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Global Summary

%DE =0.21

# genes with fdr < 0.2 =2631 (1572 +/1059 -)
# genes with fdr < 0.1 =2100 (1259 +/841 -)
# genes with fdr < 0.05 = 1653 (991 +/662 -)
# genes with fdr < 0.01 = 1049 (645 + /404 -)

# genes in genesets = 14839

<FC>=0
<shrinkage-t> = -0.01

<p-value>=0.08

<fdr>=10.79
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Global Genelist

Rank log(FC)  fdr Description
ID p-value  Metagene
]_ ACADM -1.6 2e-16 9e-14 1x45 acyl-CoA dehydrogenase, C-4 to C-12 straight chain [Sourc
2 AKR1B1 -1.45 2e-16 9e-14 12x40 aldo—keto reductase family 1, member B1 (aldose reductase)
3 ANXAL 2.28 2e-16 9e-14 50x1 annexin Al [Source:HGNC Symbol;Acc:HGNC:533]
4 ARHGAP8 -1.74 2e-16 9e-14 1x43 Rho GTPase activating protein 8 [Source:HGNC Symbol;Acc
5 ARL8B -1.94 2e-16 9e-14 1x33 ADP-ribosylation factor-like 8B [Source:HGNC Symbol;Acc:l
6 CDK4 -1.62 2e-16 9e-14 3x44 cyclin-dependent kinase 4 [Source:HGNC Symbol;Acc:HGN(
7 DCT -1.7 2e-16 9e-14 1x11 dopachrome tautomerase [Source:HGNC Symbol;Acc:HGNC
8 DCTN2 -1.57 2e-16 9e-14 50x44 dynactin 2 (p50) [Source:HGNC Symbol;Acc:HGNC:2712]
9 DEGS1 -1.93 2e-16 9e-14 9x43 delta(4)-desaturase, sphingolipid 1 [Source:HGNC Symbol;A
10 DkK1 249  2e-16 9e-14 50x1 dickkopf WNT signaling pathway inhibitor 1 [Source:HGNC S'
11 FH -1.6 2e-16 9e-14 5x39 fumarate hydratase [Source:HGNC Symbol;Acc:HGNC:3700]
12 Fos -1.85 2e-16 9e-14 4x7 FBJ murine osteosarcoma viral oncogene homolog [Source:+
13 oeeT -2.06 2e-16 9e-14 1x47 gamma-glutamylcyclotransferase [Source:HGNC Symbol;Act
14 GNAnL -1.36 2e-16 9e-14 42x1 guanine nucleotide binding protein (G protein), alpha inhibitin
15 HMGCR -1.62 2e-16 9e-14 2x11 3-hydroxy-3-methylglutaryl-CoA reductase [Source:HGNC
16 D2 -1.89 2e-16 9e-14 1x13 inhibitor of DNA binding 2, dominant negative helix-loop-heli
17 LAMB2 -161 2e-16 9e-14 50x6 laminin, beta 2 (laminin S) [Source:HGNC Symbol;Acc:HGNC
18 LGALS3BP -1.31 2e-16 9e-14 47x17 lectin, galactoside-binding, soluble, 3 binding protein [Source
19 wmitF -2.01 2e-16 9e-14 1x41 microphthalmia—associated transcription factor [Source:HGN!
20 NAv2 -1.58 2e-16 9e-14 1x12 neuron navigator 2 [Source:HGNC Symbol;Acc:HGNC:15997
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Global Geneset Analysis

Rank GSz p-value #all

Overexpressed
1 7.21
2 7.06
3 6.47
4 6.39
5 5.84
6 5.51
7 5.43
8 5.38
9 5.31
10 5.15
11 5.13
12 5.02
13 4.86
14 4.84
15 438
16 474
17 4.69
18 4.69
19 4.69
20 4.69
Underexpressed
1 -12.68
2 -12.65
3 -12.52
4 -12.4
5 -11.79
6 -11.27
7 -11.17
8 -10.37
9 -10.12
10 -9.89
11 -9.83
12 -9.6
13 -9.24
14 -9.19
15 -8.99
16 -8.84
17 -8.83
18 -8.81
19 -8.8
20 -8.78
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Geneset

9e-04 235 GSEA CBLUM_RESPONSE_TO_SALIRASIB_UP
1e-03 222 GSEA C2ZCONCANNON_APOPTOSIS_BY_EPOXOMICIN_UP
1e-03 26 GSEA CXRIGE_AMINO_ACID_DEPRIVATION
1e-03 176 GSEA CZTIEN_INTESTINE_PROBIOTICS_24HR_DN
2e-03 136 GSEA CPODAR_RESPONSE_TO_ADAPHOSTIN_UP
3e-03 277 BP translation
3e-03 683 GSEA CXRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_UP
3e-03 42 GSEA CREACTOME_TRNA_AMINOACYLATION
3e-03 44 BP tRNA aminoacylation for protein translation
3e-03 1326 GSEA CDIAZ_CHRONIC_MEYLOGENOUS_LEUKEMIA_UP
3e-03 293 GSEA CDOUGLAS_BMI1_TARGETS_DN
3e-03 245 GSEA CFORTSCHEGGER_PHF8_TARGETS_UP
4e-03 34 GSEA CHOUSTIS_ROS
4e-03 510 GSEA CFLECHNER_BIOPSY_KIDNEY_TRANSPLANT_OK_VS_DONOR
4e-03 13 GSEA CZHENG_RESPONSE_TO_ARSENITE_UP
4e-03 41 GSEA CXEGG_AMINOACYL_TRNA_BIOSYNTHESIS
4e-03 472 GSEA CDOUTERTRE_ESTRADIOL_RESPONSE_24HR_DN
4e-03 457 GSEA C2SENESE_HDAC3_TARGETS_UP
4e-03 35 MF aminoacyl-tRNA ligase activity
4e-03 24 GSEA CREACTOME_CYTOSOLIC_TRNA_AMINOACYLATION
1e-04 142 Glio  WILLSCHER_GBM_Verhaak—CL_up ( C)
le-04 139 GSEA CROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER
le-04 242 GSEA CXKOBAYASHI_EGFR_SIGNALING_24HR_DN
1le-04 305 GSEA CDUTERTRE_ESTRADIOL_RESPONSE_24HR_UP
le-04 327 GSEA CBLUM_RESPONSE_TO_SALIRASIB_DN
2e-04 110 GSEA C2WHITEFORD_PEDIATRIC_CANCER_MARKERS
2e-04 550 GSEA C2GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
2e-04 197 HM HALLMARK_E2F_TARGETS
2e-04 145 GSEA C2CHANG_CYCLING_GENES
3e-04 267 GSEA CZHANG_TLX_TARGETS_60HR_DN
3e-04 96 GSEA C2CROONQUIST_IL6_DEPRIVATION_DN
3e-04 50 GSEA C2SHIDA_E2F_TARGETS
4e-04 84 GSEA CZHOU_CELL_CYCLE_GENES_IN_IR_RESPONSE_6HR
4e-04 81 GSEA C2ZGRAHAM_NORMAL_QUIESCENT_VS_NORMAL_DIVIDING_DN
4e-04 116 GSEA CMISSIAGLIA_REGULATED_BY_METHYLATION_DN
4e-04 54 GSEA CXANG_DOXORUBICIN_RESISTANCE_UP
4e-04 390 GSEA CPUJANA_BRCA2_PCC_NETWORK
8e-03 16 Cancer SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3 UP
4e-04 99 GSEA CBURTON_ADIPOGENESIS_3
4e-04 87 GSEA CZHANG_TLX_TARGETS_UP
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Local Summary

%DE =0.77
# metagenes = 21
# genes = 320

# genes in genesets = 319

# genes with fdr < 0.1 =199 (171+/28 -)
# genes with fdr < 0.05 =175 (155+/20 -)
# genes with fdr < 0.01 =131 (121 +/10 -)

<r> metagenes = 0.97

<r>genes = 0.19

<FC>=0.45
<shrinkage-t> = 7.23
<p-value>=10
<fdr>=0.44
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Local Genelist

Rank
ID
1 ANXAL
2 DKK1
3 LAMB2
4 TXNRD1
5 MYEOV
6 C100rf10
7 CRYAB
8 THBS1
9 RND3
10 PLk2
11 CDKN1A
12 M™MYoF
13 sLcra1l
14 DNAJC6
15 wumMcH1
16 GLRX
17 S100A10
18 ANxA2
19 Her1
20 BcLuA
12
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log(FC)  fdr Description
p-value  Metagene
2.28 2e-16 4e-15 50x1 annexin Al [Source:HGNC Symbol;Acc:HGNC:533]
2.49 2e-16 4e-15 50x1 dickkopf WNT signaling pathway inhibitor 1 [Source:HGNC S
-1.61 2e-16 4e-15 50x6 laminin, beta 2 (laminin S) [Source:HGNC Symbol;Acc:HGNC
0.9 2e-16 4e-15 48x4 thioredoxin reductase 1 [Source:HGNC Symbol;Acc:HGNC:1
1.89 8e-15 8e-12 47x4 myeloma overexpressed [Source:HGNC Symbol;Acc:HGNC:?
1.8 le-13 8e-11 49x1 chromosome 10 open reading frame 10 [Source:HGNC Symt
1.13 le-12 4e-10 50x1 crystallin, alpha B [Source:HGNC Symbol;Acc:HGNC:2389]
1.65 le-11 4e-10 50x1 thrombospondin 1 [Source:HGNC Symbol;Acc:HGNC:11785]
1.64 2e-11 4e-10 50x1 Rho family GTPase 3 [Source:HGNC Symbol;Acc:HGNC:671
1.22 2e-11 1e-09 50x1 polo-like kinase 2 [Source:HGNC Symbol;Acc:HGNC:19699]
1.61 4e-11 2e-09 50x1 cyclin—dependent kinase inhibitor 1A (p21, Cip1) [Source:HG
1.59 6e-11 6e-09 50x1 myoferlin [Source:HGNC Symbol;Acc:HGNC:3656]
1.55 2e-10 6e-09 49x4 solute carrier family 7 (anionic amino acid transporter light ch
1.54 3e-10 6e-09 50x1 DnaJ (Hsp40) homolog, subfamily C, member 6 [Source:HGM
1.53 3e-10 1e-08 50x1 LIMand calponin homology domains 1 [Source:HGNC Symb:
151 5e-10 2e-08 50x2 glutaredoxin (thioltransferase) [Source:HGNC Symbol;Acc:HC
1.49 8e-10 6e-08 50x4 S100 calcium binding protein A10 [Source:HGNC Symbol;Act
0.59 2e-09 9e-08 50x3 annexin A2 [Source:HGNC Symbol;Acc:HGNC:537]
1.44 3e-09 9e-08 50x4 HMG-box transcription factor 1 [Source:HGNC Symbol;Acc:t
1.42 6e-09 9e-08 47x1 B-cell CLL/lymphoma 11A (zinc finger protein) [Source:HGN!
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Local Summary

%DE = 0.8

# metagenes = 3

# genes = 92

# genes in genesets = 91

#genes withfdr< 0.1 =57 (3+/54 -)
# genes with fdr < 0.05 =48 (3 +/45 -)
# genes with fdr<0.01 =36 (3+/33 -)

<r> metagenes = 1

<r>genes = 0.2

<FC>=-0.45

<shrinkage-t> = -7.92

<p-value>=10

<fdr>=10.49
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log(FC)  fdr Description
p-value  Metagene
-1.7 2e-16 le-15 1x11 dopachrome tautomerase [Source:HGNC Symbol;Acc:HGNC
-1.58 2e-16 1e-15 1x12 neuron navigator 2 [Source:HGNC Symbol;Acc:HGNC:15997
-15 2e-16 le-15 1x12 trafficking protein, kinesin binding 2 [Source:HGNC Symbol;A
-0.93 2e-15 6e-09 1x11 ATPase, H+ transporting, lysosomal 34kDa, V1 subunit D [So
-1.21 3e-10 7e-09 1x11 coiled—coil domain containing 171 [Source:HGNC Symbol;Ac
-0.78 8e-10 7e-09 1x11 sema domain, transmembrane domain (TM), and cytoplasmic
-1.22 1e-09 6e-08 1x11 RAB27A, member RAS oncogene family [Source:HGNC Sym
-1.26 5e-09 7e-07 1x12 WD repeatand FYVE domain containing 1 [Source:HGNC Sy
-0.86 4e-08 4e-05 1x11 UDP-glucose ceramide glucosyltransferase [Source:HGNC &
-1.11 4e-06 4e-05 1x11 ventricular zone expressed PH domain—containing 1 [Source:
-1.11 4e-06 8e-05 1x11 folliculininteracting protein 2 [Source:HGNC Symbol;Acc:HGI
-1.07 9e-06 5e-04 2x12 G protein—coupled receptor 19 [Source:HGNC Symbol;Acc:H
-1 4e-05 5e-04 1x11 semadomain, transmembrane domain (TM), and cytoplasmic
-0.94 1e-04 5e-04 1x11 ArfGAP with RhoGAP domain, ankyrin repeat and PH domair
-0.94 1le-04 5e-04 2x12 phosphodiesterase 3A, cGMP-inhibited [Source:HGNC Symi
-0.92 1le-04 5e-04 1x12 family with sequence similarity 69, member A [Source:HGNC
-0.8 2e-04 6e-04 1x12 dual serine/threonine and tyrosine protein kinase [Source:HG
-0.9 2e-04 6e-04 1x12 LON peptidase N-terminal domain and ring finger 1 [Source:
-0.9 2e-04 1e-03 1x11
-0.87 4e-04 1e-03 1x12 aldehyde dehydrogenase 1 family, member B1 [Source:HGN(
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Local Summary

%DE = 0.81
# metagenes = 52
# genes = 704

# genes in genesets = 702

# genes with fdr < 0.1 =432 (71+/361 -)
# genes with fdr < 0.05 =368 (58 +/310 -)
# genes with fdr < 0.01 =253 (33 +/220 -)

<r> metagenes = 0.79

<r>genes = 0.17

<FC>=-0.39
<shrinkage-t> = -6.81
<p-value>=10

<fdr>=0.49

Profile Spot
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ID

ACADM
ARHGAP8
CDK4
GGCT
MITF
PEMT
SAE1
STX7
TRPM1
TK1
DNMT1

DEK

ST6GALNAC:

FANCL
cKs2
PLP1
YIF1B
MBP
smca

MLPH
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Local Genelist

log(FC)

fdr Description
p-value  Metagene
2e-16 3e-15 1x45 acyl-CoA dehydrogenase, C-4 to C-12 straight chain [Sourc
2e-16 3e-15 1x43 Rho GTPase activating protein 8 [Source:HGNC Symbol;Acc
2e-16 3e-15 3x44 cyclin-dependent kinase 4 [Source:HGNC Symbol;Acc:HGN(
2e-16 3e-15 1x47 gamma-glutamylcyclotransferase [Source:HGNC Symbol;Act
2e-16 3e-15 1x41 microphthalmia-associated transcription factor [Source:HGN!
2e-16 3e-15 2x42 phosphatidylethanolamine N-methyltransferase [Source:HGM
2e-16 3e-15 4x47 SUMOL1 activating enzyme subunit 1 [Source:HGNC Symbol;
2e-16 3e-15 1x42 syntaxin 7 [Source:HGNC Symbol;Acc:HGNC:11442]
2e-16 3e-15 1x42 transient receptor potential cation channel, subfamily M, men
2e-15 1e-13 4x50 thymidine kinase 1, soluble [Source:HGNC Symbol;Acc:HGN
2e-15 5e-13 2x48 DNA (cytosine-5-)-methyltransferase 1 [Source:HGNC Sym
6e-15 5e-13 2x50 DEK proto—oncogene [Source:HGNC Symbol;Acc:HGNC:27¢
9e-15 1e-12 1x44 ST6 (alpha-N-acetyl-neuraminyl-2,3-beta-galactosyl-1,3)-
3e-14 1e-12 1x48 Fanconi anemia, complementation group L [Source:HGNC Sy
3e-14 1le-12 5x50 CDC28 protein kinase regulatory subunit 2 [Source:HGNC Sy
4e-14 1e-12 1x42 proteolipid protein 1 [Source:HGNC Symbol;Acc:HGNC:9086
4e-14 1e-12 4x45 Yiplinteracting factor homolog B (S. cerevisiae) [Source:HGI
5e-14 1le-11 1x42 myelin basic protein [Source:HGNC Symbol;Acc:HGNC:6925
le-13 2e-11 5x50 structural maintenance of chromosomes 4 [Source:HGNC Sy
3e-13 2e-10 1x43 melanophilin [Source:HGNC Symbol;Acc:HGNC:29643]
° o o] o o -
%DE =0.81 p 1
No
L - - Fdr|_
. e+ fdr 0.8
.
. - 06
e o ° Q
o ®
. — 0.4 LL
° o
o —=-[02
e -=--"
-
— =10




