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%DE = 0.06 Rank log(FC)  fdr Description Rank GSZz p-value #all Geneset
' ID p-value  Metagene
# genes with fdr < 0.2 =661 (396 +/265 -)

Overexpressed
# genes with fdr < 0.1 =442 (273 +/169 -) 1 201123 s_at -149 2e-16 7e-13 1x43 eukaryotic translation initiation factor 5A [Source:HGNC Syml ] 26.55  NULL 589 Colon Cahesibcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
2 248 NULL 447 Glioma ScoV_0.999_Sturm_E4_Mesenchymal_RTK | 'PDGFRA'_DN
# genes with fdr < 0.05 =342 (205 +/137 -) 2 204259_at 309 2e-16 7e-13 6x3  matrix metallopeptidase 7 [Source:HGNC Symbol:Acc:HGNC 3 2438  NULL 102 Reference\SRINALEBY B-cells
. 4 21.62  NULL 335 GSEA C2SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP
# genes with fdr < 0.01 = 187 ( 110+/77 _) 3 208650_s_at -1.99 2e-16 7e-13 44x49 CD24 molecule [Source:HGNC Symbol;Acc:HGNC:1645] 5 19.74  NULL 1611 cc extracellular region
6 19.21  NULL 176 GSEA CPICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP
i = 4 210258 at _152 2e-16 7e-13 49x40 regulator of G protein signaling 13 [Source:HGNC SymbolAc 7 19.12 NULL 223 GSEA CIMCLACHLAN_DENTAL_CARIES_UP
# genes n genesets 13152 8 19.06  NULL 265 GSEA CAWALLACE_PROSTATE_CANCER_RACE_UP
5 214870_x_at -2.06 2e-16 7e-13 49x5 nuclear pore complex-interacting protein family member A5 it 9 19.01  NULL 214 LymphontzENZ_Stromal signature 1
<FC>=0 10 18.47  NULL 231 Glioma WILLSCHER_GBM_Verhaak-CL & MES_up
6  215714_s.at -1.84 2e-16 7e-13 46x49 SWI/SNF related, matrix associated, actin dependent regulats 11 183 NULL 269 Glioma  ScoV_0.5_Sturm_C3_Mesenchymal DN
<t-score>=-0.12 12 182 NULL 480 Cancer Lembcke_Colonic Inflammation
) ) ) 13 17.62  NULL 194 GSEA C2JAATINEN_HEMATOPOIETIC_STEM_CELL_DN
<p—va|ue> = 025 7 221501_x_at -1.68 2e-16 7e-13 49x6 nuclear pore complex—interacting protein family member A5 it 14 1742 NULL 1090 cc extracellular space
. 15 17.08  NULL 336 BP immune response
<fdr> = 0.94 8 202726 at 7207 4e-16 4e-09 49x49 DNAligase 1 [Source:HGNC SymbolAcc:HGNC:6596] 16 16.81  NULL 71 Melanomairosh_Macrophage specific genes-melanoma
o - 17 16.64  NULL 386 GSEA CRUTELLA_RESPONSE_TO_HGF_VS_CSF2RB_AND_IL4_UP
9 203290_at 191 2e-13 2e-08 7x0 major histocompatibility complex, class Il, DQ alpha 2 [Sourct 18 1639 NULL 288 Colon CaRestrack CRC_TCGA_corr_J_msi-h_UP_mss_DN
19 16.36  NULL 404 GSEA CRUTELLA_RESPONSE_TO_HGF_UP
10 211430_s at 097 le-12 6e-08 0x4 immunoglobulin heavy constant gamma 2 (G2m marker) [Sot 20 16.24  NULL 331 GSEA CZINDGREN_BLADDER_CANCER_CLUSTER_2B
11 201122 x at -1.21 4e-12 9e-08 49x43 eukaryotic translation initiation factor 5A [Source:HGNC Syml Underexpressed
1 -23.89 NULL 5456 Chromati® statedeuronal_Progenitor
12 209771 x_at -1.01 8e-12 1e-07 44x49 CD24 molecule [Source:HGNC Symbol;Acc:HGNC:1645] 2 -21.86 NULL 6068 Chromati# sTateESC_Endoderm
3 -20.86 NULL 1527 GSEA CPUJANA_BRCA1_PCC_NETWORK
. 4 -20.4  NULL 5529 LymphonmdOPP_Txn_elongation
212094 _at -1.82 1le-11 3e-07 45x49 paternally expressed 10 [Source:HGNC Symbol;Acc:HGNC:1 ) )
Portrait RegUIated Metagenes 13 - € © x49 P Y exp L 4 5 -201  NULL 7833 ChromatiBsedeperipheral blood_1_TssA
6 -20.01 NULL 726 GSEA CPUJANA_CHEK2_PCC_NETWORK
50 — 14 203795_s_at -1.39 3e-11 3e-07 42x49 BCL tumor suppressor 7A [Source:HGNC Symbol;Acc:HGNC 7 1974 NULL 4261 Lymphorm4OPP_Txn_transition
8 -19.68 NULL 4579 cc nucleus
40 15 211748 x_at 0.9 4e-11 3e-07 3x3 prostaglandin D2 synthase [Source:HGNC Symbol;Acc:HGN! 9 -19.51 NULL 319 Melanomé&erber_wt/wt_melanoma-cells—SpotA
7 10 -19.2  NULL 7225 Chromatifyexiap_fetal_midbrain_ReprPC
16 203915 at 0.96 7e-11 3e-07 0xO0 C-X-C motif chemokine ligand 9 [Source:HGNC Symbol;Acc 11 -19.19 NULL 575 GSEA C2CAIRO_HEPATOBLASTOMA_CLASSES_UP
-19.04 NULL 6099 ChromatiiS@ates Tx
30 — 12 teb
17 212187 _x_at 0.89 7e-11 3e-07 3x3 prostaglandin D2 synthase [Source:HGNC Symbol;Acc:HGN! 13 -18.58 NULL 966 GSEA CXINSEY_TARGETS_OF_EWSR1_FLIl_FUSION_UP
14 -18.38 NULL 4683 Chromatifyeilep_fetal_midbrain_HetRpts
20 - ~ g - 15 -18.13 NULL 2541 cc nucleoplasm
18 207730x at -122 9e-11 3e-07 49x6 16 -18.06 NULL 6997  Chromatiyexlep_fetal_midbrain_K9K27me3
17 -18.01 NULL 6389 Chromati¥ stateESC_Mesoderm
10 — 19 204237_at 1.92 9e-11 3e-07 23x8 GULP, engulfment adaptor PTB domain containing 1 [Source 18 ~17.98 NULL 5716 Chromatieedeperipheral blood_4_Tx
<] 19 -17.97 NULL 9160 Chromatid sTeeA_Neuronal_Progenitor
1 ! 20 214100 x_at -1.18 1le-10 3e-07 41x41 NOP2/Sun RNA methyltransferase family member 5 pseudog 20 -17.94 NULL 8641 Chromatiii sta®s_ESC_Endoderm
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