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Global Summary

%DE = 0.16

# genes with fdr < 0.2 =2047 (1206 +/841 -)
# genes with fdr < 0.1 = 1632 (1028 +/604 -)
# genes with fdr < 0.05 =1397 (914 +/483 -)
# genes with fdr < 0.01 =970 (709 +/261 -)

# genes in genesets = 16332

<FC>=0
<shrinkage-t>=0

<p-value>=0.08

.

<fdr>=0.84
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Rank
ID

1 9510
2 10551
3 401138
4 147463
5 147495
6 347
7 563
8 25805
9 80341
10 440712
11 92747
12 352999
13 760
14 26256
15 51806
16 83643
17 6347
18 6364
19 3075
20 56994
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log(FC)  fdr Description
p-value  Metagene
1.31 2e-16 2e-14 6x1 ADAM metallopeptidase with thrombospondin type 1 motif, 1
2.23 2e-16 2e-14 50x 10 anterior gradient 2 [Source:HGNC Symbol;Acc:328]
3.08 2e-16 2e-14 1x5 amelotin [Source:HGNC Symbol;Acc:33188]
1.59 2e-16 2e-14 25x50 ankyrin repeat domain 29 [Source:HGNC Symbol;Acc:27110]
1.87 2e-16 2e-14 2x44 adenomatosis polyposis coli down-regulated 1 [Source:HGN!
191 2e-16 2e-14 50x7 apolipoprotein D [Source:HGNC Symbol;Acc:612]
1.31 2e-16 2e-14 50x 10 alpha-2-glycoprotein 1, zinc-binding [Source:HGNC Symbol
1.62 2e-16 2e-14 8x1 BMP and activin membrane—bound inhibitor [Source:HGNC ¢
2.25 2e-16 2e-14 50x 10 BPI fold containing family B, member 2 [Source:HGNC Symb
13 2e-16 2e-14 1x39 chromosome 1 open reading frame 186 [Source:HGNC Symt
4.33 2e-16 2e-14 50x 10 BPI fold containing family B, member 1 [Source:HGNC Symb
3.07 2e-16 2e-14 50x 10 chromosome 6 open reading frame 58 [Source:HGNC Symbc
1.82 2e-16 2e-14 1x44 carbonic anhydrase Il [Source:HGNC Symbol;Acc:1373]
1.47 2e-16 2e-14 50x50 calcium binding tyrosine—(Y)-phosphorylation regulated [Sou
1.85 2e-16 2e-14 4x50 calmodulin-like 5 [Source:HGNC Symbol;Acc:18180]
1.34 2e-16 2e-14 7x1 coiled-coil domain containing 3 [Source:HGNC Symbol;Acc:Z
1.44 2e-16 2e-14 50x4 chemokine (C-C motif) ligand 2 [Source:HGNC Symbol;Acc::
-1.83 2e-16 2e-14 46x1 chemokine (C-C motif) ligand 20 [Source:HGNC Symbol;Acc
1.31 2e-16 2e-14 50x7 complement factor H [Source:HGNC Symbol;Acc:4883]
1.65 2e-16 2e-14 50x 16 choline phosphotransferase 1 [Source:HGNC Symbol;Acc:17
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Global Geneset Analysis

Rank GSz p-value #all

Overexpressed
1 19.96
2 19.3

3 16.63
4 15.74
5 12.7

6 11.24
7 11.18
8 11.18
9 9.72
10 9.65
11 8.73
12 8.7
13 8.62
14 8.57
15 8.54
16 8.8
17 8.11
18 8.11
19 8.1
20 8
Underexpressed
1 -11.66
2 -11.66
3 -11.23
4 -10.07
5 -8.75
6 -8.48
7 -8.14
8 -7.75
9 -7.47
10 -7.37
11 -7.24
12 -7.15
13 -7.15
14 -6.97
15 -6.89
16 -6.6
17 -6.5
18 -6.5
19 -6.32
20 -6.26

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

16
1182
683
250
190
553
183
242
403

2659

1146
83
375
16
16
3274
112
15

142
142
4640
949
649
370
595
253
153
298
940
1749
1233
242
167
1318
96
128
219
287

Geneset

GSEA CRICKMAN_HEAD_AND_NECK_CANCER_D

cC extracellular region

cC extracellular space
LymphomaENZ_Stromal signature 1

cc extracellular matrix

Cancer Lembcke_Colonic Inflammation

cC proteinaceous extracellular matrix

BP extracellular matrix organization

BP cell adhesion

GSEA CFERRARI_RESPONSE_TO_FENRETINIDE_DN
cC plasma membrane

GSEA C2WONG_ENDOMETRIAL_CANCER_LATE
TF HEBENSTREIT_low expression TF

cc basement membrane

Disease GUDJ_psoriasis down

GSEA CHUPER_BREAST_BASAL_VS_LUMINAL_UP
GSEA C2MOSERLE_IFNA_RESPONSE

CcC integral to membrane

MF heparin binding

GSEA CFRIDMAN_IMMORTALIZATION_DN

Glio willscher_GBM_Verhaak-CL_expression_C_up

Glio willscher_GBM_Verhaak-PNmut_expression_C_down
cc nucleus

cC nucleoplasm

BP gene expression

BP mitotic cell cycle

MF RNA binding

BP translation

MF structural constituent of ribosome
BP DNA repair

MF nucleic acid binding

MF DNA binding

TF KIM_MYC targets

BP RNA metabolic process

cc ribosome

cc mitochondrion

BP rRNA processing

BP translational initiation

BP mRNA metabolic process

BP viral process
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Local Summary

%DE = 0.81
# metagenes = 16
# genes = 221

# genes in genesets = 220

# genes with fdr < 0.1 =145 (143+/2 -)
# genes with fdr < 0.05 =130 (129+/1 -)
# genes with fdr < 0.01 =121 (120+/1 -)

<r> metagenes = 0.91

<r>genes = 0.3

<FC>=0.72
<shrinkage-t> = 25.16

<p-value>=10

Spot

Local Genelist

Rank
ID

10551
347
563
80341
92747
352999
3075
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<fdr>=0.37
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log(FC)  fdr Description
p-value  Metagene
2.23 2e-16 3e-16 50x 10 anterior gradient 2 [Source:HGNC Symbol;Acc:328]
191 2e-16 3e-16 50x7 apolipoprotein D [Source:HGNC Symbol;Acc:612]
1.31 2e-16 3e-16 50x 10 alpha-2-glycoprotein 1, zinc-binding [Source:HGNC Symbol
225 2e-16 3e-16 50x 10 BPI fold containing family B, member 2 [Source:HGNC Symb
4.33 2e-16 3e-16 50x 10 BPI fold containing family B, member 1 [Source:HGNC Symb
3.07 2e-16 3e-16 50x 10 chromosome 6 open reading frame 58 [Source:HGNC Symbc
1.31 2e-16 3e-16 50x7 complement factor H [Source:HGNC Symbol;Acc:4883]
13 2e-16 3e-16 50x7 carboxypeptidase A3 (mast cell) [Source:HGNC Symbol;Acc:
1.28 2e-16 3e-16 50x5 cysteine-rich protein 1 (intestinal) [Source:HGNC Symbol;Ac
1.71 2e-16 3e-16 50x 10 deleted in malignant brain tumors 1 [Source:HGNC Symbol;A
1.54 2e-16 3e-16 50x5 frizzled-related protein [Source:HGNC Symbol;Acc:3959]
1.45 2e-16 3e-16 50x10 3-hydroxy-3-methylglutaryl-CoA synthase 2 (mitochondrial)
1.57 2e-16 3e-16 50x 10 KIAA1324 [Source:HGNC Symbol;Acc:29618]
2.75 2e-16 3e-16 50x10 zymogen granule protein 16B [Source:HGNC Symbol;Acc:30
245 2e-16 3e-16 50x 10 leucine rich repeat containing 26 [Source:HGNC Symbol;Acc
2.05 2e-16 3e-16 50x 10 lactotransferrin [Source:HGNC Symbol;Acc:6720]
1.68 2e-16 3e-16 50x6 microfibrillar-associated protein 4 [Source:HGNC Symbol;Ac
1.89 2e-16 3e-16 50x6 matrix Gla protein [Source:HGNC Symbol;Acc:7060]
34 2e-16 3e-16 50x 11 microseminoprotein, beta— [Source:HGNC Symbol;Acc:7372]
1.8 2e-16 3e-16 50x 10 NK3 homeobox 1 [Source:HGNC Symbol;Acc:7838]
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Local Geneset Analysis

Overexpression
Rank

1 4672  NULL
2 16.8 NULL
3 14.89  NULL
4 14.28  NULL
5 1329  NULL
6 12.99  NULL
7 11.87  NULL
8 11.85 NULL
9 1159  NULL
10 11.46  NULL
11 10.66  NULL
12 9.78  NULL
13 9.32 NULL
14 9.28 NULL
15 9.25 NULL
16 9.23 NULL
17 879  NULL
18 8.68 NULL
19 8.44 NULL
20 8.37 NULL
21 8.3 NULL
22 8.1 NULL
23 7.85 NULL
24 7.84  NULL
25 7.69  NULL
26 7.47  NULL
27 7.46 NULL
28 7.45 NULL
29 7.26  NULL
30 7.2 NULL
31 7.12 NULL
32 7.12 NULL
33 6.92  NULL
34 6.85  NULL
35 6.73 NULL
36 6.63  NULL
37 6.63 NULL
38 6.63  NULL
39 6.59 NULL
40 6.52 NULL

11/16
2/5
2/10
2/13
57/1182
3/14
2/15
43/683
2/13
1/9
36 /375
417
5/61
3/14
1/13
217
1/15
3/17
2/15
4115
2/15
2/8
3/16
2/4
2/10
2/16
6/14
2/12
2/16
2/15
1/7
2/14
5/20
3/37
5/85
1/15
1/15
1/15
4153
2/15

GSz p-value #in/all Geneset

GSEA CRICKMAN_HEAD_AND_NECK_CANCER_D

GSEA CFERRARI_RESPONSE_TO_FENRETINIDE_DN

GSEA C2LUI_THYROID_CANCER_CLUSTER_5

GSEA CAWONG_ENDMETRIUM_CANCER_UP

cc extracellular region

GSEA CSENGUPTA_NASOPHARYNGEAL_CARCINOMA_WITH_LMP1_[
GSEA C2.OPES_METHYLATED_IN_COLON_CANCER_UP

cC extracellular space

GSEA CNING_CHRONIC_OBSTRUCTIVE_PULMONARY_DISEASE_DN
GSEA C2GOUYER_TATI_TARGETS_UP

Disease GUDJ_psoriasis down

GSEA C2.OPEZ_MESOTELIOMA_SURVIVAL_TIME_DN

cc secretory granule

GSEA CMASRI_RESISTANCE_TO_TAMOXIFEN_AND_AROMATASE_INF
GSEA C2YANG_BREAST_CANCER_ESR1_UP

TF Tissue/AQUERIZAS_Appendix

GSEA CZTAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_16D_DN

BP iron ion transport

GSEA CKORKOLA_TERATOMA

GSEA C2POO0OLA_INVASIVE_BREAST_CANCER_DN

GSEA C2ABE_INNER_EAR

GSEA CAWWANG_BARRETTS_ESOPHAGUS_AND_ESOPHAGUS_CANCE
GSEA CZTURASHVILI_BREAST_DUCTAL_CARCINOMA_VS_LOBULAR_|
GSEA C2.U_TUMOR_ENDOTHELIAL_MARKERS_DN

Glio willscher_ GBM_LTSwt_proteomics—G_UP

GSEA C2AIYAR_COBRA1_TARGETS_UP

GSEA C2SMID_BREAST_CANCER_RELAPSE_IN_LUNG_DN

GSEA C2EE_LIVER_CANCER_MYC_DN

GSEA CROY_WOUND_BLOOD_VESSEL_DN

GSEA CVECCHI_GASTRIC_CANCER_ADVANCED_VS_EARLY_DN
GSEA C2GRAHAM_CML_DIVIDING_VS_NORMAL_DIVIDING_DN

GSEA CPENG_RAPAMYCIN_RESPONSE_UP

BP complement activation
BP digestion
Glio laffaire_hypermeth_LGG_vs_control

GSEA CHORIUCHI_WTAP_TARGETS_UP

GSEA CSENESE_HDAC1_TARGETS_UP

GSEA CDOUGLAS_BMI1_TARGETS_DN

Glio Christensen_hypermethylated_in_primary_glioblastoma
GSEA C2SABATES_COLORECTAL_ADENOMA_UP
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Local Summary

%DE = 0.83
# metagenes = 3
#genes=71

# genes in genesets = 71

# genes with fdr < 0.1 =53 (47+/6 —)
# genes with fdr < 0.05 =47 (43+/4 -)
# genes with fdr <0.01 =46 (42+/4 -)

<r> metagenes = 0.98

<r>genes = 0.45

<FC>=0.56
<shrinkage—-t> = 19.62

<p-value>=10

Spot

Local Genelist

<fdr>=0.31
Profile
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Rank log(FC)  fdr Description
ID p-value  Metagene
1 760 1.82 2e-16 3e-16 1x44 carbonic anhydrase Il [Source:HGNC Symbol;Acc:1373]
2 9635 1.86 2e-16 3e-16 1x46 chloride channel accessory 2 [Source:HGNC Symbol;Acc:20:
3 9547 24 2e-16 3e-16 1x46 chemokine (C-X-C motif) ligand 14 [Source:HGNC Symbol;/
4 2167 -151 2e-16 3e-16 1x44 fatty acid binding protein 4, adipocyte [Source:HGNC Symbol
5 56169 1.79 2e-16 3e-16 1x46 gasdermin C [Source:HGNC Symbol;Acc:7151]
6 3489 1.66 2e-16 3e-16 1x44 insulin-like growth factor binding protein 6 [Source:HGNC Sy
7 3861 141 2e-16 3e-16 1x45 keratin 14 [Source:HGNC Symbol;Acc:6416]
8 3868 1.54 2e-16 3e-16 1x46 keratin 16 [Source:HGNC Symbol;Acc:6423]
9 9119 212 2e-16 3e-16 1x44 keratin 75 [Source:HGNC Symbol;Acc:24431]
10 se901 1.24 4e-16 4e-14 1x44 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 4-Ii
11 5317 1.24 4e-16 4e-14 1x46 plakophilin 1 (ectodermal dysplasia/skin fragility syndrome) [¢
12 5803 118 8e-15 4e-14 1x45 protein tyrosine phosphatase, receptor-type, Z polypeptide 1
13 143686 1.18 9e-15 4e-14 1x44 sestrin 3 [Source:HGNC Symbol;Acc:23060]
14 113146 118 le-14 3e-13 1x44 AHNAK nucleoprotein 2 [Source:HGNC Symbol;Acc:20125]
15 3613 115 5e-14 3e-13 1x46 inositol(myo)-1(or 4)-monophosphatase 2 [Source:HGNC Sy
16 2697 115 S5e-14 2e-12 1x44 gap junction protein, alpha 1, 43kDa [Source:HGNC Symbol;
17 o8 112 2e-13 1e-10 1x46 cytidine deaminase [Source:HGNC Symbol;Acc:1712]
18 771 1.04 8e-12 5e-10 1x44 carbonic anhydrase XIl [Source:HGNC Symbol;Acc:1371]
19 27065 1 5e-11 2e-09 1x46 Homo sapiens neuron specific gene family member 1 (NSG1,
20 4753 097  2e-10 4e-08 1x44 NEL-like 2 (chicken) [Source:HGNC Symbol;Acc:7751]
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Local Geneset Analysis

Overexpression

Rank GSz p-value #in/all Geneset

1 3209 NULL 2/6 GSEA C2SMID_BREAST_CANCER_RELAPSE_IN_PLEURA_UP
2 3155 NULL 5/16  GSEA CHUPER_BREAST_BASAL_VS_LUMINAL_UP

3 20.14  NULL 2/7 GSEA C2YE_METASTATIC_LIVER_CANCER

4 18.67 NULL 3/25 BP response to zinc ion

5 17.68  NULL 9/82 cC intermediate filament

6 17.51  NULL 2/8 GSEA C2DORN_ADENOVIRUS_INFECTION_24HR_UP
7 17.02  NULL 3/13 BP intermediate filament cytoskeleton organization
8 16.97  NULL 1/5 GSEA CBUSA_SAM68_TARGETS_UP

9 1582  NULL 4/44 CC keratin filament

10 1459  NULL 1/11  GSEAC2TO_PTTG1_TARGETS_UP

11 1458  NULL 2/16  GSEA CBECKER_TAMOXIFEN_RESISTANCE_DN

12 1426 NULL 2/15  GSEA CKANG_CISPLATIN_RESISTANCE_UP

13 12.58  NULL 1/14  GSEA CIMAHADEVAN_IMATINIB_RESISTANCE_UP

14 12.58  NULL 1/14  GSEA CSMID_BREAST_CANCER_RELAPSE_IN_LUNG_DN
15 1251 NULL 1/9 GSEA CHEDVAT_ELF4_TARGETS_UP

16 12.47  NULL 12/135 H.Tiss WIRTH_Mucosa

17 12.3 NULL 2/17 BP morphogenesis of an epithelium

18 12.06  NULL 1/15  GSEA CFRIDMAN_IMMORTALIZATION_DN

19 12.06  NULL 1/15  GSEA CFINAK_BREAST_CANCER_SDPP_SIGNATURE
20 11.85 NULL 2/12  BP hemidesmosome assembly

21 116 NULL 1/16  GSEA CBOQUEST_STEM_CELL_CULTURED_VS_FRESH_DN
22 11.46  NULL 2122 BP bicarbonate transport

23 11.36  NULL 1/8 GSEA C2LIU_CDX2_TARGETS_DN

24 11.36  NULL 2/16  GSEA CZDORN_ADENOVIRUS_INFECTION_12HR_UP
25 1121 NULL 6/21 CC desmosome

26 11.01  NULL 1/11  BP positive regulation of bone resorption

27 10.97  NULL 2/15  GSEA C2STOSSI_RESPONSE_TO_ESTRADIOL

28 10.63  NULL 2/25  BP one-carbon metabolic process

29 1043 NULL 1/12  GSEA CHO_LIVER_CANCER_VASCULAR_INVASION
30 10.28  NULL 1/6 GSEA CAWALLACE_PROSTATE_CANCER_DN

31 9.67 NULL 2/35 cc cell periphery

32 9.48  NULL 1/12  GSEA CSANCHEZ_MDM2_TARGETS

33 9.48 NULL 1/14 BP positive regulation of osteoclast differentiation
34 948  NULL 1/14  GSEA CNIELSEN_GIST

35 9.38 NULL 8/186 MF structural molecule activity

36 9.34  NULL 2/12  H.Tiss WIRTH_Prim. lymphoid organs

37 931  NULL 1/15  GSEA CZDOANE_BREAST_CANCER_CLASSES_UP
38 924  NULL 6/82 MF structural constituent of cytoskeleton

39 922 NULL 2/38 BP epithelial cell differentiation

40 9.02  NULL 1/13  GSEA CREACTOME_REGULATION_OF_INSULIN_LIKE_GROWTH_FAC’
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Local Summary

%DE = 0.93

# metagenes = 4

# genes = 62

# genes in genesets = 62

#geneswithfdr< 0.1 =49 (2+/47 -)

# genes with fdr < 0.05 =39 (0+/39 -)

# genes with fdr<0.01=31 (0+/31 -)

<r> metagenes = 0.99

<r>genes = 0.38

<FC>=-0.32
<shrinkage-t> = -11.2

<p-value>=0.01

<fdr>=0.54
Profile
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Local Genelist

Rank

ID

1 55643

2 57176

3 56893
4 116138
5 147841

6 51490

7 7064

8 51021

9 10432

10 54965

11 10629

12 93643

Spot 13 6621
14 221027

15 5442

16 11165
17 692227
18 653121

| | 19 64710
20 8189
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log(FC)  fdr Description
p-value  Metagene
-0.9 3e-09 3e-06 9x12 BTB (POZ)domain containing 2 [Source:HGNC Symbol;Acc:
-0.76 7e-07 5e-05 9x11 Valine-—tRNA ligase, mitochondrial [Source:UniProtKB/TrENM
-0.67 1e-05 7e-05 9x12 ubiquilin 4 [Source:HGNC Symbol;Acc:1237]
-0.64 3e-05 3e-04 9x11 kelch domain containing 3 [Source:HGNC Symbol;Acc:20704
-0.6 9e-05 8e-04 8x11 SPC24, NDC8O0 kinetochore complex component [Source:HG
-0.53 5e-04 8e-04 8x12 chromosome 9 open reading frame 114 [Source:HGNC Symt
-0.52 7e-04 8e-04 8x12 thimetoligopeptidase 1 [Source:HGNC Symbol;Acc:11793]
-0.51 8e-04 8e-04 8x11 mitochondrial ribosomal protein S16 [Source:HGNC Symbol;s
-0.51 8e-04 8e-04 8x12 RNA binding motif protein 14 [Source:HGNC Symbol;Acc:14Z
-0.5 1e-03 8e-04 9x12 phosphatidylinositol glycan anchor biosynthesis, class X [Sou
-0.5 1e-03 2e-03 9x11 TAF6-like RNA polymerase Il, p300/CBP-associated factor (|
-0.48 2e-03 2e-03 9x11 tightjunction associated protein 1 (peripheral) [Source:HGNC
-0.47 2e-03 2e-03 8x11 smallnuclear RNA activating complex, polypeptide 4, 190kDe
-0.46 3e-03 2e-03 9x11 BRCAl-associated ATM activator 1 [Source:HGNC Symbol;/
-0.46 3e-03 2e-03 8x11 polymerase (RNA) mitochondrial (DNA directed) [Source:HGI
-0.45 3e-03 2e-03 9x11 nudix (nucleoside diphosphate linked moiety X)-type motif 3 |
-0.45 3e-03 2e-03 8x11 smallnucleolar RNA, C/D box 104 [Source:HGNC Symbol;Ac
-0.44 4e-03 3e-03 8x11 zincfinger and BTB domain containing 8A [Source:HGNC Sy
-0.43 5e-03 3e-03 9x11 nuclear casein kinase and cyclin-dependent kinase substrate
-0.43 5e-03 3e-03 8x11 symplekin [Source:HGNC Symbol;Acc:22935]
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Local Geneset Analysis

Underexpression

Rank GSz p-value #in/all Geneset

1 -12.88 NULL 2/12  GSEA CBROWNE_HCMV_INFECTION_14HR_UP

2 -11.54 NULL 1/12  GSEA CBARRIER_COLON_CANCER_RECURRENCE_DN

3 -11.54 NULL 1/12  GSEA CXKAAB_FAILED_HEART_ATRIUM_UP

4 -10.6  NULL 1/14  GSEA CIMEINHOLD_OVARIAN_CANCER_LOW_GRADE_UP

5 -10.48 NULL 2/15  GSEA C2OLSSON_E2F3_TARGETS_DN

6 -10.22 NULL 1/5 GSEA CINAGY_PCAF_COMPONENTS_HUMAN

7 -9.45  NULL 1/14  Cancer LIU_COMMON_CANCER_GENES

8 -9.23  NULL 2/13  GSEA CREACTOME_POST_TRANSLATIONAL_PROTEIN_MODIFICATIO
9 -8.86  NULL 2/14  GSEA CXEGG_GLYCOSYLPHOSPHATIDYLINOSITOL_GPI_ANCHOR_BI
10 -8.86  NULL 2/14  GSEA CREACTOME_SYNTHESIS_OF_GPI_ANCHORED_PROTEINS
11 -8.84  NULL 1/4 MiRNA tangft—122

12 -8.75 NULL 2/22  MF polyubiquitin binding

13 -8.54  NULL 1/12  GSEA CBARRIER_CANCER_RELAPSE_TUMOR_SAMPLE_DN

14 -853  NULL 2/15  GSEA CREACTOME_SYNTHESIS_OF_GLYCOSYLPHOSPHATIDYLINOS
15 -851  NULL 2/15  GSEA CREACTOME_RNA_POLYMERASE_III_TRANSCRIPTION

16 -851  NULL 2/15  GSEA CREACTOME_RNA_POLYMERASE_III_TRANSCRIPTION_INITIAT
17 -851  NULL 2/15  GSEA CREACTOME_RNA_POLYMERASE_III_TRANSCRIPTION_INITIAT
18 -8.23  NULL 2/16 BP preassembly of GPI anchor in ER membrane

19 -8.11  NULL 1/8 GSEA CAWILLIAMS_ESR2_TARGETS_DN

20 -7.85 NULL 1/8 GSEA CINAGY_STAGA_COMPONENTS_HUMAN

21 -755  NULL 1/15  GSEA CVANHARANTA_UTERINE_FIBROID_WITH_7Q_DELETION_UP
22 -7.53  NULL 2/51 cc cytoplasmic mRNA processing body

23 -7.23  NULL 2/12  GSEA CZTIMOFEEVA_GROWTH_STRESS_VIA_STAT1_DN

24 -7.19  NULL 2/16  GSEA CXCOLLIS_PRKDC_SUBSTRATES

25 -6.96  NULL 1/9 GSEA CREACTOME_RNA_POLYMERASE_|_III_AND_MITOCHONDRIAL
26 -6.93  NULL 1/10  GSEA CZTHEILGAARD_NEUTROPHIL_AT_SKIN_WOUND_UP

27 -6.78  NULL 1/11  Cancer GENTLES_modul5

28 -6.75  NULL 1/23  Chr Chr HSCHR6_MHC_DBB

29 -6.57  NULL 1/11  GSEA CKEGG_BASAL_TRANSCRIPTION_FACTORS

30 -6.56  NULL 1/10  GSEA CREACTOME_TRANSCRIPTION

31 -6.51  NULL 1/12  GSEA CSCHLOSSER_MYC_TARGETS_AND_SERUM_RESPONSE_UP
32 -6.51  NULL 1/12  GSEA C2DANG_REGULATED_BY_MYC_UP

33 -6.42  NULL 2/25  BP C~terminal protein lipidation

34 -6.31  NULL 2/45  mMIRNA tangat-stiRBETS

35 -6.28  NULL 2126 BP GPI anchor biosynthetic process

36 -6.25 NULL 1/12  GSEA CDOANE_RESPONSE_TO_ANDROGEN_UP

37 -6.25 NULL 1/12  GSEA CXIM_WT1_TARGETS_12HR_UP

38 -6.25 NULL 1/12  GSEA CZTANAKA_METHYLATED_IN_ESOPHAGEAL_CARCINOMA

39 -6.22  NULL 1/13  GSEA CXEGG_RENIN_ANGIOTENSIN_SYSTEM

40 -6.01  NULL 1/8 MIRNA 3BTRG-423
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Local Summary

%DE =0.8
# metagenes = 43
# genes = 404

# genes in genesets = 400

# genes with fdr< 0.1 =240 (5+/235 -)
# genes with fdr < 0.05 =212 (4 +/208 -)
# genes with fdr < 0.01 =107 (2+/105 -)

<r> metagenes = 0.94

<r>genes = 0.28

<FC>=-0.33
<shrinkage—-t> = -11.49
<p-value>=0.01
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Rank log(FC)  fdr Description
ID p-value  Metagene
1 3006 -1.24 4e-16 1e-08 5x20 histone cluster 1, H1lc [Source:HGNC Symbol;Acc:4716]
2 27237 -0.97 2e-10 7e-08 2x20 Rho guanine nucleotide exchange factor (GEF) 16 [Source:H
3 2288 -0.93 1e-09 2e-07 1x19 FK506 binding protein 4, 59kDa [Source:HGNC Symbol;Acc::
4 10436 -0.9 3e-09 4e-07 1x17 Ribosomal RNA small subunit methyltransferase NEP1 [Soul
5 374291 -0.88 8e-09 7e-07 3x21 NADH dehydrogenase (ubiquinone) Fe-S protein 7, 20kDa (!
6 51373 -0.86 2e-08 1e-06 1x16 28Sribosomal protein S17, mitochondrial; HCG1984214, isof
7 284085 -0.84 3e-08 2e-06 3x18 keratin 18 pseudogene 55 [Source:HGNC Symbol;Acc:26874
8 286016 -0.82 6e-08 2e-06 1x19
9 8045 -0.82 9e-08 2e-06 2x22 Ras association (RalIGDS/AF-6) domain family (N-terminal) |
10 55226 -0.81 1e-07 2e-06 2x17 N-acetyltransferase 10 (GCN5-related) [Source:HGNC Syml
11 23246 -0.81 1e-07 4e-06 1x16 block of proliferation 1 [Source:HGNC Symbol;Acc:15519]
12 3237 -0.79 2e-07 4e-06 1x16 homeobox D11 [Source:HGNC Symbol;Acc:5134]
13 11331 -0.79 2e-07 4e-06 4x18 prohibitin 2 [Source:HGNC Symbol;Acc:30306]
14 51629 -0.78 3e-07 4e-06 1x18 solute carrier family 25, member 39 [Source:HGNC Symbol;A
15 131076 -0.78 3e-07 4e-06 1x16 coiled—coil domain containing 58 [Source:HGNC Symbol;Acc
16 10162 -0.78 4e-07 1e-05 3x20 lysophosphatidylcholine acyltransferase 3 [Source:HGNC Syi
17 79897 -0.76 6e-07 1e-05 3x19 ribonuclease PIMRP 21kDa subunit [Source:HGNC Symbol;/
18 128869 -0.76 7e-07 2e-05 2x19 phosphatidylinositol glycan anchor biosynthesis, class U [Sou
19 5169 -0.75 1e-06 2e-05 4x19 LSM7 homolog, U6 small nuclear RNA associated (S. cerevis
20 51337 -0.73 2e-06 2e-05 3x21 thioesterase superfamily member 6 [Source:HGNC Symbol;A
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Local Geneset Analysis

Underexpression

Rank GSz p-value #in/all Geneset

1 -13.92 NULL 4/10 MF NADH dehydrogenase activity

2 -12.65 NULL 3/7 GSEA CPARK_HSC_MARKERS

3 -11.83 NULL 419 GSEA C2VOREIRA_RESPONSE_TO_TSA_UP

4 -11.1  NULL 4/13 GSEA CMMOOTHA_VOXPHOS

5 -10.34 NULL 5/16 GSEA CKORKOLA_EMBRYONAL_CARCINOMA_UP

6 -10.28 NULL 26/153 MF structural constituent of ribosome

7 -10.26 NULL 4/13 BP ribosomal small subunit biogenesis

8 -10.14 NULL 97/1318 CC mitochondrion

9 -10.04 NULL 18/96 BP rRNA processing

10 -9.75  NULL 12/83 BP respiratory electron transport chain

11 -9.63 NULL 29/304 CC mitochondrial inner membrane

12 -8.86 NULL 7134 MF NADH dehydrogenase (ubiquinone) activity

13 -8.73  NULL 22/167 CC ribosome

14 -8.56  NULL 7136  CC mitochondrial respiratory chain complex |

15 -8.49  NULL 217 MMML CEBCIE]_MMML 9

16 -8.41  NULL 4/16  GSEA CAWONG_MITOCHONDRIA_GENE_MODULE

17 -8.33 NULL 2/6 GSEA CKORKOLA_CHORIOCARCINOMA_UP

18 -8.2 NULL 217 GSEA CREACTOME_SIGNALING_BY_WNT

19 -8.17 NULL 3/15 GSEA CXKORKOLA_YOLK_SAC_TUMOR_UP

20 -8.15 NULL 41/579 CC nucleolus

21 -8.07 NULL 29/253 BP translation

22 -7.23  NULL 217 GSEA CREACTOME_P53_INDEPENDENT_DNA_DAMAGE_RESPONSE
23 -7.23  NULL 217 GSEA CREACTOME_SCF_BETA_TRCP_MEDIATED_DEGRADATION_OF
24 -7.23  NULL 217 GSEA CREACTOME_SCF_SKP2_MEDIATED_DEGRADATION_OF_P27_
25 -7.23  NULL 217 GSEA CRREACTOME_STABILIZATION_OF_P53

26 -7.19  NULL 3/11 GSEA CREACTOME_CHAPERONIN_MEDIATED_PROTEIN_FOLDING
27 -7.17  NULL 4127 MF rRNA binding

28 -7.12  NULL 3/14 BP mitochondrial ATP synthesis coupled proton transport

29 -7.09  NULL 4/16  GSEA CZMOOTHA_HUMAN_MITODB_6_2002

30 -7.09  NULL 4116 GSEA CMOOTHA_MITOCHONDRIA

31 -6.99 NULL 6/19 cc mitochondrial small ribosomal subunit

32 -6.93  NULL 13/152 BP cellular metabolic process

33 -69  NULL 4/15  GSEA CAWAMUNYOKOLI_OVARIAN_CANCER_LMP_UP

34 -6.74  NULL 6/35 BP mitochondrial electron transport, NADH to ubiquinone

35 -6.7 NULL 3/16 GSEA CRICKMAN_TUMOR_DIFFERENTIATED_MODERATELY_VS_POC
36 -6.7 NULL 3/16 GSEA CRICKMAN_TUMOR_DIFFERENTIATED_MODERATELY_VS_POC
37 -6.64  NULL 214 TF MYC_Cell growth and proliferation UP

38 -6.57  NULL 3/11  MMML CE®CIEJ_MMML 15

39 -6.46  NULL 4114 GSEA CXEGG_COLORECTAL_CANCER

40 -6.23  NULL 215 GSEA CREACTOME_ELECTRON_TRANSPORT_CHAIN
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Local Summary

%DE =0.71
# metagenes = 16
# genes = 193

# genes in genesets = 191

# genes with fdr < 0.1 =106 (4 +/102 -)
# genes with fdr < 0.05 =94 (2+/92 -)
# genes with fdr < 0.01 =50 (1+/49 -)

<r> metagenes = 0.96

<r>genes = 0.45

<FC>=-0.33
<shrinkage—-t> = -11.68
<p-value>=0.01
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log(FC)  fdr Description
p-value  Metagene
-1.13 1e-13 4e-11 46 x 46 high mobility group box 2 [Source:HGNC Symbol;Acc:5000]
-1.09 8e-13 6e-11 44 x50 GINS complex subunit 2 (Psf2 homolog) [Source:HGNC Sym
-1.07 2e-12 4e-10 45x49 non-SMC condensin | complex, subunit D2 [Source:HGNC S
-1.04 8e-12 2e-08 46x47 RecQ mediated genome instability 2 [Source:HGNC Symbol;
-0.96 3e-10 4e-08 44x50 centromere protein N [Source:HGNC Symbol;Acc:30873]
-0.92 2e-09 4e-08 46x47 centromere protein U [Source:HGNC Symbol;Acc:21348]
-0.92 2e-09 4e-08 45x46 cyclin F[Source:HGNC Symbol;Acc:1591]
-0.91 2e-09 2e-07 46x48 minichromosome maintenance complex component 2 [Sourct
-0.88 7e-09 1le-06 45x 48 nucleolar and spindle associated protein 1 [Source:HGNC Sy
-0.85 3e-08 1e-06 44 x49 celldivision cycle associated 5 [Source:HGNC Symbol;Acc:1.
-0.83 6e-08 1e-06 45x47 chromatin licensing and DNA replication factor 1 [Source:HGI
-0.82 7e-08 1e-06 45x50 RADS51 associated protein 1 [Source:HGNC Symbol;Acc:169!
-0.82 8e-08 1e-05 46x49 Fanconi anemia, complementation group E [Source:HGNC S
-0.77 4e-07 1e-05 46x46 chromosome 17 open reading frame 53 [Source:HGNC Symt
-0.75 8e-07 1e-05 46x48 polymerase (DNA directed), theta [Source:HGNC Symbol;Act
-0.75 9e-07 1e-05 45x48 kinesin family member C1 [Source:HGNC Symbol;Acc:6389]
-0.73 1e-06 1le-05 45x49 nucleoporin 62kDa C-terminal like [Source:HGNC Symbol;Ac
-0.73 2e-06 1e-05 45x49 centromere protein W [Source:HGNC Symbol;Acc:21488]
-0.73 2e-06 3e-05 45x48 Fanconi anemia, complementation group | [Source:HGNC Sy
-0.71 3e-06 3e-05 44x50 celldivision cycle associated 3 [Source:HGNC Symbol;Acc:1.
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Local Geneset Analysis

p-value #in/all Geneset

Underexpression
Rank GSz

1 -53.43 NULL
2 -53.43 NULL
3 -28.31 NULL
4 -27.84 NULL
5 -27.68 NULL
6 -27.59 NULL
7 -27.38 NULL
8 -26.94 NULL
9 -26.8  NULL
10 -26.8  NULL
11 -25.92 NULL
12 -25.73 NULL
13 -24.42 NULL
14 -24.35 NULL
15 -24.31 NULL
16 -24.21 NULL
17 -24.14 NULL
18 -24.03 NULL
19 -23.89 NULL
20 -23.61 NULL
21 -23.44 NULL
22 -23.33 NULL
23 -23.09 NULL
24 -22.75 NULL
25 -225  NULL
26 -22.18 NULL
27 -21.44 NULL
28 -21.14 NULL
29 -21.14 NULL
30 -20.86 NULL
31 -20.77 NULL
32 -20.72 NULL
33 -20.7  NULL
34 -19.77 NULL
35 -19.58 NULL
36 -19.34 NULL
37 -19.08 NULL
38 -18.99 NULL
39 -18.67 NULL
40 -18.45 NULL

731142
731142
12/16
11/15
8/16
23/57
10/16
6/11
65/370
14/ 16
9/13
12/16
9/15
11/15
8/11
8/15
8/16
7116
6/9
6/16
6/12
6/10
7115
7116
9/16
67 /530
32/149
13/30
8/16
9/14
8/16
7116
8/16
6/15
8/22
34/232
8/15
6/16
9/18
7/11

Glio willscher_GBM_Verhaak-CL_expression_C_up

Glio willscher_GBM_Verhaak-PNmut_expression_C_down
GSEA CFARMER_BREAST_CANCER_CLUSTER_2

Cancer SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP

GSEA CXCHIANG_LIVER_CANCER_SUBCLASS_PROLIFERATION_UP

Glio developing astrocytes

GSEA CXCROONQUIST_NRAS_SIGNALING_DN

GSEA C2LIANG_SILENCED_BY_METHYLATION_DN

BP mitotic cell cycle

GSEA CEGUCHI_CELL_CYCLE_RB1_TARGETS

GSEA CZCROONQUIST_IL6_DEPRIVATION_DN

GSEA CFINETTI_BREAST_CANCER_BASAL_VS_LUMINAL
GSEA CAY_AGING_MIDDLE_DN

GSEA CFINETTI_BREAST_CANCER_KINOME_RED

GSEA CREACTOME_UNWINDING_OF_DNA

GSEA C2WU_APOPTOSIS_BY_CDKN1A_VIA_TP53

GSEA C2SONG_TARGETS_OF_IE86_CMV_PROTEIN

GSEA C2CROONQUIST_NRAS_VS_STROMAL_STIMULATION_DN
GSEA CREACTOME_CELL_CYCLE_CHECKPOINTS

GSEA C2Y_AGING_PREMATURE_DN

BP mitotic chromosome condensation

GSEA C2MONTERO_THYROID_CANCER_POOR_SURVIVAL_UP
GSEA CA.EE_EARLY_T_LYMPHOCYTE_UP

GSEA CZGRAHAM_NORMAL_QUIESCENT_VS_NORMAL_DIVIDING_DN

GSEA C2SCIAN_CELL_CYCLE_TARGETS_OF_TP53_AND_TP73_DN

Cancer Lembcke_Normal vs Adenoma
BP DNA replication
BP DNA strand elongation involved in DNA replication

GSEA CFRASOR_RESPONSE_TO_SERM_OR_FULVESTRANT_DN
GSEA CZHAN_MULTIPLE_MYELOMA_PR_UP

GSEA CREACTOME_G2_M_CHECKPOINTS

GSEA CREACTOME_DNA_STRAND_ELONGATION

GSEA CXANG_DOXORUBICIN_RESISTANCE_UP

GSEA C2WHITEFORD_PEDIATRIC_CANCER_MARKERS

BP CENP-A containing nucleosome assembly at centromere

BP mitosis

GSEA CXHANG_CYCLING_GENES

GSEA CPUJANA_BREAST_CANCER_WITH_BRCA1_MUTATED_UP
BP spindle organization

GSEA CXALMA_E2F1_TARGETS



