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Global Summary

%DE = 0.25

# genes with fdr < 0.2  = 4668  ( 2349 + / 2319  −)

# genes with fdr < 0.1  = 4163  ( 2141 + / 2022  −)

# genes with fdr < 0.05  = 3796  ( 1972 + / 1824  −)

# genes with fdr < 0.01 = 3144  ( 1668 + / 1476  −)

# genes in genesets = 18990

<FC> = 0

<t−score> = 0

<p−value> = 0.01

<fdr> = 0.75
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ENSG00000221978
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ENSG00000142657
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ISG15 ubiquitin−like modifier [Source:HGNC Symbol;Acc:HGNC:4053]

cyclin L2 [Source:HGNC Symbol;Acc:HGNC:20570]

ERBB receptor feedback inhibitor 1 [Source:HGNC Symbol;Acc:HGNC:18185]

enolase 1, (alpha) [Source:HGNC Symbol;Acc:HGNC:3350]

phosphogluconate dehydrogenase [Source:HGNC Symbol;Acc:HGNC:8891]

regulator of chromosome condensation 2 [Source:HGNC Symbol;Acc:HGNC:30297]

phospholipase A2, group IIA (platelets, synovial fluid) [Source:HGNC Symbol;Acc:HGNC:9031]

dolichyl−diphosphooligosaccharide−−protein glycosyltransferase subunit (non−catalytic) [Source:HGNC Symbol;Acc:HGNC:2728]

low density lipoprotein receptor class A domain containing 2 [Source:HGNC Symbol;Acc:HGNC:32071]

complement component 1, q subcomponent, A chain [Source:HGNC Symbol;Acc:HGNC:1241]

complement component 1, q subcomponent, C chain [Source:HGNC Symbol;Acc:HGNC:1245]

complement component 1, q subcomponent, B chain [Source:HGNC Symbol;Acc:HGNC:1242]

EPH receptor B2 [Source:HGNC Symbol;Acc:HGNC:3393]

inhibitor of DNA binding 3, dominant negative helix−loop−helix protein [Source:HGNC Symbol;Acc:HGNC:5362]

UDP−galactose−4−epimerase [Source:HGNC Symbol;Acc:HGNC:4116]

chloride intracellular channel 4 [Source:HGNC Symbol;Acc:HGNC:13518]

CD52 molecule [Source:HGNC Symbol;Acc:HGNC:1804]

regulator of chromosome condensation 1 [Source:HGNC Symbol;Acc:HGNC:1913]

lysosomal protein transmembrane 5 [Source:HGNC Symbol;Acc:HGNC:29612]

serine incorporator 2 [Source:HGNC Symbol;Acc:HGNC:23231]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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Colon Cancer

GSEA C2

HM

GSEA C2
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GSEA C2

Glio

GSEA C2

GSEA C2

GSEA C2

HM

GSEA C2

GSEA C2

PUJANA_CHEK2_PCC_NETWORK

CAIRO_HEPATOBLASTOMA_CLASSES_UP

Hopp_June14_MMML937 tumors+controls_group.overexpression_D_cell line_mBL_UP_GC−B−cells_DN

WIRTH_lymphoma937_spot D

VECCHI_GASTRIC_CANCER_EARLY_UP

ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER

SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP

Pentrack_CRC_TCGA_group.over_C_normal_DN

WONG_EMBRYONIC_STEM_CELL_CORE

HALLMARK_MYC_TARGETS_V1

PENG_GLUTAMINE_DEPRIVATION_DN

PUJANA_BRCA1_PCC_NETWORK

KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_UP

WILLSCHER_GBM_Verhaak−CL_up ( C)

LEE_BMP2_TARGETS_DN

SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6

KOBAYASHI_EGFR_SIGNALING_24HR_DN

HALLMARK_E2F_TARGETS

LI_AMPLIFIED_IN_LUNG_CANCER

WHITEFORD_PEDIATRIC_CANCER_MARKERS
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196
844
314
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132
263
198
574
148
478
9
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262
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55
332
16

GSEA C2
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Colon Cancer
Lymphoma
Lymphoma

Colon Cancer
GSEA C2
HM
Cancer
Colon Cancer
GSEA C2
GSEA C2
GSEA C2
GSEA C2
GSEA C2
GSEA C2
Colon Cancer
Cancer

LINDGREN_BLADDER_CANCER_CLUSTER_2B
SMID_BREAST_CANCER_NORMAL_LIKE_UP
SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP
PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP
Lembcke_TCGA−expr_kmeans_E_CIMP.H_UP_Cluster4_DN
Hopp_June14_MMML937 tumors+controls_group.overexpression_E_GC−B−cells_cell line_DN
WIRTH_lymphoma937_spot E

Marisa_CRC−cluster−b
WALLACE_PROSTATE_CANCER_RACE_UP
HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
Lembcke_Colonic Inflammation
Marisa_CRC−cluster−a
LIM_MAMMARY_STEM_CELL_UP
MILICIC_FAMILIAL_ADENOMATOUS_POLYPOSIS_DN
SWEET_LUNG_CANCER_KRAS_DN
SABATES_COLORECTAL_ADENOMA_DN
MCLACHLAN_DENTAL_CARIES_UP
CROONQUIST_STROMAL_STIMULATION_UP
Pentrack_CRC_TCGA_corr_J_msi−h_UP_mss_DN
LIU_PROSTATE_CANCER_DN
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Local Summary

%DE = 0.99

# metagenes = 15

# genes = 300

# genes in genesets = 295

# genes with fdr < 0.1  = 292  ( 263 + / 29  −)

# genes with fdr < 0.05  = 284  ( 258 + / 26  −)

# genes with fdr < 0.01 = 278  ( 254 + / 24  −)

<r> metagenes = 0.97

<r> genes = 0.62

<FC> = 0.16

<t−score> = 3.18

<p−value> = 0

<fdr> = 0.08
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ENSG00000074800

ENSG00000142657
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ENSG00000133216
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ENSG00000179914

ENSG00000077152

ENSG00000243709

0.28

0.34

0.18

0.41

0.31

0.2

0.18

0.16

0.18

0.24

0.24

0.33

0.16

0.49

0.24

0.25

0.38

0.27

0.2

0.52

2e−16

2e−16

2e−16

2e−16

2e−16

2e−16

2e−16

2e−16

2e−16

2e−16

2e−16

2e−16

2e−16

2e−16

2e−16

2e−16

2e−16

2e−16

2e−16

2e−16

5e−18

5e−18

5e−18

5e−18

5e−18

5e−18

5e−18

5e−18

5e−18

5e−18

5e−18

5e−18

5e−18

5e−18

5e−18

5e−18

5e−18

5e−18

5e−18

5e−18

38 x 40

40 x 38

36 x 40

40 x 40

38 x 40

40 x 40

38 x 40

37 x 40

40 x 40

40 x 39

38 x 39

40 x 40

39 x 39

40 x 40

40 x 40

37 x 40

40 x 40

40 x 40

39 x 39

40 x 40

enolase 1, (alpha) [Source:HGNC Symbol;Acc:HGNC:3350]

phosphogluconate dehydrogenase [Source:HGNC Symbol;Acc:HGNC:8891]

regulator of chromosome condensation 2 [Source:HGNC Symbol;Acc:HGNC:30297]

phospholipase A2, group IIA (platelets, synovial fluid) [Source:HGNC Symbol;Acc:HGNC:9031]

dolichyl−diphosphooligosaccharide−−protein glycosyltransferase subunit (non−catalytic) [Source:HGNC Symbol;Acc:HGNC:2728]

EPH receptor B2 [Source:HGNC Symbol;Acc:HGNC:3393]

regulator of chromosome condensation 1 [Source:HGNC Symbol;Acc:HGNC:1913]

eukaryotic translation initiation factor 3, subunit I [Source:HGNC Symbol;Acc:HGNC:3272]

MARCKS−like 1 [Source:HGNC Symbol;Acc:HGNC:7142]

cell division cycle 20 [Source:HGNC Symbol;Acc:HGNC:1723]

peroxiredoxin 1 [Source:HGNC Symbol;Acc:HGNC:9352]

PDZK1 interacting protein 1 [Source:HGNC Symbol;Acc:HGNC:16887]

mitochondrial ribosomal protein L37 [Source:HGNC Symbol;Acc:HGNC:14034]

chloride channel accessory 1 [Source:HGNC Symbol;Acc:HGNC:2015]

regenerating islet−derived family, member 4 [Source:HGNC Symbol;Acc:HGNC:22977]

interleukin enhancer binding factor 2 [Source:HGNC Symbol;Acc:HGNC:6037]

mucin 1, cell surface associated [Source:HGNC Symbol;Acc:HGNC:7508]

intelectin 1 (galactofuranose binding) [Source:HGNC Symbol;Acc:HGNC:18259]

ubiquitin−conjugating enzyme E2T [Source:HGNC Symbol;Acc:HGNC:25009]

left−right determination factor 1 [Source:HGNC Symbol;Acc:HGNC:6552]
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Local Summary

%DE = 0.98

# metagenes = 5

# genes = 152

# genes in genesets = 148

# genes with fdr < 0.1  = 148  ( 3 + / 145  −)

# genes with fdr < 0.05  = 147  ( 3 + / 144  −)

# genes with fdr < 0.01 = 146  ( 3 + / 143  −)

<r> metagenes = 1

<r> genes = 0.8

<FC> = −0.17

<t−score> = −3.45

<p−value> = 0

<fdr> = 0.03
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ENSG00000173372

ENSG00000169442

ENSG00000162511

ENSG00000143119

ENSG00000116824
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ENSG00000081237

ENSG00000162894
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ENSG00000213626
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ENSG00000121966
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ENSG00000081320

ENSG00000269028
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ENSG00000181617

ENSG00000156234
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1 x 1

1 x 1

1 x 1

1 x 1
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complement component 1, q subcomponent, A chain [Source:HGNC Symbol;Acc:HGNC:1241]

CD52 molecule [Source:HGNC Symbol;Acc:HGNC:1804]

lysosomal protein transmembrane 5 [Source:HGNC Symbol;Acc:HGNC:29612]

CD53 molecule [Source:HGNC Symbol;Acc:HGNC:1686]

CD2 molecule [Source:HGNC Symbol;Acc:HGNC:1639]

interferon, gamma−inducible protein 16 [Source:HGNC Symbol;Acc:HGNC:5395]

CD48 molecule [Source:HGNC Symbol;Acc:HGNC:1683]

selectin L [Source:HGNC Symbol;Acc:HGNC:10720]

protein tyrosine phosphatase, receptor type, C [Source:HGNC Symbol;Acc:HGNC:9666]

Fc fragment of IgM receptor [Source:HGNC Symbol;Acc:HGNC:14315]

complement component (3d/Epstein Barr virus) receptor 2 [Source:HGNC Symbol;Acc:HGNC:2336]

limb bud and heart development [Source:HGNC Symbol;Acc:HGNC:29532]

pleckstrin [Source:HGNC Symbol;Acc:HGNC:9070]

chemokine (C−X−C motif) receptor 4 [Source:HGNC Symbol;Acc:HGNC:2561]

WAS/WASL interacting protein family, member 1 [Source:HGNC Symbol;Acc:HGNC:12736]

serine/threonine kinase 17b [Source:HGNC Symbol;Acc:HGNC:11396]

MT−RNR2−like 12 [Source:HGNC Symbol;Acc:HGNC:37169]

hematopoietic cell−specific Lyn substrate 1 [Source:HGNC Symbol;Acc:HGNC:4844]

follicular dendritic cell secreted protein [Source:HGNC Symbol;Acc:HGNC:19215]

chemokine (C−X−C motif) ligand 13 [Source:HGNC Symbol;Acc:HGNC:10639]
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Local Summary

%DE = 0.98

# metagenes = 10

# genes = 208

# genes in genesets = 206

# genes with fdr < 0.1  = 203  ( 5 + / 198  −)

# genes with fdr < 0.05  = 202  ( 5 + / 197  −)

# genes with fdr < 0.01 = 201  ( 5 + / 196  −)

<r> metagenes = 1

<r> genes = 0.81

<FC> = −0.19

<t−score> = −3.83

<p−value> = 0

<fdr> = 0.03
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ENSG00000162614
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ENSG00000023902
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chloride intracellular channel 4 [Source:HGNC Symbol;Acc:HGNC:13518]

nexilin (F actin binding protein) [Source:HGNC Symbol;Acc:HGNC:29557]

cysteine−rich, angiogenic inducer, 61 [Source:HGNC Symbol;Acc:HGNC:2654]

calsequestrin 2 (cardiac muscle) [Source:HGNC Symbol;Acc:HGNC:1513]

pleckstrin homology domain containing, family O member 1 [Source:HGNC Symbol;Acc:HGNC:24310]

pre−B−cell leukemia homeobox interacting protein 1 [Source:HGNC Symbol;Acc:HGNC:21199]

phosphoprotein enriched in astrocytes 15 [Source:HGNC Symbol;Acc:HGNC:8822]

discoidin domain receptor tyrosine kinase 2 [Source:HGNC Symbol;Acc:HGNC:2731]

regulator of G−protein signaling 5 [Source:HGNC Symbol;Acc:HGNC:10001]

dermatopontin [Source:HGNC Symbol;Acc:HGNC:3011]

family with sequence similarity 129, member A [Source:HGNC Symbol;Acc:HGNC:16784]

regulator of G−protein signaling 2 [Source:HGNC Symbol;Acc:HGNC:9998]

cysteine and glycine−rich protein 1 [Source:HGNC Symbol;Acc:HGNC:2469]

leiomodin 1 (smooth muscle) [Source:HGNC Symbol;Acc:HGNC:6647]

protein phosphatase 1, regulatory subunit 12B [Source:HGNC Symbol;Acc:HGNC:7619]

BTG family, member 2 [Source:HGNC Symbol;Acc:HGNC:1131]

ATPase, Ca++ transporting, plasma membrane 4 [Source:HGNC Symbol;Acc:HGNC:817]

actin, alpha 1, skeletal muscle [Source:HGNC Symbol;Acc:HGNC:129]

ras homolog family member B [Source:HGNC Symbol;Acc:HGNC:668]
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