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Global Summary Global Genelist Global Geneset Analysis

%DE = 0.05 Rank log(FC) Ifdr Description Rank GSz p-value #all Geneset
ID p-value Metagene
# genes with fdr < 0.2 =626 (340 +/286 -)
Overexpressed
# genes with fdr < 0.1 =470 (259 +/211 -) 1 203760_s_at -122 2e-16 3e-13 0x20 Srclike adaptor [Source:HGNC Symbol;Acc:HGNC:10902] 1 16.06  NULL 32 Referenc€Bigrsatabes 1,1_Plasma Cells
2 15.67  NULL 42 GSEA CHUMMEL_BURKITTS_LYMPHOMA_UP
# genes with fdr < 0.05 =378 (211 +/167 -) 2 205681_at  -1.09 2e-16 3e-13 Ox4  BCL2 related protein Al [Source:HGNC Symbol;AccHGNC:¢ 3 1502 NULL 44 MF antigen binding
. 4 13.97  NULL 99 Lymphongha_BL UP
# genes with fdr < 0.01 =238 (143 +/95 -) 3 206424.a 212  2e-16 3e-13 33x35 cytochrome PASO family 26 subfamily A member 1 [SourceH 5 1219 NULL 726 GSEA CPUJANA_CHEK2_PCC_NETWORK
6 11.84  NULL 1052 GSEA C2DODD_NASOPHARYNGEAL_CARCINOMA_DN
i . -Acc:| . 115 NULL 319 Melanom&erber_wt/wt_melanoma-cells—SpotA
# genes in genesets = 13152 4 208456_s_at -1.63 2e-16 3e-13 0x7 RAS related 2 [Source:HGNC Symbol;Acc:HGNC:17271] 7 ) !
8 11.2 NULL 1527 GSEA CPUJANA_BRCA1_PCC_NETWORK
5 209480_at -1.7 2e-16 3e-13 49x 16 major histocompatibility complex, class Il, DQ beta 1 [Source: 9 1097 NULL 575 GSEA CXCAIRO_HEPATOBLASTOMA_CLASSES_UP
<FC>=0 10 10.82  NULL 192 Lymphom¥éictora_Dark zone signature
6 211430_s_at 0.98 2e-16 3e-13 0x4 immunoglobulin heavy constant gamma 2 (G2m marker) [Sot 11 1043 NULL 321 GSEA CBLUM_RESPONSE_TO_SALIRASIB_DN
<t-score>=0.13 12 10.38  NULL 966 GSEA CXINSEY_TARGETS_OF_EWSR1_FLII_FUSION_UP
13 9.82 NULL 16 MF immunoglobulin receptor binding
- - — — RAS related 2 [S :HGNC Symbol;Acc:HGNC:17271] . .
<p—va|ue> =0.25 7 212589_at 162 2016 3e13 0x7 related 2 [Source YMPOLACE 1 14 9.8 NULL 52 BP complement activation, classical pathway
212590 RAS related 2 [S HGNC Symbol:AcHGNC 17271 15 9.78  NULL 244 GSEA CXOBAYASHI_EGFR_SIGNALING_24HR_DN
<fdr>=10.95 8 at 159 2e-16 3e-13 0x7 related 2 [Source: ymbokAcc: Ar2r 16 977 NULL 204 GSEA CAWONG_EMBRYONIC_STEM_CELL_CORE
o - 17 972 NULL 280 GSEA CZMANALO_HYPOXIA_DN
9 213831_at -1.65 2e-16 3e-13 49x 16 major histocompatibility complex, class Il, DQ alpha 1 [Sourct 18 9.59 NULL 15 LymphonBENTINK_mBL UP
. : . 19 9.59 NULL 431 GSEA C2GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
10 215214 at 2.41 2e-16 3e-13 10x5 immunoglobulin lambda variable 3-25 [Source:HGNC Symbc 20 95 NULL 400 GSEA CPUIANA_BRCA2_PCC_NETWORK
11 215379 x at 092 2e-16 3e-13 41x42 immunoglobulin lambda constant 2 [Source:HGNC Symbol;A Underexpressed
1 -19.34 NULL 317 Cancer SPANG_BCL6-index2
12 215946_x_at 103  2e-16 3e-13 41x42 immunoglobulin lambda like polypeptide 3, pseudogene [Sou % -17.66 NULL 85 Lymphomgha_DLBCL UP
-13.18 NULL 90 GSEA CBASSO_CD40_SIGNALING_UP
- . . . 4 -10.96 NULL 14 GSEA CHUMMEL_BURKITTS_LYMPHOMA_DN
216560, t . — — lobulin lambd: ble 3-10 [S :HGNC Symb - - -
Portrait Reg ulated M etage nes 13 x.at 23 2e-16 3e-13 11x5  immunoglobulin lambda variable 3-10 [Source yme g -10.55 NULL 186 Cancer SPANG_LPS-index2
. 6 -10.37 NULL 353 LymphonBPANG_CD40 6hrs DN
- 50 .— 14 219655_at 211 2e-16 3e-13 47 x40 succinyl-CoA:glutarate-CoA transferase [Source:HGNC Syn 7 -10.32 NULL 12 LymphomBENTINK_mBL DOWN
8 -10.25 NULL 22 LymphonAVE_NFkB BL DN
15 220377_at 2.09 2e-16 3e-13 5x28 family with sequence similarity 30 member A [Source:HGNC 9 -10.07 NULL 3223 Chromatimstageytes peripheral blood_6_EnhG
I~ 40 10 -9.88  NULL 173 Lymphom¥ictora_Light zone signature
16 215121 x at 0.74 7e-16 7e-12 41 x42 immunoglobulin lambda constant 2 [Source:HGNC Symbol;:A: 11 -9.48  NULL 229 GSEA CXQI_PLASMACYTOMA_UP
-8.8 NULL 213 Lymphon®PANG_IL21 DN
30 12 |
17 38149_at 107 9e-16 4e-11 0x6  Rho GTPase activating protein 25 [Source:HGNC Symbolac 13 -8.68  NULL 355 Referencé\@igidtunasiune system
14 -8.45 NULL 4 LymphonASCQUE_mBL DOWN
20 8 » . ) ) A 15 -8.19  NULL 447 Glioma ScoV_0.999_Sturm_E4_Mesenchymal_RTK | 'PDGFRA'_DN
18 209138 x_at 0.72 4e-15 4e-11 41 x42 immunoglobulin lambda constant 2 [Source:HGNC Symbol;A 16 818 NULL 906 LymphomBPANG_BCR DN
B . 17 -8.15 NULL 589 Colon Cahestbcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
= - 10 19 203685_at -15 6e-15 4e-11 0x21 BCL2, apoptosis regulator [Source:HGNC Symbol;Acc:HGNC 18 -801 NULL 432 Chromatimsaesytes peripheral blood_3_TxFInk
| || 19 -7.97  NULL 12 Cancer HLA2_signature
1 20 211644 x at 158 6e-15 4e-11 0x1  immunoglobulin kappa variable 3-20 [Source:HGNC Symbol; 20 -7.79  NULL 3682 Chromatinatatakkiller cells peripheral blood_6_EnhG
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