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Global Summary

%DE = 0.05

# genes with fdr < 0.2  = 682  ( 264 + / 418  −)

# genes with fdr < 0.1  = 513  ( 200 + / 313  −)

# genes with fdr < 0.05  = 423  ( 169 + / 254  −)

# genes with fdr < 0.01 = 260  ( 119 + / 141  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.21

<p−value> = 0.24

<fdr> = 0.95
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Global Genelist

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

lysyl−tRNA synthetase [Source:HGNC Symbol;Acc:HGNC:6215]

apolipoprotein D [Source:HGNC Symbol;Acc:HGNC:612]

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

Src like adaptor [Source:HGNC Symbol;Acc:HGNC:10902]

arachidonate 5−lipoxygenase activating protein [Source:HGNC Symbol;Acc:HGNC:436]

CD22 molecule [Source:HGNC Symbol;Acc:HGNC:1643]

signaling threshold regulating transmembrane adaptor 1 [Source:HGNC Symbol;Acc:HGNC:17710]

SSX family member 1 [Source:HGNC Symbol;Acc:HGNC:11335]

G antigen 12J [Source:HGNC Symbol;Acc:HGNC:17778]

G antigen 12J [Source:HGNC Symbol;Acc:HGNC:17778]

MAGE family member A1 [Source:HGNC Symbol;Acc:HGNC:6796]

G antigen 12J [Source:HGNC Symbol;Acc:HGNC:17778]

SSX family member 3 [Source:HGNC Symbol;Acc:HGNC:11337]

G antigen 12J [Source:HGNC Symbol;Acc:HGNC:17778]

G antigen 12J [Source:HGNC Symbol;Acc:HGNC:17778]

G antigen 12J [Source:HGNC Symbol;Acc:HGNC:17778]

metallothionein 1X [Source:HGNC Symbol;Acc:HGNC:7405]

solute carrier family 39 member 8 [Source:HGNC Symbol;Acc:HGNC:20862]

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

Rank GSZ p−value #all Geneset
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Immunome

Immunome

Immunome
Lymphoma

Lymphoma

Lymphoma

Lymphoma

Chr

GSEA C2

Colon Cancer

Chr

Chr

GSEA C2

GSEA C2
Lymphoma

BP

BP

BP

Melanoma

Glioma

Angelova_CRC_MSS^−neoantigens

Angelova_CRC_MSI−neoantigens

Angelova_CRC_MSS−neoantigens

HOPP_Active_promoter

HOPP_Weak_enhancer

HOPP_Weak_txn

HOPP_Weak_promoter

Chr 7

GUTIERREZ_CHRONIC_LYMPHOCYTIC_LEUKEMIA_DN

LaPointe_mucosa−position_kmeans_F_cecum colon_transverse colon_UP_

Chr X

Chr 1

SASAI_TARGETS_OF_CXCR6_AND_PTCH1_DN

MATTIOLI_MULTIPLE_MYELOMA_SUBGROUPS

HOPP_Txn_elongation

regulation of transcription, DNA−templated

transcription, DNA−templated

positive regulation of interleukin−1 beta production

TCGA_melanoma_MITF_low

WILLSCHER_GBM_Verhaak−PNwt & CL_up
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PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP
LENZ_Stromal signature 1

Chr 22
SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP
RUTELLA_RESPONSE_TO_HGF_VS_CSF2RB_AND_IL4_UP
Lembcke_Colonic Inflammation
ScoV_0.5_Sturm_C3_Mesenchymal_DN

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION

extracellular matrix
Tirosh_CAF−cell specific genes

ANASTASSIOU_CANCER_MESENCHYMAL_TRANSITION_SIGNATURE
SASAKI_TARGETS_OF_TP73_AND_TP63
NAKAYAMA_SOFT_TISSUE_TUMORS_PCA1_UP
RUTELLA_RESPONSE_TO_HGF_UP
MCLACHLAN_DENTAL_CARIES_UP
WILLSCHER_GBM_Verhaak−CL & MES_up

Marisa_CRC−cluster−a
negative regulation of growth

KIM_GLIS2_TARGETS_UP
PETROVA_ENDOTHELIUM_LYMPHATIC_VS_BLOOD_DN


