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Global Summary

%DE = 0.14

# genes with fdr < 0.2  = 1765  ( 937 + / 828  − )

# genes with fdr < 0.1  = 1458  ( 765 + / 693  − )

# genes with fdr < 0.05  = 1186  ( 621 + / 565  − )

# genes with fdr < 0.01 = 841  ( 438 + / 403  − )

# genes in genesets = 16332

<FC> = 0

<shrinkage−t> = 0

<p−value> = 0.1

<fdr> = 0.86
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ATP−binding cassette, sub−family A (ABC1), member 13 [Source:HGNC Symbol;Acc:14638]

alcohol dehydrogenase 1A (class I), alpha polypeptide [Source:HGNC Symbol;Acc:249]

alcohol dehydrogenase 1C (class I), gamma polypeptide [Source:HGNC Symbol;Acc:251]

anterior gradient 2 [Source:HGNC Symbol;Acc:328]

aldo−keto reductase family 1, member B10 (aldose reductase) [Source:HGNC Symbol;Acc:382]

activated leukocyte cell adhesion molecule [Source:HGNC Symbol;Acc:400]

anoctamin 1, calcium activated chloride channel [Source:HGNC Symbol;Acc:21625]

argininosuccinate synthase 1 [Source:HGNC Symbol;Acc:758]

brain expressed X−linked 2 [Source:HGNC Symbol;Acc:30933]

chromosome 8 open reading frame 4 [Source:HGNC Symbol;Acc:1357]

calmodulin−like 5 [Source:HGNC Symbol;Acc:18180]

cystathionine−beta−synthase [Source:HGNC Symbol;Acc:1550]

chemokine (C−C motif) ligand 20 [Source:HGNC Symbol;Acc:10619]

cyclin D1 [Source:HGNC Symbol;Acc:1582]

carboxyl ester lipase [Source:HGNC Symbol;Acc:1848]

chloride channel accessory 4 [Source:HGNC Symbol;Acc:2018]

collagen, type XVI, alpha 1 [Source:HGNC Symbol;Acc:2193]

collagen, type I, alpha 2 [Source:HGNC Symbol;Acc:2198]

collagen, type V, alpha 1 [Source:HGNC Symbol;Acc:2209]

collagen, type IX, alpha 2 [Source:HGNC Symbol;Acc:2218]
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GSEA C2

CC

Chr X

Chr 1

Chr 16

Chr 3

Chr 22

MACIEJ_MMML 23

SLEBOS_HEAD_AND_NECK_CANCER_WITH_HPV_UP

MACIEJ_MMML 13

cellular response to zinc ion

mitochondrion
negative regulation of growth

willscher_GBM_Verhaak−CL_expression_C_up

willscher_GBM_Verhaak−PNmut_expression_C_down

mitochondrial inner membrane
DNA strand elongation involved in DNA replication

regulation of blood vessel size

cellular response to cadmium ion

oxidoreductase activity

MCCOLLUM_GELDANAMYCIN_RESISTANCE_DN

hemoglobin complex
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MF
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BP
CC
CC
GSEA C2
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LENZ_Stromal signature 1

extracellular matrix
Chr 13
extracellular matrix organization

CROONQUIST_STROMAL_STIMULATION_UP
willscher_GBM_Verhaak−CL_expression_B_up
willscher_GBM_Verhaak−MES_expression_B_up
willscher_GBM_Verhaak−PNwt_expression_B_down
willscher_GBM_Verhaak−PNmut_expression_B_down

cell adhesion
MASRI_RESISTANCE_TO_TAMOXIFEN_AND_AROMATASE_INHIBITORS_DN
extracellular space
platelet−derived growth factor binding

Lembcke_Colonic Inflammation
Colman_survival_associated
extracellular matrix disassembly
plasma membrane
extracellular region

VERNELL_RETINOBLASTOMA_PATHWAY_DN
FRIDMAN_SENESCENCE_UP



GW_023

Local Summary

%DE = 0.73

# metagenes = 42

# genes = 473

# genes in genesets = 469

# genes with fdr < 0.1  = 246  ( 224 + / 22  − )

# genes with fdr < 0.05  = 199  ( 182 + / 17  − )

# genes with fdr < 0.01 = 139  ( 124 + / 15  − )

<r> metagenes = 0.9

<r> genes = 0.23

<FC> = 0.35

<shrinkage−t> = 12.25

<p−value> = 0

<fdr> = 0.55
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ATP−binding cassette, sub−family A (ABC1), member 13 [Source:HGNC Symbol;Acc:14638]

activated leukocyte cell adhesion molecule [Source:HGNC Symbol;Acc:400]

argininosuccinate synthase 1 [Source:HGNC Symbol;Acc:758]

brain expressed X−linked 2 [Source:HGNC Symbol;Acc:30933]

cystathionine−beta−synthase [Source:HGNC Symbol;Acc:1550]

carboxyl ester lipase [Source:HGNC Symbol;Acc:1848]

glypican 3 [Source:HGNC Symbol;Acc:4451]

keratin 19 [Source:HGNC Symbol;Acc:6436]

neurofilament, heavy polypeptide [Source:HGNC Symbol;Acc:7737]

neurotensin [Source:HGNC Symbol;Acc:8038]

phosphoglycerate dehydrogenase [Source:HGNC Symbol;Acc:8923]

pregnancy up−regulated nonubiquitous CaM kinase [Source:HGNC Symbol;Acc:13415]

SH3 domain binding kinase 1 [Source:HGNC Symbol;Acc:17699]

thymosin beta 15a [Source:HGNC Symbol;Acc:30744]

Zic family member 2 [Source:HGNC Symbol;Acc:12873]

minichromosome maintenance complex component 2 [Source:HGNC Symbol;Acc:6944]

HEN1 methyltransferase homolog 1 (Arabidopsis) [Source:HGNC Symbol;Acc:26400]

ribosomal protein L39−like [Source:HGNC Symbol;Acc:17094]

TAF7−like RNA polymerase II, TATA box binding protein (TBP)−associated factor, 50kDa [Source:HGNC Symbol;Acc:11548]

doublesex and mab−3 related transcription factor 2 [Source:HGNC Symbol;Acc:2935]
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MCCOLLUM_GELDANAMYCIN_RESISTANCE_DN

regulation of blood vessel size

SLEBOS_HEAD_AND_NECK_CANCER_WITH_HPV_UP

neurons_glio

LIU_CDX2_TARGETS_DN

KALMA_E2F1_TARGETS

UDAYAKUMAR_MED1_TARGETS_UP

KEGG_GLYCINE_SERINE_AND_THREONINE_METABOLISM

neuropeptide hormone activity

TONKS_TARGETS_OF_RUNX1_RUNX1T1_FUSION_MONOCYTE_UP

KAN_RESPONSE_TO_ARSENIC_TRIOXIDE

DNA replication

REACTOME_G1_S_TRANSITION

KAYO_AGING_MUSCLE_UP

DNA strand elongation involved in DNA replication

REACTOME_UNWINDING_OF_DNA

LI_WILMS_TUMOR_VS_FETAL_KIDNEY_1_DN

BROWNE_HCMV_INFECTION_12HR_UP

cellular amino acid biosynthetic process

PUJANA_BRCA_CENTERED_NETWORK

IGARASHI_ATF4_TARGETS_DN

SATO_SILENCED_BY_METHYLATION_IN_PANCREATIC_CANCER_1

PUJANA_XPRSS_INT_NETWORK

LIANG_SILENCED_BY_METHYLATION_DN

PUJANA_BREAST_CANCER_WITH_BRCA1_MUTATED_UP

BIOCARTA_MCM_PATHWAY

SHARMA_PILOCYTIC_ASTROCYTOMA_LOCATION_DN

BLUM_RESPONSE_TO_SALIRASIB_UP

HENDRICKS_SMARCA4_TARGETS_DN

Chr 3

SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6

REACTOME_DNA_STRAND_ELONGATION

REACTOME_E2F_TRANSCRIPTIONAL_TARGETS_AT_G1_S

REACTOME_ACTIVATION_OF_THE_PRE_REPLICATIVE_COMPLEX

REACTOME_ACTIVATION_OF_ATR_IN_RESPONSE_TO_REPLICATION_STRESS

KRIGE_AMINO_ACID_DEPRIVATION

EGUCHI_CELL_CYCLE_RB1_TARGETS

REACTOME_G2_M_CHECKPOINTS

KEGG_STEROID_BIOSYNTHESIS

KEGG_DNA_REPLICATION
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Local Summary

%DE = 0.87

# metagenes = 17

# genes = 263

# genes in genesets = 262

# genes with fdr < 0.1  = 207  ( 17 + / 190  − )

# genes with fdr < 0.05  = 193  ( 15 + / 178  − )

# genes with fdr < 0.01 = 170  ( 13 + / 157  − )

<r> metagenes = 0.96

<r> genes = 0.4

<FC> = −0.5

<shrinkage−t> = −17.62

<p−value> = 0

<fdr> = 0.29
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collagen, type XVI, alpha 1 [Source:HGNC Symbol;Acc:2193]

collagen, type I, alpha 2 [Source:HGNC Symbol;Acc:2198]

collagen, type V, alpha 1 [Source:HGNC Symbol;Acc:2209]

connective tissue growth factor [Source:HGNC Symbol;Acc:2500]

hemoglobin, alpha 2 [Source:HGNC Symbol;Acc:4824]

hemoglobin, beta [Source:HGNC Symbol;Acc:4827]

insulin−like growth factor binding protein 7 [Source:HGNC Symbol;Acc:5476]

matrix metallopeptidase 7 (matrilysin, uterine) [Source:HGNC Symbol;Acc:7174]

teneurin transmembrane protein 3 [Source:HGNC Symbol;Acc:29944]

serpin peptidase inhibitor, clade E (nexin, plasminogen activator inhibitor type 1), member 2 [Source:HGNC Symbol;Acc:8951]

sulfatase 1 [Source:HGNC Symbol;Acc:20391]

transforming growth factor, beta−induced, 68kDa [Source:HGNC Symbol;Acc:11771]

thrombospondin 2 [Source:HGNC Symbol;Acc:11786]

tenascin C [Source:HGNC Symbol;Acc:5318]

vimentin [Source:HGNC Symbol;Acc:12692]

caveolin 1, caveolae protein, 22kDa [Source:HGNC Symbol;Acc:1527]

follistatin−like 1 [Source:HGNC Symbol;Acc:3972]

collagen, type VI, alpha 3 [Source:HGNC Symbol;Acc:2213]

thrombospondin 1 [Source:HGNC Symbol;Acc:11785]
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BP

MF
Lymphoma

MMML CGS

BP

BP

MF
miRNA target

GSEA C2

MF

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

MMML CGS

GSEA C2

Glio

GSEA C2

GSEA C2

GSEA C2

BP
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GSEA C2
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MF

GSEA C2

GSEA C2

GSEA C2
Lymphoma

CC

CC

BP

CC

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

extracellular matrix

extracellular matrix organization

platelet−derived growth factor binding

LENZ_Stromal signature 1

MACIEJ_MMML 1

extracellular matrix disassembly

collagen catabolic process

extracellular matrix binding

miR−29c

ONDER_CDH1_TARGETS_2_UP

extracellular matrix structural constituent

DASU_IL6_SIGNALING_SCAR_DN

KEGG_ECM_RECEPTOR_INTERACTION

FARMER_BREAST_CANCER_CLUSTER_5

FRIDMAN_SENESCENCE_UP

TSAI_RESPONSE_TO_RADIATION_THERAPY

MACIEJ_MMML 31

JEON_SMAD6_TARGETS_UP

Colman_survival_associated

CROONQUIST_STROMAL_STIMULATION_UP

ONDER_CDH1_SIGNALING_VIA_CTNNB1

CROMER_TUMORIGENESIS_UP

collagen fibril organization

extracellular space

COLLER_MYC_TARGETS_DN

proteinaceous extracellular matrix

integrin binding

GU_PDEF_TARGETS_UP

TURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_LOBULAR_NORMAL_DN

REACTOME_SIGNALING_BY_PDGF

ROSOLOWSKI_green total

extracellular vesicular exosome

basement membrane

cellular response to amino acid stimulus

extracellular region

ZHU_CMV_24_HR_DN

ZHU_CMV_ALL_DN

SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP

VECCHI_GASTRIC_CANCER_ADVANCED_VS_EARLY_UP

HAEGERSTRAND_RESPONSE_TO_IMATINIB


