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Global Summary

%DE = 0.04

# genes with fdr < 0.2  = 508  ( 248 + / 260  −)

# genes with fdr < 0.1  = 372  ( 184 + / 188  −)

# genes with fdr < 0.05  = 243  ( 116 + / 127  −)

# genes with fdr < 0.01 = 184  ( 79 + / 105  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.16

<p−value> = 0.27

<fdr> = 0.96
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Global Genelist

Rank
ID

log(FC)
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fdr
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T cell leukemia/lymphoma 1A [Source:HGNC Symbol;Acc:HGNC:11648]

major histocompatibility complex, class II, DO beta [Source:HGNC Symbol;Acc:HGNC:4937]

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

secreted phosphoprotein 1 [Source:HGNC Symbol;Acc:HGNC:11255]

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

major histocompatibility complex, class II, DQ alpha 1 [Source:HGNC Symbol;Acc:HGNC:4942]

family with sequence similarity 30 member A [Source:HGNC Symbol;Acc:HGNC:19955]

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

clusterin [Source:HGNC Symbol;Acc:HGNC:2095]

apolipoprotein C1 [Source:HGNC Symbol;Acc:HGNC:607]

decorin [Source:HGNC Symbol;Acc:HGNC:2705]

secernin 1 [Source:HGNC Symbol;Acc:HGNC:22192]

Ras interacting protein 1 [Source:HGNC Symbol;Acc:HGNC:24716]

paternally expressed 10 [Source:HGNC Symbol;Acc:HGNC:14005]

major histocompatibility complex, class II, DR alpha [Source:HGNC Symbol;Acc:HGNC:4947]

allograft inflammatory factor 1 [Source:HGNC Symbol;Acc:HGNC:352]

lymphotoxin beta [Source:HGNC Symbol;Acc:HGNC:6711]

MAGE family member B2 [Source:HGNC Symbol;Acc:HGNC:6809]

killer cell immunoglobulin like receptor, three Ig domains and long cytoplasmic tail 2 [Source:HGNC Symbol;Acc:HGNC:6339]

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

Rank GSZ p−value #all Geneset
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3767

4208

3524
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2144

8322
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Chromatin states

Chromatin states

Chromatin states
Reference Signatures

Chromatin states

Chromatin states

Chromatin states

Chromatin states
Lymphoma

Chromatin states

Chromatin states

Chromatin states

Chromatin states
Lymphoma

Chromatin states

Chromatin states

Chromatin states

Chromatin states

Chromatin states

Chromatin states

Bcells peripheral blood_6_EnhG

Tcells peripheral blood_6_EnhG

Tregulatory cells peripheral blood_6_EnhG

WIRTH_Immune system

Tcells peripheral blood_2_TssAFlnk

natural killer cells peripheral blood_6_EnhG

Thelper cells peripheral blood_6_EnhG

Tregulatory cells peripheral blood_2_TssAFlnk

HOPP_Txn_transition

Tcells peripheral blood_1_TssA

Bcells peripheral blood_4_Tx

T CD8+ naive cells peripheral blood_2_TssAFlnk

Tcells peripheral blood_3_TxFlnk

Sha_DLBCL UP

Bcells peripheral blood_1_TssA

T CD8+ naive cells peripheral blood_6_EnhG

T CD8+ naive cells peripheral blood_1_TssA

Tregulatory cells peripheral blood_1_TssA

Bcells peripheral blood_3_TxFlnk

Bcells peripheral blood_2_TssAFlnk

Underexpressed

1
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−15.12
−14.55

−11
−10.03
−9.77
−9.67
−9.37
−9.06
−8.88
−8.81
−8.81
−8.71
−8.56
−8.37
−8.18
−8.04
−7.96
−7.69
−7.63
−7.62

NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL
NULL

18

17
335

12
40
138
67
63

747
1611

71
231

12
22
253
23
196
354
197
223

CC
BP
GSEA C2
MF
BP
GSEA C2
GSEA C2
GSEA C2
GSEA C2
CC
Melanoma
Glioma
Cancer
MF
CC
CC
HM
GSEA C2
GSEA C2
GSEA C2

MHC class II protein complex
antigen processing and presentation of peptide or polysaccharide antigen via MHC class II

SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP
MHC class II receptor activity
antigen processing and presentation

VECCHI_GASTRIC_CANCER_ADVANCED_VS_EARLY_UP
NAKAYAMA_SOFT_TISSUE_TUMORS_PCA1_UP
ANASTASSIOU_CANCER_MESENCHYMAL_TRANSITION_SIGNATURE
NABA_MATRISOME
extracellular region
Tirosh_Macrophage specific genes−melanoma

WILLSCHER_GBM_Verhaak−CL & MES_up
HLA2_signature
peptide antigen binding
proteinaceous extracellular matrix
integral component of lumenal side of endoplasmic reticulum membrane

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
FULCHER_INFLAMMATORY_RESPONSE_LECTIN_VS_LPS_DN
NABA_CORE_MATRISOME
MCLACHLAN_DENTAL_CARIES_UP


