
MPI−246
Global Summary

%DE = 0.06

# genes with fdr < 0.2  = 863  ( 411 + / 452  −)

# genes with fdr < 0.1  = 565  ( 256 + / 309  −)

# genes with fdr < 0.05  = 540  ( 244 + / 296  −)

# genes with fdr < 0.01 = 302  ( 123 + / 179  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.06

<p−value> = 0.22

<fdr> = 0.94
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Regulated Metagenes
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cell adhesion molecule L1 like [Source:HGNC Symbol;Acc:HGNC:1939]

ezrin [Source:HGNC Symbol;Acc:HGNC:12691]

interleukin enhancer binding factor 3 [Source:HGNC Symbol;Acc:HGNC:6038]

EH domain containing 1 [Source:HGNC Symbol;Acc:HGNC:3242]

anterior gradient 2, protein disulphide isomerase family member [Source:HGNC Symbol;Acc:HGNC:328]

thymopoietin [Source:HGNC Symbol;Acc:HGNC:11875]

regulator of G protein signaling 13 [Source:HGNC Symbol;Acc:HGNC:9995]

natural cytotoxicity triggering receptor 3 [Source:HGNC Symbol;Acc:HGNC:19077]

natural cytotoxicity triggering receptor 3 [Source:HGNC Symbol;Acc:HGNC:19077]

polypyrimidine tract binding protein 1 [Source:HGNC Symbol;Acc:HGNC:9583]

RAS related 2 [Source:HGNC Symbol;Acc:HGNC:17271]

Rho GDP dissociation inhibitor alpha [Source:HGNC Symbol;Acc:HGNC:678]

SET pseudogene 4 [Source:HGNC Symbol;Acc:HGNC:42923]

presenilin enhancer gamma−secretase subunit [Source:HGNC Symbol;Acc:HGNC:30100]

BTB domain and CNC homolog 2 [Source:HGNC Symbol;Acc:HGNC:14078]

TraB domain containing [Source:HGNC Symbol;Acc:HGNC:28805]

phosphofructokinase, liver type [Source:HGNC Symbol;Acc:HGNC:8876]

BCL tumor suppressor 7A [Source:HGNC Symbol;Acc:HGNC:1004]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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Colon Cancer

Glioma
Reference Signatures

GSEA C2

Cancer

Glioma

Glioma

HM
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GSEA C2

GSEA C2

Cancer

Glioma

GSEA C2

BP

GSEA C2

HM

GSEA C2

Melanoma

Chr 12
Lembcke_TCGA−expr_kmeans_E_CIMP.H_UP_Cluster4_DN

ScoV_0.999_Sturm_E4_Mesenchymal_RTK I 'PDGFRA'_DN

Chaussabel_3,1_Interferon−inducible

POOLA_INVASIVE_BREAST_CANCER_UP

SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP

WILLSCHER_GBM_Verhaak−CL_up ( C)

WILLSCHER_GBM_Verhaak−CL & MES_up

HALLMARK_INTERFERON_GAMMA_RESPONSE

RUTELLA_RESPONSE_TO_HGF_VS_CSF2RB_AND_IL4_UP

DODD_NASOPHARYNGEAL_CARCINOMA_DN

LI_INDUCED_T_TO_NATURAL_KILLER_UP

SPANG_BCL6−index2

ScoV_0.5_Sturm_C3_Mesenchymal_DN

SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6

immune system process

WALLACE_PROSTATE_CANCER_RACE_UP

HALLMARK_INTERFERON_ALPHA_RESPONSE

GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP

Gerber_wt/wt_melanoma−cells−SpotA
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−7.06
−6.95
−6.83
−5.92
−5.75
−5.7
−5.67
−5.63
−5.43
−5.26
−5.25
−5.21
−5.19
−5.17
−5.05
−5.04
−5.03
−5.01
−4.88
−4.88

NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
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6368
848
106

1174
3150

17
1764
1655
3451
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275
18
70

42
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3796
2946
226
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Colon Cancer
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Reference Signatures

Colon Cancer
TF
Lymphoma

BP
BP
TF
GSEA C2
GSEA C2
Lymphoma

CC
GSEA C2
GSEA C2
TF
Chromatin states
GSEA C2
Lymphoma

Chromatin states

LaPointe_mucosa−position_kmeans_F_cecum colon_transverse colon_UP_

LaPointe_mucosa−position_kmeans_O_transverse colon_UP_
Chaussabel_2,11_Replication
LaPointe_mucosa−position_kmeans_E_transverse colon_UP_transverse colon_DN
ICGC_Creb1_targets

Aukema_BCL2 UP_BCL6 DN
regulation of transcription, DNA−templated
transcription, DNA−templated
ICGC_Atf2_targets

PENG_RAPAMYCIN_RESPONSE_UP
HADDAD_B_LYMPHOCYTE_PROGENITOR
WRIGHT_ABC UP

nucleosome
REACTOME_RNA_POL_I_PROMOTER_OPENING
RODRIGUES_THYROID_CARCINOMA_POORLY_DIFFERENTIATED_DN
ICGC_Nficsc81335_targets

6_EnhG_ESC_Endoderm
GABRIELY_MIR21_TARGETS
SPANG_IL21 UP
6_EnhG_Skeletal_Muscle


