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Global Summary

%DE = 0.05

# genes with fdr < 0.2  = 525  ( 117 + / 408  −)

# genes with fdr < 0.1  = 436  ( 85 + / 351  −)

# genes with fdr < 0.05  = 336  ( 54 + / 282  −)

# genes with fdr < 0.01 = 229  ( 30 + / 199  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.19

<p−value> = 0.25

<fdr> = 0.95
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Global Genelist
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RUN and cysteine rich domain containing beclin 1 interacting protein like [Source:HGNC Symbol;Acc:HGNC:20420]

protein tyrosine phosphatase, non−receptor type 1 [Source:HGNC Symbol;Acc:HGNC:9642]

matrix metallopeptidase 9 [Source:HGNC Symbol;Acc:HGNC:7176]

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

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

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

Rho GTPase activating protein 25 [Source:HGNC Symbol;Acc:HGNC:28951]

immunoglobulin heavy constant mu [Source:HGNC Symbol;Acc:HGNC:5541]

ectonucleotide pyrophosphatase/phosphodiesterase 2 [Source:HGNC Symbol;Acc:HGNC:3357]

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

prostaglandin D2 synthase [Source:HGNC Symbol;Acc:HGNC:9592]

prostaglandin D2 synthase [Source:HGNC Symbol;Acc:HGNC:9592]

immunoglobulin heavy constant mu [Source:HGNC Symbol;Acc:HGNC:5541]

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

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]

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

Rank GSZ p−value #all Geneset
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2626
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115
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131

2325

GSEA C2

Chromatin states

GSEA C2

Chromatin states

Melanoma

Chromatin states

GSEA C2

GSEA C2

GSEA C2

GSEA C2

Chromatin states

Chromatin states

Chromatin states

GSEA C2

GSEA C2

GSEA C2

Glioma

GSEA C2

GSEA C2

Chromatin states

PUJANA_CHEK2_PCC_NETWORK

15_Quies_Fibroblasts

PUJANA_BRCA1_PCC_NETWORK

Overlap_fetal_midbrain_ReprPC

Gerber_wt/wt_melanoma−cells−SpotA

8_ZNF_Rpts_ESC_Endoderm

DODD_NASOPHARYNGEAL_CARCINOMA_DN

JOHNSTONE_PARVB_TARGETS_3_DN

HAMAI_APOPTOSIS_VIA_TRAIL_UP

NUYTTEN_EZH2_TARGETS_DN

15_Quies_Melanocytes

Overlap_fetal_midbrain_HetRpts

8_ZNF_Rpts_ESC_Mesoderm

CAIRO_HEPATOBLASTOMA_CLASSES_UP

ZHANG_BREAST_CANCER_PROGENITORS_UP

KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_UP

WILLSCHER_GBM_Verhaak−CL_up ( C)

MILI_PSEUDOPODIA_HAPTOTAXIS_UP

WINNEPENNINCKX_MELANOMA_METASTASIS_UP

HSC_8_ZNF_Rpts

Underexpressed
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−18.77
−17.87
−15.76
−15.66
−14.07
−14.06
−13.82
−13.5
−13.2
−13.12
−12.66

−12.44
−12.3

−12.21
−11.9
−11.83
−11.68
−11.62
−11.58
−11.53

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

317
85
589
2380
90
431
2704
2203
432
186
932
1600
626

447
693
166
229
66
642
3223

Cancer
Lymphoma

Colon Cancer
Chromatin states
GSEA C2
BP
Chromatin states
Chromatin states
Chromatin states
Cancer
Chromatin states
Chromatin states
Chromatin states
Glioma
Chromatin states
HM
GSEA C2
BP
Chromatin states
Chromatin states

SPANG_BCL6−index2
Sha_DLBCL UP
Lembcke_TCGA−expr_kmeans_E_CIMP.H_UP_Cluster4_DN

TxEnhG1_Colon
BASSO_CD40_SIGNALING_UP
immune system process

4_TxTrans_Fibroblasts

EnhA_Colon
monocytes peripheral blood_3_TxFlnk

SPANG_LPS−index2
Tcells peripheral blood_3_TxFlnk
4_TxTrans_Melanocytes
natural killer cells peripheral blood_3_TxFlnk
ScoV_0.999_Sturm_E4_Mesenchymal_RTK I 'PDGFRA'_DN
Bcells peripheral blood_3_TxFlnk

HALLMARK_INTERFERON_GAMMA_RESPONSE
QI_PLASMACYTOMA_UP
interferon−gamma−mediated signaling pathway
Thelper cells peripheral blood_3_TxFlnk
monocytes peripheral blood_6_EnhG


