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Global Summary

%DE = 0.07

# genes with fdr < 0.2  = 906  ( 479 + / 427  −)

# genes with fdr < 0.1  = 714  ( 366 + / 348  −)

# genes with fdr < 0.05  = 553  ( 286 + / 267  −)

# genes with fdr < 0.01 = 322  ( 159 + / 163  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.01

<p−value> = 0.22

<fdr> = 0.93
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Regulated Metagenes
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MARCKS like 1 [Source:HGNC Symbol;Acc:HGNC:7142]

SRY−box 4 [Source:HGNC Symbol;Acc:HGNC:11200]

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

collagen type III alpha 1 chain [Source:HGNC Symbol;Acc:HGNC:2201]

ribosomal protein S4, Y−linked 1 [Source:HGNC Symbol;Acc:HGNC:10425]

collagen type I alpha 1 chain [Source:HGNC Symbol;Acc:HGNC:2197]

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

pro−apoptotic WT1 regulator [Source:HGNC Symbol;Acc:HGNC:8614]

pro−apoptotic WT1 regulator [Source:HGNC Symbol;Acc:HGNC:8614]

myocyte enhancer factor 2B [Source:HGNC Symbol;Acc:HGNC:6995]

BCL2 interacting killer [Source:HGNC Symbol;Acc:HGNC:1051]

TNF receptor superfamily member 17 [Source:HGNC Symbol;Acc:HGNC:11913]

immunoglobulin lambda constant 2 [Source:HGNC Symbol;Acc:HGNC:5856]

fibronectin 1 [Source:HGNC Symbol;Acc:HGNC:3778]

collagen type III alpha 1 chain [Source:HGNC Symbol;Acc:HGNC:2201]

immunoglobulin heavy variable 1−69 [Source:HGNC Symbol;Acc:HGNC:5558]

immunoglobulin heavy variable 1−69 [Source:HGNC Symbol;Acc:HGNC:5558]

immunoglobulin kappa variable 3−20 [Source:HGNC Symbol;Acc:HGNC:5817]

fibronectin 1 [Source:HGNC Symbol;Acc:HGNC:3778]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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Colon Cancer

Cancer
Reference Signatures

Chromatin states
Reference Signatures

Chromatin states

Chromatin states

Chromatin states

Chromatin states

BP

GSEA C2

Chromatin states

HM

Chromatin states

Chromatin states
Lymphoma

Chromatin states

GSEA C2

Chromatin states

Chromatin states

Lembcke_TCGA−expr_kmeans_E_CIMP.H_UP_Cluster4_DN

SPANG_BCL6−index2

WIRTH_Immune system

Bcells peripheral blood_3_TxFlnk

WIRTH_EBV B−cells

natural killer cells peripheral blood_6_EnhG

Bcells peripheral blood_6_EnhG

natural killer cells peripheral blood_3_TxFlnk

monocytes peripheral blood_6_EnhG

immune system process

WIELAND_UP_BY_HBV_INFECTION

Tcells peripheral blood_3_TxFlnk

HALLMARK_INTERFERON_GAMMA_RESPONSE

Tcells peripheral blood_6_EnhG

Tregulatory cells peripheral blood_6_EnhG

Monti_Host_response_cluster

Thelper cells peripheral blood_6_EnhG

WALLACE_PROSTATE_CANCER_RACE_UP

Thelper cells peripheral blood_3_TxFlnk

monocytes peripheral blood_3_TxFlnk

Underexpressed

1
2
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8
9
10
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13
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−13.62
−13.57
−11.49
−11.07
−10.81
−10.59
−10.18
−10.05
−9.92
−9.78
−9.71
−9.08
−9.04
−9.02
−9
−8.96
−8.89
−8.88
−8.87
−8.76

NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
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196
63

214
197
78

212
183
18
34
253
59

224
249

71
575
60

2747
66
54
2405

HM
GSEA C2
Lymphoma

GSEA C2
Melanoma
CC
BP
GSEA C2
GSEA C2
CC
GSEA C2
GSEA C2
GSEA C2
GSEA C2
GSEA C2
GSEA C2
Chromatin states
CC
GSEA C2
Chromatin states

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
ANASTASSIOU_CANCER_MESENCHYMAL_TRANSITION_SIGNATURE
LENZ_Stromal signature 1

NABA_CORE_MATRISOME
Tirosh_CAF−cell specific genes

extracellular matrix
extracellular matrix organization

FARMER_BREAST_CANCER_CLUSTER_5
CLASPER_LYMPHATIC_VESSELS_DURING_METASTASIS_DN
proteinaceous extracellular matrix

PID_INTEGRIN1_PATHWAY
NAKAMURA_TUMOR_ZONE_PERIPHERAL_VS_CENTRAL_UP
ONDER_CDH1_TARGETS_2_UP
YAO_TEMPORAL_RESPONSE_TO_PROGESTERONE_CLUSTER_16
CAIRO_HEPATOBLASTOMA_CLASSES_UP
TURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_LOBULAR_NORMAL_DN
Bcells peripheral blood_12_EnhBiv

basement membrane
CROONQUIST_STROMAL_STIMULATION_UP
Bcells peripheral blood_13_ReprPC


