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%DE = 0.06 Rank log(FC)  fdr Description Rank GSz p-value #all Geneset
' ID p-value  Metagene
# genes with fdr < 0.2 =863 (411 +/452 -)

Overexpressed
# genes with fdr < 0.1 =565 ( 256 + / 309 _) 1  204591_at 197 2e-16 3e-13 17x7 cell adhesion molecule L1 like [Source:HGNC Symbol;Acc:HC 1 12.35  NULL 700 Chr Chr 12
2 8.9 NULL 589 Colon Cahesibcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
# genes with fdr < 0.05 =540 (244 +/296 -) 2 208621_s_at -161 2e-16 3e-13 0x48 ezrin [Source:HGNC Symbol;Acc:HGNC:12691] 3 886  NULL 447 Glioma ScoV_0.999_Sturm_E4_Mesenchymal_RTK | 'PDGFRA’_DN
. 4 8.18 NULL 72 Referenc€Bigrsataipes 3,1_Interferon—inducible
# genes with fdr < 0.01 =302 (123 +/179 -) 3 208930.s.al -165 2e-16 3e-13 1x45 interleukin enhancer binding factor 3 [Source:HGNC Symbol, 5 803  NULL 261 GSEA C2POOLA_INVASIVE_BREAST_CANCER_UP
6 7.85  NULL 14 Cancer SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3_UP
i _ - - i ini . -Acc: .z . i WILLSCHER_GBM_Verhaak-CL_up ( C)
= 4 209038_s_at 1.3 2e-16 3e-13 0x42 EH domain containing 1 [Source:HGNC Symbol;Acc:HGNC:2 7 7.69 NULL 115 Glioma
# genes in genesets = 13152 8 764 NULL 231 Glioma WILLSCHER_GBM_Verhaak-CL & MES_up
5 209173_at 212 2e-16 3e-13 17 x 13 anterior gradient 2, protein disulphide isomerase family memt 9 7.47 NULL 166 HM HALLMARK_INTERFERON_GAMMA_RESPONSE
<FC>=0 10 7.36  NULL 386 GSEA CRUTELLA_RESPONSE_TO_HGF_VS_CSF2RB_AND_IL4_UP
6  209754_s at -151 2e-16 3e-13 2x46 thymopoietin [Source:HGNC Symbol:AcciHGNC:11875] 11 732 NULL 1052 GSEA CZDODD_NASOPHARYNGEAL_CARCINOMA_DN
<t-score> = 0.06 12 727 NULL 236 GSEA C2LI_INDUCED_T_TO_NATURAL_KILLER_UP
- 13 725  NULL 317 Cancer SPANG_BCL6-index2
— 210258_at -2. - - lator of G prot ling 13 [S :HGNC Symbol;A —
<p-value> = 0.22 7 3 247 2e-16 3e-13 49x40 regulator of G protein signaling 13 [Source YMRORAC 14 719 NULL 260 Glioma ScoV_0.5_Sturm_C3_Mesenchymal_DN
o 15 717  NULL 439 GSEA CSHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6
<fdr>=0.94 8 210763_x_at 231 2e-16 3e-13 29x0 natural cytotoxicity triggering receptor 3 [Source:HGNC Symk 16 7 NULL 431 . immune system process
17 699  NULL 265 GSEA CAVALLACE_PROSTATE_CANCER_RACE_UP
9 211583 x_at 2.9 2e-16 3e-13 20x3 natural cytotoxicity triggering receptor 3 [Source:HGNC Symk 18 6.98 NULL 76 HM HALLMARK INTERFERON ALPHA RESPONSE
o o _ 19 691  NULL 431 GSEA C2GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
10 212016 sat -1.33 2e-16 3e-13 O0x44 polypyrimidine tract binding protein 1 [SourcetHGNC Symbol; 50 691  NULL 319 Melanomgerber_wtiwt_melanoma-cells-SpotA
11 212589.at  -1.75 2e-16 3e-13 0x7  RAS related 2 [Source:HGNC Symbol;Acc:HGNC:17271] Underexpressed
1 -7.06  NULL 6368 Colon CahaBointe_mucosa—position_kmeans_F_cecum colon_transverse ¢
12 213606.s.at -183 2e-16 3e-13 0x45 Rho GDP dissociation inhibitor alpha [Source:HGNC Symbol: 2 -6.95  NULL 848 Colon Caheointe_mucosa-position_kmeans_O_transverse colon_UP_
3 -6.83  NULL 106 Referenc€Bayrssiaipes 2,11_Replication
- . 4 -5.92  NULL 1174 Colon CahaBointe_mucosa-position_kmeans_E_transverse colon_UP_tran:
215780_s_at -1. -~ — SET d 4[S :HGNC Symbol;Acc:HGNC:4292:
Portrait Regulated Metagenes 13 2is70sar -4 2e16 313 143 SET pseudogen  [SourceHGNC Symboface 5 575 UL 3150 TP ICGC.Crebd targel
6 -57  NULL 17 Lymphomaukema_BCL2 UP_BCL6 DN
'—r— 50 14 218302_at -1.35 2e-16 3e-13 1x42 presenilin enhancer gamma-secretase subunit [Source:HGN 7 567 NULL 1764 BP regulation of transcription, DNA-templated
| —h. 8 -563  NULL 1655  BP transcription, DNA-templated
|_- 15 219517_at -1.63 2e-16 3e-13 49x41 9 -5.43  NULL 3451 TF ICGC_Atf2_targets
40 10 -5.26  NULL 186 GSEA CPENG_RAPAMYCIN_RESPONSE_UP
16 219518 s at -1.92 2e-16 3e-13 49x41 11 -5.25 NULL 275 GSEA CHADDAD_B_LYMPHOCYTE_PROGENITOR
30 — 12 -5.21  NULL 18 Lymphoma/RIGHT_ABC UP
N
i 17 221234 s at -1.89 2e-16 3e-13 45x49 BTB domain and CNC homolog 2 [Source:HGNC Symbol;Act 13 -5.19  NULL 70 cc nucleosome
.._‘ 14 -517  NULL 42 GSEA CRREACTOME_RNA_POL_|_PROMOTER_OPENING
20 — B 8 » ; - . . . 15 -5.05 NULL 600 GSEA C2RODRIGUES_THYROID_CARCINOMA_POORLY_DIFFERENTIA
18 221807_s_at 1.6 2e-16 3e-13 49 x48 TraB domain containing [Source:HGNC Symbol;Acc:HGNC:2 16 504 NULL 3796 TF ICGC_Nficsc81335_targets
I 17 -5.03 NULL 2946 Chromati skate&_ESC_Endoderm
10 — 19 201102 s_at -1 4e-16 5e-12 2x39 phosphofructokinase, liver type [Source:HGNC Symbol;Acc:+ 18 501 NULL 226 GSEA C2GABRIELY MIR21_TARGETS
|I 19 -4.88  NULL 227 Lymphom@PANG_IL21 UP
1 20 203795_s at -1.37 7e-16 5e-12 42x49 BCL tumor suppressor 7A [Source:HGNC Symbol;Acc:HGNC 20 -4.88  NULL 4138 Chromatif skatb&_Skeletal_Muscle
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