GW 056

Global Summary Global Genelist Global Geneset Analysis

%DE = 0.13 Rank log(FC)  fdr Description Rank GSz p-value #all Geneset
' ID p-value  Metagene
# genes with fdr < 0.2 = 1343 (769 +/574 -)

Overexpressed
# genes with fdr < 0.1 =1103 ( 662 + /441 - ) 1 92501 1.87  2e-16 6e-14 48x2 ankyrin repeat and SOCS box containing 16 [Source:HGNC ¢ ] 11.65  NULL 4 MMML CEBCIE]_MMML 23
2 10.75  NULL 553 Cancer Lembcke_Colonic Inflammation
# genes with fdr < 0.05 =906 ( 568 + /338 — ) 2 387695 1.5 2e-16 6e-14 1x49 chromosome 10 open reading frame 99 [Source:HGNC Symt 3 10.15 NULL 417 H.Tiss WIRTH_Immune system
) 4 10 NULL 957 Chr Chr11
# genes with fdr < 0.01 = 570 ( 392 +/178 - ) 3 57172 283  2e-16 6e-14 49x1 calcium/calmodulin-dependent protein kinase IG [Source:HG 5 955  NULL 1135 Chr Chr 19
6 9.05  NULL 16 GSEA CUROSEVIC_RESPONSE_TO_IMIQUIMOD
i - - i — if) li - - 8.89 NULL 312 BP immune response
# genes in genesets = 16332 4 6363 1.86 2e-16 6e-14 50x1 chemokine (C-C motif) ligand 19 [Source:HGNC Symbol;Acc 7
8 8.58 NULL 21 cC cornified envelope
5 6366 15 2e-16 6e-14 50x2 chemokine (C—-C motif) ligand 21 [Source:HGNC Symbol;Acc 9 8.51 NULL 10 GSEA C2GRANDVAUX_IFN_RESPONSE_NOT_VIA_IRF3
<FC>=0 10 809  NULL 42 BP keratinization
. 6 6355 147  2e-16 Ge-14 32x1 chemokine (C-C motif) ligand 8 [Source:HGNG SymbolAce: L1 809 NULL 135 H.Tiss WIRTH Mucosa
<shrinkage-t>=0 12 8.02  NULL 10 cc hemoglobin complex
13 7.77 NULL 51 BP type | interferon signaling pathway
- . — — CD27 molecule [S :HGNC Symbol;Acc:11922]
<p-value>=0.14 79 146 2e-16 Gel4 49x1 molecule [Source ymbotAce 1 14 765  NULL 16 GSEA CFARMER_BREAST_CANCER_CLUSTER_1
| P D (adipsin) [S -HGNC Symbol-Acc-27 15 7.37 NULL 74 BP regulation of immune response
<fdr>=0.87 8 1675 1.38 2e-16 Ge-14 50x9  complement factor D (adipsin) [Source: ymoohAce:21 16 7.26 NULL 11 MF oxygen transporter activity
17 711 NULL 16 GSEA CZHANG_INTERFERON_RESPONSE
9 1277 -1.49 2e-16 6e-14 2x1 collagen, type |, alpha 1 [Source:HGNC Symbol;Acc:2197] 18 6.68 NULL 1 GSEA CZBIOCARTA_AHSP_PATHWAY
19 6.5 NULL 9 GSEA CMILICIC_FAMILIAL_ADENOMATOUS_POLYPOSIS_DN
10 51758 2.35 2e-16 6e-14 49x1 cyclin-dependent kinase 12 [Source:HGNC Symbol;Acc:242; 20 6.4 NULL 5 GSEA C2WONG_ENDOMETRIAL_CANCER_LATE
11 49860 146  2e-16 6e-14 1x50 cornulin [Source:HGNC Symbol;Acc:1230] Underexpressed
1 -10.07 NULL 10 GSEA C2CHASSOT_SKIN_WOUND
12 9547 2.1 26-16 6Ge-14 1x46 chemokine (C-X~C motif) ligand 14 [Source:HGNC Symboly 2 -9.43  NULL 436 MIRNA target-siRB3a8n
3 -9.36  NULL 16 GSEA CNAGASHIMA_EGF_SIGNALING_UP
. Lo . . . 4 -9.15 NULL 262 mIRNA tahget-sirBaus|
— — DCN1, defect I ddylation 1, d t 5 . .
P I’Ofl | e Reg U|ated S pOtS 13 8425 1.9 2e-16 6e-14 Sx42 elective In cullin neddylation omain containing 5 | 5 -8.47  NULL 142 Glio willscher_GBM_Verhaak-CL_expression_C_up
. 6 -8.47  NULL 142 Glio willscher_GBM_Verhaak-PNmut_expression_C_down
50 — .- - 14 1673 1.35 2e-16 6e-14 1x49 defensin, beta 4B [Source:HGNC Symbol;Acc:30193] 7 _g NULL 24 TF TissU&/AQUERIZAS_Trachea
8 -7.94  NULL 370 BP mitotic cell cycle
15 1958 -1.69 2e-16 6e-14 22x50 early growth response 1 [Source:HGNC Symbol;Acc:3238] 9 -7.32  NULL 315 mIRNA tangat-srBase
40 10 -7.31  NULL 16 GSEA C2CROONQUIST_STROMAL_STIMULATION_UP
16 2167 1.35 2e-16 6e-14 1x44 fatty acid binding protein 4, adipocyte [Source:HGNC Symbol 11 =723 NULL 313 MIiRNA tangat-stRBE59
30 — 12 -721  NULL 217 miRNA tahget-stiRBa38m
17 54855 2.38 2e-16 6e-14 49x1 family with sequence similarity 46, member C [Source:HGNC 13 -7.02  NULL 421 MIRNA tanget-aerBase
14 -7.01 NULL 470 mIiRNA 3GTAC-17-5P--20A--106A--106B--20B--519D
20 . ) . ) 15 -6.99  NULL 335 MIRNA tanget-stifBasge-5p
18 51303 1.69 2e-16 6e-14 49x3 FK506 binding protein 11, 19 kDa [Source:HGNC Symbol;Ac: 16 696 NULL 321 MIRNA tohgat stifBE8a-5p
) . 17 -6.78  NULL 310 MIRNA tahgat-stirBaso
10 — 19 2353 -159 2e-16 6e-14 22x50 FBJ murine osteosarcoma viral oncogene homolog [Source:+ 18 —6.77 NULL 324 mMiRNA tangat-atRBaga
19 -6.73  NULL 12 MIRNA tanget-29¢c
1 20 3002 1.41 2e-16 6e-14 49x1 granzyme B (granzyme 2, cytotoxic T-lymphocyte-associate: 20 -6.72  NULL 368 mMiRNA tangat-srRBase
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GW 056

Local Summary Local Genelist Local Geneset Analysis

Overexpression
%DE = 0.88 Rank log(FC)  fdr Description
’ ID -value  Metagene .
# metagenes = 19 P Rank GSz p-value #in/all Geneset
# genes = 296 1 92591 1.87 2e-16 5e-16 48x2 ankyrin repeat and SOCS box containing 16 [Source:HGNC ¢ ] 27.16  NULL 97/417 H.Tiss WIRTH_Immune system
2 22 NULL 3/5 GSEA CAWONG_ENDOMETRIAL_CANCER_LATE
# genes in genesets =293 2 57172 2.83 2e-16 5e-16 49x1 calcium/calmodulin-dependent protein kinase IG [Source:HG 3 21.48  NULL 99/553 Cancer Lembcke_Colonic Inflammation
4 19.6 NULL 9/16 GSEA CFARMER_BREAST_CANCER_CLUSTER_1
: — 3 6363 1.86 2e-16 5e-16 50x1 chemokine (C—-C motif) ligand 19 [Source:HGNC Symbol;Acc 5 16.27  NULL 13/15 CC MHC class Il protein complex
# genes with fdr <0.1 =231 ( 219+/12 ) 6 16.04  NULL 418 GSEA C2GRAHAM_CML_QUIESCENT_VS_NORMAL_DIVIDING_DN
# genes with fdr < 0.05 =207 ( 197 +/10 - ) 4 6366 15 2e-16 5e-16 50x2 chemokine (C-C motif) ligand 21 [Source:HGNC Symbol:Acc 7 16 NULL 3/9 GSEA CMILICIC_FAMILIAL_ADENOMATOUS_POLYPOSIS_DN
: 8 15,55  NULL 6/8 Glio Donson-migration tethering and rolling-associated with LTS in HG
# genes with fdr < 0.01 = 175 ( 168+/7 - ) 5 939 146  2e-16 5e-16 49x1 CD27 molecule [Source:HGNC Symbol;Acc:11922] 9 1532 NULL 56/312 BP immune response
10 153  NULL 3/7 GSEA C2GRAHAM_CML_DIVIDING_VS_NORMAL_DIVIDING_DN
6 51755 235 2e-16 5e-16 49x1 cyclin-dependent kinase 12 [Source:HGNC Symbol:Acc:242; 11 1492 NULL 5/17  BP positive regulation of neutrophil chemotaxis
t 0.99 12 1454  NULL 6/12  GSEA CBIOCARTA_CTL_PATHWAY
<r> metagenes = 0.
g 7 54855 238  20-16 5e-16 49x1 family with sequence similarity 46, member C [SourceHGNC 13 1431 NULL 3/6 GSEA C2SANA_RESPONSE_TO_IFNG_UP
<r> genes = 0.57 14 14.08  NULL 19/60 BP T cell costimulation
8 51303 169  2e-16 5e-16 49x3 FK506 binding protein 11, 19 kDa [Source:HGNC SymbolAc 19 1369  NULL 217 GSEA C2IZUKA_LIVER_CANCER_PROGRESSION_G2_G3_DN
16 1343  NULL 7/11  GSEA CBIOCARTA_THELPER_PATHWAY
<FC>=0.56 9 3002 141  2e-16 5e-16 49x1 granzyme B (granzyme 2, cytotoxic T-lymphocyte-associate 17 1318  NULL 7115  GSEA CFINAK_BREAST_CANCER_SDPP_SIGNATURE
18 13.12  NULL 7111 GSEA CBIOCARTA_TCYTOTOXIC_PATHWAY
<shri -t> = i D ~chemokines/cytokines-associated with LTS in HGA
Shnnkage t 19.48 10 3128 1.6 2e-16 5e-16 50x1 major histocompatibility complex, class II, DR beta 6 (pseudo %8 gg; zﬂtt i;;s gléoEA cZ\lTI;LSg;NC ;';’\(‘)(;C?ASLCVSZ;;;MQASS;%E edwi n
<p_Va|Ue> =0 12.91 NULL 5/12 BP dendriti 7|I hi it i -
11 3512 1.41 2e-16 5e-16 50x1 immunoglobulin J polypeptide, linker protein for immunoglobu 21 : endritic cefl chemotaxis
fdr> = 0.32 22 12.88  NULL 5/13 GSEA CHAHTOLA_CTCL_PATHOGENESIS
<tar> = 0. 23 12.81 NULL 417 Glio Donson-cytotoxic effectors—associated with LTS in HGA
12 91353 179  2e-16 5e-16 48x1 24 1281 NULL 7/16  LymphomaRIGHT ABC UP
. 25 12.79  NULL 18/74 BP regulation of immune response
P rofl | e S pot 13 126306 2.07 2e-16 5e-16 49x1 junctional sarcoplasmic reticulum protein 1 [Source:HGNC Sy 26 1273 NULL 1/2 GSEA C2GUTIERREZ MULTIPLE MYELOMA UP
27 12.56  NULL 5/12 BP immunoglobulin mediated immune response
50 — 14 51237 1.96 2e-16 5e-16 48x1 marginal zone B and B1 cell-specific protein [Source:HGNC 28 1226 NULL 451265 Glio willscher GBM_Verhaak-CL_expression_B_up
29 12.26  NULL 451265 Glio willscher_GBM_Verhaak-MES_expression_B_up
40 - 15 11040 212 2e-16 5Se-16 49x1 pim-2oncogene [Source:HGNC Symbol:Acc:8987] 30 1226 NULL 451265 Glio  willscher_GBM_Verhaak-PNwt_expression_B_down
31 12.26  NULL 451265 Glio willscher_GBM_Verhaak-PNmut_expression_B_down
16 170679 1.8 2e-16 5e-16 47x2 psoriasis susceptibility 1 candidate 1 [Source:HGNC Symbol; 32 11.9 NULL 5/11 BP positive regulation of B cell differentiation
30 33 113 NULL 2/10 BP positive regulation of chemotaxis
17 5730 137  2e-16 5e-16 50x1 prostaglandin D2 synthase 21kDa (brain) [Source:HGNC Syn 34 11.05  NULL 271204 BP cell surface receptor signaling pathway
2 35 11.04  NULL 2/3 GSEA CXEGG_VIRAL_MYOCARDITIS
6748 1.65 2e-16 5e-16 48 x4 signal sequence receptor, delta [Source:| ymbol;Acc:. lymph node development
0 ignal delta [S HGNC Symbol;Acc:1 10.94  NULL 4/13  BP ymp p
37 10.81  NULL 4122 BP positive regulation of phosphatidylinositol 3—kinase activity
10 — 19 3385 1.33 4e-16 3e-13 50x1 intercellular adhesion molecule 3 [Source:HGNC Symbol;Acc 38 10.78  NULL 418 LymphontfdASCQUE_ABC UP
39 10.75  NULL 5/8 GSEA CBIOCARTA_TCRA_PATHWAY
1 _q 20 608 1.26 2e-14 3e-13 48x2 tumor necrosis factor receptor superfamily, member 17 [Sour 40 10.56  NULL 3/9 GSEA C2GUTIERREZ_WALDENSTROEMS_MACROGLOBULINEMIA_1_C
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GW 056

Local Summary Local Genelist Local Geneset Analysis

Underexpression

%DE = 0.89 RanII<D log(FC)  fdr Description

# metagenes = 29 p-value  Metagene Rank GSz p-value #in/all Geneset

# genes = 368 1 1958 -169 2e-16 2e-15 22x50 early growth response 1 [Source:HGNC Symbol;Acc:3238] 1 -32.34 NULL 6/10 GSEA C2CHASSOT_SKIN_WOUND
2 -25.59 NULL 8/16 GSEA CNAGASHIMA_EGF_SIGNALING_UP
# genes in genesets = 363 2 2353 159 2e-16 2e-15 22x50 FBJ murine osteosarcoma viral oncogene homolog [Source: 3 -22.95 NULL 7/15  GSEA CAMIT_EGF_RESPONSE_40_HELA
4 -22.19 NULL 5/16 GSEA C2AMIT_EGF_RESPONSE_40_MCF10A
. _ 3 114908 1.36 2e-16 2e-15 26x50 transmembrane protein 123 [Source:HGNC Symbol;Acc:301% 5 -21.05 NULL 6/16 GSEA C2AMIT_SERUM_RESPONSE_40_MCF10A
# genes Wlth fdr < Ol - 286 ( 9 + / 277 ) 6 -20.29 NULL 5/24 TF Tissu/AQUERIZAS_Trachea
# genes with fdr < 0.05 =241 (7+/234 -) 4 10413 157  2e-16 2e-15 26x50 Yes-associated protein 1 [Source:HGNC SymbolAcc:16262] 7 -18.59 NULL 4114 BP response to light stimulus
8 -17.96 NULL 4/14  GSEA CZTIAN_TNF_SIGNALING_NOT_VIA_NFKB
# genes with fdr < 0.01 = 130 ( 6+/124 - ) 5 2354 -126 le-14 5e-11 22x50 FBJ murine osteosarcoma viral oncogene homolog B [Source 9 -17.7  NULL 3/11  GSEA CAMIT_EGF_RESPONSE_20_HELA
10 -17.26 NULL 7/16  GSEA C2AMIT_DELAYED_EARLY_GENES
6 8553 2107 1e-12 3e-10 22x50 basic helix-loop-helix family, member e40 [Source:HGNC Sy~ 11 -15.64 NULL 4/12  GSEA CZSESTO_RESPONSE_TO_UV_C3
t 0.94 12 -15.37 NULL 4/14  GSEA CBIOCARTA_IL2_PATHWAY
<r> metagenes = 0. _
g 7 1843 103 8e-12 2e-09 22x50 dualspecificity phosphatase 1 [Source:HGNC SymbolAcc:3l 13 14.87 NULL 218 GSEA C2YEMELYANOV_GR_TARGETS_DN
<rs> geneS =0.26 14 -14.79 NULL 5/16 GSEA C2UZONYI_RESPONSE_TO_LEUKOTRIENE_AND_THROMBIN
8 23645 -1.08 5e-11 4e-09 22x50 protein phosphatase 1, regulatory subunit 15A [Source:HGN(C 15 -14.45 NULL 215 MIRNA tangfi-101
16 -14.38 NULL 6/16 TF Tissud/AQUERIZAS_Pancreas
<FC>=-0.35 9 3725 -1.05 1e-10 2e-08 22x50 jun proto-oncogene [Source:HGNC Symbol;Acc:6204] 17 ~14.28 NULL 3/10  GSEA CBIOCARTA_CDMAC_PATHWAY
18 -14.15 NULL 3/12 GSEA CBIOCARTA_CCR5_PATHWAY
<shri -t>=- - to corticost
shrlnkage t 12.27 10 o8 101 6e-10 4e-08 23x50 ZFP36 ring finger protein-like 2 [Source:HGNC Symbol:Acc:” 19 13.84 NULL 3/15 BP response to corticosterone .
I 0.01 20 -13.45 NULL 5/30 BP cellular response to hormone stimulus
<p—Va ue>=0. 21 -13.43 NULL 4/8 MMML CG®CIEJ_MMML 50
7538 -0.98 2e-09 3e-07 22x50 ZFP36 ring finger protein [Source:HGNC Symbol;Acc:12862] ! -
fd =057 11 5 ¢ © xS g fingerp : 4 ! 22 -13.39 NULL 1/4 GSEA C2GARASHI_ATF4_TARGETS_UP
<tdr>=0. NCK ted protein 1 [S "HGNC Symbol:Acc:7666 23 -13.35 NULL 3/12  GSEA CBIOCARTA_ARENRF2_PATHWAY
12 0787 094 1e-08  1e-06 25x50 associated protein 1 [Source: ymootAce: 1 24 -13.34 NULL 2/10 GSEA CZREACTOME_ACTIVATION_OF_THE_AP1_FAMILY_OF_TRANSC
. ! 25 -13.27 NULL 5/39 BP response to CAMP
P rofl | e S pot 13 8349 -0.89 5e-08 1e-06 21x50 histone cluster 2, H2be [Source:HGNC Symbol;Acc:4760] 26 1304 NULL 4/19 ME R-SMAD binding
) _ : 27 -13.04 NULL 3/12  GSEA CBIOCARTA_DREAM_PATHWAY
50 - 14 51030 -0.89 6e-08 2e-06 26x50 trans—golgi network vesicle protein 23 homolog B (S. cerevisi 28 _1288 NULL 3/16 GSEA CZCROONQUIST_STROMAL_STIMULATION_UP
) ) 29 -12.56 NULL 4116  GSEA C2AMIT_EGF_RESPONSE_60_MCF10A
40 - 15 5782 -0.87 1e-07 2e-06 25x50 Pprotein tyrosine phosphatase, non-receptor type 12 [Source:l 30y 1238 NULL 2/12  TF Tissud/AQUERIZAS_Kidney
31 -12.3  NULL 4/16 GSEA C2MAHADEVAN_RESPONSE_TO_MP470_DN
16 3716 -0.86 2e-07 2e-06 25x49 Janus kinase 1 [Source:HGNC Symbol;Acc:6190] 32 _12.26 NULL 4130 BP cellular response to calcium ion
30 33 -12.13 NULL 5/39  TF Tissud/AQUERIZAS_Thyroid
17 57162 -0.86 2e-07 9e-06 23x50 pellino E3 ubiquitin protein ligase 1 [Source:HGNC Symbol;A 34 121 NULL 1/5 GSEA CZTURJANSKI_MAPK11_TARGETS
20 35 -12.09 NULL 2/9 GSEA C2GUTIERREZ_WALDENSTROEMS_MACROGLOBULINEMIA_1 _C
18 467 -0.83 4e-07 9e-06 22x50 activating transcription factor 3 [Source:HGNC Symbol;Acc:7: 36 -11.71 NULL 3/15 GSEA C2NGA_TP53_TARGETS
37 -11.52 NULL 2/13 BP SMAD protein signal transduction
10 — 19 11260 -0.81 7e-07 9e-06 25x50 exportin, tRNA [Source:HGNC Symbol;Acc:12826] 38 -11.42 NULL 4115 GSEA CDIRMEIER_LMP1_RESPONSE_EARLY
39 -11.39 NULL 217 GSEA CZTURJANSKI_MAPK7_TARGETS
1 20 665 -0.81 9e-07 5e-05 24x50 BCL2/adenovirus E1B 19kDa interacting protein 3-like [Sourc 40 -11.38 NULL 3/15 GSEA CBIOCARTA_INSULIN_PATHWAY
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GW 056

Local Summary

%DE = 0.83
# metagenes = 2
# genes = 43

# genes in genesets = 43

# genes with fdr< 0.1 =33 (1+/32 -)

# genes with fdr < 0.05 =33 (1+/32 -)

# genes with fdr < 0.01=16 (0+/16 -)

<r> metagenes = 1

<r>genes = 0.56

<FC>=-0.35
<shrinkage-t> = -12.38
<p-value>=0.01
<fdr>=0.57
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Rank
ID
1 51659
2 29028
3 9833
4 63979
5 10733
6 8%
7 23350
8 55635
9 10728
10 983
11 29980
12 22974
13 6790
wr 14 4085
15 9493
16 7272
17 8833
18 144455
19 83461
20 10635
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log(FC)  fdr Description
p-value  Metagene

-0.88 7e-08 2e-04 44x50 GINS complex subunit2 (Psf2 homolog) [Source:HGNC Sym
-0.7 2e-05 3e-04 44x50 ATPase family, AAA domain containing 2 [Source:HGNC Sym
-0.65 7e-05 3e-04 44x50 maternal embryonic leucine zipper kinase [Source:HGNC Syi
-0.64 1e-04 6e-04 45x50 fidgetin-like 1 [Source:HGNC Symbol;Acc:13286]
-0.61 2e-04 6e-04 44x50 polo-like kinase 4 [Source:HGNC Symbol;Acc:11397]
-0.59 3e-04 6e-04 44x50 cyclin A2 [Source:HGNC Symbol;Acc:1578]
-0.59 4e-04 1e-03 45x50 U2snRNP-associated SURP domain containing [Source:HG
-0.56 7e-04 1e-03 44 x50 DEP domain containing 1 [Source:HGNC Symbol;Acc:22949]
-0.55 8e-04 1e-03 45x50 prostaglandin E synthase 3 (cytosolic) [Source:HGNC Symbc
-0.55 9e-04 7e-03 44x50 cyclin-dependent kinase 1 [Source:HGNC Symbol;Acc:1722]
-0.51 2e-03 7e-03 44x50 downstream neighbor of SON [Source:HGNC Symbol;Acc:29
-0.48 3e-03 7e-03 44x50 TPX2, microtubule-associated [Source:HGNC Symbol;Acc:1
-0.47 4e-03 7e-03 44 x50 aurorakinase A [Source:HGNC Symbol;Acc:11393]
-0.46 5e-03 1le-02 44x50 MAD?2 mitotic arrest deficient-like 1 (yeast) [Source:HGNC S
-0.45 7e-03 1le-02 44x50 kinesin family member 23 [Source:HGNC Symbol;Acc:6392]
-0.43 8e-03 1e-02 44x50 TTK protein kinase [Source:HGNC Symbol;Acc:12401]
-0.43 9e-03 3e-02 45x50 guanine monphosphate synthase [Source:HGNC Symbol;Act
-0.4 le-02 3e-02 45x50 E2F transcription factor 7 [Source:HGNC Symbol;Acc:23820]
-0.38 2e-02 3e-02 44x50 celldivision cycle associated 3 [Source:HGNC Symbol;Acc:1.
-0.38 2e-02 5e-02 45x50 RADS51 associated protein 1 [Source:HGNC Symbol;Acc:169!
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Local Geneset Analysis

p-value #in/all Geneset

Underexpression
Rank GSz

1 -40.14 NULL
2 -39.98 NULL
3 -39.98 NULL
4 -34.18 NULL
5 -27.08 NULL
6 -25.98 NULL
7 -24.67 NULL
8 -24.18 NULL
9 -22.05 NULL
10 -21.44 NULL
11 -21.37 NULL
12 -20.12 NULL
13 -19.96 NULL
14 -19.06 NULL
15 -17.45 NULL
16 -17.4  NULL
17 -17.29 NULL
18 -16.5 NULL
19 -16.39 NULL
20 -16.01 NULL
21 -15.95 NULL
22 -15.7 NULL
23 -15.6  NULL
24 -15.34 NULL
25 -15.11 NULL
26 -14.91 NULL
27 -14.68 NULL
28 -14.57 NULL
29 -14.4  NULL
30 -13.98 NULL
31 -13.93 NULL
32 -13.8  NULL
33 -13.61 NULL
34 -13.25 NULL
35 -12.97 NULL
36 -12.95 NULL
37 -12.74 NULL
38 -12.69 NULL
39 -12.67 NULL
40 -12.62 NULL

6/16
26/142
26/142
5/15
5/16
4715
10/57
41716
5/18
4714
4715
3/14
4714
3/15
2/9
3/14
2/8
23/530
2/11
2/9
41715
2/9
2/12
2/15
2/16
2/15
3/15
21/572
2/9
4126
4116
4130
2/11
3/15
1/7
1/13
1/6
8/56
16 /370
3/13

GSEA CFINETTI_BREAST_CANCER_BASAL_VS_LUMINAL

Glio willscher_GBM_Verhaak-CL_expression_C_up

Glio willscher_GBM_Verhaak-PNmut_expression_C_down

GSEA CFINETTI_BREAST_CANCER_KINOME_RED

GSEA C2SCIAN_CELL_CYCLE_TARGETS_OF_TP53_AND_TP73_DN

Cancer SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3 UP
Glio developing astrocytes

GSEA CFARMER_BREAST_CANCER_CLUSTER_2

BP spindle organization

GSEA C2AMUNDSON_GAMMA_RADIATION_RESPONSE

GSEA CAY_AGING_MIDDLE_DN

GSEA C2.OPEZ_MESOTELIOMA_SURVIVAL_TIME_UP

GSEA C2XU_HGF_TARGETS_INDUCED_BY_AKT1_48HR_DN

GSEA C20LSSON_E2F3_TARGETS_DN

GSEA CBIOCARTA_RANMS_PATHWAY

MMML CGBCIEJ_MMML 4

GSEA C2GRAHAM_CML_QUIESCENT_VS_CML_DIVIDING_DN

Cancer Lembcke_Normal vs Adenoma

BP trophoblast giant cell differentiation

GSEA CXUMAMOTO_RESPONSE_TO_NUTLIN_3A_DN

GSEA C2SMID_BREAST_CANCER_LUMINAL_A_DN

GSEA C2CHUANG_OXIDATIVE_STRESS_RESPONSE_DN

BP regulation of double-strand break repair via homologous recombin
GSEA CREACTOME_CYCLIN_A1_ASSOCIATED_EVENTS_DURING_G2
Cancer WOLFER_overlap genes

GSEA C20DONNELL_TARGETS_OF_MYC_AND_TFRC_DN

GSEA C2CHANG_CYCLING_GENES

Disease GUDJ_psoriasis up

GSEA C2SEMBA_FHIT_TARGETS_DN

BP cellular response to ionizing radiation
Cancer RHODES_UNDIFFERENTIATED_CANCER
BP mitotic spindle assembly checkpoint

GSEA CREACTOME_UNWINDING_OF_DNA

GSEA CAWU_APOPTOSIS_BY_CDKN1A_VIA_TP53

GSEA CFIRESTEIN_CTNNB1_PATHWAY_AND_PROLIFERATION
GSEA CNIKOLSKY_BREAST_CANCER_16Q24_AMPLICON
GSEA CZERBINI_RESPONSE_TO_SULINDAC_DN

cc chromosome, centromeric region

BP mitotic cell cycle

GSEA CZROONQUIST_IL6_DEPRIVATION_DN



