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Global Summary

%DE = 0.06

# genes with fdr < 0.2  = 494  ( 152 + / 342  −)

# genes with fdr < 0.1  = 337  ( 95 + / 242  −)

# genes with fdr < 0.05  = 279  ( 75 + / 204  −)

# genes with fdr < 0.01 = 152  ( 40 + / 112  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0

<p−value> = 0.27

<fdr> = 0.94
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T cell leukemia/lymphoma 1A [Source:HGNC Symbol;Acc:HGNC:11648]

apolipoprotein D [Source:HGNC Symbol;Acc:HGNC:612]

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

fibronectin 1 [Source:HGNC Symbol;Acc:HGNC:3778]

fibronectin 1 [Source:HGNC Symbol;Acc:HGNC:3778]

histone cluster 2 H2A family member a3 [Source:HGNC Symbol;Acc:HGNC:4736]

fibronectin 1 [Source:HGNC Symbol;Acc:HGNC:3778]

capping actin protein, gelsolin like [Source:HGNC Symbol;Acc:HGNC:1474]

tubulin beta 2A class IIa [Source:HGNC Symbol;Acc:HGNC:12412]

MAGE family member B1 [Source:HGNC Symbol;Acc:HGNC:6808]

periostin [Source:HGNC Symbol;Acc:HGNC:16953]

G2 and S−phase expressed 1 [Source:HGNC Symbol;Acc:HGNC:13698]

fibronectin 1 [Source:HGNC Symbol;Acc:HGNC:3778]

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

hemoglobin subunit alpha 2 [Source:HGNC Symbol;Acc:HGNC:4824]

helicase like transcription factor [Source:HGNC Symbol;Acc:HGNC:11099]

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

ubiquitin conjugating enzyme E2 C [Source:HGNC Symbol;Acc:HGNC:15937]

hemoglobin subunit alpha 2 [Source:HGNC Symbol;Acc:HGNC:4824]

major histocompatibility complex, class II, DR beta 4 [Source:HGNC Symbol;Acc:HGNC:4952]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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3767

1813

2144
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3682
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4208

3938

2375
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6368

258
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Chromatin states
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Chromatin states
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Chromatin states
Reference Signatures

Colon Cancer

Chromatin states

Chromatin states

Chromatin states

Chromatin states

GSEA C2
Reference Signatures

Bcells peripheral blood_6_EnhG

8_EnhP_Fibroblasts

T CD8+ naive cells peripheral blood_6_EnhG

Bcells peripheral blood_3_TxFlnk

natural killer cells peripheral blood_6_EnhG

Tcells peripheral blood_3_TxFlnk

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

MHC class II protein complex

Tregulatory cells peripheral blood_6_EnhG

Tcells peripheral blood_6_EnhG

Thelper cells peripheral blood_6_EnhG

10_ReprPC_Fibroblasts

Chaussabel_2,8_T−cells

LaPointe_mucosa−position_kmeans_F_cecum colon_transverse colon_UP_

T CD8+ naive cells peripheral blood_3_TxFlnk

9_ReprPCWk_MSC_Adipocyte

Thelper cells peripheral blood_3_TxFlnk

1_TssP_Fibroblasts

LEE_DIFFERENTIATING_T_LYMPHOCYTE

WIRTH_Immune system

Underexpressed
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−20.98
−19.49
−18.32
−16.62
−16.49
−15.86
−15.26
−14.67

−14.14
−13.97
−13.83
−13.71
−13.7
−13.69
−13.59
−13.46
−13.39
−13.28
−13.26
−13.2

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

319
137
115
431

244
14
254

174
219
321
439
192
52

214
92
79

141
526

117
93

Melanoma
GSEA C2
Glioma
GSEA C2
GSEA C2
Cancer
GSEA C2
GSEA C2
Reference Signatures

GSEA C2
GSEA C2
Lymphoma

GSEA C2
Lymphoma

GSEA C2
Melanoma
GSEA C2
GSEA C2
GSEA C2
GSEA C2

Gerber_wt/wt_melanoma−cells−SpotA

ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER
WILLSCHER_GBM_Verhaak−CL_up ( C)

GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
KOBAYASHI_EGFR_SIGNALING_24HR_DN
SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
DUTERTRE_ESTRADIOL_RESPONSE_24HR_UP
GRAHAM_CML_DIVIDING_VS_NORMAL_QUIESCENT_UP
WIRTH_GC B−cells
BLUM_RESPONSE_TO_SALIRASIB_DN
SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6
Victora_Dark zone signature

KANG_DOXORUBICIN_RESISTANCE_UP
LENZ_Stromal signature 1

LEE_EARLY_T_LYMPHOCYTE_UP
Tirosh_core cycling genes in low− and high−proliferation melanoma

CHIANG_LIVER_CANCER_SUBCLASS_PROLIFERATION_UP
MARSON_BOUND_BY_E2F4_UNSTIMULATED
CHANG_CYCLING_GENES
CROONQUIST_IL6_DEPRIVATION_DN


