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Global Summary

%DE = 0.04

# genes with fdr < 0.2  = 390  ( 219 + / 171  −)

# genes with fdr < 0.1  = 287  ( 158 + / 129  −)

# genes with fdr < 0.05  = 177  ( 103 + / 74  −)

# genes with fdr < 0.01 = 107  ( 68 + / 39  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.17

<p−value> = 0.28

<fdr> = 0.96
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ribosomal protein S4, Y−linked 1 [Source:HGNC Symbol;Acc:HGNC:10425]

lactotransferrin [Source:HGNC Symbol;Acc:HGNC:6720]

secretory leukocyte peptidase inhibitor [Source:HGNC Symbol;Acc:HGNC:11092]

matrix metallopeptidase 7 [Source:HGNC Symbol;Acc:HGNC:7174]

histone cluster 1 H4 family member c [Source:HGNC Symbol;Acc:HGNC:4787]

statherin [Source:HGNC Symbol;Acc:HGNC:11369]

C−C motif chemokine ligand 22 [Source:HGNC Symbol;Acc:HGNC:10621]

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

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

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

C−X−C motif chemokine ligand 14 [Source:HGNC Symbol;Acc:HGNC:10640]

PPP1R2C family member C [Source:HGNC Symbol;Acc:HGNC:16324]

tumor associated calcium signal transducer 2 [Source:HGNC Symbol;Acc:HGNC:11530]

tropomyosin 2 [Source:HGNC Symbol;Acc:HGNC:12011]

keratin 19 [Source:HGNC Symbol;Acc:HGNC:6436]

gelsolin [Source:HGNC Symbol;Acc:HGNC:4620]

APOC4−APOC2 readthrough (NMD candidate) [Source:HGNC Symbol;Acc:HGNC:44426]

chimerin 2 [Source:HGNC Symbol;Acc:HGNC:1944]

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

Rank GSZ p−value #all Geneset
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Cancer

GSEA C2
Lymphoma

Lymphoma

Chromatin states

Chromatin states

GSEA C2

Chromatin states

Chromatin states

Chromatin states

GSEA C2

GSEA C2
Lymphoma

Chromatin states

Cancer

GSEA C2

BP

Colon Cancer

GSEA C2

GSEA C2

Lembcke_Colonic Inflammation

SMID_BREAST_CANCER_LUMINAL_B_DN

LENZ_Stromal signature 1

WRIGHT_ABC UP

Fetal_TssA

Mid_Frontal_Lobe_ReprPC

QI_PLASMACYTOMA_UP

Bcells peripheral blood_3_TxFlnk

Tcells peripheral blood_12_EnhBiv

EnhA_Colon

CHICAS_RB1_TARGETS_CONFLUENT

PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP

Sha_DLBCL UP

Tcells peripheral blood_13_ReprPC

LIU_PROSTATE_CANCER_DN

WU_CELL_MIGRATION

complement activation, classical pathway

Marisa_CRC−cluster−a

SMID_BREAST_CANCER_BASAL_UP

RODWELL_AGING_KIDNEY_UP

Underexpressed
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−10.81
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−9.96
−9.66
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Chromatin states

Overlap_fetal_midbrain_ReprPC
Tcells peripheral blood_4_Tx

Overlap_fetal_midbrain_HetRpts
Thelper cells peripheral blood_4_Tx
Tcells peripheral blood_5_TxWk
T CD8+ naive cells peripheral blood_4_Tx
HOPP_Active_promoter
Bcells peripheral blood_5_TxWk

4_Tx_ESC_Endoderm
natural killer cells peripheral blood_4_Tx
Bcells peripheral blood_4_Tx
Tregulatory cells peripheral blood_4_Tx

HOPP_Txn_elongation

HSC_4_Tx
15_Quies_Fibroblasts
HSC_8_ZNF_Rpts
8_ZNF_Rpts_ESC_Endoderm
natural killer cells peripheral blood_5_TxWk
HOPP_Weak_promoter
Tregulatory cells peripheral blood_5_TxWk


