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Global Summary

%DE = 0.04

# genes with fdr < 0.2  = 386  ( 136 + / 250  −)

# genes with fdr < 0.1  = 319  ( 110 + / 209  −)

# genes with fdr < 0.05  = 257  ( 87 + / 170  −)

# genes with fdr < 0.01 = 135  ( 44 + / 91  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.06

<p−value> = 0.28

<fdr> = 0.96
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Rank
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RUN and cysteine rich domain containing beclin 1 interacting protein like [Source:HGNC Symbol;Acc:HGNC:20420]

BCL2, apoptosis regulator [Source:HGNC Symbol;Acc:HGNC:990]

interferon regulatory factor 4 [Source:HGNC Symbol;Acc:HGNC:6119]

formin like 1 [Source:HGNC Symbol;Acc:HGNC:1212]

SP140 nuclear body protein [Source:HGNC Symbol;Acc:HGNC:17133]

immunoglobulin heavy constant alpha 2 (A2m marker) [Source:HGNC Symbol;Acc:HGNC:5479]

RUN and cysteine rich domain containing beclin 1 interacting protein like [Source:HGNC Symbol;Acc:HGNC:20420]

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

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

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

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

lysine demethylase 4B [Source:HGNC Symbol;Acc:HGNC:29136]

siah E3 ubiquitin protein ligase 2 [Source:HGNC Symbol;Acc:HGNC:10858]

SP110 nuclear body protein [Source:HGNC Symbol;Acc:HGNC:5401]

clusterin [Source:HGNC Symbol;Acc:HGNC:2095]

bridging integrator 1 [Source:HGNC Symbol;Acc:HGNC:1052]

tripartite motif containing 34 [Source:HGNC Symbol;Acc:HGNC:10063]

leukocyte associated immunoglobulin like receptor 2 [Source:HGNC Symbol;Acc:HGNC:6478]

collagen type XI alpha 1 chain [Source:HGNC Symbol;Acc:HGNC:2186]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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GSEA C2

Chr

HM

GSEA C2

Chr
Lymphoma

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

Melanoma

CC

GSEA C2
Lymphoma

MF

GSEA C2

CC

ANASTASSIOU_CANCER_MESENCHYMAL_TRANSITION_SIGNATURE

Chr 12

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION

CAIRO_HEPATOBLASTOMA_CLASSES_UP

Chr 7
LENZ_Stromal signature 1

TURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_LOBULAR_NORMAL_DN

DODD_NASOPHARYNGEAL_CARCINOMA_DN

KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_DN

WEI_MYCN_TARGETS_WITH_E_BOX

NABA_CORE_MATRISOME

BOQUEST_STEM_CELL_UP

VECCHI_GASTRIC_CANCER_ADVANCED_VS_EARLY_UP

Tirosh_CAF−cell specific genes

extracellular matrix

TURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_DUCTAL_NORMAL_UP

Aukema_BCL2 UP_BCL6 DN

extracellular matrix structural constituent

SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP

proteinaceous extracellular matrix

Underexpressed
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−13.56
−11.85

−11.77
−11.55
−11.33
−11.25
−11.16
−10.88
−10.54
−10.48
−10.36
−10.27
−10.25
−10.04
−10.02
−10.02
−10.01
−9.9
−9.68
−9.65

NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL

317
355
3767
382
626
589
85
3682
5404
85
3524
642
166
3223
431
4208
932

2144
90
693

Cancer
Reference Signatures

Chromatin states
Chr
Chromatin states
Colon Cancer
Lymphoma

Chromatin states
Lymphoma
Lymphoma

Chromatin states
Chromatin states
HM
Chromatin states
BP
Chromatin states
Chromatin states
Chromatin states
GSEA C2
Chromatin states

SPANG_BCL6−index2
WIRTH_Immune system

Bcells peripheral blood_6_EnhG

Chr 15
natural killer cells peripheral blood_3_TxFlnk
Lembcke_TCGA−expr_kmeans_E_CIMP.H_UP_Cluster4_DN

Sha_DLBCL UP
natural killer cells peripheral blood_6_EnhG
HOPP_Strong_enhancer

Aukema_BCL2 DN_BCL6 UP
Tregulatory cells peripheral blood_6_EnhG
Thelper cells peripheral blood_3_TxFlnk

HALLMARK_INTERFERON_GAMMA_RESPONSE
monocytes peripheral blood_6_EnhG
immune system process

Tcells peripheral blood_6_EnhG
Tcells peripheral blood_3_TxFlnk
T CD8+ naive cells peripheral blood_6_EnhG

BASSO_CD40_SIGNALING_UP
Bcells peripheral blood_3_TxFlnk


