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Global Summary

%DE = 0.04

# genes with fdr < 0.2  = 283  ( 107 + / 176  −)

# genes with fdr < 0.1  = 191  ( 76 + / 115  −)

# genes with fdr < 0.05  = 127  ( 48 + / 79  −)

# genes with fdr < 0.01 = 82  ( 33 + / 49  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.17

<p−value> = 0.3

<fdr> = 0.96
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Global Genelist
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immunoglobulin heavy constant mu [Source:HGNC Symbol;Acc:HGNC:5541]

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

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

transmembrane protein 259 [Source:HGNC Symbol;Acc:HGNC:17039]

translocation associated membrane protein 2 [Source:HGNC Symbol;Acc:HGNC:16855]

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

brain expressed X−linked 1 [Source:HGNC Symbol;Acc:HGNC:1036]

ubiquitin like modifier activating enzyme 6 [Source:HGNC Symbol;Acc:HGNC:25581]

EH domain containing 3 [Source:HGNC Symbol;Acc:HGNC:3244]

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

transmembrane protein 259 [Source:HGNC Symbol;Acc:HGNC:17039]

potassium voltage−gated channel subfamily A regulatory beta subunit 2 [Source:HGNC Symbol;Acc:HGNC:6229]

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

C−C motif chemokine ligand 18 [Source:HGNC Symbol;Acc:HGNC:10616]

phospholipase A2 group IIA [Source:HGNC Symbol;Acc:HGNC:9031]

T cell leukemia/lymphoma 1A [Source:HGNC Symbol;Acc:HGNC:11648]

T cell leukemia/lymphoma 1A [Source:HGNC Symbol;Acc:HGNC:11648]

C−X−C motif chemokine ligand 9 [Source:HGNC Symbol;Acc:HGNC:7098]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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Melanoma
Reference Signatures

GSEA C2

GSEA C2

HM

GSEA C2
Lymphoma

GSEA C2

GSEA C2

GSEA C2

GSEA C2

Glioma

GSEA C2

Cancer

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

Melanoma

Gerber_wt/wt_melanoma−cells−SpotA

WIRTH_EBV B−cells

KOBAYASHI_EGFR_SIGNALING_24HR_DN

PUJANA_CHEK2_PCC_NETWORK

HALLMARK_E2F_TARGETS

KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_UP

Victora_Dark zone signature

PUJANA_BRCA2_PCC_NETWORK

ZHANG_TLX_TARGETS_60HR_DN

GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP

ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER

WILLSCHER_GBM_Verhaak−CL_up ( C)

CROONQUIST_IL6_DEPRIVATION_DN

SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP

DODD_NASOPHARYNGEAL_CARCINOMA_DN

DUTERTRE_ESTRADIOL_RESPONSE_24HR_UP

SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6

MANALO_HYPOXIA_DN

PUJANA_BRCA1_PCC_NETWORK

Tirosh_core cycling genes in low− and high−proliferation melanoma
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Chromatin states

SPANG_BCL6−index2
Bcells peripheral blood_2_TssAFlnk

TssA_Colon
Bcells peripheral blood_1_TssA

HSC_2_TssAFlnk
3_TssF_Skeletal_Muscle

nucleosome
HOPP_Weak_promoter

WRIGHT_ABC UP
monocytes peripheral blood_1_TssA

2_TssA_MSC_Adipocyte

Tx_Colon
Tregulatory cells peripheral blood_5_TxWk
Bcells peripheral blood_4_Tx
T CD8+ naive cells peripheral blood_5_TxWk
2_TssA_Melanocytes
Thelper cells peripheral blood_1_TssA
5_Tx_MSC_Adipocyte

REACTOME_RNA_POL_I_PROMOTER_OPENING
Thelper cells peripheral blood_2_TssAFlnk


