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Global Summary

%DE = 0.06

# genes with fdr < 0.2  = 820  ( 309 + / 511  −)

# genes with fdr < 0.1  = 602  ( 220 + / 382  −)

# genes with fdr < 0.05  = 527  ( 194 + / 333  −)

# genes with fdr < 0.01 = 358  ( 123 + / 235  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.04

<p−value> = 0.22

<fdr> = 0.94
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C−C motif chemokine ligand 5 [Source:HGNC Symbol;Acc:HGNC:10632]

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

major histocompatibility complex, class I, E [Source:HGNC Symbol;Acc:HGNC:4962]

serine/threonine kinase 17a [Source:HGNC Symbol;Acc:HGNC:11395]

pleckstrin [Source:HGNC Symbol;Acc:HGNC:9070]

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

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

C−X−C motif chemokine ligand 10 [Source:HGNC Symbol;Acc:HGNC:10637]

B cell CLL/lymphoma 3 [Source:HGNC Symbol;Acc:HGNC:998]

C−X−C motif chemokine ligand 13 [Source:HGNC Symbol;Acc:HGNC:10639]

lymphocyte antigen 75 [Source:HGNC Symbol;Acc:HGNC:6729]

BCL2 related protein A1 [Source:HGNC Symbol;Acc:HGNC:991]

ubiquitin D [Source:HGNC Symbol;Acc:HGNC:18795]

absent in melanoma 2 [Source:HGNC Symbol;Acc:HGNC:357]

granzyme K [Source:HGNC Symbol;Acc:HGNC:4711]

major histocompatibility complex, class II, DQ beta 1 [Source:HGNC Symbol;Acc:HGNC:4944]

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

C−C motif chemokine ligand 19 [Source:HGNC Symbol;Acc:HGNC:10617]
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Global Geneset Analysis
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GSEA C2
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GSEA C2
Lymphoma
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Chromatin states

GSEA C2
Lymphoma

GSEA C2
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GSEA C2

HM

GSEA C2

GSEA C2

GSEA C2

GSEA C2

Chromatin states

CAIRO_HEPATOBLASTOMA_CLASSES_UP

KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_UP

PUJANA_CHEK2_PCC_NETWORK

PUJANA_BRCA1_PCC_NETWORK

Sha_BL UP

HUMMEL_BURKITTS_LYMPHOMA_UP

MANALO_HYPOXIA_DN

Gerber_wt/wt_melanoma−cells−SpotA

5_Tx_Neuronal_Progenitor

DODD_NASOPHARYNGEAL_CARCINOMA_DN

Victora_Dark zone signature

PUJANA_BRCA2_PCC_NETWORK

WONG_EMBRYONIC_STEM_CELL_CORE

LEE_BMP2_TARGETS_DN

HALLMARK_E2F_TARGETS

KOBAYASHI_EGFR_SIGNALING_24HR_DN

GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP

SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6

BLUM_RESPONSE_TO_SALIRASIB_DN

Overlap_fetal_midbrain_K9K27me3

Underexpressed
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Reference Signatures

Glioma
Lymphoma
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BP

Sha_DLBCL UP
SPANG_BCL6−index2
Lembcke_TCGA−expr_kmeans_E_CIMP.H_UP_Cluster4_DN

BASSO_CD40_SIGNALING_UP
SPANG_LPS−index2
WALLACE_PROSTATE_CANCER_RACE_UP
HALLMARK_INTERFERON_GAMMA_RESPONSE
WIRTH_EBV B−cells
ScoV_0.999_Sturm_E4_Mesenchymal_RTK I 'PDGFRA'_DN

DAVE_NFkB BL DN

QI_PLASMACYTOMA_UP
HUMMEL_BURKITTS_LYMPHOMA_DN
Victora_Light zone signature

WIELAND_UP_BY_HBV_INFECTION
HELLER_SILENCED_BY_METHYLATION_UP
BENTINK_mBL DOWN
SPANG_IL21 DN
MCLACHLAN_DENTAL_CARIES_UP
WIRTH_Immune system
immune response


