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Global Summary

%DE = 0.02

# genes with fdr < 0.2  = 189  ( 78 + / 111  −)

# genes with fdr < 0.1  = 162  ( 69 + / 93  −)

# genes with fdr < 0.05  = 81  ( 30 + / 51  −)

# genes with fdr < 0.01 = 56  ( 21 + / 35  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.06

<p−value> = 0.32

<fdr> = 0.98
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Global Genelist

Rank
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GDP−mannose 4,6−dehydratase [Source:HGNC Symbol;Acc:HGNC:4369]

membrane spanning 4−domains A1 [Source:HGNC Symbol;Acc:HGNC:7315]

membrane spanning 4−domains A1 [Source:HGNC Symbol;Acc:HGNC:7315]

linker for activation of T cells family member 2 [Source:HGNC Symbol;Acc:HGNC:12749]

ubiquitin specific peptidase 2 [Source:HGNC Symbol;Acc:HGNC:12618]

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

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

neuroligin 4, X−linked [Source:HGNC Symbol;Acc:HGNC:14287]

dCMP deaminase [Source:HGNC Symbol;Acc:HGNC:2710]

GDP−mannose 4,6−dehydratase [Source:HGNC Symbol;Acc:HGNC:4369]

dual specificity phosphatase 2 [Source:HGNC Symbol;Acc:HGNC:3068]

CBFA2/RUNX1 translocation partner 3 [Source:HGNC Symbol;Acc:HGNC:1537]

ubiquitin C−terminal hydrolase L1 [Source:HGNC Symbol;Acc:HGNC:12513]

leucine rich repeat containing 31 [Source:HGNC Symbol;Acc:HGNC:26261]

endothelin converting enzyme like 1 [Source:HGNC Symbol;Acc:HGNC:3147]

fatty acid binding protein 4 [Source:HGNC Symbol;Acc:HGNC:3559]

hematopoietically expressed homeobox [Source:HGNC Symbol;Acc:HGNC:4901]

CD83 molecule [Source:HGNC Symbol;Acc:HGNC:1703]

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

interleukin 16 [Source:HGNC Symbol;Acc:HGNC:5980]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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GSEA C2

Melanoma

GSEA C2
Lymphoma

GSEA C2

Cancer

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

Melanoma

Glioma
Lymphoma

GSEA C2

GSEA C2

GSEA C2

CC

GSEA C2

GSEA C2

PUJANA_CHEK2_PCC_NETWORK

Gerber_wt/wt_melanoma−cells−SpotA

KOBAYASHI_EGFR_SIGNALING_24HR_DN

Victora_Dark zone signature

PUJANA_BRCA1_PCC_NETWORK

SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP

KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_UP

MANALO_HYPOXIA_DN

SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6

PUJANA_BRCA2_PCC_NETWORK

ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER

Tirosh_core cycling genes in low− and high−proliferation melanoma

WILLSCHER_GBM_Verhaak−CL_up ( C)

Sha_BL UP

GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP

JOHNSTONE_PARVB_TARGETS_3_DN

GRAHAM_CML_DIVIDING_VS_NORMAL_QUIESCENT_UP

mitochondrial inner membrane

BLUM_RESPONSE_TO_SALIRASIB_DN

WEI_MYCN_TARGETS_WITH_E_BOX

Underexpressed
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−15.02
−13.47
−11.81
−10.67
−10.65
−10.56
−9.73
−9.52
−9.43
−9.25
−9.12
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−8.18
−8.11
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−7.99
−7.97
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85
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55
3210
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589
1676
4079
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Cancer
Lymphoma

GSEA C2
Cancer
Lymphoma
Reference Signatures
Lymphoma

Chromatin states
GSEA C2
CC
Lymphoma

Chromatin states
Colon Cancer
Chromatin states
Chromatin states
Chromatin states
Cancer
Chromatin states
BP
Lymphoma

SPANG_BCL6−index2
Sha_DLBCL UP
BASSO_CD40_SIGNALING_UP
Lembcke_Colonic Inflammation
Victora_Light zone signature
WIRTH_Immune system

DAVE_NFkB BL DN
Fetal_TssA

DIRMEIER_LMP1_RESPONSE_EARLY
plasma membrane

SPANG_CD40 6hrs DN
10_ReprPC_Fibroblasts
Lembcke_TCGA−expr_kmeans_E_CIMP.H_UP_Cluster4_DN

Fetal_TxTrans

15_Quies_ESC_Endoderm
9_ReprPCWk_Fibroblasts

SPANG_LPS−index2
Bcells peripheral blood_3_TxFlnk

B cell activation
Care_ABC UP


