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Global Summary

%DE = 0.05

# genes with fdr < 0.2  = 583  ( 339 + / 244  −)

# genes with fdr < 0.1  = 453  ( 277 + / 176  −)

# genes with fdr < 0.05  = 362  ( 229 + / 133  −)

# genes with fdr < 0.01 = 234  ( 151 + / 83  −)

# genes in genesets = 13152

<FC> = 0

<t−score> = 0.18

<p−value> = 0.26

<fdr> = 0.95
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213830_at

215121_x_at
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T cell leukemia/lymphoma 1A [Source:HGNC Symbol;Acc:HGNC:11648]

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

cadherin 2 [Source:HGNC Symbol;Acc:HGNC:1759]

forkhead box G1 [Source:HGNC Symbol;Acc:HGNC:3811]

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

immunoglobulin heavy variable 4−34 [Source:HGNC Symbol;Acc:HGNC:5650]

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

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

T cell receptor delta constant [Source:HGNC Symbol;Acc:HGNC:12253]

immunoglobulin lambda variable 3−19 [Source:HGNC Symbol;Acc:HGNC:5903]

T cell receptor delta constant [Source:HGNC Symbol;Acc:HGNC:12253]

transmembrane protein 259 [Source:HGNC Symbol;Acc:HGNC:17039]

marginal zone B and B1 cell specific protein [Source:HGNC Symbol;Acc:HGNC:30125]

leucine rich repeat neuronal 3 [Source:HGNC Symbol;Acc:HGNC:17200]

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

ZFP36 ring finger protein like 2 [Source:HGNC Symbol;Acc:HGNC:1108]

cadherin 2 [Source:HGNC Symbol;Acc:HGNC:1759]

immunoglobulin lambda like polypeptide 3, pseudogene [Source:HGNC Symbol;Acc:HGNC:5872]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset
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Reference Signatures

Melanoma

Melanoma
Reference Signatures

Lymphoma

Pneumonia

BP

Chromatin states

Chromatin states

Pneumonia

MF

Chromatin states

Chromatin states

GSEA C2

BP

Chr

GSEA C2

GSEA C2

Chromatin states

Colon Cancer

WIRTH_EBV B−cells

TCGA_melanoma_immune_high

Tirosh_T−cell specific genes−melanoma

Chaussabel_2,1_Cytotoxic cells

Care_Polarized immune response

Burnham_sep_vs_con_DN

adaptive immune response

HSC_8_ZNF_Rpts

T CD8+ naive cells peripheral blood_8_ZNF_Rpts

Burnham_cap_fp_vs_con_DN

antigen binding

Tregulatory cells peripheral blood_8_ZNF_Rpts

Thelper cells peripheral blood_8_ZNF_Rpts

WALLACE_PROSTATE_CANCER_RACE_UP

complement activation, classical pathway

Chr 18

SMID_BREAST_CANCER_NORMAL_LIKE_UP

CHAN_INTERFERON_PRODUCING_DENDRITIC_CELL

T CD8+ naive cells peripheral blood_9_Het

Lembcke_TCGA−expr_kmeans_E_CIMP.H_UP_Cluster4_DN

Underexpressed

1
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−14.59
−13.89
−11.94
−10.16
−9.86
−9.31
−9.28
−8.85
−8.46
−8.38
−8.29
−8.17
−8.03
−7.83
−7.79
−7.58
−7.19
−7.16

−7.11
−7.07

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

2704
3803
2380
2203
1600
63
4595
9
196
183
2563

212
2507
4219
4138

21
7943
518
4672
384

Chromatin states
Chromatin states
Chromatin states
Chromatin states
Chromatin states
GSEA C2
Chromatin states
GSEA C2
HM
BP
Chromatin states
CC
Chromatin states
Chromatin states
Chromatin states
GSEA C2
Chromatin states
GSEA C2
Chromatin states
GSEA C2

4_TxTrans_Fibroblasts

6_EnhG_Fibroblasts
TxEnhG1_Colon
EnhA_Colon
4_TxTrans_Melanocytes

ANASTASSIOU_CANCER_MESENCHYMAL_TRANSITION_SIGNATURE
6_EnhG_Melanocytes

RUNNE_GENDER_EFFECT_UP
HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
extracellular matrix organization

Mid_Frontal_Lobe_ZNF

extracellular matrix
Mid_Frontal_Lobe_ReprPC

EnhWk1_Colon
6_EnhG_Skeletal_Muscle
PYEON_CANCER_HEAD_AND_NECK_VS_CERVICAL_DN
Enh_Colon
MILI_PSEUDOPODIA_HAPTOTAXIS_DN
TssD2_Colon
MILI_PSEUDOPODIA_CHEMOTAXIS_DN


