GW 089

Global Summary Global Genelist Global Geneset Analysis

%DE = 0.12 Rank log(FC)  fdr Description Rank GSz p-value #all Geneset
ID p-value  Metagene
# genes with fdr < 0.2 = 1401 (776 +/625 —)
Overexpressed
i < = + - 57016 1.79 2e-16 4e-14 1x50 aldo-keto reductase family 1, member B10 (aldose reductase 16.05  NULL 135 H.Tiss WIRTH_Mucosa
genes wi r .
2 1152  NULL 42 BP keratinization
# genes with fdr < 0.05 = 848 ( 519 +/329 - ) 2 441282 1.87 2e-16 4e-14 1x49 aldo-keto reductase family 1, member B15 [Source:HGNC S 3 11.36  NULL 53 BP keratinocyte differentiation
- 4 11.21  NULL 21 cC cornified envelope
# genes with fdr < 0.01 = 643 ( 414 +/229 - ) 3 8644 203  2e-16 4e-14 1x50 aldo—keto reductase family 1, member C3 [Source:HGNC Sy 5 865  NULL 1720 Chr Chr1
6 818  NULL 20 MF glutathione transferase activity
H - - - i . . GUDJ_psoriasis up
= 4 1109 205 2e-16 4e-14 13x50 aldo-keto reductase family 1, member C4 [Source:HGNC Syi 817  NULL 572 Disease
# genes in genesets 16332 8 7.59 NULL 34 BP glutathione metabolic process
5 218 1.29 2e-16 4e-14 1x50 aldehyde dehydrogenase 3 family, member Al [Source:HGN( 9 7.27 NULL 534 Chr Chrg
<FC> = 0 10 7.25 NULL 15 GSEA CREACTOME_GLUTATHIONE_CONJUGATION
) 6 11199 135  2e-16 4de-14 15x50 annexin A0 [Source:HGNC Symbol;Acc:534] 11 707 NULL 13 GSEA CBINGH_NFE2L2 TARGETS
<shr|nkage—t> =0 12 7 NULL 25 BP glutathione derivative biosynthetic process
" 13 6.79 NULL 4 MMML CG®CIEJ_MMML 23
- — — h 1 ding fi 110 [S :HGNC Symt -
<p—va|ue> = 013 7 339512 1.97 2e-16 4e-14 50x50 chromosome 1 open reading frame [Source: yml 14 6.76 NULL 76 Bp epidermis development
hypoxia inducible linid drop! ated S HGNC S 15 656  NULL 630 Chr Chr X
<fdr>=0.88 8 29923 136  2e-16 4e-14 4x44 hypoxiainducible lipid droplet-associated [Source: Y16 652 NULL 10 y RAGE receptor binding
: N 17 6.34  NULL 11 MF glutathione binding
9 83648 1.26 2e-16 4e-14 11x36 family with sequence similarity 167, member A [Source:HGN( 18 6.27 NULL 1 GSEA CKEGG_DRUG_METABOLISM_CYTOCHROME,_P450
19 6.21 NULL 79 MF electron carrier activity
10 131076 1.31 2e-16 4e-14 1x16 coiled—coil domain containing 58 [Source:HGNC Symbol;Acc 20 6.15 NULL 1253 BP small molecule metabolic process
11 414062 -133 2e-16 4e-14 1x1  chemokine (C-C motif) ligand 3-like 3 [Source:HGNC Symbc  Underexpressed
1 -10.59 NULL 312 BP immune response
12 8900 132  2e-16 4e-14 1x42 cyclin Al [Source:HGNC Symbol;Acc:1577] 2 -10.01 NULL 417 H.Tiss  WIRTH_Immune system
3 -9.5 NULL 386 Chr Chr 22
. y A 4 -9.13  NULL 204 BP cytokine-mediated signaling pathway
F) rOfl | e Reg UI ated S p OtS 13 952 125 2e-16 4e-14 45x5 CD38 molecule [Source:HGNC Symbol;Acc:1667] 5 s NULL o o intorforon-gamma-mediated signaling pathway
6 -8.59  NULL 51 BP type | interferon signaling pathway
50 —l 14 9076 -172  2e-16 4e-14 49x50 claudin 1[Source:HGNC Symbol;Acc:2032] 7 -8.51 NULL 15 cc MHC class Il protein complex
8 -8.22 NULL 553 Cancer Lembcke_Colonic Inflammation
15 49860 1.56 2e-16 4e-14 1x50 cornulin [Source:HGNC Symbol;Acc:1230] 9 794  NULL 274 Lymphom®PANG_IL21 DN
40 10 -7.74  NULL 316 Cancer SPANG_BCL6~-index2
16 57834 2.07 2e-16 4e-14 13x50 cytochrome P450, family 4, subfamily F, polypeptide 11 [Sour 11 -7.58  NULL 866 Chr Chr 12
30 — 12 -7.42 NULL 15 GSEA CAEE_LIVER_CANCER_HEPATOBLAST
17 1672 195  2e-16 4de-14 1x50 defensin, beta 1 [Source:HGNC Symbol;Acc:2766] 13 -7.35  NULL 265 Glio  willscher_GBM_Verhaak-CL_expression_B_up
14 -7.35  NULL 265 Glio willscher_GBM_Verhaak-MES_expression_B_up
20 u 8 . i . 15 -7.35  NULL 265 Glio willscher_GBM_Verhaak-PNwt_expression_B_down
18 55894 1.48 2e-16 4e-14 1x47 defensin, beta 103B [Source:HGNC Symbol;Acc:31702] 16 735  NULL 265 Glio willscher_GBM_Verhaak-PNmut_expression_B_down
17 -7.33  NULL 123 BP defense response to virus
10 19 414325 1.76 2e-16 4e-14 1x48 defensin, beta 103B [Source:HGNC Symbol;Acc:31702] 18 708 NULL 2659 cc plasma membrane
19 -7.06  NULL 185 Cancer SPANG_LPS-index2
1 20 1673 1.44 2e-16 4e-14 1x49 defensin, beta 4B [Source:HGNC Symbol;Acc:30193] 20 -6.7 NULL 16 GSEA CMMOSERLE_IFNA_RESPONSE
-
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GW 089

Local Summary Local Genelist Local Geneset Analysis

Overexpression
%DE = 0.83 Rank log(FC)  fdr Description
’ ID -value  Metagene .
# metagenes = 14 P Rank GSz p-value #in/all Geneset
# genes = 200 1 57016 179  2e-16 2e-16 1x50 aldo-keto reductase family 1, member B10 (aldose reductase ] 39.07 NULL 79/135 H.Tiss WIRTH_Mucosa
2 32.2 NULL 18/21 CC cornified envelope
# genes in genesets = 194 2 441282 187  2e-16 2e-16 1x49 aldo-keto reductase family 1, member B15 [Source:HGNC S' 3 32.08 NULL 19/42 BP keratinization
4 30.59  NULL 23/53 BP keratinocyte differentiation
: — 3 8644 2.03 2e-16 2e-16 1x50 aldo—keto reductase family 1, member C3 [Source:HGNC Syi 5 27.68  NULL 87 /572 Disease GUDJ_psoriasis up
# genes with fdr < 0.1 =155 ( 144 +/11 ) 6 22.72  NULL 22/76 BP epidermis development
i - — - i : 22.04 NULL 11 MF RAGE receptor bindin
# genes with fdr < 0.05 = 143 ( 133 +/10 - ) 4 218 1.29 2e-16 2e-16 1x50 aldehyde dehydrogenase 3 family, member Al [Source:HGN( 7 5/10 P! it}
8 17.65  NULL 3/10  GSEA C2AUJLA_IL22_AND_IL17A_SIGNALING
# genes with fdr < 0.01 =119 (114 +/5 -) 5 49860 156 2e-16 2e-16 1x50 cornulin [Source:HGNC Symbol;Acc:1230] 9 1759 NULL 7/16  GSEA C2ONDER_CDH1_TARGETS_3 DN
10 17.02  NULL 10/19 BP peptide cross-linking
6 1672 195 2e-16 2e-16 1x50 defensin, beta 1 [Source:HGNC Symbol;Acc:2766] 11 1544 NULL 3/15  GSEA CPYEON_CANCER_HEAD_AND_NECK_VS_CERVICAL_DN
0.97 12 14.24  NULL 4/15  MF retinol dehydrogenase activity
<r> metagenes = 0.
g 7 55894 148  2e-16 2e-16 1x47 defensin, beta 103B [Source:HGNC Symbol;Acc:31702] 13 1385  NULL 6/16  GSEA CAWANG_BARRETTS_ESOPHAGUS_DN
<r> genes = 0.47 14 1358  NULL 6/15  GSEA CHINATA_NFKB_TARGETS_KERATINOCYTE_DN
8 414325 176 2e-16 2e-16 1x48 defensin, beta 1038 [Source:HGNC Symbol:Acc:31702] 15 12.65 NULL 6/16  GSEA CZSENGUPTA_NASOPHARYNGEAL_CARCINOMA_DN
16 126  NULL 6/13  BP negative regulation of peptidase activity
<FC>=0.63 9 1673 144  2e-16 2e-16 1x49 defensin, beta 4B [Source:HGNC Symbol:Acc:30193] 17 1243 NULL 7/15  GSEA CAVANG_BARRETTS_ESOPHAGUS_AND_ESOPHAGUS_CANCE
18 12.37  NULL 2/6 GSEA C2SMID_BREAST_CANCER_RELAPSE_IN_PLEURA_UP
<shri -t> = llular aldehyde metaboli
shrinkage-t> = 22.32 10 1828 139  2e-16 2e-16 1x48 desmoglein 1 [Source:HGNC Symbol;Acc:3048] 19 1229 NULL 8/12. BP  celularaldehyde metabolic process
20 1213 NULL 3/10  GSEA CSMID_BREAST_CANCER_ERBB2_UP
<p-value>=0 : ) — 21 10.84  NULL 3/16  GSEA C2AMIT_SERUM_RESPONSE_480_MCF10A
11 2877 2.01 2e-16 2e-16 1x50 glutathione peroxidase 2 (gastrointestinal) [Source:HGNC Sy
fdr> = 0.3 22 10.54  NULL 3/16  GSEA CZCHEOK_RESPONSE_TO_MERCAPTOPURINE_AND_LD_MTX_|
<idr>= 4. leukin 36, s HGNG Symbol-Acc: 15741 23 10.38  NULL 4139  BP retinoid metabolic process
12 se300 129 2e-16 2e-16 1x47 interleukin 36, gamma [Source: ymbolAce: ] 24 10.02  NULL 2/10  GSEA CXKEGG_LINOLEIC_ACID_METABOLISM
. - . 25 9.89 NULL 4127 BP response to bacterium
Profile S pOt 13 ses0 167 2e-16 2e-16 1x49 kalikrein-related peplidase 7 [SourceHGNC SymbolAcc:63 o 94 NULL 3/16  GSEA CZBMID_BREAST _CANCER_RELAPSE_IN_PLEURA_DN
) ) " _ : 27 918  NULL 51/1182 CC extracellular region
50 —l 14 388533 2.01 2e-16 2e-16 1x49 keratinocyte differentiation-associated protein [Source:HGNC 28 9.09 NULL 7173 8P defense response to bacterium
- 29 9.04  NULL 4/15  GSEA CAEE_LIVER_CANCER_MYC_E2F1_UP
40 - 15 353142 1.37 2e-16 2e-16 1x47 late cornified envelope 3A [Source:HGNC Symbol;Acc:29461 30 8.92 NULL 4/15 GSEA CZCHANG_IMMORTALIZED_BY_HPV31_DN
31 889  NULL 3/14  GSEA CXCHARAFE_BREAST_CANCER_BASAL_VS_MESENCHYMAL_U
16 84648 1.49 2e-16 2e-16 1x48 late cornified envelope 3D [Source:HGNC Symbol;Acc:16615 32 8.69 NULL 6/16 GSEA CHUPER_BREAST BASAL_VS_LUMINAL_UP
30 33 837  NULL 2/17  Disease BCHETNIA_EBM up
17 3934 137  2e-16 2e-16 1x50 lipocalin 2 [Source:HGNC Symbol;Acc:6526] 34 836  NULL 3/15  GSEACAEE_LIVER_CANCER_MYC_UP
2 35 824  NULL 4/16  GSEA CHAHTOLA_MYCOSIS_FUNGOIDES_SKIN_DN
0 18 3963 157 2e-16 2e-16 1x47 lectin, galactoside-binding, soluble, 7 [Source:HGNC Symbol 36 8.18 NULL 9/21 cc desmosome
37 8.08 NULL 3/16 GSEA C2A.EE_LIVER_CANCER_ACOX1_UP
10 — 19 653499 1.51 2e-16 2e-16 1x47 lectin, galactoside-binding, soluble, 7 [Source:HGNC Symbol 38 8.03 NULL 2/8 GSEA C2IU_CDX2_TARGETS_DN
39 7.92  NULL 3/13  GSEA CHAN_SATB1_TARGETS_DN
1 20 643479 123  2e-16 2e-16 1x49 40 7.83  NULL 20/186 MF structural molecule activity
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GW 089

Local Summary Local Genelist Local Geneset Analysis

Underexpression

%DE = 0.79 Rank log(FC)  fdr Description

# metagenes = 2 D p-value  Metagene Rank GSz p-value #in/all Geneset

# genes = 102 1 9997 -1.18 4e-15 2e-12 32x1 SCO2 cytochrome c oxidase assembly protein [Source:HGNC ] -50.79 NULL 12/16 GSEA CMOSERLE_IFNA_RESPONSE
2 -49.77 NULL 29/51 BP type | interferon signaling pathway
# genes in genesets = 100 2 10410 -1.02 1e-13 6e-11 32x1 interferon induced transmembrane protein 3 [Source:HGNC ¢ 3 -41.18 NULL 8/10  GSEA CZGRANDVAUX_IFN_RESPONSE_NOT_VIA_IRF3
4 -39.18 NULL 11/16  GSEA CZHANG_INTERFERON_RESPONSE
H — 3 27074 -1.04 3e-12 4e-10 32x1 lysosomal-associated membrane protein 3 [Source:HGNC S 5 -38.48 NULL 9/10 GSEA CBOWIE_RESPONSE_TO_EXTRACELLULAR_MATRIX
# genes Wlth fdr < Ol - 59 ( o + / 59 ) 6 —-37.37 NULL 10/13 GSEA CBOWIE_RESPONSE_TO_TAMOXIFEN
# genes with fdr < 0.05 =59 ( 0+/59 - ) 4 10346 -0.99 3e-11 4e-10 32x1 tripartite motif containing 22 [Source:HGNC Symbol:Acc:1631 7 -354  NULL 31/123 BP defense response to virus
8 -34.51 NULL 27/109 BP response to virus
# genes with fdr < 0.01 =40 (0+/40 -) 5 629 -0.99 4e-11 5e-09 32x1 complement factor B [Source:HGNC Symbol:Acc:1037] 9 -31.28 NULL 6/8  GSEACROETH_TERT_TARGETS_UP
10 -31.24 NULL 10/16  GSEA CUROSEVIC_RESPONSE_TO_IMIQUIMOD
6 4321 094 3e-10 B8e-08 32x1 matrix metallopeptidase 12 (macrophage elastase) [Source: 11 =30.41 NULL 8/11  GSEA CBENNETT_SYSTEMIC_LUPUS_ERYTHEMATOSUS
<r> metagenes = 1 12 -30.08 NULL 13/31 BP negative regulation of viral genome replication
9 - 7 9560 088 4e-09 4e-06 32x1 chemokine (C-C motif ligand 4-like 1 [Source:HGNC Symbc 13 ~28.27 NULL 11716  GSEA CEINAV_INTERFERON_SIGNATURE_IN_CANCER
— 14 -27.22 NULL 34/204 BP cytokine-mediated signaling pathway
<r>genes = 0.5 15 -26.68 NULL 6/14 Glio Donson-immune cell intra signaling-associated with LTS in HGA
8 10581 -0.72 2e-07 8e-06 32x1 interferon induced transmembrane protein 2 [Source:HGNC ¢ 16 -
-24.68 NULL 3/4 MMML CGBCIEJ_MMML 47
<FC>=-0.38 9 3433 -0.75 6e-07 1e-05 32x1 interferon-induced protein with tetratricopeptide repeats 2 [St 17 ~246  NULL 6712 GSEA CZTSAI_DNAJB4_TARGETS_UP
18 -24.16 NULL 31/274 LymphomBPANG_IL21 DN
< i -t>=- . . " " -23. HANG_ANTIVIRAL_RESPONSE_TO_RIBAVIRIN_UP
Shnnkage t 13 45 ]_0 8743 -0.73 1e-06 1e-05 32x1 tumor necrosis factor (ligand) superfamily, member 10 [Sourc 19 23.99 NULL 5/16 GSEA CZ - — - -
I 0 20 -22.89 NULL 7116 GSEA C2MAHADEVAN_RESPONSE_TO_MP470_UP
<p-value> = 21 —21.67 NULL 451572 Disease GUDJ_psoriasis up
3666 -0.72 2e-06 1e-05 32x1 poly (ADP-ribose) polymerase family, member 9 [Source:HG ’ N
- 11 s ¢ € s2x poly { ! ) poly e [Sou 22 -20.9 NULL 3/4 GSEA CKRASNOSELSKAYA_ILF3_TARGETS_UP
<fdr> =0.51 hymid hosphoryl S HGNC Symbol-Acc:3148 23 -20.65 NULL 16/60 BP interferon-gamma-mediated signaling pathway
12 1890 -0.71 2e-06 1e-05 32x1 thymidine phosphorylase [Source: ymbol;Acc: ] 24 1988 NULL 614 GSEA C2XU_AKTL. TARGETS, 6HR
. ) . ) . 25 -19.53 NULL 3/5 GSEA CXIM_LRRC3B_TARGETS
P rofl | e S pot 13 8519 -0.7 3e-06 9e-05 32x1 interferon induced transmembrane protein 1 [Source:HGNC ¢ 26 1928 NULL 4110 GSEA CZDAUER_STAT3_TARGETS_DN
_ _ . 27 -18.77 NULL 6/14  GSEA CRADAEVA_RESPONSE_TO_IFNAL_UP
50 — 14 10561 -0.67 7e-06 1e-04 32x1 interferon-induced protein 44 [Source:HGNC Symbol;Acc:16! 28 184 NULL 5/16  GSEA CFARMER BREAST CANCER CLUSTER 1
29 -183 NULL 4110  GSEA C2GRANDVAUX_IRF3_TARGETS_UP
40 15 6773 -0.65 1le-05 1le-04 32x1 signal transducer and activator of transcription 2, 113kDa [So 30 -18.13 NULL 6/10 cc MHC class I protein complex
31 -18.08 NULL 8/18 BP positive regulation of T cell mediated cytotoxicity
16 3430 -0.64 2e-05 1e-04 32x1 interferon-induced protein 35 [Source:HGNC Symbol;Acc:53 32 -17.48 NULL 5/6 Lymphon@AVE_MHCCII BL DN
30 33 -17.46  NULL 5/18 BP response to interferon-gamma
17 10964 -064 2e-05 1e-04 32x1 interferon-induced protein 44-like [Source:HGNC SymboliAc 34 ~16.96 NULL 3/6 GSEA CISHIKAWA_STING_SIGNALING
20 35 -16.37 NULL 25/312 BP immune response
18 4940 -0.63 3e-05 3e-04 32x1 2-5-oligoadenylate synthetase 3, 100kDa [Source:HGNC S 36 -15.83 NULL 4714 GSEA C2SANA_TNF_SIGNALING_UP
37 -15.46 NULL 4/16  GSEA CZSEITZ_NEOPLASTIC_TRANSFORMATION_BY_8P_DELETION_
10 19 3628 -0.61 4e-05 3e-04 33x1 inositol polyphosphate-1-phosphatase [Source:HGNC Symt 38 -15.29 NULL 3/14 GSEA C2XU_RESPONSE_TO_TRETINOIN_AND_NSC682994_UP
39 -15.14 NULL 6/16 GSEA C2XU_HGF_TARGETS_INDUCED_BY_AKT1_6HR
1 20 2633 -0.59 7e-05 3e-04 32x1 guanylate binding protein 1, interferon-inducible [Source:HG! 40 -14.85 NULL 3/15 GSEA C2IANG_SILENCED_BY_METHYLATION_2
-
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GW 089

Local Summary Local Geneset Analysis

Local Genelist

Underexpression
%DE = 0.87 Rank log(FC)  fdr Description
' ID p-value  Metagene .
-value
# metagenes = 18 Rank GSZ p #in/all Geneset
= 5341 -1.08 6e-13 2e-11 50x1 pleckstrin [Source:HGNC Symbol;Acc:9070] -35.78 NULL 13/15 CC MHC class Il protein complex
genes
2 -28.65 NULL 96/417 H.Tiss WIRTH_Immune system
# genes in genesets = 289 2 348 -1.06 1le-12 1e-10 50x1 apolipoprotein E [Source:HGNC Symbol:Acc:613] 3 -22.48 NULL 8/21 cC clathrin-coated endocytic vesicle membrane
4 -22.39 NULL 98/553 Cancer Lembcke_Colonic Inflammation
. _ 3 3123 -1.04 4e-12 3e-10 45x1 major histocompatibility complex, class I, DR beta 1 [Source: 5 —-22.06 NULL 3/3 MMML CGRCIEJ_MMML 7
# genes Wlth fdr < Ol - 201 ( lo + / 191 ) 6 -21.4 NULL 8/23 cC integral to lumenal side of endoplasmic reticulum membrane
# genes with fdr < 0.05 =186 ( 10+/176 - ) 4 5552 -1.01 1le-11 1e-09 50x1 serglycin [Source:HGNC Symbol;Acc:9361] 7 -20.94 NULL 16/47 BP antigen processing and presentation
8 -20.34 NULL 56/312 BP immune response
# genes with fdr < 0.01 = 115 ( 7+/108 - ) 5 3689 ~099 4e-11 3e-09 50x1 integrin, beta 2 (complement component 3 receptor 3and4s 9 -19.22 NULL 8/28 CC transport vesicle membrane
10 -17.91 NULL 2/3 GSEA CXEGG_VIRAL_MYOCARDITIS
6 10537 -0.96 2e-10 3e-09 50x1 ubiquitin D [Source:HGNC Symbol;Acc:18795] 11 -17.86 NULL 8/32 cc ER to Golgi transport vesicle membrane
t 0.99 12 -17.4  NULL 43/265 Glio willscher_GBM_Verhaak-CL_expression_B_up
<r> metagenes = 0. _ _
g 7 3543 087 20-10 2e-08 49x1 immunoglobulin lambda-like polypeptide 1 [Source:HGNC Sy 13 174 NULL 43/265 Glio  willscher GBM_Verhaak-MES_expression_B_up
-17.4  NULL 431265 Gli willscher_GBM_Verhaak-PNwt_expression_B_down
<r> genes = 058 %‘5‘ -17.4  NULL 431265 GI!O wiIlscheriGBM7VerhaakaNmuil e‘>)< ressio} g down
8 972 -0.92 8e-10 6e-08 50x1 CD74 molecule, major histocompatibility complex, class Il inv. 16 N o - - Lexp — =
-16.45 NULL 5/12 GSEA CZHAN_MULTIPLE_MYELOMA_DN
<FC>=-0.32 9 3122 -0.83 2e-09 3e-07 50x1 major histocompatibility complex, class I, DR alpha [Source:t 17 -16.26 NULL 9735 cc trans-Golgi network membrane
18 -16.21 NULL 9/46 cc endocytic vesicle membrane
<shri -t>=- - T cell tor signaling path
shrinkage-t 11.27 10 804 _085 1e-08 3e-07 50x4 cyclin D2 [Source:HGNC SymbolAcc:1583] 19 1552 NULL 17784 BP cell receptor signaling pathway
I O 01 20 -15.44 NULL 7115 GSEA CFINAK_BREAST_CANCER_SDPP_SIGNATURE
<p—Va ue>=0. -15.18 NULL 2/4 GSEA CXEGG_LEISHMANIA_INFECTION
11 255231 -0.84 2e-08 3e-07 49x1 mucolipin 2 [Source:HGNC Symbol;Acc:13357] 21 . - =
<fdr> 0.55 22 -15.07 NULL 7111 GSEA CBIOCARTA_TCYTOTOXIC_PATHWAY
==0 23
-14.93 NULL 5/13 MMML CG®CIEJ_MMML 6
12 3059 -0.83 3e-08 3e-07 50x1 hematopoietic cell-specific Lyn substrate 1 [Source:HGNC S 24 1492 NULL 14787 BP antigen processing and presentation of exogenous peptide antigen
. b h i . astin) [S HGNC S 25 -14.86 NULL 17/60 BP T cell costimulation
P rofl | e S pot 13 3936 -0.82 4e-08 1e-06 50x1 lymphocyte cytosolic protein 1 (L-plastin) [Source:HGNC Syr 26 1475 NULL o/s2  chr Chr HSCHRS_MHC_ QBL
. : . 27 -14.15 NULL 12/60 BP interferon-gamma-mediated signaling pathway
50 14 1545 -0.8 7e-08 4e-06 50x4 cytochrome P450, family 1, subfamily B, polypeptide 1 [Sourc 28 _14.07 NULL 18/74 BP regulation of immune response
29 -13.78 NULL 5/12 BP immunoglobulin mediated immune response
40 15 969 -0.77 2e-07 4e-06 50x1 CD69 molecule [Source:HGNC Symbol;Acc:1694] 30 1362 NULL 6/11 GSEA CBIOCARTA THELPER_PATHWAY
31 -13.53 NULL 5/10 GSEA CA.EE_DIFFERENTIATING_T_LYMPHOCYTE
16 5880 -0.77  3e-07 8e-06 50x1 ras-related C3 botulinum toxin substrate 2 (rho family, small ¢ 39 1349 NULL 6/8 Glio  Donson-migration tethering and rolling-associated with LTS in HG
30 33 -13.26 NULL 5/16  GSEA CFERRANDO_TAL1_NEIGHBORS
17 5142 -0.75 6e-07 8e-06 50x4 phosphodiesterase 4B, cAMP-specific [Source:HGNC Symbr 34 ~13.02 NULL 4711 GSEA C2APPEL_IMATINIB_RESPONSE
20 35 -13.01 NULL 2/6 GSEA CBUDHU_LIVER_CANCER_METASTASIS_UP
18 64759 -0.74 7e-07 3e-05 50x4 tensin 3 [Source:HGNC Symbol;Acc:21616] 36 -13 NULL 6/12 GSEA CBIOCARTA_CTL_PATHWAY
37 -12.99 NULL 26/162 CC external side of plasma membrane
10 — 19 3126 -0.72 2e-06 3e-05 50x1 major histocompatibility complex, class I, DR beta 4 [Source: 38 -12.97 NULL 3/8 GSEA CAINDSTEDT_DENDRITIC_CELL_MATURATION_D
39 -12.96 NULL 6/15 Glio Donson-chemokines/cytokines-associated with LTS in HGA
1 20 7454 -0.7 3e-06 3e-05 50x1 Wiskott-Aldrich syndrome [Source:HGNC Symbol;Acc:12731 40 -12.78 NULL 31/316 Cancer SPANG_BCL6-index2
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