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Global Summary

%DE = 0.07

# genes with fdr < 0.2  = 976  ( 671 + / 305  −)

# genes with fdr < 0.1  = 719  ( 510 + / 209  −)

# genes with fdr < 0.05  = 554  ( 392 + / 162  −)

# genes with fdr < 0.01 = 365  ( 259 + / 106  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.25

<p−value> = 0.22

<fdr> = 0.93
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T cell leukemia/lymphoma 1A [Source:HGNC Symbol;Acc:HGNC:11648]

orosomucoid 1 [Source:HGNC Symbol;Acc:HGNC:8498]

orosomucoid 1 [Source:HGNC Symbol;Acc:HGNC:8498]

inter−alpha−trypsin inhibitor heavy chain 3 [Source:HGNC Symbol;Acc:HGNC:6168]

ezrin [Source:HGNC Symbol;Acc:HGNC:12691]

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

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

orosomucoid 2 [Source:HGNC Symbol;Acc:HGNC:8499]

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

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

immunoglobulin lambda variable 3−10 [Source:HGNC Symbol;Acc:HGNC:5897]

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

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

immunoglobulin lambda variable 3−19 [Source:HGNC Symbol;Acc:HGNC:5903]

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

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

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

transmembrane protein 97 [Source:HGNC Symbol;Acc:HGNC:28106]

transmembrane protein 106C [Source:HGNC Symbol;Acc:HGNC:28775]

p−values

0.0 0.2 0.4 0.6 0.8 1.0

0.0

0.5

1.0

1.5

2.0

2.5

D
en

si
ty

F
D

R

%DE = 0.07

0

0.2

0.4

0.6

0.8

1p
η0

Fdr
fdr

Global Geneset Analysis

Rank GSZ p−value #all Geneset
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Lymphoma
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CC

HM

GSEA C2

CC

GSEA C2

Glioma
Lymphoma

Colon Cancer

Chromatin states

Chromatin states

Colon Cancer

Chromatin states

Chromatin states

Melanoma

GSEA C2

Glioma

Chromatin states

LENZ_Stromal signature 1

PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP

SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP

extracellular region

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION

BOQUEST_STEM_CELL_UP

extracellular space

REN_ALVEOLAR_RHABDOMYOSARCOMA_DN

ScoV_0.999_Sturm_E4_Mesenchymal_RTK I 'PDGFRA'_DN

HOPP_Repressed

Marisa_CRC−cluster−a

Tcells peripheral blood_13_ReprPC

Tregulatory cells peripheral blood_13_ReprPC

Pentrack_CRC_TCGA_corr_J_msi−h_UP_mss_DN

Tcells peripheral blood_12_EnhBiv

Bcells peripheral blood_12_EnhBiv

Tirosh_CAF−cell specific genes

RUTELLA_RESPONSE_TO_HGF_UP

ScoV_0.5_Sturm_C3_Mesenchymal_DN

natural killer cells peripheral blood_12_EnhBiv
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−19.68
−19.16
−18.68
−18.18
−17.94
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Chromatin states
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PUJANA_BRCA1_PCC_NETWORK
PUJANA_CHEK2_PCC_NETWORK
Gerber_wt/wt_melanoma−cells−SpotA

KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_UP
CAIRO_HEPATOBLASTOMA_CLASSES_UP
ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER
PUJANA_BRCA2_PCC_NETWORK
WILLSCHER_GBM_Verhaak−CL_up ( C)

SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6
MARSON_BOUND_BY_E2F4_UNSTIMULATED
HALLMARK_E2F_TARGETS
HOPP_Txn_elongation
Tcells peripheral blood_1_TssA

HOPP_Txn_transition
KOBAYASHI_EGFR_SIGNALING_24HR_DN
Tregulatory cells peripheral blood_1_TssA

GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
Bcells peripheral blood_1_TssA

MANALO_HYPOXIA_DN


