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Global Summary

%DE = 0.04

# genes with fdr < 0.2  = 440  ( 195 + / 245  −)

# genes with fdr < 0.1  = 306  ( 134 + / 172  −)

# genes with fdr < 0.05  = 221  ( 96 + / 125  −)

# genes with fdr < 0.01 = 131  ( 64 + / 67  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.07

<p−value> = 0.28

<fdr> = 0.96
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ArfGAP with coiled−coil, ankyrin repeat and PH domains 1 [Source:HGNC Symbol;Acc:HGNC:16467]

phenylethanolamine N−methyltransferase [Source:HGNC Symbol;Acc:HGNC:9160]

G protein−coupled receptor 18 [Source:HGNC Symbol;Acc:HGNC:4472]

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

immunoglobulin kappa constant [Source:HGNC Symbol;Acc:HGNC:5716]

immunoglobulin kappa constant [Source:HGNC Symbol;Acc:HGNC:5716]

Src like adaptor [Source:HGNC Symbol;Acc:HGNC:10902]

psoriasis susceptibility 1 candidate 2 [Source:HGNC Symbol;Acc:HGNC:17199]

interferon stimulated exonuclease gene 20 [Source:HGNC Symbol;Acc:HGNC:6130]

CD44 molecule (Indian blood group) [Source:HGNC Symbol;Acc:HGNC:1681]

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

zinc finger and BTB domain containing 24 [Source:HGNC Symbol;Acc:HGNC:21143]

OVCA2, serine hydrolase domain containing [Source:HGNC Symbol;Acc:HGNC:24203]

CD164 molecule [Source:HGNC Symbol;Acc:HGNC:1632]

immunoglobulin heavy constant gamma 2 (G2m marker) [Source:HGNC Symbol;Acc:HGNC:5526]

TEA domain transcription factor 4 [Source:HGNC Symbol;Acc:HGNC:11717]

chitinase 3 like 1 [Source:HGNC Symbol;Acc:HGNC:1932]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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Colon Cancer

Chr

GSEA C2

Chromatin states

GSEA C2

GSEA C2

KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_DN

HOPP_Weak_promoter

KRIGE_RESPONSE_TO_TOSEDOSTAT_6HR_DN

CAIRO_HEPATOBLASTOMA_CLASSES_UP

PUJANA_CHEK2_PCC_NETWORK

5_Tx_Neuronal_Progenitor

HOPP_Active_promoter

PENG_RAPAMYCIN_RESPONSE_DN

Chr 11

LEE_BMP2_TARGETS_DN

4_Tx_ESC_Endoderm

PUJANA_BRCA1_PCC_NETWORK

Chr 7

WEI_MYCN_TARGETS_WITH_E_BOX

Pentrack_CRC_TCGA_group.over_C_normal_DN

Chr 12

PENG_GLUTAMINE_DEPRIVATION_DN

2_TssA_Neuronal_Progenitor

MANALO_HYPOXIA_DN

DODD_NASOPHARYNGEAL_CARCINOMA_DN
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−14.72
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−11.81
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−11.17
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Chromatin states
GSEA C2
GSEA C2

Lembcke_TCGA−expr_kmeans_E_CIMP.H_UP_Cluster4_DN
ScoV_0.999_Sturm_E4_Mesenchymal_RTK I 'PDGFRA'_DN

MCLACHLAN_DENTAL_CARIES_UP
MCLACHLAN_DENTAL_CARIES_DN
monocytes peripheral blood_3_TxFlnk

SMID_BREAST_CANCER_NORMAL_LIKE_UP
natural killer cells peripheral blood_3_TxFlnk
WILLSCHER_GBM_Verhaak−CL & MES_up

SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP
WALLACE_PROSTATE_CANCER_RACE_UP
LENZ_Stromal signature 1
ScoV_0.5_Sturm_C3_Mesenchymal_DN
WIRTH_Immune system

JAATINEN_HEMATOPOIETIC_STEM_CELL_DN
LINDGREN_BLADDER_CANCER_CLUSTER_2B
Lembcke_Colonic Inflammation
HELLER_SILENCED_BY_METHYLATION_UP
Thelper cells peripheral blood_3_TxFlnk

HUANG_GATA2_TARGETS_UP
CHEN_METABOLIC_SYNDROM_NETWORK


