
MPI−166
Global Summary

%DE = 0.05

# genes with fdr < 0.2  = 630  ( 192 + / 438  −)

# genes with fdr < 0.1  = 466  ( 123 + / 343  −)

# genes with fdr < 0.05  = 338  ( 74 + / 264  −)

# genes with fdr < 0.01 = 240  ( 47 + / 193  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.3

<p−value> = 0.25

<fdr> = 0.95
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T cell leukemia/lymphoma 1A [Source:HGNC Symbol;Acc:HGNC:11648]

RUN and cysteine rich domain containing beclin 1 interacting protein like [Source:HGNC Symbol;Acc:HGNC:20420]

tryptophanyl−tRNA synthetase [Source:HGNC Symbol;Acc:HGNC:12729]

methionine adenosyltransferase 2A [Source:HGNC Symbol;Acc:HGNC:6904]

thioredoxin interacting protein [Source:HGNC Symbol;Acc:HGNC:16952]

BCL2 associated transcription factor 1 pseudogene 2 [Source:HGNC Symbol;Acc:HGNC:51807]

eukaryotic translation initiation factor 5A [Source:HGNC Symbol;Acc:HGNC:3300]

FMR1 autosomal homolog 1 [Source:HGNC Symbol;Acc:HGNC:4023]

MFNG O−fucosylpeptide 3−beta−N−acetylglucosaminyltransferase [Source:HGNC Symbol;Acc:HGNC:7038]

eukaryotic translation initiation factor 2 subunit gamma B [Source:HGNC Symbol;Acc:HGNC:43863]

BLK proto−oncogene, Src family tyrosine kinase [Source:HGNC Symbol;Acc:HGNC:1057]

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

CD24 molecule [Source:HGNC Symbol;Acc:HGNC:1645]

thymopoietin [Source:HGNC Symbol;Acc:HGNC:11875]

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

WD repeat domain 1 [Source:HGNC Symbol;Acc:HGNC:12754]

pre−mRNA processing factor 4B [Source:HGNC Symbol;Acc:HGNC:17346]

splicing factor 3b subunit 1 [Source:HGNC Symbol;Acc:HGNC:10768]

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

dyskerin pseudouridine synthase 1 [Source:HGNC Symbol;Acc:HGNC:2890]
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Global Geneset Analysis
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Chromatin states

MHC class II protein complex

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

WRIGHT_GCB UP

monocytes peripheral blood_13_ReprPC

Tcells peripheral blood_12_EnhBiv

monocytes peripheral blood_12_EnhBiv

Thelper cells peripheral blood_12_EnhBiv

monocytes peripheral blood_14_ReprPCWk

Tcells peripheral blood_13_ReprPC

Bcells peripheral blood_12_EnhBiv

HSC_12_EnhBiv

natural killer cells peripheral blood_12_EnhBiv

WEST_ADRENOCORTICAL_TUMOR_DN

ReprPC_Colon

HOPP_Repressed

Thelper cells peripheral blood_13_ReprPC

Tregulatory cells peripheral blood_12_EnhBiv

WRIGHT_custom GCB−DLBCL UP
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KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_UP
KOBAYASHI_EGFR_SIGNALING_24HR_DN
SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6
Gerber_wt/wt_melanoma−cells−SpotA

PUJANA_CHEK2_PCC_NETWORK
DODD_NASOPHARYNGEAL_CARCINOMA_DN
RODRIGUES_THYROID_CARCINOMA_POORLY_DIFFERENTIATED_UP
ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER
CAIRO_HEPATOBLASTOMA_CLASSES_UP
PUJANA_BRCA1_PCC_NETWORK
ZHANG_TLX_TARGETS_60HR_DN
WILLSCHER_GBM_Verhaak−CL_up ( C)

GRAHAM_CML_DIVIDING_VS_NORMAL_QUIESCENT_UP
GRAHAM_NORMAL_QUIESCENT_VS_NORMAL_DIVIDING_DN
GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
TARTE_Plasmablast signature

SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
RODRIGUES_THYROID_CARCINOMA_ANAPLASTIC_UP
MANALO_HYPOXIA_DN
Tirosh_core cycling genes in low− and high−proliferation melanoma


