F4 mel

Global Summary Global Genelist Global Geneset Analysis

%DE = 0.21 Rank log(FC)  fdr Description Rank GSz p-value #all Geneset
ID p-value  Metagene
# genes with fdr < 0.2 =2665 (1597 +/1068 -)

Overexpressed
# genes with fdr < 0.1 = 2205 ( 1339 + / 866 —) 1 Amz2 -1.3  2e-16 2e-13 48x42 archaelysin family metallopeptidase 2 [Source:HGNC Symbo ] 729  9e-04 135 GSEA CAWHITFIELD_CELL_CYCLE_G1_S
) 2 703 1e-03 305 GSEA CDUTERTRE_ESTRADIOL_RESPONSE_24HR_UP
# genes with fdr < 0.05 =1677 (1046 +/631 -) 2 ANKRD28  -157 2e-16 2e-13 50x5 ankyrin repeat domain 28 [Source:HGNC Symbol:AccHGNC 3 702 1e-03 139 BP  DNA replication
. 4 6.9 1e-03 59 GSEA C2KAUFFMANN_MELANOMA_RELAPSE_UP
# genes with fdr < 0.01 = 1059 (676 +/383 -) 3 cepor 206  2e-16 2e-13 2x47 centrosomal protein 97kDa [Source:HGNC SymbolAccHGN 5 663  1e-03 215 GSEA CKAUFFMANN_DNA_REPAIR_GENES
6 657  1e-03 68 GSEA CVERNELL_RETINOBLASTOMA_PATHWAY_UP
# genes in genesets = 14839 4 bcT ~127 2e-16 2e-13 1x11 dopachrome tautomerase [Source:HGNC Symbol:AcG:HGNC 7 639  1e-03 94 BP respiratory electron transport chain
8 6.38 1e-03 38 GSEA CBURTON_ADIPOGENESIS_PEAK_AT_16HR
5 IDH3B -1.78 2e-16 2e-13 22x43 isocitrate dehydrogenase 3 (NAD+) beta [Source:HGNC Sym 9 6.27 2e-03 43 GSEA CPID_FANCONI_PATHWAY
<FC>=0 10 599  2e-03 26 GSEA CRREACTOME_ACTIVATION_OF_THE_PRE_REPLICATIVE_COMP
) _ 6  NuP214 146 2e-16 2e-13 7x44 nucleoporin 214kDa [Source:HGNC SymbolAccHGNC:8064 11 598 2e-08 1192 GSEA CKINSEY_TARGETS_OF_EWSR1_FLII FUSION_UP
<shrinkage-t> = 0.04 12 587  2e-03 32 GSEA CKEGG_DNA_REPLICATION
. - 13 5.75 2e-03 768 BP DNA metabolic process
— - OCIAD1 -1.45 2e-16 2e-13 39x34 OCIA domain containing 1 [Source:HGNC Symbol;Acc:HGN(
<p-value>=0.08 7 g1l Y 14 574  2e-03 138 GSEA CKAUFFMANN_DNA_REPLICATION_GENES
<fdr> = 0.79 8 ploy 223 2616 20-13 1x20  phosphatidyiinositl gl nor biosynthesis. class Y IS 15 571  2e-03 78 GSEA CREACTOME_RESPIRATORY_ELECTRON_TRANSPORT_ATP_S
= —2.. - - IOl can anchor bios
r . N € x20  phosphatcy gy synthesis, class Y [Sou 7 ¢ 568  2e-03 198 GSEA CZFUJIL_YBX1_TARGETS_DN
o o . . 17 559  2e-03 11 GSEA CIMATHEW_FANCONI_ANEMIA_GENES
9 RSRC2 -153 2e-16 2e-13 25x7 arginine/serine-rich coiled-coil 2 [Source:HGNC Symbol;Acc 18 5.47 3e-03 267 GSEA CZHANG_TLX_TARGETS_60HR_DN
19 5.39 3e-03 85 GSEA CREACTOME_SYNTHESIS_OF_DNA
10 sARs -12  2e-16 2e-13 45x50 Seryl-tRNA synthetase [Source:HGNC Symbol:AcHGNCL( 50 534  3e-03 1251  GSEA CZDODD_NASOPHARYNGEAL CARCINOMA DN
11 sLC25A14 208 2e-16 2e-13 4x14 solute carrier family 25 (mitochondrial carrier, brain), member ~ Underexpressed
1 -4.73  0.004 6 GSEA CZERBINI_RESPONSE_TO_SULINDAC_DN
12 TDRD12 132 2e-16 2e-13 45x46 tudor domain containing 12 [Source:HGNC Symbol:AccHGN 2 -3.99 0.008 26 GSEA CXRIGE_AMINO_ACID_DEPRIVATION
3 -391 0.008 472 GSEA CDUTERTRE_ESTRADIOL_RESPONSE_24HR_DN
F) rofl | e Re ulated S Ots 13 THUMPD3 -156 2e-16 2e-13 9x47 THUMP domain containing 3 [Source:HGNC Symbol;Acc:HG 4 ~8.77 0009 2798 Colon CalfisinhG1_Colon
g p 5 -3.65 0.010 838 chr chr3
. 6 -359 0.011 208 GSEA CZHANG_TLX_TARGETS_36HR_UP
50 _- wr t 14 caa -1.52  4e-16 le-11 1x46 carbonic anhydrase XIV [Source:HGNC Symbol:Acc:HGNC:1 7 _356 0011 475 GSEA C2ONKEN_UVEAL_MELANOMA_DN
8 -348 0.012 19 GSEA CHEDENFALK_BREAST_CANCER_BRACX_DN
40 ] 15 MALSU1 -1.53 4e-16 1le-11 49x15 mitochondrial assembly of ribosomal large subunit 1 [Source: 9 -3.48 0.012 101 GSEA CZHANG_TLX_TARGETS_DN
10 -3.46 0.012 43 GSEA CKEGG_N_GLYCAN_BIOSYNTHESIS
16 w™PzL1 -152 2e-15 1e-11 1x19 myelin protein zero-like 1 [Source:HGNC Symbol;Acc:HGNC 11 -3.4 0.013 66 GSEA CZTARTE_PLASMA_CELL_VS_B_LYMPHOCYTE_UP
30 - 12 -3.4 0.013 256 GSEA CPASQUALUCCI_LYMPHOMA_BY_GC_STAGE_UP
17 BABAML 15  3e-15 1le-11 43x47 BRISC and BRCAL A complex member 1 [SourceHGNC Syr 13 -339 0013 16 BP  nitrogen compound metabolic process
14 -3.34 0.013 76 GSEA CREACTOME_ASPARAGINE_N_LINKED_GLYCOSYLATION
20 —. ) ' L 15 -334 0013 66 LymphonfBARTE_Plasma cell signature
. -~ - dystrophi it —protein Ki : H
18 DMPK 1.83 3e-15 1le-11 46x 12 dystrophia myotonica—protein kinase [Source:HGNC Symbol 16 326 0014 17 GSEA CZKEGG_NITROGEN_METABOLISM
17 -325 0.014 26 GSEA CXEGG_PRION_DISEASES
10 — 19 sARAF -151  4e-15 3e-11 44x48 store-operated calcium entry-associated regulatory factor [S = 1 g 316 0016 42 MIRNA tahgat-miR-129-3p
19 -3.16 0.016 72 GSEA C2SAFFORD_T_LYMPHOCYTE_ANERGY
1 20 BLOC1S2 -15 7e-15 4e-11 48x50 biogenesis of lysosomal organelles complex—1, subunit 2 [So 20 -3.15 0.016 271 GSEA CZHANG_TLX_TARGETS_60HR_UP
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F4 mel

Local Summary

Local Genelist

%DE = 0.87 Rank log(FC)  fdr Description
ID p-value  Metagene
# metagenes = 11
# genes = 206 1 CEP97 2.06 2e-16 6e-15 2x47 centrosomal protein 97kDa [Source:HGNC Symbol;Acc:HGN
# genes in genesets = 205 2  MAGOHB -145 4e-13 2e-08 1x47 mago-nashi homolog B (Drosophila) [Source:HGNC Symbol;
# genes with fdr < 0.1 =135 ( 124 +/ 11 _) 3 CENPH 1.44 6e-10 2e-08 1x47 centromere protein H [Source:HGNC Symbol;Acc:HGNC:172
# genes with fdr < 0.05 =135 ( 124 + /11 _) 4 BRCA2 1.42 1e-09 2e-07 2x50 breastcancer 2, early onset [Source:HGNC Symbol;Acc:HGP
# genes with fdr < 0.01 = 97 ( 92+/5 —) 5 POLA2 1.34 7e-09 3e-07 1x48 polymerase (DNA directed), alpha 2, accessory subunit [Sour
6 POLE2 1.31 2e-08 6e-07 1x47 polymerase (DNA directed), epsilon 2, accessory subunit [So
<r> metagenes = 0.98 o
7 ZGRF1 1.24 1le-07 6e-07 1x50 zinc finger, GRF-type containing 1 [Source:HGNC Symbol;Ac
<r>genes = 0.27
8 TAF1A 1.24 1e-07 6e-07 1x48 TATA box binding protein (TBP)-associated factor, RNA polyr
<FC>=0.49 9 RAD51 1.23 1le-07 6e-07 1x50 RAD51 recombinase [Source:HGNC Symbol;Acc:HGNC:981
<shrinkage-t>=7.79 . !
10 cbcar 1.22 1e-07 6e-07 1x49 cell division cycle associated 7 [Source:HGNC Symbol;Acc:H
<p-value>=10
11 FancB 1.22 2e-07 6e-07 2x50 Fanconi anemia, complementation group B [Source:HGNC S
<fdr>=10.43
12 TUBGCP3 1.22 2e-07 6e-07 1x48 tubulin, gamma complex associated protein 3 [Source:HGNC
P rofl | e S pot 13 CHEK1 1.22 2e-07 1e-06 1x50 checkpoint kinase 1 [Source:HGNC Symbol;Acc:HGNC:1925
50 —- 14 zFyvels 1.19 3e-07 1e-06 1x47 zinc finger, FYVE domain containing 19 [Source:HGNC Symt
40 15 ciGALTL 1.19 3e-07 1e-06 1x48 core 1 synthase, glycoprotein-N-acetylgalactosamine 3-bet:
16 CHEK2 118  4e-07 1e-06 3x50 checkpoint kinase 2 [Source:HGNC Symbol;Acc:HGNC:1662
30
17 KiAA0101 1.07 4e-07 1le-06 3x50 KIAA0101 [Source:HGNC Symbol;Acc:HGNC:28961]
20 N 18 EXO1 1.18 4e-07 2e-06 1x50 exonuclease 1 [Source:HGNC Symbol;Acc:HGNC:3511]
10 19 rRm1 117 5e-07 1e-05 1x50 RecQ mediated genome instability 1 [Source:HGNC Symbol;
1 20 wmcwm4 0.9 le-06 1le-05 1x50 minichromosome maintenance complex component 4 [Sourct
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F4 mel

Local Summary Local Genelist

%DE = 0.6 Rank log(FC)  fdr Description
ID p-value  Metagene
# metagenes = 11
# genes = 112 1 ALG13 -1.45 5e-14 6e-10 39x1 ALG13, UDP-N-acetylglucosaminyltransferase subunit [Sout
# genes in genesets =112 2 DPM1 -1.37 2e-11 6e-10 37x1 dolichyl-phosphate mannosyltransferase polypeptide 1, catal
# genes Wlth fdr < 0 1= 49 ( 9 + / 40 _) 3 GLUL -1.23 3e-11 6e-10 36x1 glutamate—ammonia ligase [Source:HGNC Symbol;Acc:HGN
# genes with fdr < 0.05 =33 ( 6+/27 _) 4 BLCAP -1.36 4e-11 1e-07 37x1 bladder cancer associated protein [Source:HGNC Symbol;Ac
# genes with fdr < 0.01 = 27 ( 4+/23 —) 5 LAPTM4A -1.04 2e-09 2e-04 36x1 lysosomal protein transmembrane 4 alpha [Source:HGNC Sy
6 TIMM10B -1.04 4e-06 2e-04 36x1 translocase of inner mitochondrial membrane 10 homolog B (
<r> metagenes = 0.95 o
7 OFD1 -1.03 8e-06 1e-03 38x1 oral-facial-digital syndrome 1 [Source:HGNC Symbol;Acc:H(
<r>genes =0.1
8 ARFIP1 -0.96 4e-05 3e-03 40x1 ADP-ribosylation factor interacting protein 1 [Source:HGNC ¢
<FC>=-0.29 9  MAGED1 -081 1le-04 3e-03 39x1 melanoma antigen family D1 [Source:HGNC Symbol;Acc:HG
<shrinkage—-t> = —-4.63 _— . )
10 UBR2 -0.85 2e-04 3e-03 40x1 ubiquitin protein ligase E3 component n-recognin 2 [Source:}
<p-value> = 0.02
11 DDXx52 -0.85 3e-04 3e-03 37x1 DEAD (Asp-Glu-Ala-Asp) box polypeptide 52 [Source:HGN(
<fdr>=0.62
12 HERC4 -0.84 3e-04 3e-03 37x1 HECT and RLD domain containing E3 ubiquitin protein ligase
P rofi | e S pot 13 PTGES3L-AZ 0.82  4e-04 3e-03 39x2 PTGES3L-AARSDI readthrough [Source:HGNC Symbol;Act
50 — 14 DHRSX -0.81 5e-04 7e-03 39x1 dehydrogenase/reductase (SDR family) X-linked [Source:HG
40 15 CPEB4 0.79 7e-04 7e-03 38x1 cytoplasmic polyadenylation element binding protein 4 [Sourc
16 ALG11 -0.77 9e-04 7e-03 38x1 ALGl1, alpha-1,2-mannosyltransferase [Source:HGNC Sym
30
17 UuBxN7 -0.77 9e-04 7e-03 39x2 UBXdomain protein 7 [Source:HGNC Symbol;Acc:HGNC:29
20 18 KIAA0226 -0.76 1e-03 7e-03 38x1 KIAA0226 [Source:HGNC Symbol;Acc:HGNC:28991]
10 19 wmADiL1 0.75 1e-03 7e-03 37x1 MADLI mitotic arrest deficient-like 1 (yeast) [Source:HGNC S
2 USP9X -0.68 1e-03 7e-03 38x1 ubiquitin specific peptidase 9, X-linked [Source:HGNC Symb
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F4 mel

Local Summary

%DE = 0.81
# metagenes = 11
# genes = 225

# genes in genesets = 225

# genes with fdr < 0.1 =141 (41 +/100 -)
# genes with fdr < 0.05 =100 (32 +/68 -)
# genes with fdr < 0.01 =56 (20+/36 -)

<r> metagenes = 0.99

<r>genes =0.21

<FC>=-0.19
<shrinkage-t> = -3.05
<p-value>=0.01

<fdr>=0.61
Profile Spot
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Local Genelist

Rank
ID
1 ANKRD28
2 ARMC9
3 RAB3IP
4 LAvC1
5 STAM
6 RNF141
7 FAM98A
8 RAB30
9  YPELS
10 EsymL
11 cCsRrP2
12 DNAJC16
13 Epi3
14 PDLIMS
15 PTPRM
16 TFPI
17 NRP1
18 KRTAP7-1
19 wmiD1
20 caALDp1
10
8
>
*Z; 6
O 4
(@)
2
0

log(FC)  fdr Description
p-value  Metagene
-1.57 2e-16 9e-15 50x5 ankyrin repeat domain 28 [Source:HGNC Symbol;Acc:HGNC
-1.35 4e-11 2e-09 50x3 armadillo repeat containing 9 [Source:HGNC Symbol;Acc:HG
151 8e-11 2e-07 50x3 RAB3A interacting protein [Source:HGNC Symbol;Acc:HGNC
-1.22 5e-09 7e-07 50x3 laminin, gamma 1 (formerly LAMB2) [Source:HGNC Symbol;,
1.16 3e-08 7e-07 50x3 signal transducing adaptor molecule (SH3 domain and ITAM |
-1.21 4e-08 6e-06 50x5 ring finger protein 141 [Source:HGNC Symbol;Acc:HGNC:21!
-1.16 3e-07 6e-06 49x1 family with sequence similarity 98, member A [Source:HGNC
1.19 3e-07 6e-06 50x5 RAB30, member RAS oncogene family [Source:HGNC Symb
-1.15 ©5e-07 6e-06 50x1 Yippee-like 5 (Drosophila) [Source:HGNC Symbol;Acc:HGNC
1.15 7e-07 6e-06 50x5 extended synaptotagmin-like protein 1 [Source:HGNC Symbr
1.02 7e-07 1e-05 48x1 cysteine and glycine-rich protein 2 [Source:HGNC Symbol;Ai
-1.12 1e-06 1e-05 50x5 DnaJ (Hsp40) homolog, subfamily C, member 16 [Source:HG
-1.11 1e-06 2e-05 50x1 EGF-like repeats and discoidin I-like domains 3 [Source:HGI
1.08 2e-06 2e-05 50x1 PDZand LIM domain 5 [Source:HGNC Symbol;Acc:HGNC:1
-1.08 3e-06 2e-05 50x1 protein tyrosine phosphatase, receptor type, M [Source:HGN¢
1.09 3e-06 2e-05 50x1 tissue factor pathway inhibitor (lipoprotein—associated coagul.
1.08 3e-06 6e-05 50x5 neuropilin 1 [Source:HGNC Symbol;Acc:HGNC:8004]
1.05 7e-06 6e-05 50x1 keratin associated protein 7-1 (gene/pseudogene) [Source:H
-1.04 7e-06 6e-05 50x3 midline 1[Source:HGNC Symbol;Acc:HGNC:7095]
-0.66 8e-06 1e-04 50x1 caldesmon 1 [Source:HGNC Symbol;Acc:HGNC:1441]
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F4 mel

Local Summary Local Genelist

%DE = 0.63 Rank log(FC)  fdr Description
ID p-value  Metagene
# metagenes = 13
# genes = 222 1 PIGY -2.23 2e-16 2e-14 1x20 phosphatidylinositol glycan anchor biosynthesis, class Y [Sou
# genes in genesets = 221 2 wmPzLL _152 2e-15 7e-07 1x19 myelin protein zero-like 1 [Source:HGNC Symbol:Acc:HGNC
# genes with fdr < 0.1 = 67 ( 21 +/46 _) 3 P4HB -0.54 8e-09 6e-05 1x20 prolyl 4-hydroxylase, beta polypeptide [Source:HGNC Symbc
# genes with fdr < 0.05 =61 ( 19+ /42 _) 4 LAGE3 -1.14 7e-07 6e-05 1x21 L antigen family, member 3 [Source:HGNC Symbol;Acc:HGN
# genes with fdr < 0.01 = 31 ( 8+/23 —) 5 PPP5C -1.11 1e-06 9e-05 1x23 protein phosphatase 5, catalytic subunit [Source:HGNC Symt
6 KDELR2 -0.88 2e-06 3e-04 1x19 KDEL (Lys—Asp-Glu-Leu) endoplasmic reticulum protein rete
<r> metagenes = 0.98 ) )
7 AKR7A2 1.01 le-05 3e-04 1x21 aldo—keto reductase family 7, member A2 (aflatoxin aldehyde
<r>genes = 0.16
8 RIOK2 1.01 1e-05 3e-04 1x20 RIO kinase 2 [Source:HGNC Symbol;Acc:HGNC:18999]
<FC>=-0.16 9 MRPS34 -1 2e-05 3e-04 1x21 mitochondrial ribosomal protein S34 [Source:HGNC Symbol;
<shrinkage-t> = -2.
age-t 2.87 10 ARRDC1 099 2e-05 3e-04 2x22 arrestin domain containing 1 [Source:HGNC Symbol;Acc:HGI
<p-value>=0.03
11 Pumi 0.98 2e-05 3e-04 2x19 pumilio RNA-binding family member 1 [Source:HGNC Symbx
<fdr>=0.7
12 ci7orig9 -0.98 2e-05 3e-04 1x21 chromosome 17 open reading frame 89 [Source:HGNC Symt
p rofi | e S pot 13 sQsTM1 -0.44 3e-05 3e-04 1x21 sequestosome 1 [Source:HGNC Symbol;Acc:HGNC:11280]
50 14 AGPAT2 -0.96 3e-05 3e-04 1x21 l-acylglycerol-3-phosphate O-acyltransferase 2 [Source:H(
40 15 coar -0.87 4e-05 3e-04 1x22 CD47 molecule [Source:HGNC Symbol;Acc:HGNC:1682]
16 CDKN2A -0.96 4e-05 3e-04 1x21 cyclin-dependent kinase inhibitor 2A [Source:HGNC Symbol;
30
17 DNAJC4 -0.95 4e-05 1e-03 1x19 DnaJ (Hsp40) homolog, subfamily C, member 4 [Source:HGN
20 I 18 TRAPPC5 -0.94 6e-05 1e-03 1x20 trafficking protein particle complex 5 [Source:HGNC Symbol;/
10 — 19 RERL 0.57 7e-05 1e-03 3x22 retention in endoplasmic reticulum sorting receptor 1 [Source
1 20 wmzT2A -0.88 8e-05 4e-03 1x20 mitotic spindle organizing protein 2A [Source:HGNC Symbol;
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F4 mel

Local Summary

Local Genelist

%DE = 0.64 Rank log(FC)  fdr Description
ID p-value  Metagene
# metagenes = 34
# genes = 285 1 SARS -1.2 2e-16 1le-14 45x50 seryl-tRNA synthetase [Source:HGNC Symbol;Acc:HGNC:1(
# genes in genesets =284 2 TDRD12 -1.32 2e-16 1le-14 45x46 tudor domain containing 12 [Source:HGNC Symbol;Acc:HGN
# genes with fdr < 0.1 =118 ( 33+/85 _) 3 BABAM1 -15 3e-15 2e-13 43 x47 BRISC and BRCA1 A complex member 1 [Source:HGNC Syr
# genes with fdr < 0.05 =106 ( 30+/76 _) 4 SARAF -1.51 4e-15 6e-11 44x48 store-operated calcium entry-associated regulatory factor [S
# genes with fdr < 0.01 = 63 ( 18 +/ 45 —) 5 SMIM15 -1.44 6e-13 4e-09 42x50 smallintegral membrane protein 15 [Source:HGNC Symbol;A
6 ECHDC1 -1.05 4e-11 6e-07 42x46 ethylmalonyl-CoA decarboxylase 1 [Source:HGNC Symbol;A
<r>m n =0.
etage es=0.83 7 PGD -1.08 6e-09 2e-06 42x50 phosphogluconate dehydrogenase [Source:HGNC Symbol;A«
<r>genes = 0.07
8 GCC2 -1.19 2e-08 2e-06 44x50 GRIP and coiled—coil domain containing 2 [Source:HGNC Sy
<FC> = —021 9 TYW3 -1.2 4e-08 2e-06 44 x44 tRNA-yW synthesizing protein 3 homolog (S. cerevisiae) [Sol
<shri —-t>=-
shnnkage t 3.28 10 A™™ -1.16 5e-08 3e-06 45x50 ATM serine/threonine kinase [Source:HGNC Symbol;Acc:HG
<p-value>=0.01
11 scu -1.19 8e-08 3e-06 45x44 iron-sulfur cluster assembly enzyme [Source:HGNC Symbol;
<fdr>=0.6
12 2zNF706 0.7 1e-07 4e-06 45x50 zinc finger protein 706 [Source:HGNC Symbol;Acc:HGNC:24
P rofi | e S pot 13 TRIM21 123 1e-07 7e-06 45x47 tripartite motif containing 21 [Source:HGNC Symbol;Acc:HGM
50 r 14 TMEM254 1.21 2e-07 2e-05 43x48 transmembrane protein 254 [Source:HGNC Symbol;Acc:HGMN
40 15 ciorf52 -1.15 4e-07 2e-05 47 x44 chromosome 1 open reading frame 52 [Source:HGNC Symbc
16 M™ocs2 -1.15 6e-07 2e-05 41x50 molybdenum cofactor synthesis 2 [Source:HGNC Symbol;Act
30
17 scsp 0.99 1le-06 2e-05 43 x48 sterol-C5-desaturase [Source:HGNC Symbol;Acc:HGNC:10
20 18 SIRTS 113 1e-06 2e-05 47x44 sirtuin 5 [Source:HGNC Symbol;Acc:HGNC:14933]
10 19 coorfi14 113 1e-06 4e-05 44 x 44 chromosome 9 open reading frame 114 [Source:HGNC Symt
1 20 RIT1 -1.02 2e-06 4e-05 42x47 Ras-like without CAAX 1 [Source:HGNC Symbol;Acc:HGNC:!
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F4 mel

Local Summary

%DE =0.77
# metagenes = 2
# genes = 45

# genes in genesets = 45

# genes with fdr< 0.1 =27 (4+/23 -)
# genes with fdr < 0.05 =24 (3+/21 -)
# genes with fdr<0.01 =13 (0+/13 -)

<r> metagenes = 0.99

<r>genes = 0.12

<FC>=-0.38
<shrinkage-t> = -5.97
<p-value>=0.01
<fdr>=0.54

Profile Spot
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Local Genelist

Rank
ID
1 RAB34
2 PIGK
3 SMIM20
4 PEF1
5 PDE4B
6 PGM2
7 SMYD2
8 NUP35
9  THAP4
10 ccLes
11 ALDH9AL
12 scAmPi
13 GmPPA
14 TxNDC15
15 PbCD10
16 RAB8A
17 caspPe
18 SURF2
19 RTN4IPL
20 GTF3cs
12
10
2 8
g 6
8
2
0

log(FC)  fdr
p-value

-1.44 5e-13 4e-11
-1.41 4e-12 8e-06
-113 8e-07 1le-05
-1.09 2e-06 4e-05
-1.05 7e-06 2e-04
-0.99 2e-05 4e-04
-0.9 7e-05 4e-04
-0.9 le-04 2e-03
-0.83 4e-04 2e-03
-0.78 8e-04 2e-03
-0.48 9e-04 2e-03
-0.76  1e-03 6e-03
-0.71 2e-03 6e-03
-0.71 2e-03 1le-02
0.5 3e-03 2e-02
0.55 6e-03 3e-02
-0.59 1le-02 3e-02
0.59 le-02 3e-02
-0.53 2e-02 3e-02

-0.53 2e-02 3e-02

Description
Metagene

13 x50 RAB34, member RAS oncogene family [Source:HGNC Symb
13 x 50 phosphatidylinositol glycan anchor biosynthesis, class K [Sou
13 x50 small integral membrane protein 20 [Source:HGNC Symbol;A
12 x50 penta-EF-hand domain containing 1 [Source:HGNC Symbol
12 x50 phosphodiesterase 4B, cAMP-specific [Source:HGNC Symbt
13 x50 phosphoglucomutase 2 [Source:HGNC Symbol;Acc:HGNC:8!
12 x50 SET and MYND domain containing 2 [Source:HGNC Symbol
13 x 50 nucleoporin 35kDa [Source:HGNC Symbol;Acc:HGNC:29797
13 x50 THAP domain containing 4 [Source:HGNC Symbol;Acc:HGN!
12 x50 chemokine (C-C motif) ligand 28 [Source:HGNC Symbol;Acc
12 x50 aldehyde dehydrogenase 9 family, member Al [Source:HGN(
13 x 50 secretory carrier membrane protein 1 [Source:HGNC Symbol
13 x50 GDP-mannose pyrophosphorylase A [Source:HGNC Symbol
12 x 50 thioredoxin domain containing 15 [Source:HGNC Symbol;Acc
13 x50 programmed cell death 10 [Source:HGNC Symbol;Acc:HGNC
13 x50 RABB8A, member RAS oncogene family [Source:HGNC Symk
13 x50 caspase 6, apoptosis-related cysteine peptidase [Source:HG
12 x 50 surfeit 2 [Source:HGNC Symbol;Acc:HGNC:11475]

12 x 50 reticulon 4 interacting protein 1 [Source:HGNC Symbol;Acc:+

13 x50 general transcription factor IIIC, polypeptide 5, 63kDa [Source
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