  9e-16 1e-13 1x50 keratin 13 [Source:HGNC Symbol;Acc:6415] 21 ’ - - -
fdr> = 0.38 22 -8.34  NULL 1/15  GSEA CPUIFFE_INVASION_INHIBITED_BY_ASCITES_UP
<idr>= 4. dinU s HGNG Symbol:Acc:7859 23 -8.34 NULL 1/15  GSEA C2IAO_HAVE_SOX4_BINDING_SITES
12 10874 1.38 Ge-15 le-13 4x50  neuromedin U [Source: ymbolAce: ! 24 -8.33  NULL 1/6 GSEA CXLAUS_PGR_POSITIVE_MENINGIOMA_UP
. 13 626 136  le14 1e-13 1x50 100 calcium binding protein P [Source:HGNG SymbokAce:l 25 -8.04 NULL 1/16  GSEA CZGARGALOVIC_RESPONSE_TO_OXIDIZED_PHOSPHOLIPIDS _C
Profile SpOt : € € X ap : ymbolAce 2 -804  NULL 1/16  GSEA CHKAN_RESPONSE_TO_ARSENIC_TRIOXIDE
-8.04 NULL 1/16  GSEA CMAHAJAN_RESPONSE_TO_IL1A DN
SPONSE_TO
50 14 wumn -1.36  2e-14 2e-12 3x50 family with sequence similarity 3, member D [Source:HGNC £ 5g -8.04  NULL 1/16  GSEA CKEGG_FRUCTOSE_AND_MANNOSE_METABOLISM
29 -7.56  NULL 1/7 Glio KIM_epithelial-mesenchymal-transition related genes_decreased
40 - 15 5215 1.31 le-13 4e-12 1x50 serpin peptidase inhibitor, clade B (ovalbumin), member 13 [¢ 30 75 NULL 2/16 GSEA C2SENGUPTA_NASOPHARYNGEAL_CARCINOMA_DN
o _ ) 31 -7.3  NULL 1/10  GSEA CMURAKAMI_UV_RESPONSE_1HR_UP
16 7739 -1.28 3e-13 4e-12 1x50 zinc finger protein 185 (LIM domain) [Source:HGNC Symbol; 32 709 NULL 9/122 ME serine-type endopeptidase activity
30 33 -7.07  NULL 2/15  GSEA CZUI_THYROID_CANCER_CLUSTER 2
17 220963 -128 4e-13 2e-10 4x50 solute carrier family 16, member 9 [Source:HGNC SymboliAc 34 —7 NULL 2/13 GSEA C2LUI_THYROID_CANCER_PAX8_PPARG_UP
35 -6.89  NULL 1/11  GSEA CMURAKAMI_UV_RESPONSE_6HR_DN
20 n 18 23120 -1.21 8e-12 2e-10 1x50 ATPase,classV, type 10B [Source:HGNC Symbol;Acc:13543 36 -6.76  NULL 4/13 BP negative regulation of peptidase activity
37 -6.64 NULL 1/8 GSEA CAINDGREN_BLADDER_CANCER_CLUSTER_2A_UP
10 — 19 1992 -1.19 2e-11 1le-09 1x50 serpin peptidase inhibitor, clade B (ovalbumin), member 1 [Sc 38 -6.46  NULL 11/42 BP Kkeratinization
39 -6.43  NULL 12/76 BP epidermis development
1 20 79755 -1.14 1e-10 1e-09 1x50 zinc finger protein 750 [Source:HGNC Symbol;Acc:25843] 40 -6.42  NULL 1/14 BP tissue regeneration
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