GW 297

Global Summary Global Genelist Global Geneset Analysis

%DE = 0.14 Rank log(FC)  fdr Description Rank GSz p-value #all Geneset
' ID p-value  Metagene
# genes with fdr < 0.2 = 1686 (1018 +/668 -)

Overexpressed
# genes with fdr< 0.1 =1271 ( 807 +/464 - ) 1 13 179  2e-16 3e-14 1x50 alcohol dehydrogenase 7 (class IV), mu or sigma polypeptide ] 148  NULL 135 H.Tiss WIRTH_Mucosa
2 9.82  NULL 618 Chr Chr4
# genes with fdr < 0.05 =1117 (727 +/390 -) 2 28 123  2e-16 3e-14 1x50 aldehyde dehydrogenase 3 family, member AL [Source:HGNC 3 975  NULL 1033  Chr  Chr2
. 4 8.57 NULL 16 GSEA CRICKMAN_HEAD_AND_NECK_CANCER_A
# genes with fdr < 0.01 = 768 ( 536 +/232 - ) 3 55107 165 2e-16 3e-14 1x5  anoctamin 1, calcium activated chioride channel [Source:HG! 5 808  NULL 6 GSEA CFARMER_BREAST_CANCER_CLUSTER_8
6 7.81 NULL 21 MF glycosaminoglycan binding
i = 4 51326 173  2e-16 3e-14 42x1 ADP-ribosylation factor-like 17B [Source:HGNC SymboliAcc 7 756 NULL 5 GSEA C20HM_EMBRYONIC_CARCINOMA_UP
# genes In genesets 16332 8 7.33 NULL 11 BP planar cell polarity pathway involved in neural tube closure
5 9915 1.47 2e-16 3e-14 50x 17 aryl-hydrocarbon receptor nuclear translocator 2 [Source:HG ?O 7.29 NULL 19 MF Wnt-activated receptor activity
<FC> = 0 7.08 NULL 7 GSEA CNIELSEN_SYNOVIAL_SARCOMA_UP
) 6 25805 167  2e-16 3e-14 8x1  BMPand activin membrane-bound inhibitor [SourceHGNC € 11 673 NULL 15 BP  digestive tract morphogenesis
<shrinkage-t>=0 12 6.6 NULL 375 Disease GUDJ_psoriasis down
) ] 13 646  NULL 122 MIRNA tahgat-stiRBasD
<p—va|ue> =0.11 7 8424 1.41 2e-16 3e-14 3x48 butyrobetaine (gamma), 2—-oxoglutarate dioxygenase (gammz 14 6.43 NULL 37 P synapse assembly
follicular dendritic cell d protein [Source:HGNC Symby 15 o4 NULL 58 Glio  opC
<fdr>=0.86 8 260436 208 2e-16 3e-14 50x1 follicular dendritic cell secreted protein [Source: ymoe - 78 633 NULL 142 oo willscher GBM_Verhaak-CL_expression_C_up
. 17 6.33 NULL 142 Glio willscher_GBM_Verhaak-PNmut_expression_C_down
9 23705 1.62 2e-16 3e-14 50x7 cell adhesion molecule 1 [Source:HGNC Symbol;Acc:5951] 18 6.17 NULL 24 TF Tissue/AQUERIZAS_Trachea
19 6.05 NULL 26 MF Wnt-protein binding
10 827 1.23 2e-16 3e-14 44x13 calpain 6 [Source:HGNC Symbol;Acc:1483] 20 6.03 NULL 225 MRNA 3UART-374
11 22794 126  2e-16 3e-14 48x41 cancer susceptibility candidate 3 [Source:HGNC Symbol;Acc Underexpressed
1 -7.35 NULL 265 Glio willscher_GBM_Verhaak-CL_expression_B_up
12 6364 -124 2e-16 3e-14 46x1 chemokine (C-C motif) ligand 20 [Source:HGNC Symbol;:Acc 2 -7.35 NULL 265 Glio willscher_GBM_Verhaak-MES_expression_B_up
3 -7.35 NULL 265 Glio willscher_GBM_Verhaak—-PNwt_expression_B_down
. =7. I illscher_GBM_Verhaak-PNmut_expression_B_down
Profile Regulated Spots 18 0 i% o i s commeemowomm 8 0% W I G0 s oo i o
i . - 6 -7.12  NULL 553 Cancer Lembcke_Colonic Inflammation
50 14 91612 1.48 2e-16 3e-14 24 x 48 churchill domain containing 1 [Source:HGNC Symbol;Acc:20( 7 609 NULL 6 Glio Martinez_Glio_hypometh
8 -6.02  NULL 127 H.Tiss WIRTH_Muscle
15 1298 1.38 2e-16 3e-14 50x17 collagen, type IX, alpha 2 [Source:HGNC Symbol;Acc:2218] 9 -5.9 NULL 1135 Chr Chr 19
40 10 -5.07 NULL 51 BP type | interferon signaling pathway
16 49860 2.32 2e-16 3e-14 1x50 cornulin [Source:HGNC Symbol;Acc:1230] 11 -5.05 NULL 269 BP inflammatory response
30 12 -4.97 NULL 74 BP antigen processing and presentation of exogenous peptide antigen
17 441520 126  2e-16 3e-14 14x11 cancer/testis antigen family 45, member A2 [Source:HGNC S %2 -4.92 NULL 37 Glio Christensen_hypomethylated_in_ependymoma
-4.73  NULL 7 MMML CGBCIEJ_MMML 9
20 g g ) ) ! 15 -473  NULL 16 GSEA CHAHTOLA_MYCOSIS_FUNGOIDES_UP
18 1545 2.48 2e-16 3e-14 50x4 cytochrome P450, family 1, subfamily B, polypeptide 1 [Sourc 16 467 NULL 16 GSEA CKAAB_FAILED_HEART VENTRICLE_ DN
. ) ) 17 -4.54  NULL 18 MF peptide antigen binding
10 . 19 1593 139 2e-16 3e-14 50x3 cytochrome P450, family 27, subfamily A, polypeptide 1 [Sour 7 g _453  NULL 1 GSEA C2YAMANAKA_GLIOBLASTOMA_SURVIVAL_UP
19 -451  NULL 10 BP surfactant homeostasis
1 20 1828 1.6 2e-16 3e-14 1x48 desmoglein 1 [Source:HGNC Symbol;Acc:3048] 20 -4.43  NULL 73 BP defense response to bacterium
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Local Summary Local Genelist Local Geneset Analysis

Overexpression
%DE = 0.82 Rank log(FC)  fdr Description
ID p-value  Metagene .
# metagenes = 20 Rank GSz p-value #in/all Geneset
# genes = 253 1 9915 1.47 2e-16 6e-16 50x17 aryl-hydrocarbon receptor nuclear translocator 2 [Source:HG ] 19.51  NULL 6/16 GSEA CRICKMAN_HEAD_AND_NECK_CANCER_A
. 2 13.15  NULL 3/16  GSEA CRICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_POORLY_UP
# genes in genesets = 251 2 1208 138  2e-16 6e-16 50x17 collagen, type X, alpha 2 [Source:HGNC Symbol:Acc:2218] 3 127 NULL 4/34  BP  thymus development
4 1229 NULL 2/14  GSEA CZCONCANNON_APOPTOSIS_BY_EPOXOMICIN_DN
; 3 1959 158  2e-16 6e-16 50x19 early growth response 2 [Source:HGNC Symbol;Acc:3239] 5 10.44  NULL 3/15  GSEA CINAKAJIMA_MAST_CELL
< = + - i MAST
#genes with fdr < 0.1 151 ( 142+19 ) 6 1024 NULL 1/5 GSEA C2STAEGE_EWING_FAMILY_TUMOR
# genes with fdr < 0.05 =124 ( 121 +/3 - ) 4 221061 125  2e-16 6e-16 50x16 family with sequence similarity 171, member Al [Source:HGN 7 101 NULL 1/3 mMIRNA tang&t-223
8 9.94  NULL 4/40  TF Tissue/AQUERIZAS_Fetal brain
# genes with fdr <0.01=91 (90+/1 -) 5 8857 125 2e-16 6e-16 50x13 Fc fragment of IgG binding protein [Source:HGNC SymbolAc 9 9.7 NULL 2/16  GSEA C2SASAKI_ADULT_T_CELL_LEUKEMIA
10 9.6 NULL 2/15 BP embryonic digestive tract development
6 2248 221 2e-16 6e-16 50x19 fibroblast growth factor 3 [Source:HGNC Symbol;Acc:3681] 11 957  NULL 1/8 GSEA C2ADDYA_ERYTHROID_DIFFERENTIATION_BY_HEMIN
<r> metagenes = 0.95 12 939  NULL 2/12  GSEA CXIM_WT1_TARGETS_12HR_UP
9 : 7 728715 204  2e-16 6e-16 50x 18 13 9.38  NULL 2/16  GSEA CRICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_MODERATEL
<r> genes = 0.3 14 928 NULL 1/5 TF MYC_TFs
8 26018 146  2e-16 6e-16 50x 16 leucine-rich repeats and immunoglobulin-like domains 1 [So 19 9.28  NULL 1/5 MIRNA tanget-101
16 9.03  NULL 3/15  GSEA C2DAVICIONI_PAX_FOXO1_SIGNATURE_IN_ARMS_DN
<FC>=0.4 9 4602 1.93 2e-16 6e-16 50x 16 v-myb avian myeloblastosis viral oncogene homolog [Source 17 8.94 NULL 3/15 GSEA CMASSARWEH_RESPONSE_TO_ESTRADIOL
hrink 18 894  NULL 1/9 GSEA CBASSO_CD40_SIGNALING_UP
<shrinkage-t> = .
ge t 14.15 10 4613 1.43 2e-16 6e-16 50x 17 v-myc avian myelocytomatosis viral oncogene neuroblastomi 19 8.94 NULL 1r9 GSEA CBUTIERREZ_WALDENSTROEMS_MACROGLOBULINEMIA_2
<p-value> = 0 20 879  NULL 2/12  GSEA CPROVENZANI_METASTASIS_UP
- - ! 72 fibroblast growth fact tor bindi
11 83988 1.68 2e-16 6e-16 50x 17 neurocalcin delta [Source:HGNC Symbol;Acc:7655] 21 8 NULL 1r12 MF ) gréw actor receplor binding
<fdr> = 0.51 22 872  NULL 1/12  BP organ induction
- 12 9603 143 se-16 6e-16 50x18 nuclear factor, erythroid 2-like 3 [St HGNG SymbolA 23 8.68 NULL 2/10 BP positive regulation of histone H3-K4 methylation
X = - U r r, erythrol —like ource: 'mbol;Acc:
€ © X ythoid 2-1ike 3 [Sour 4 24 829  NULL 2/14  GSEA CSMID_BREAST_CANCER_LUMINAL_A_UP
. 13 sasso 177 2016 Ge-16 50 ontogeni oblast ated 1S HGNG Symbol 25 827  NULL 1/8 GSEA CREACTOME_IONOTROPIC_ACTIVITY_OF_KAINATE_RECEPTO
Profile SpOt : e e~ x 17 odontogenic, ameloblast asssociated [Source: ymbol o 796 NULL 2/15  GSEA CPOOLA_INVASIVE_BREAST CANCER_DN
g i ! ; o 27 7.96 NULL 1/11 BP homeostasis of number of cells
50 — 14 494470 17 2e-16 6e-16 50x17 ring finger protein 165 [Source:HGNC Symbol;Acc:31696] 28 706 NULL 1711 Pathw ACBENTINK 2132
) | _ ) - 29 7.96  NULL 1/11  GSEA CDOANE_BREAST_CANCER_ESR1_UP
40 15 6228 155 2e-16 6e-16 50x14 ribosomal protein S23 [Source:HGNC Symbol;Acc:10410] 30 796  NULL 1711  GSEA CZTURJANSKI_MAPKL AND_MAPK2 TARGETS
» ) 3 7.9 NULL 2/16  GSEA C2WU_HBX_TARGETS_3_UP
16 57556 15 2e-16 6e-16 50x 17 sema domain, transmembrane domain (TM), and cytoplasmic 32 777 NULL 2/12 GSEA CZCHIANG_LIVER_CANCER_SUBCLASS_INTERFERON_UP
30 33 772 NULL 2/13  MIRNA tanget-34a
17 30812 123  2e-16 6e-16 50x18 SRY (sex determining region Y)-box 8 [Source:HGNC Symbc 34 761 NULL 4141 TF TissudAQUERIZAS Thymus
20 - 35 7.59 NULL 4142 BP B cell differentiation
18 79805 1.69 2e-16 6e-16 50x 18 vasohibin 2 [Source:HGNC Symbol;Acc:25723] 36 757 NULL 1/12 GSEA CDING_LUNG_CANCER_BY_MUTATION_RATE
37 7.48  NULL 2/4 MIRNA tanggt-204
10 19 56994 1.19 2e-15 4e-13 50x 16 choline phosphotransferase 1 [Source:HGNC Symbol;Acc:17 38 7.38 NULL 1/16 BP post-anal tail morphogenesis
39 736 NULL 2/14  GSEA CJTAKEDA_TARGETS_OF_NUP98_HOXA9_FUSION_3D_UP
1 20 2205 115  2e-14 4e-13 50x 13 Fc fragment of IgE, high affinity I, receptor for; alpha polypept 40 7.34  NULL 1/7 GSEA CZKANG_CISPLATIN_RESISTANCE_DN
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Local Summary Local Genelist Local Geneset Analysis

Overexpression
%DE = 0.87 Rank log(FC)  fdr Description
ID p-value  Metagene .
# metagenes = 7 Rank GSz p-value #in/all Geneset
# genes = 132 1 131 1.79 2e-16 3e-16 1x50 alcohol dehydrogenase 7 (class IV), mu or sigma polypeptide ] 50.68  NULL 62/135 H.Tiss WIRTH_Mucosa
. 2 26.28 NULL 7119 BP peptide cross-linking
# genes in genesets =129 2 218 1.23 2e-16 3e-16 1x50 aldehyde dehydrogenase 3 family, member Al [Source:HGN( 3 22.81  NULL 13/21 CC cornified envelope
4 19.72  NULL 5/16 GSEA CAWWANG_BARRETTS_ESOPHAGUS_DN
# genes with fdr < 0.1 =97 ( 82 +/15 — ) 3 49860 2.32 2e-16 3e-16 1x50 cornulin [Source:HGNC Symbol;Acc:1230] g 1232 Eﬂtt lSjA:Z; BP I:era:?nizationd.ff »
3 1715 BP eratinocyte differentiation
# genes with fdr < 0.05 =97 ( 82+/15 - ) 4 1828 1.6 2e-16 3e-16 1x48 desmoglein 1 [Source:HGNC Symbol;Acc:3048] 7 16.47  NULL 6/13 BP negative regulation of peptidase activity
) 8 16.37  NULL 2/10  GSEA CMURAKAMI_UV_RESPONSE_1HR_UP
# genes with fdr<0.01=82 (72+/10 -) 5 163351 197 2e-16 3e-16 1x50 guanylate binding protein family, member 6 [Source:HGNC S 9 15.61  NULL 16/76 BP epidermis development
10 1359  NULL 64/572 Disease GUDJ_psoriasis up
6 43849 128  2e-16 3e-16 1x50 kallikrein-related peptidase 12 [Source:HGNC Symbol:Ace:6: 11 1335  NULL 5/15  GSEA CAWWANG_BARRETTS_ESOPHAGUS_AND_ESOPHAGUS_CANCE
<r> metagenes =0.99 12 12.29  NULL 3/12 BP cellular aldehyde metabolic process
! 7 3860 157  2e-16 3e-16 1x50 keratin 13 [Source:HGNC Symbol;Acc:6415] 13 122 NULL 5/21  cC desmosome
<r> genes = 0.52 14 12.05  NULL 2/12 MF retinol binding
8 3851 277  2e-16 3e-16 1x50 keratin 4 [Source:HGNC Symbol:Acc:6441] 15 1197 NULL 1/6 GSEA CZGAUSSMANN_MLL_AF4_FUSION_TARGETS_B_DN
16 11.51  NULL 6/15  GSEA CHINATA_NFKB_TARGETS_KERATINOCYTE_DN
<FC>=0.48 9 4118 2.09 2e-16 3e-16 1x50 mal, T—cell differentiation protein [Source:HGNC Symbol;Acc 17 115 NULL 2113 BP retinoic acid metabolic process
< h ) k > 16.93 18 11.44  NULL 1/6 GSEA CSARRIO_EPITHELIAL_MESENCHYMAL_TRANSITION_DN
snrinkage—t= = .
g 10 374897 16 2e-16 3e-16 1x49 suprabasin [Source:HGNC Symbol;Acc:24950] 19 1141 NULL 2/11 GSEA CMURAKAMI_UV_RESPONSE_6HR_DN
<p—va|ue> -0 20 11.12  NULL 3/15  GSEA CRICKMAN_HEAD_AND_NECK_CANCER_E
11 sev07 1.59 2e-16 3e-16 1x50 small proline-rich protein 3 [Source:HGNC Symbol;Acc:1126 21 10.88  NULL 8752 &P nega’u\{e regulation of endopeplidase activity
<fdr> = 0 31 22 10.27 NULL 4138 BP epithelial cell differentiation
' 10.
12 7053 171  2e-16 3e-16 1x50 transglutaminase 3 [Source:HGNC Symbol;Acc:11779] 23 24 NULL 6/16  GSEA CZSENGUPTA_NASOPHARYNGEAL_CARCINOMA_DN
24 10.16  NULL 3/10  GSEA C2SMID_BREAST_CANCER_ERBB2_UP
. 9.89 NULL 3/14 GSEA C2CHARAFE_BREAST_CANCER_BASAL
P rofl | e S Ot 13 5016 1.19 3e-15 3e-14 1x50 aldo—keto reductase family 1, member B10 (aldose reductase 25 - iy Iy —VS_MESENCHYMAL_U
p 26 9.71 NULL 6/16 GSEA C2CROMER_TUMORIGENESIS_DN
27 9.7 NULL 2/15  GSEA C2ALONSO_METASTASIS_NEURAL_UP
29094 . — — lecti lactoside—binding-Iil : ;Acc:Z . - -
50 —= 14 118 3e-15 3e-13 1x48 lectin, galactoside-binding-like [Source:HGNC Symbol;Acc:2 28 07 NULL 1/8 GSEA CALIU_CDX2_TARGETS_DN
15 2608 X alikrein-refated penii ) 29 9.66  NULL 1/11  Glo  VERHAAK_Brain
40 - 115  2e-14 2e-12 1x50 Kallikrein-related peptidase 13 [Source:HGNC Symbol:Acc:6: 30 946  NULL 2/10  GSEA CZREACTOME_APOPTOTIC_CLEAVAGE_OF_CELL_ADHESION_F
) o 31 9.4 NULL 3/16  GSEA CHUPER_BREAST_BASAL_VS_LUMINAL_UP
16 92196 1.1 2e-13 2e-12 3x50 death associated protein-like 1 [Source:HGNC Symbol;Acc:2 32 9.33 NULL 1/9 GSEA CZREACTOME_ETHANOL,_OXIDATION
30 33 918  NULL 1/12  MF channel activity
17 1475 109  3e-13 3e-11 1x50 cystatin A (stefin A) [Source:HGNC Symbol;Acc:2481] 34 9 NULL 2/10  GSEA CKEGG_LINOLEIC ACID_METABOLISM
20 -] 35 8.95 NULL 5/29 BP regulation of proteolysis
18 57152 1.04 4e-12 3e-11 1x50 secreted LY6/PLAUR domain containing 1 [Source:HGNC Sy 36 8.84 NULL 4/16 GSEA CA.EE_LIVER_CANCER_MYC_TGFA_UP
37 875  NULL 1/13  GSEA CHASLINGER_B_CLL_WITH_MUTATED_VH_GENES
10 19 11005 1.04 4e-12 3e-10 1x50 serine peptidase inhibitor, Kazal type 5 [Source:HGNC Symb 38 8.42 NULL 10/79 MF serine-type endopeptidase inhibitor activity
39 8.42 NULL 2/11 GSEA CROME_INSULIN_TARGETS_IN_MUSCLE_DN
20 7os1 0.99 4e-11 3e-10 1x50 transglutaminase 1 [Source:HGNC Symbol;Acc:11777] 40 8.37 NULL 4144 cc keratin filament
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Local Summary Local Genelist Local Geneset Analysis

Underexpression
%DE = 0.72 Rank log(FC)  fdr Description
' ID p-value  Metagene .
-value
# metagenes = 20 Rank GSZ p #in/all Geneset
# genes = 183 1 970 1.34 2e-16 1le-14 33x2 CD70 molecule [Source:HGNC Symbol;Acc:11937] 1 -27.58 NULL 29/51 BP type | interferon signaling pathway
2 -26.12 NULL 6/6 Lymphon@AVE_MHCCII BL DN
# genes in genesets = 180 2 10581 -1 5e-13 1e-10 32x1 interferon induced transmembrane protein 2 [Source:HGNC ¢ 3 -23.68 NULL 8/10  GSEA CZGRANDVAUX_IFN_RESPONSE_NOT_VIA_IRF3
4 -23.4  NULL 7110 cC MHC class | protein complex
: — 3 4321 -1.05 3e-12 9e-10 32x1 matrix metallopeptidase 12 (macrophage elastase) [Source:+ 5 -20.63 NULL 8/18 BP positive regulation of T cell mediated cytotoxicity
# genes Wlth fdr < Ol - 115 ( 15 + / 100 ) 6 -18.45 NULL 5/18 BP response to interferon-gamma
# genes with fdr < 0.05 =62 ( 6+/56 — ) 4 7453 -1.01 2e-11 2e-09 32x1 tryptophanyl-tRNA synthetase [Source:HGNC Symbol;Acc:1. 7 -18.27 NULL 8/11 GSEA CBENNETT_SYSTEMIC_LUPUS_ERYTHEMATOSUS
8 -18.07 NULL 3/4 GSEA CKRASNOSELSKAYA_ILF3_TARGETS_UP
# genes with fdr < 0.01 =41 (5+/36 -) 5 10410 -09  6e-11 2e-07 32x1 interferon induced transmembrane protein 3 [Source:HGNC € 9 -17.94 NULL 7118  MF peptide antigen binding
10 -16.89 NULL 2/2 MMML CEBCIEI_MMML 27
6 1591 087 8e-09 20-07 33x2 cytochrome P450, family 24, subfamily A, polypeptide 1 [Sou 11 -16.4  NULL 1/2 MiRNA tanget-152
t 0.89 12 -15.46 NULL 10/52  Chr Chr HSCHR6_MHC_QBL
<r> metagenes = 0. _ R -
g 7 3135 087 8c-09 2e-07 32x1 major histocompatibility complex, class I, G [SourceHGNC S 13 1456 NULL 36/204 BP cytokine-mediated signaling pathway
-14.18 NULL 12/70 BP antigen processing and presentation of exogenous peptide antigen
<r>genes = 033 %51 -139 NULL 3/9 GSEA CTU:UKEWA DUSQPS TZRGETS PCI35 UgP . ’
8 629 -0.85 1e-08 3e-07 32x1 complement factor B [Source:HGNC Symbol;Acc:1037] - — - - -
16 -13.75 NULL 12/74 BP antigen processing and presentation of exogenous peptide antigen
<FC>=-0.24 9 9560 085 20-08 3e-07 32x1 chemokine (C-C motif ligand 4-like 1 [Source:HGNC Symbc 17 1834 NULL 17/60 BP interferon-gamma-mediaied signaling pathway
18 -13.34 NULL 3/8 GSEA CXEGG_PRIMARY_IMMUNODEFICIENCY
<shri —-t>=-8. ! — ) -13. IM_LRRC3B_TARGETS
Shnnkage t 8.29 10 se10 0.84 2e-08 3e-07 32x1 eukaryotic translation initiation factor 2-alpha kinase 2 [Sourc %8 iz 2; zﬂtt 21/ /516 gzii ngasEVIC RESPONSE TO_IMIQUIMOD
<p_Va|Ue> =0.01 *13. NULL 11/16 GSEA CZHANG IN'IjERFERON R:ES;ONSE
11 3627 0.83 3e-08 6e-07 32x1 chemokine (C-X-C motif) ligand 10 [Source:HGNC Symbol;/ 21 N - -
fdrs = 22 -12.91 NULL 1/3 mMiRNA target-148a
<fdr>=0.61 Jandin E synthase [S HGNC Symbol-Acc:9599 23 -12.45 NULL 13/74 BP regulation of immune response
12 9536 -0.82 4e-08 3e-06 31x2 prostaglandin E synthase [Source: ymbol;Acc: ]| 24 1241 NULL 3/9 GSEA CZDER_IFN_ALPHA_RESPONSE_ UP
. . . . 25 -12.41 NULL 3/9 GSEA CDER_IFN_GAMMA_RESPONSE_UP
p rOfl | e S pot 13 1200 -079 1e-07 3e-06 29x1 tripeptidyl peptidase | [Source:HGNC Symbol;Acc:2073] 26 1239 NULL /10  GSEA CZBOWIE_RESPONSE.TO_EXTRACELLULAR MATRIX
) X X 27 -12.3  NULL 14/31 BP negative regulation of viral genome replication
50 14 5129 -0.79 2e-07 4e-06 32x1 solute carrier family 15 (oligopeptide transporter), member 3 | 28 1227 NULL 12/91 BP antigen processing and presentation of peptide antigen via MHC
. . 29 -12.24 NULL 10/13 GSEA CBOWIE_RESPONSE_TO_TAMOXIFEN
40 - 15 5699 -0.78 2e-07 2e-05 32x1 proteasome (prosome, macropain) subunit, beta type, 10 [So! 30 ~12.22 NULL 6114 GSEA C2XU_AKTL_TARGETS_6HR
31 -11.72 NULL 4/10  GSEA C2DAUER_STAT3_TARGETS_DN
16 10211 -0.75 5e-07 7e-05 28x2 flotillin 1 [Source:HGNC Symbol;Acc:3757] 32 _11.64 NULL 3/14 GSEA CREACTOME_CYTOSOLIC_TRNA_AMINOACYLATION
30 33 -11.39 NULL 6/32 CC ER to Golgi transport vesicle membrane
17 3134 -071 2e-06 2e-04 32x1 major histocompatibility complex, class I, F [Source:HGNC S 34 ~11.27 NULL 5/23 cc integral to lumenal side of endoplasmic reticulum membrane
35 -11.09 NULL 29/316 Cancer SPANG_BCL6-index2
20 18 53 -0.67 8e-06 2e-04 30x2 acid phosphatase 2, lysosomal [Source:HGNC Symbol;Acc:1 36 -11.07 NULL 3/16 GSEA CXKAAB_FAILED_HEART_VENTRICLE_DN
37 -11.01 NULL 35/274 Lymphom®PANG_IL21 DN
10 — 19 254102 -0.66 1le-05 2e-04 29x2 EH domain binding protein 1-like 1 [Source:HGNC Symbol;A 38 -10.31 NULL 34/312 BP immune response
39 -10.29 NULL 2/11 GSEA CFUJII_YBX1_TARGETS_UP
1 20 100 -0.66 1e-05 2e-04 30x1 adenosine deaminase [Source:HGNC Symbol;Acc:186] 40 -9.86  NULL 3/14  GSEA CAINDSTEDT_DENDRITIC_CELL_MATURATION_A
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Local Summary Local Genelist Local Geneset Analysis

Underexpression

%DE = 0.76 RanII<D log(FC)  fdr Description

# metagenes = 14 p-value  Metagene Rank GSz p-value #in/all Geneset

# genes = 104 1 124583 0.65 1e-05 0.001 3x9 calcium activated nucleotidase 1 [Source:HGNC Symbol;Acc: 1 -11.99 NULL 3/16 GSEA C2REACTOME_SIGNALING_BY_ROBO_RECEPTOR
2 -11.05 NULL 3/13 GSEA C2IG_REGULATION_OF_THE_ACTIN_CYTOSKELETON_BY_RH(
# genes in genesets = 104 2 57522 -0.6 6e-05 0001 3x7 SLIT-ROBO Rho GTPase activating protein 1 [Source:HGNC 3 -10.21 NULL 2/10  GSEA CHONMA_DOCETAXEL_RESISTANCE
4 -9.07 NULL 1/6 GSEA CA.UI_THYROID_CANCER_CLUSTER_4
: — 3 91300 -0.58 1le-04 0.002 5x9 R3H domain containing 4 [Source:HGNC Symbol;Acc:28270] 5 -8.4 NULL 3/45 Glio willscher_GBM_Verhaak-PNwt_expression_J_up
# genes with fdr < 0.1 =55 ( 1+/54 ) 6 -8.36  NULL 1/7 GSEA CAWALLACE_PROSTATE_CANCER_RACE_UP
# genes with fdr < 0.05 =33 ( 1+/32 - ) 4 29950 -0.56 2e-04 0002 4x8 SERTA domain containing 1 [Source:HGNC Symbol:Acc:179; 7 -8.24 NULL 2/16 cc lamellipodium membrane
’ 8 -7.85 NULL 3/44 BP Rho protein signal transduction
# genes with fdr<0.01=13 (1+/12 -) 5 92799 -055 3e-04 0002 5x10 SH3KBP1 binding protein 1 [Source:HGNC Symbol:Acc:1921 9 -7.8  NULL 1/8  GSEA CNAKAYAMA_SOFT_TISSUE_TUMORS_PCA1_UP
10 -7.72  NULL 1/7 miRNA tanget-stiRBas9-3p
6 56926 -0.53 4e-04 0.002 5x10 nicalin [Source:HGNC Symbol;Acc:26923] 11 =772 NULL 2/13 GSEA CZTONKS_TARGETS_OF_RUNX1_RUNX1T1_FUSION_MONOCYT
t 0.94 12 -7.72  NULL 2/13  GSEA CRUTELLA_RESPONSE_TO_CSF2RB_AND_IL4_DN
<r> metagenes = 0. _ ;
g 7 5360 053 5e-04 0002 4x7  phospholipid transfer protein [Source:HGNC SymbolAcc:g0s 13 7.7 NULL 2/16  BP polyamine metabolic process
<> geneS =0.31 14 -7.56  NULL 2/16 GSEA C2AMIT_SERUM_RESPONSE_480_MCF10A
8 2907 -0.52 5e-04 0.007 5x8 glutamate receptor, ionotropic, N-methyl D-aspartate-assoc %g -755  NULL 2/16 GSEA CWEIGEL_OXIDATIVE_STRESS_BY_HNE_AND_H202
-7.39 NULL 2/11 GSEA CXEGG_REGULATION_OF_ACTIN_CYTOSKELETON
<FC>=-0.22 9 7165 -0.49 1e-03 0.007 3x8  tumor protein D52-like 2 [Source:HGNC Symbol;Acc:12007] 17 ~7:83  NULL 1/9 GSEA CDACOSTA_UV_RESPONSE_VIA_ERCC3_UP
18 -7.33  NULL 1/9 GSEA CXUMAMOTO_RESPONSE_TO_NUTLIN_3A_UP
< i -t>=-7. . -7. EBEN_AML_WITH_FLT3_OR_NRAS_UP
Shnnkage t 7.58 10 6723 -0.49 1e-03 0.007 5x9 spermidine synthase [Source:HGNC Symbol;Acc:11296] %8 ;i; zﬂtt 1523 nG1iSRENAA(i:r\;at~ - Q* - - = -
<p—va|ue> =0.06 21 77.18 NULL 3/33 MF Rho GTPase binding
221955 -0.48 1e-03 0.007 10 diacylglycerol lipase, beta [Source:HGNC Symbol;Acc:28923 :
11 5 e03 5x Vo P L Y -7.15 NULL 2/15 GSEA CRUTELLA_RESPONSE_TO_HGF_VS_CSF2RB_AND_IL4_UP
<fdr>=0.74
- 23 -7.15 NULL 4/53 cc endoplasmic reticulum-Golgi intermediate compartment
12 57801 -0.47 2e-03 0.007 4x8 hes family bHLH transcription factor 4 [Source:HGNC Symbo 24 711 NULL 1/5 GSEA CMIRNOV._CIRCULATING_ENDOTHELIOCYTES_IN_CANCER [
. . 25 -7.02  NULL 1/6 GSEA CAWIELAND_UP_BY_HBV_INFECTION
P rOfl | e S pot 13 80152 -046 2e-03 0008 3x9  centromere protein T [Source:HGNC Symbol;Acc:25787] 26 702 NULL s GSEA C25A_FAS_SIGNALING
27 -6.93  NULL 1/10  GSEA C2AMUNDSON_RESPONSE_TO_ARSENITE
50 H 14 1025 -046 2e-03 0034 4x10 cyclin-dependent kinase 9 [Source:HGNC SymbolAcc:1780]  5g 689 NULL 2125  MF Rho GTPase activator activity
29 -6.76  NULL 2/13 GSEA CREACTOME_FORMATION_OF_PLATELET_PLUG
40 - 15 2683 -041 6e-03 0.034 4x8 UDP-Gal:betaGIcNAc beta 1,4- galactosyltransferase, polyp 30 676  NULL 2/13 GSEA CZRREACTOME_HEMOSTASIS
31 -6.76  NULL 2/13  GSEA CREACTOME_PLATELET_ACTIVATION
16 1072 -0.37 7e-03 0.034 4x8 cofilin 1 (non-muscle) [Source:HGNC Symbol;Acc:1874] 32 653  NULL 2/15 GSEA C2GHO_ATF5_TARGETS DN
30 33 -6.36  NULL 1/9 GSEA CRREACTOME_HIV1_TRANSCRIPTION_ELONGATION
17 81 -0.41 7e-03 0.034 5x10 actinin, alpha 4 [Source:HGNC Symbol;Acc:166] 34 628 NULL 1/12 GSEA CHAMAI_APOPTOSIS_VIA_TRAIL_DN
20 35 -6.28  NULL 1/12 GSEA CHELLER_SILENCED_BY_METHYLATION_DN
18 79797 -0.39 1le-02 0.034 4x10 zincfinger protein 408 [Source:HGNC Symbol;Acc:20041] 36 -6.28 NULL 1/12 GSEA CRIZKI_TUMOR_INVASIVENESS_3D_DN
37 -6.28  NULL 1/12  GSEA CSMID_BREAST_CANCER_NORMAL_LIKE_UP
10 — 19 7408 -0.38 1e-02 0.034 4x8 vasodilator-stimulated phosphoprotein [Source:HGNC Symb: 38 -6.28 NULL 1/12 GSEA CXKEGG_PPAR_SIGNALING_PATHWAY
. 39 -6.26  NULL 2/15 GSEA CXEGG_FC_GAMMA_R_MEDIATED_PHAGOCYTOSIS
10897 -0.38 1e-02 0.034 3x8 Yiplinteracting factor homolog A (S. cerevisiae) [Source:HGI -6.24  NULL 2/14 GSEA CREACTOME_FURTHER_PLATELET_RELEASATE
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Local Summary Local Genelist Local Geneset Analysis

Underexpression
%DE = 0.58 Rank log(FC)  fdr Description
' ID p-value  Metagene .
-value
# metagenes = 34 Rank GSZ p #in/all Geneset
# genes = 350 1 3006 -1.07 1le-12 2e-08 5x20 histone cluster 1, H1lc [Source:HGNC Symbol;Acc:4716] 1 -10.8  NULL 3/5 GSEA CNIKOLSKY_BREAST_CANCER_1Q21_AMPLICON
2 -10.13 NULL 217 GSEA CREACTOME_SIGNALING_BY_WNT
# genes in genesets = 345 2 1152 -0.96 2e-10 1e-06 1x17 creatine kinase, brain [Source:HGNC Symbol;Acc:1991] 3 -9.53  NULL 5/16  GSEA CBIOCARTA_PTDINS_PATHWAY
4 -9.41  NULL 1/7 MMML CGBCIEJ_MMML 9
H — 3 430 -0.86 9e-09 5e-06 2x20 achaete-scute family bHLH transcription factor 2 [Source:HG 5 -8.74 NULL 217 GSEA CREACTOME_P53_INDEPENDENT_DNA_DAMAGE_RESPONSE
# genes Wlth fdr < Ol - 61 ( o + / 61 ) 6 -8.74  NULL 217 GSEA CREACTOME_SCF_BETA_TRCP_MEDIATED_DEGRADATION_OF
# genes with fdr < 0.05 =55 ( 0+/55 — ) 4 8045 -0.82 4e-08 1le-04 2x22 Rasassociation (RaIGDS/AF-6) domain family (N~terminal) i 7 -8.74  NULL 2/7 GSEA CREACTOME_SCF_SKP2_MEDIATED_DEGRADATION_OF_P27_
8 -8.74  NULL 217 GSEA CREACTOME_STABILIZATION_OF_P53
# genes with fdr < 0.01 = 23 ( 0+/23 - ) 5 1173 ~0.74 8e-07 2e-04 1x20 adaptor-related protein complex 2, mu 1 subunit [Source:HG 9 =7.78  NULL 1/10  GSEA CZGRAHAM_CML_DIVIDING_VS_NORMAL_DIVIDING_UP
10 -7.54  NULL 3/14  GSEA CZXCHANG_CORE_SERUM_RESPONSE_UP
6 51702 _071 2e-06 3e-04 1x21 peptidyl arginine deiminase, type Ill [Source:HGNC Symbol;a 11 =739 NULL 1/9 GSEA C2GOUYER_TUMOR_INVASIVENESS
12 -7.39 NULL 1/11 GSEA CREACTOME_APOPTOSIS_INDUCED_DNA_FRAGMENTATION
<r> metagenes =0.95 i i i 13 -7.26  NULL 2/13 GSEA CRREACTOME_TRANSMISSION_ACROSS_CHEMICAL_SYNAPSE
7 9409 -0.69 4e-06 2e-03 2x21 peroxisomal biogenesis factor 16 [Source:HGNC Symbol;Acc 12 - — - _ -
= -7.09  NULL 2/10 BP drug transmembrane transport
<r>genes = 0.27 15 698 NULL 1/10 BP creatine metabolic process
8 5702 -0.64 2e-05 2e-03 1x19 proteasome (prosome, macropain) 26S subunit, ATPase, 3 [S .
16 -6.97 NULL 2/14 GSEA CREACTOME_NEURORANSMITTER_RECEPTOR_BINDING_ANL
<FC>=-0.2 9 230 -0.63 3e-05 3e-03 2x17 aldolase C, fructose—bisphosphate [Source:HGNC Symbol;At %g 722: Eﬂtt 26// 1318 g(S: Czn;::;r(;onssgr':’EASOME GENE MODULE
6.1 11 EA _| -_{ .|
<shri -t>=-7. . ] . . -6. IOCARTA_GLYCOLYSIS_PATHWAY
Shnnkage t 7.02 10 79763 -0.61 5e-05 4e-03 3x19 isochorismatase domain containing 2 [Source:HGNC Symbol %8 Z;Z zﬂtt 2525 gzii giEACTOME NEF MEDIA}ES DOWN MODULATION OF CELL
<p_Va|Ue> =0.07 . . . . 21 -6.22  NULL 1/15 GSEA C2ZGEORGANTAS_HSC_MARKERS
11 51204 -0.58 1le-04 4e-03 2x18 translational activator of mitochondrially encoded cytochrome
22 -6.21  NULL 3/14 GSEA C2A.OCKWOOD_AMPLIFIED_IN_LUNG_CANCER
<fdr> = 078 techol-0 thylt . d " 11s " 23 -6.15 NULL 2/11 GSEA CREACTOME_RETROGRADE_NEUROTROPHIN_SIGNALLING
12 118881 -0.56 2e-04 4e-03 1x22 catechol methyltransferase domain containing 1 [Source: 24 2602 NULL 16 GSEA CIREACTOME. CYCLIN_E_ ASSOGIATED._EVENTS, DURING. G1._
. L . 25 -5.86  NULL 3/16 GSEA CREACTOME_SIGNALLING_BY_NGF
Profile S pOt 13 10572 056 2e-04 4e-03 3x18 SIVAL apoptosis-inducing factor [SourceHGNC SymboAce o -586  NULL 2/12  GSEA CZREACTOME_TRAFFICKING_OF_GLUR2_CONTAINING_AMPA._|
o . 27 -5.76  NULL 2/12  GSEA CAWWANG_SMARCE1_TARGETS_DN
50 14 123355 -0.55 2e-04 4e-03 1x23 leucine rich repeat containing 28 [Source:HGNC Symbol;Acc 28 566 NULL 21/153 MF structural constituent of ribosome
29 -5.56  NULL 3/17 cc proteasome accessory complex
40 15 90990 -0.55 2e-04 4e-03 1x23 kinesin family member C2 [Source:HGNC Symbol;Acc:29530 30 554 NULL 1/7 GSEA CKEGG_PROTEASOME
31 -5.54  NULL 1/7 GSEA CRREACTOME_CDT1_ASSOCIATION_WITH_THE_CDC6_ORC_OF
16 10682 -0.55 2e-04 4e-03 3x20 emopamil binding protein (sterol isomerase) [Source:HGNC ¢ 32 554 NULL 1/7 GSEA CIREACTOME_REGULATION_OF ORNITHINE_DECARBOXYLAS!
30 33 -554  NULL 1/7 GSEA CRREACTOME_VIF_MEDIATED_DEGRADATION_OF_APOBEC3G
17 6510 -055 2e-04 4e-03 2x19 solute carrier family 1 (neutral amino acid transporter), memb 34 553 NULL 3/13  GSEA CREACTOME_GLYCOLYSIS
20 35 -55 NULL 3/12 BP apoptotic nuclear changes
18 51400 -0.55 2e-04 8e-03 1x18 protein phosphatase methylesterase 1 [Source:HGNC Symbc 36 -5.48 NULL 3/16 GSEA C2GRATIAS_RETINOBLASTOMA_16Q24
37 -5.44  NULL 2/9 GSEA C2DACOSTA_UV_RESPONSE_VIA_ERCC3_UP
10 — 19 4715 -0.54 4e-04 8e-03 1x17 NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 9, 22 38 -5.42  NULL 3/10 MF monosaccharide binding
39 -5.37  NULL 2/14 GSEA CREACTOME_EGFR_DOWNREGULATION
1 20 284085 -053 4e-04 8e-03 3x18 keratin 18 pseudogene 55 [Source:HGNC Symbol;Acc:26874 4 -5.36 NULL 1/16  GSEA CZDUNNE_TARGETS_OF_AML1_MTG8_FUSION_DN
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Local Summary Local Genelist Local Geneset Analysis

Underexpression

%DE = 0.66 RanII<D log(FC)  fdr Description

—-value Metage .
# metagenes = 30 P gene Rank GSz p-value #in/all Geneset

# genes = 310 1 723790 -1.11  1e-13 8e-11 2x38 histone cluster 2, H2aa3 [Source:HGNC Symbol;Acc:4736] 1 -19.2  NULL 212 miRNA tanget-199a*
. 2 -16.27 NULL 3/7 MMML CGBCIEJ_MMML 9
# genes in genesets = 303 2 133 -099 9e-13 1e-08 1x42 adrenomedullin [Source:HGNC Symbol;Acc:259] 3 -14.96 NULL 3/15  GSEA CFARMER_BREAST_CANCER_CLUSTER_3
4 -14.45 NULL 3/16  GSEA CFARMER_BREAST_CANCER_CLUSTER_4
. _ 8337 -0.97 1e-10 1e-07 2x38 histone cluster 2, H2aa3 [Source:HGNC Symbol;Acc:4736] 5 -13.05 NULL 2/12  GSEA CZHAN_V1_LATE_DIFFERENTIATION_GENES_DN
# genes with fdr < 0.1 = + - 3 = - -
genes with fdr < 0.1 =120 (9+/111 -) 6 -12.06 NULL 2/8 GSEA CAWILLIAMS_ESR2_TARGETS_DN
# genes with fdr < 0.05 =90 ( 4+/86 — ) 4 8942 -0.91 1e-09 4e-07 1x40 kynureninase [Source:HGNC Symbol;Acc:6469] 7 -11.47 NULL 2/12 GSEA CMIZUKAMI_HYPOXIA_UP
8 -10.93 NULL 3/8 GSEA CSIMBULAN_UV_RESPONSE_NORMAL_UP
# genes with fdr < 0.01 =48 (2+/46 -) 5 4015 -088 5e-09 6e-06 1x41 lysyl oxidase [Source:HGNC Symbol:Acc:6664] 9 -10.28 NULL 2/13  GSEA CREACTOME_PACKAGING_OF_TELOMERE_ENDS
10 -9.98  NULL 7147 cc nucleosome
6 29775 ~0.82 6e-08 9e-06 1x42 caspase recruitment domain family, member 10 [Source:HGN 11 -9.51  NULL 2/10  GSEA CDAZARD_UV_RESPONSE_CLUSTER_G3
<r> metagenes = 0.95 12 -94  NULL 4/16  GSEA C2AMIT_EGF_RESPONSE_120_MCF10A
g ' 7 1042 079 1e-07 3e-05 1x40 ephrin-Al [Source:HGNC Symbol:Acc:3221] 13 -8.72  NULL 1/7 GSEA CREACTOME_CALCITONIN_LIKE_LIGAND_RECEPTORS
<r>genes = 0.25 14 -8.52  NULL 1/5 GSEA CELVIDGE_HIF2A_TARGETS_UP
8 90102 2076 4e-07 3e-05 1x42 pleckstrin homology-like domain, family B, member 2 [Source 19 -85  NULL 2/10  GSEA CNIELSEN_MALIGNAT_FIBROUS_HISTIOCYTOMA_UP
16 -8.09 NULL 2/15  GSEA CXARAKAS_TGFB1_SIGNALING
<FC>=-0.24 9 ssu4 075 7e-07 3e-05 1x42 leprecan-iike 1 [Source:HGNC Symbol:Acc:19317] 17 -8.02  NULL 1/6 GSEA C2SMID_BREAST_CANCER_RELAPSE_IN_LIVER_UP
hrink 8 18 -7.98  NULL 2/11  GSEA CIMIDORIKAWA_AMPLIFIED_IN_LIVER_CANCER
<shrinkage-t> = -8.36 - i -
g 10 10397 -0.67 1e-06 3e-05 1x42 N-myc downstream regulated 1 [Source:HGNC Symbol;Acc: 19 783 NULL 1ra MIRNA tangi-206
<p-value> = 0.02 20 -7.59  NULL 1/4 GSEA CAGARASHI_ATF4_TARGETS_UP
- - : -7.1 negative regulation of I il
11 8339 -0.72 1e-06 3e-05 4x38 histone cluster 1, H2bc [Source:HGNC Symbol;Acc:4757] 21 6 NULL 1710 &P 9 9 of vascular permeability
<fdr> = 0.67 22 -7.04  NULL 1/5 GSEA CKYNG_ENVIRONMENTAL_STRESS_RESPONSE_NOT_BY_4NG
. 12 8986 0.72 2e-06 3e-05 1x40 ribosomal protein S6 ki 90KD: lypeptide 4 [S¢ H 23 697 NULL 7186 &P nucleosome assembly
-0. = — ribosol I ] nase, a, polype e ource:|
€ © X P nas polypeptide 4 [Sour 24 -6.93  NULL 1/10  GSEA CREACTOME_RNA_POLYMERASE_|_PROMOTER_OPENING
. 13 a2 072 20-06 50-05 1x41l oro s HGNG Symbol:ACC-7029 25 -6.93  NULL 3/15  GSEA CSHAFFER_IRF4_TARGETS_IN_PLASMA_CELL_VS_MATURE_B
=0. — — meil — | ¥ o
Profile Spot € © X proto-oncogene [Source ymbol:Acc:7029] 26 692 NULL 1/5  GSEA CXCHOI_ATL_ACUTE_STAGE
27 -6.8 NULL 2/17 BP cAMP-mediated signaling
50 14 8338 -0.71 2e-06 5e-05 2x37 histone cluster 2, H2ac [Source:HGNC Symbol;Acc:4738] 28 _6.65 NULL 3/30 MIRNA tongat sHFBas
29 -6.57  NULL 2/19  MF L-ascorbic acid binding
40 15 3229 -0.71 3e-06 1e-04 1x42 homeobox C13 [Source:HGNC Symbol;Acc:5125] 30 651  NULL 4116 GSEA C2AMUNDSON_DNA_DAMAGE_RESPONSE_TP53
-6.47  NULL 1/12 BP androgen metabolic process
! ) d bol
16 54704 -0.7 4e-06 3e-04 3x40 pyruvate dehyrogenase phosphatase catalytic subunit 1 [Sou 32 —6.47 NULL 1/12 BP CcAMP biosynthetic process
30 33 -6.37  NULL 2/16  GSEA CZSUH_COEXPRESSED_WITH_ID1_AND_ID2_UP
17 54795 -0.66 1le-05 3e-04 1x36 transient receptor potential cation channel, subfamily M, mem 34 636 NULL 1/6 GSEA CXYNG_ENVIRONMENTAL_STRESS_RESPONSE_NOT_BY_UV_
20 35 -6.26  NULL 1/6 GSEA CZTAKAYAMA_BOUND_BY_AR
18 51734 -0.66 1le-05 5e-04 1x39 methionine sulfoxide reductase B1 [Source:HGNC Symbol;Ac 36 -6.25 NULL 1/12 GSEA CZHU_CMV_8_HR_UP
37 -6.21  NULL 3/15  GSEA CKEGG_AMINO_SUGAR_AND_NUCLEOTIDE_SUGAR_METABOI
10 19 112399 -0.65 1e-05 8e-04 1x40 egl-9 family hypoxia-inducible factor 3 [Source:HGNC Symbr 38 -6.18 NULL 1/13 BP positive regulation of heart rate
39 -6.18  NULL 1/13  GSEA CHASINA_NOL7_TARGETS_UP
1 20 154 0.63 3e-05 8e-04 1x40 adrenoceptor beta 2, surface [Source:HGNC Symbol;Acc:28¢ 40 -6.18  NULL 1/13 GSEA CSPIELMAN_LYMPHOBLAST_EUROPEAN_VS_ASIAN_2FC_DN
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