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Global Summary

%DE = 0.03

# genes with fdr < 0.2  = 334  ( 128 + / 206  −)

# genes with fdr < 0.1  = 280  ( 110 + / 170  −)

# genes with fdr < 0.05  = 181  ( 70 + / 111  −)

# genes with fdr < 0.01 = 100  ( 41 + / 59  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = −0.11

<p−value> = 0.29

<fdr> = 0.97
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Global Genelist

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

uridine−cytidine kinase 2 [Source:HGNC Symbol;Acc:HGNC:12562]

small nuclear ribonucleoprotein polypeptide A' [Source:HGNC Symbol;Acc:HGNC:11152]

block of proliferation 1 [Source:HGNC Symbol;Acc:HGNC:15519]

MAGE family member A3 [Source:HGNC Symbol;Acc:HGNC:6801]

anterior gradient 2, protein disulphide isomerase family member [Source:HGNC Symbol;Acc:HGNC:328]

glutamate−ammonia ligase [Source:HGNC Symbol;Acc:HGNC:4341]

MAGE family member A3 [Source:HGNC Symbol;Acc:HGNC:6801]

solute carrier family 29 member 1 (Augustine blood group) [Source:HGNC Symbol;Acc:HGNC:11003]

neuromedin U [Source:HGNC Symbol;Acc:HGNC:7859]

acetyl−CoA acyltransferase 2 [Source:HGNC Symbol;Acc:HGNC:83]

actin, beta pseudogene 9 [Source:HGNC Symbol;Acc:HGNC:142]

G3BP stress granule assembly factor 1 [Source:HGNC Symbol;Acc:HGNC:30292]

nucleoporin 93 [Source:HGNC Symbol;Acc:HGNC:28958]

5'−nucleotidase domain containing 2 [Source:HGNC Symbol;Acc:HGNC:25717]

protein tyrosine phosphatase type IVA, member 1 [Source:HGNC Symbol;Acc:HGNC:9634]

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

LIM domain only 2 [Source:HGNC Symbol;Acc:HGNC:6642]

MAGE family member A12 [Source:HGNC Symbol;Acc:HGNC:6799]

reticulophagy regulator 1 [Source:HGNC Symbol;Acc:HGNC:25964]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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GSEA C2

Colon Cancer

Chromatin states

GSEA C2
Reference Signatures

Melanoma

Melanoma

Chromatin states

Pneumonia

Chromatin states

Chromatin states

GSEA C2

Chromatin states

GSEA C2

GSEA C2
Lymphoma

Lymphoma

GSEA C2

GSEA C2

GSEA C2

SMID_BREAST_CANCER_NORMAL_LIKE_UP

Lembcke_TCGA−expr_kmeans_E_CIMP.H_UP_Cluster4_DN

15_Quies_ESC_Mesoderm

WALLACE_PROSTATE_CANCER_RACE_UP

WIRTH_EBV B−cells

TCGA_melanoma_immune_high

Tirosh_T−cell specific genes−melanoma

15_Quies_ESC_Endoderm

Burnham_sep_vs_con_DN

14_ReprPCWk_ESC_Endoderm

13_ReprPC_ESC_Endoderm

SMID_BREAST_CANCER_LUMINAL_B_DN

9_Het_ESC_Mesoderm

SHIPP_DLBCL_VS_FOLLICULAR_LYMPHOMA_DN

LEE_DIFFERENTIATING_T_LYMPHOCYTE

Care_Polarized immune response

Monti_Host_response_cluster

FARMER_BREAST_CANCER_CLUSTER_1

DEURIG_T_CELL_PROLYMPHOCYTIC_LEUKEMIA_DN

VILIMAS_NOTCH1_TARGETS_UP
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−14.38
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−12.49
−11.51
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−11.28
−11.08
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−9.64
−9.62
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HM
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Reference Signatures

CC
GSEA C2

CAIRO_HEPATOBLASTOMA_CLASSES_UP
KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_DN
MANALO_HYPOXIA_DN
LEE_BMP2_TARGETS_DN
KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_UP
KRIGE_RESPONSE_TO_TOSEDOSTAT_6HR_DN
RNA binding

PUJANA_BRCA1_PCC_NETWORK
DODD_NASOPHARYNGEAL_CARCINOMA_DN
PUJANA_CHEK2_PCC_NETWORK
MOOTHA_HUMAN_MITODB_6_2002
HALLMARK_MYC_TARGETS_V1
HOPP_Txn_transition
PENG_RAPAMYCIN_RESPONSE_DN
HALLMARK_MYC_TARGETS_V2
3_TxFlnk_ESC_Mesoderm
PENG_GLUTAMINE_DEPRIVATION_DN
PROTEINATLAS_esophagus

mitochondrion
MUELLER_PLURINET


