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Global Summary

%DE = 0.06

# genes with fdr < 0.2  = 644  ( 395 + / 249  −)

# genes with fdr < 0.1  = 543  ( 348 + / 195  −)

# genes with fdr < 0.05  = 402  ( 265 + / 137  −)

# genes with fdr < 0.01 = 289  ( 203 + / 86  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.06

<p−value> = 0.23

<fdr> = 0.94
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Global Genelist

Rank
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sortilin related receptor 1 [Source:HGNC Symbol;Acc:HGNC:11185]

aldehyde dehydrogenase 5 family member A1 [Source:HGNC Symbol;Acc:HGNC:408]

S100 calcium binding protein A2 [Source:HGNC Symbol;Acc:HGNC:10492]

CD44 molecule (Indian blood group) [Source:HGNC Symbol;Acc:HGNC:1681]

neutrophil cytosolic factor 1 [Source:HGNC Symbol;Acc:HGNC:7660]

small proline rich protein 1B [Source:HGNC Symbol;Acc:HGNC:11260]

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

keratin 13 [Source:HGNC Symbol;Acc:HGNC:6415]

keratin 6A [Source:HGNC Symbol;Acc:HGNC:6443]

keratin 6B [Source:HGNC Symbol;Acc:HGNC:6444]

keratin 14 [Source:HGNC Symbol;Acc:HGNC:6416]

CD44 molecule (Indian blood group) [Source:HGNC Symbol;Acc:HGNC:1681]

potassium calcium−activated channel subfamily M regulatory beta subunit 1 [Source:HGNC Symbol;Acc:HGNC:6285]

CD44 molecule (Indian blood group) [Source:HGNC Symbol;Acc:HGNC:1681]

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

CD44 molecule (Indian blood group) [Source:HGNC Symbol;Acc:HGNC:1681]

keratin 6B [Source:HGNC Symbol;Acc:HGNC:6444]

small proline rich protein 1A [Source:HGNC Symbol;Acc:HGNC:11259]

neutrophil cytosolic factor 1 [Source:HGNC Symbol;Acc:HGNC:7660]

keratin 6A [Source:HGNC Symbol;Acc:HGNC:6443]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset

Overexpressed
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Reference Signatures

GSEA C2

GSEA C2

BP

MF

GSEA C2

GSEA C2

BP
Lymphoma

GSEA C2

HM

GSEA C2
Lymphoma

GSEA C2

GSEA C2

GSEA C2

CC

HM

CC

Cancer

WIRTH_Mucosa

JAEGER_METASTASIS_DN

ONDER_CDH1_TARGETS_2_DN

cornification
antigen binding

HUPER_BREAST_BASAL_VS_LUMINAL_UP

BOSCO_EPITHELIAL_DIFFERENTIATION_MODULE

keratinization
LENZ_Stromal signature 1

WU_CELL_MIGRATION

HALLMARK_TNFA_SIGNALING_VIA_NFKB

CHARAFE_BREAST_CANCER_LUMINAL_VS_BASAL_DN

Sha_DLBCL UP

HINATA_NFKB_TARGETS_KERATINOCYTE_UP

RICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_POORLY_DN

DELYS_THYROID_CANCER_UP

cornified envelope

HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION

extracellular region

SPANG_BCL6−index2

Underexpressed

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20

−12.39
−11.96
−11.83
−11.48
−11.45
−11.35

−11.2
−11.15
−11.13
−10.91
−10.84
−10.71
−10.7
−10.63
−10.45
−10.42
−10.37
−10.34
−10.31
−10.17

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

7957
8406
7930
7420
7833
5529
8245
8068
7751
5716
8431
8816
8370
8322
7078
8208
7635
5753
6839
5601

Chromatin states
Chromatin states
Chromatin states
Chromatin states
Chromatin states
Lymphoma

Chromatin states
Chromatin states
Chromatin states
Chromatin states
Chromatin states
Chromatin states
Chromatin states
Chromatin states
Chromatin states
Chromatin states
Chromatin states
Chromatin states
Chromatin states
Chromatin states

Tcells peripheral blood_2_TssAFlnk
Bcells peripheral blood_2_TssAFlnk
Tregulatory cells peripheral blood_1_TssA
Tcells peripheral blood_1_TssA
Bcells peripheral blood_1_TssA
HOPP_Txn_elongation
Tregulatory cells peripheral blood_2_TssAFlnk
Thelper cells peripheral blood_1_TssA
natural killer cells peripheral blood_1_TssA
Bcells peripheral blood_4_Tx
T CD8+ naive cells peripheral blood_2_TssAFlnk
Thelper cells peripheral blood_2_TssAFlnk
natural killer cells peripheral blood_2_TssAFlnk
T CD8+ naive cells peripheral blood_1_TssA
Bcells peripheral blood_5_TxWk
Tcells peripheral blood_7_Enh
monocytes peripheral blood_1_TssA
Tcells peripheral blood_4_Tx
T CD8+ naive cells peripheral blood_5_TxWk
Thelper cells peripheral blood_4_Tx


