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Global Summary

%DE = 0.22

# genes with fdr < 0.2  = 2748  ( 1672 + / 1076  −)

# genes with fdr < 0.1  = 2401  ( 1476 + / 925  −)

# genes with fdr < 0.05  = 1927  ( 1190 + / 737  −)

# genes with fdr < 0.01 = 1278  ( 805 + / 473  −)

# genes in genesets = 14839

<FC> = 0

<shrinkage−t> = 0.01

<p−value> = 0.07

<fdr> = 0.78
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C14orf166

C1orf198

C21orf91

CCDC47

CDC42BPA

CDKN3

CFL2

CLDND1

COPZ1

DCT

GLB1

HERPUD1

HSPA5

ID3

IDH3B

JKAMP

KRTCAP2

LSM8

MAGED2

NEMF

−1.15

−1.31

−1.5

−1.64

−1.15

−1.65

−1.33

−1.54

−1.68

−1.55

−1.63

−1.23

−1.75

−1.73

−1.48

−1.49

−1.78

−1.59

−2.04

−1.34

2e−16

2e−16
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2e−16

2e−16

2e−16

9e−14

9e−14

9e−14

9e−14

9e−14

9e−14

9e−14

9e−14

9e−14

9e−14

9e−14

9e−14

9e−14

9e−14

9e−14

9e−14

9e−14

9e−14

9e−14

9e−14

32 x 50

49 x 1

1 x 9

3 x 18

50 x 38

6 x 50

50 x 7

28 x 50

46 x 45

1 x 11

40 x 50

50 x 42

11 x 1

11 x 50

22 x 43

29 x 50

26 x 50

12 x 44

28 x 50

47 x 13

chromosome 14 open reading frame 166 [Source:HGNC Symbol;Acc:HGNC:23169]

chromosome 1 open reading frame 198 [Source:HGNC Symbol;Acc:HGNC:25900]

chromosome 21 open reading frame 91 [Source:HGNC Symbol;Acc:HGNC:16459]

coiled−coil domain containing 47 [Source:HGNC Symbol;Acc:HGNC:24856]

CDC42 binding protein kinase alpha (DMPK−like) [Source:HGNC Symbol;Acc:HGNC:1737]

cyclin−dependent kinase inhibitor 3 [Source:HGNC Symbol;Acc:HGNC:1791]

cofilin 2 (muscle) [Source:HGNC Symbol;Acc:HGNC:1875]

claudin domain containing 1 [Source:HGNC Symbol;Acc:HGNC:1322]

coatomer protein complex, subunit zeta 1 [Source:HGNC Symbol;Acc:HGNC:2243]

dopachrome tautomerase [Source:HGNC Symbol;Acc:HGNC:2709]

galactosidase, beta 1 [Source:HGNC Symbol;Acc:HGNC:4298]

homocysteine−inducible, endoplasmic reticulum stress−inducible, ubiquitin−like domain member 1 [Source:HGNC Symbol;Acc:HGNC:13744]

heat shock 70kDa protein 5 (glucose−regulated protein, 78kDa) [Source:HGNC Symbol;Acc:HGNC:5238]

inhibitor of DNA binding 3, dominant negative helix−loop−helix protein [Source:HGNC Symbol;Acc:HGNC:5362]

isocitrate dehydrogenase 3 (NAD+) beta [Source:HGNC Symbol;Acc:HGNC:5385]

JNK1/MAPK8−associated membrane protein [Source:HGNC Symbol;Acc:HGNC:20184]

keratinocyte associated protein 2 [Source:HGNC Symbol;Acc:HGNC:28942]

LSM8 homolog, U6 small nuclear RNA associated (S. cerevisiae) [Source:HGNC Symbol;Acc:HGNC:20471]

melanoma antigen family D2 [Source:HGNC Symbol;Acc:HGNC:16353]

nuclear export mediator factor [Source:HGNC Symbol;Acc:HGNC:10663]
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Global Geneset Analysis

Rank GSZ p−value #all Geneset

Overexpressed

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20

6.41

6.4

6.38

5.78

5.66

5.63

5.55

5.38

5.38

5.35

5.35

5.24

5.21

5.11

5

4.99

4.98

4.96

4.9

4.7

0.001

0.001

0.001

0.002

0.002

0.002

0.002

0.003

0.003

0.003

0.003

0.003

0.003

0.003

0.004

0.004

0.004

0.004

0.004

0.004

27

29

32

47

215

278

335

68

58

139

59

84

171

212

235

38

20

19

16

16

GSEA C2

BP

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

BP

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

GSEA C2

BP

GSEA C2

GSEA C2

BP

REACTOME_DNA_STRAND_ELONGATION

DNA strand elongation involved in DNA replication

KEGG_DNA_REPLICATION

SUNG_METASTASIS_STROMA_DN

KAUFFMANN_DNA_REPAIR_GENES

MANALO_HYPOXIA_DN

WANG_RESPONSE_TO_GSK3_INHIBITOR_SB216763_DN

VERNELL_RETINOBLASTOMA_PATHWAY_UP

SONG_TARGETS_OF_IE86_CMV_PROTEIN

DNA replication

KAUFFMANN_MELANOMA_RELAPSE_UP

ZHOU_CELL_CYCLE_GENES_IN_IR_RESPONSE_6HR

SARRIO_EPITHELIAL_MESENCHYMAL_TRANSITION_UP

DUTERTRE_ESTRADIOL_RESPONSE_6HR_UP

BLUM_RESPONSE_TO_SALIRASIB_UP

BURTON_ADIPOGENESIS_PEAK_AT_16HR

telomere maintenance via semi−conservative replication

KEGG_MISMATCH_REPAIR

REACTOME_LAGGING_STRAND_SYNTHESIS

nucleotide−excision repair, DNA gap filling

Underexpressed

1
2
3
4
5
6
7
8
9
10
11
12
13
14
15
16
17
18
19
20

−6.23
−5.66
−4.96
−4.92
−4.84
−4.63
−4.48

−4.4
−4.34
−4.33
−4.31
−4.29

−4.27
−4.23

−4.2
−4.2
−4.11
−4.04
−4.03
−3.97

0.002
0.002
0.004
0.004
0.004
0.005
0.005
0.005
0.006
0.006
0.006
0.006
0.006
0.006
0.006
0.006
0.007
0.007
0.007
0.008

17
60
286
8
13
62
63

11
425
104
85

41
75

11
90
78
202
45
68
55

CC
GSEA C2
GSEA C2
GSEA C2
CC
GSEA C2
GSEA C2
Lymphoma

GSEA C2
GSEA C2
GSEA C2
GSEA C2
GSEA C2
BP
GSEA C2
BP
CC
GSEA C2
BP
GSEA C2

proteasome accessory complex

PELLICCIOTTA_HDAC_IN_ANTIGEN_PRESENTATION_UP
PASINI_SUZ12_TARGETS_DN
PASTURAL_RIZ1_TARGETS_UP
proteasome regulatory particle

REACTOME_APC_C_CDH1_MEDIATED_DEGRADATION_OF_CDC20_AND_OTHER_APC_C_CDH1_TARGETED_PROTEINS_IN_LATE_MITOSIS_EARLY_G1
REACTOME_APC_C_CDC20_MEDIATED_DEGRADATION_OF_MITOTIC_PROTEINS
Subero_T−ALL_hypo_meth

CHARAFE_BREAST_CANCER_LUMINAL_VS_MESENCHYMAL_DN
LAIHO_COLORECTAL_CANCER_SERRATED_UP
BURTON_ADIPOGENESIS_9
KEGG_PROTEASOME
REACTOME_REGULATION_OF_MITOTIC_CELL_CYCLE
cellular aldehyde metabolic process

CROONQUIST_NRAS_VS_STROMAL_STIMULATION_DN
anaphase−promoting complex−dependent proteasomal ubiquitin−dependent protein catabolic process
actin cytoskeleton

REACTOME_AUTODEGRADATION_OF_THE_E3_UBIQUITIN_LIGASE_COP1
positive regulation of ubiquitin−protein ligase activity involved in regulation of mitotic cell cycle transition

REACTOME_AUTODEGRADATION_OF_CDH1_BY_CDH1_APC_C
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Local Summary

%DE = 0.78

# metagenes = 17

# genes = 244

# genes in genesets = 243

# genes with fdr < 0.1  = 128  ( 111 + / 17  −)

# genes with fdr < 0.05  = 108  ( 97 + / 11  −)

# genes with fdr < 0.01 = 61  ( 57 + / 4  −)

<r> metagenes = 0.96

<r> genes = 0.15

<FC> = 0.32

<shrinkage−t> = 5.38

<p−value> = 0.01

<fdr> = 0.56
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PIGY

RAD51D

TMC8

STXBP5L

EGLN2

RNF135

SUMF1

MDM1

ADPGK

TNFRSF1A

TSEN54

PLA2G12A

C1orf86

OGFOD3

NT5C

TMEM18

DNAJC4

C17orf89

EPN2

PFN1

0.75

1.55

1.45

1.41

1.35

1.34

1.2

1.19

1.14

1.14

1.11

1.1

1.06

1.05

1.04

1.04

1.04

1.04

1.02

0.5

1e−12

2e−11

3e−10

9e−10

4e−09

6e−09

2e−07

2e−07

6e−07

8e−07

1e−06

2e−06

4e−06

6e−06

6e−06

6e−06

6e−06

7e−06

9e−06

1e−05

8e−10

2e−08

3e−08

1e−07

1e−07

6e−06

6e−06

1e−05

1e−05

3e−05

3e−05

4e−05

4e−05

4e−05

4e−05

4e−05

4e−05

6e−05

6e−05

6e−05

1 x 20

1 x 23

1 x 24

4 x 21

1 x 23

2 x 19

2 x 22

1 x 21

1 x 21

1 x 24

1 x 22

1 x 21

2 x 21

1 x 21

1 x 21

1 x 21

1 x 19

1 x 21

1 x 21

1 x 21

phosphatidylinositol glycan anchor biosynthesis, class Y [Source:HGNC Symbol;Acc:HGNC:28213]

RAD51 paralog D [Source:HGNC Symbol;Acc:HGNC:9823]

transmembrane channel−like 8 [Source:HGNC Symbol;Acc:HGNC:20474]

syntaxin binding protein 5−like [Source:HGNC Symbol;Acc:HGNC:30757]

egl−9 family hypoxia−inducible factor 2 [Source:HGNC Symbol;Acc:HGNC:14660]

ring finger protein 135 [Source:HGNC Symbol;Acc:HGNC:21158]

sulfatase modifying factor 1 [Source:HGNC Symbol;Acc:HGNC:20376]

Mdm1 nuclear protein homolog (mouse) [Source:HGNC Symbol;Acc:HGNC:29917]

ADP−dependent glucokinase [Source:HGNC Symbol;Acc:HGNC:25250]

tumor necrosis factor receptor superfamily, member 1A [Source:HGNC Symbol;Acc:HGNC:11916]

TSEN54 tRNA splicing endonuclease subunit [Source:HGNC Symbol;Acc:HGNC:27561]

phospholipase A2, group XIIA [Source:HGNC Symbol;Acc:HGNC:18554]

chromosome 1 open reading frame 86 [Source:HGNC Symbol;Acc:HGNC:26428]

2−oxoglutarate and iron−dependent oxygenase domain containing 3 [Source:HGNC Symbol;Acc:HGNC:26174]

5', 3'−nucleotidase, cytosolic [Source:HGNC Symbol;Acc:HGNC:17144]

transmembrane protein 18 [Source:HGNC Symbol;Acc:HGNC:25257]

DnaJ (Hsp40) homolog, subfamily C, member 4 [Source:HGNC Symbol;Acc:HGNC:5271]

chromosome 17 open reading frame 89 [Source:HGNC Symbol;Acc:HGNC:33551]

epsin 2 [Source:HGNC Symbol;Acc:HGNC:18639]

profilin 1 [Source:HGNC Symbol;Acc:HGNC:8881]
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Local Summary

%DE = 0.79

# metagenes = 25

# genes = 453

# genes in genesets = 450

# genes with fdr < 0.1  = 258  ( 193 + / 65  −)

# genes with fdr < 0.05  = 202  ( 157 + / 45  −)

# genes with fdr < 0.01 = 167  ( 131 + / 36  −)

<r> metagenes = 0.8

<r> genes = 0.16

<FC> = 0.25

<shrinkage−t> = 4.23

<p−value> = 0

<fdr> = 0.52

Profile

1 10 20 30 40 50

1

10

20

30

40

50

Spot

1 10 20 30 40 50

1

10

20

30

40

50

Local Genelist

Rank
ID

log(FC)
p−value

fdr
Metagene

Description

1

2

3

4

5

6

7

8

9
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13

14

15

16

17

18

19

20

EXOC3

NMRK2

SMCO4

RHOG

RNASEH2B

PDE6D

ZC3H13

NCAPH2

CENPH

MCM7

PLP1

SNX8

GINS1

SLC5A6

LIG1

MCM10

FARSA

MCM4

ZNF367

YEATS4

0.69

1.57

1.66

−1.37

1.52

−1.3

0.85

1.37

1.37

1.24

−0.53

1.3

1.29

1.29

1.28

1.26

−1.09

1

1.25

1.03

2e−13

6e−13

6e−13

1e−11

4e−11

6e−10

6e−10

2e−09

3e−09

4e−09

1e−08

1e−08

2e−08

2e−08

3e−08

4e−08

4e−08

5e−08

6e−08

7e−08

2e−11

2e−11

1e−09

2e−09

3e−08

3e−08

1e−07

1e−07

1e−07

5e−07

5e−07

5e−07

5e−07

5e−07

6e−07

6e−07

6e−07

6e−07

1e−06

1e−06

1 x 42

1 x 44

1 x 47

1 x 46

1 x 50

1 x 44

3 x 42

1 x 50

1 x 47

2 x 50

1 x 42

1 x 42

2 x 49

1 x 45

2 x 50

1 x 50

3 x 41

1 x 50

1 x 49

1 x 47

exocyst complex component 3 [Source:HGNC Symbol;Acc:HGNC:30378]

nicotinamide riboside kinase 2 [Source:HGNC Symbol;Acc:HGNC:17871]

single−pass membrane protein with coiled−coil domains 4 [Source:HGNC Symbol;Acc:HGNC:24810]

ras homolog family member G [Source:HGNC Symbol;Acc:HGNC:672]

ribonuclease H2, subunit B [Source:HGNC Symbol;Acc:HGNC:25671]

phosphodiesterase 6D, cGMP−specific, rod, delta [Source:HGNC Symbol;Acc:HGNC:8788]

zinc finger CCCH−type containing 13 [Source:HGNC Symbol;Acc:HGNC:20368]

non−SMC condensin II complex, subunit H2 [Source:HGNC Symbol;Acc:HGNC:25071]

centromere protein H [Source:HGNC Symbol;Acc:HGNC:17268]

minichromosome maintenance complex component 7 [Source:HGNC Symbol;Acc:HGNC:6950]

proteolipid protein 1 [Source:HGNC Symbol;Acc:HGNC:9086]

sorting nexin 8 [Source:HGNC Symbol;Acc:HGNC:14972]

GINS complex subunit 1 (Psf1 homolog) [Source:HGNC Symbol;Acc:HGNC:28980]

solute carrier family 5 (sodium/multivitamin and iodide cotransporter), member 6 [Source:HGNC Symbol;Acc:HGNC:11041]

ligase I, DNA, ATP−dependent [Source:HGNC Symbol;Acc:HGNC:6598]

minichromosome maintenance complex component 10 [Source:HGNC Symbol;Acc:HGNC:18043]

phenylalanyl−tRNA synthetase, alpha subunit [Source:HGNC Symbol;Acc:HGNC:3592]

minichromosome maintenance complex component 4 [Source:HGNC Symbol;Acc:HGNC:6947]

zinc finger protein 367 [Source:HGNC Symbol;Acc:HGNC:18320]

YEATS domain containing 4 [Source:HGNC Symbol;Acc:HGNC:24859]
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Local Summary

%DE = 0.83

# metagenes = 18

# genes = 282

# genes in genesets = 281

# genes with fdr < 0.1  = 157  ( 131 + / 26  −)

# genes with fdr < 0.05  = 152  ( 126 + / 26  −)

# genes with fdr < 0.01 = 91  ( 77 + / 14  −)

<r> metagenes = 0.89

<r> genes = 0.08

<FC> = 0.3

<shrinkage−t> = 5.11

<p−value> = 0.01

<fdr> = 0.55
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GDF15

SELT

ELOVL6

NLRC5

TRIB3

GATSL3

PPCDC

AGTRAP

NAGK

STK11IP

GABRA5

CCDC51

TSEN2

COG5

GSTZ1

BBS4

GARS

TBCB

AVPI1

CCBL2

1.75

−1.21

1.55

1.54

1.52

1.48

1.36

1.32

1.3

1.29

1.27

1.27

1.25

1.24

1.24

1.23

0.83

−0.96

0.78

1.18

9e−15

7e−13

2e−11

2e−11

4e−11

1e−10

4e−09

1e−08
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3e−11

5e−10
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8e−10

5e−09

2e−07

3e−07

3e−07

3e−07

4e−07

4e−07

5e−07

5e−07

5e−07

9e−07

1e−06

1e−06

2e−06

5e−06

5e−06

47 x 50

47 x 50

46 x 50

50 x 50

45 x 50

46 x 48

47 x 50

45 x 49

44 x 50

43 x 50

44 x 48

47 x 50

45 x 50

45 x 48

48 x 50

46 x 50

45 x 50

46 x 50

49 x 50

49 x 50

growth differentiation factor 15 [Source:HGNC Symbol;Acc:HGNC:30142]

ELOVL fatty acid elongase 6 [Source:HGNC Symbol;Acc:HGNC:15829]

NLR family, CARD domain containing 5 [Source:HGNC Symbol;Acc:HGNC:29933]

tribbles pseudokinase 3 [Source:HGNC Symbol;Acc:HGNC:16228]

GATS protein−like 3 [Source:HGNC Symbol;Acc:HGNC:34423]

phosphopantothenoylcysteine decarboxylase [Source:HGNC Symbol;Acc:HGNC:28107]

angiotensin II receptor−associated protein [Source:HGNC Symbol;Acc:HGNC:13539]

N−acetylglucosamine kinase [Source:HGNC Symbol;Acc:HGNC:17174]

serine/threonine kinase 11 interacting protein [Source:HGNC Symbol;Acc:HGNC:19184]

gamma−aminobutyric acid (GABA) A receptor, alpha 5 [Source:HGNC Symbol;Acc:HGNC:4079]

coiled−coil domain containing 51 [Source:HGNC Symbol;Acc:HGNC:25714]

TSEN2 tRNA splicing endonuclease subunit [Source:HGNC Symbol;Acc:HGNC:28422]

component of oligomeric golgi complex 5 [Source:HGNC Symbol;Acc:HGNC:14857]

glutathione S−transferase zeta 1 [Source:HGNC Symbol;Acc:HGNC:4643]

Bardet−Biedl syndrome 4 [Source:HGNC Symbol;Acc:HGNC:969]

glycyl−tRNA synthetase [Source:HGNC Symbol;Acc:HGNC:4162]

tubulin folding cofactor B [Source:HGNC Symbol;Acc:HGNC:1989]

arginine vasopressin−induced 1 [Source:HGNC Symbol;Acc:HGNC:30898]

cysteine conjugate−beta lyase 2 [Source:HGNC Symbol;Acc:HGNC:33238]
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Local Summary

%DE = 0.72

# metagenes = 5

# genes = 82

# genes in genesets = 82

# genes with fdr < 0.1  = 48  ( 44 + / 4  −)

# genes with fdr < 0.05  = 46  ( 42 + / 4  −)

# genes with fdr < 0.01 = 33  ( 32 + / 1  −)

<r> metagenes = 0.99

<r> genes = 0.11

<FC> = 0.49

<shrinkage−t> = 8.01

<p−value> = 0

<fdr> = 0.45
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SLC41A3

APTX

CASP4

NDEL1

RHBDD1

USP37

MAP2K5

SFMBT1

FBXO22

INO80

LYRM1

GMDS

TUBD1

C9orf72

ZNF346

KCTD6

IPO5

DYM

PANK2

BCKDHA

1.6

1.39

1.36

1.35

1.34

1.33

1.29

1.23

1.1

1.19

1.17

1.17

1.11

1.05

1.05

1.01
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solute carrier family 41, member 3 [Source:HGNC Symbol;Acc:HGNC:31046]

aprataxin [Source:HGNC Symbol;Acc:HGNC:15984]

caspase 4, apoptosis−related cysteine peptidase [Source:HGNC Symbol;Acc:HGNC:1505]

nudE neurodevelopment protein 1−like 1 [Source:HGNC Symbol;Acc:HGNC:17620]

rhomboid domain containing 1 [Source:HGNC Symbol;Acc:HGNC:23081]

ubiquitin specific peptidase 37 [Source:HGNC Symbol;Acc:HGNC:20063]

mitogen−activated protein kinase kinase 5 [Source:HGNC Symbol;Acc:HGNC:6845]

Scm−like with four mbt domains 1 [Source:HGNC Symbol;Acc:HGNC:20255]

F−box protein 22 [Source:HGNC Symbol;Acc:HGNC:13593]

INO80 complex subunit [Source:HGNC Symbol;Acc:HGNC:26956]

LYR motif containing 1 [Source:HGNC Symbol;Acc:HGNC:25074]

GDP−mannose 4,6−dehydratase [Source:HGNC Symbol;Acc:HGNC:4369]

tubulin, delta 1 [Source:HGNC Symbol;Acc:HGNC:16811]

chromosome 9 open reading frame 72 [Source:HGNC Symbol;Acc:HGNC:28337]

zinc finger protein 346 [Source:HGNC Symbol;Acc:HGNC:16403]

potassium channel tetramerization domain containing 6 [Source:HGNC Symbol;Acc:HGNC:22235]

importin 5 [Source:HGNC Symbol;Acc:HGNC:6402]

dymeclin [Source:HGNC Symbol;Acc:HGNC:21317]

pantothenate kinase 2 [Source:HGNC Symbol;Acc:HGNC:15894]

branched chain keto acid dehydrogenase E1, alpha polypeptide [Source:HGNC Symbol;Acc:HGNC:986]
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Local Summary

%DE = 0.76

# metagenes = 24

# genes = 397

# genes in genesets = 397

# genes with fdr < 0.1  = 188  ( 44 + / 144  −)

# genes with fdr < 0.05  = 119  ( 34 + / 85  −)

# genes with fdr < 0.01 = 82  ( 25 + / 57  −)

<r> metagenes = 0.86

<r> genes = 0.15

<FC> = −0.23

<shrinkage−t> = −3.8

<p−value> = 0.01

<fdr> = 0.66
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C1orf198

PMP22

SPARC

DST

MARCKS

DKK1

AKAP9

RAB3IP

PLK2

ANXA2

P2RX4

NOV

CDKN1A

MYO9A

CD55

ALKBH3

CYB5R1

CSRP2

FAM98A

APC

−1.31

−1.42

−2.13

−1.21

−0.67

1.4

−1.11

1.37

−1

−0.54

−1.22

−1.2

1.27
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−1.19

1.22
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7e−15
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4e−08

9e−08

2e−07

2e−07

6e−07

8e−07

8e−07

8e−07

2e−06

4e−06

4e−06

4e−06

4e−06

2e−05

3e−05

49 x 1

48 x 1

50 x 2

46 x 1

46 x 1

50 x 1

42 x 1

50 x 3

50 x 1

50 x 3

43 x 1

50 x 1

50 x 1

45 x 1

50 x 1

44 x 1

41 x 2

48 x 1

49 x 1

41 x 2

chromosome 1 open reading frame 198 [Source:HGNC Symbol;Acc:HGNC:25900]

peripheral myelin protein 22 [Source:HGNC Symbol;Acc:HGNC:9118]

secreted protein, acidic, cysteine−rich (osteonectin) [Source:HGNC Symbol;Acc:HGNC:11219]

dystonin [Source:HGNC Symbol;Acc:HGNC:1090]

myristoylated alanine−rich protein kinase C substrate [Source:HGNC Symbol;Acc:HGNC:6759]

dickkopf WNT signaling pathway inhibitor 1 [Source:HGNC Symbol;Acc:HGNC:2891]

A kinase (PRKA) anchor protein 9 [Source:HGNC Symbol;Acc:HGNC:379]

RAB3A interacting protein [Source:HGNC Symbol;Acc:HGNC:16508]

polo−like kinase 2 [Source:HGNC Symbol;Acc:HGNC:19699]

annexin A2 [Source:HGNC Symbol;Acc:HGNC:537]

purinergic receptor P2X, ligand gated ion channel, 4 [Source:HGNC Symbol;Acc:HGNC:8535]

nephroblastoma overexpressed [Source:HGNC Symbol;Acc:HGNC:7885]

cyclin−dependent kinase inhibitor 1A (p21, Cip1) [Source:HGNC Symbol;Acc:HGNC:1784]

myosin IXA [Source:HGNC Symbol;Acc:HGNC:7608]

CD55 molecule, decay accelerating factor for complement (Cromer blood group) [Source:HGNC Symbol;Acc:HGNC:2665]

alkB, alkylation repair homolog 3 (E. coli) [Source:HGNC Symbol;Acc:HGNC:30141]

cytochrome b5 reductase 1 [Source:HGNC Symbol;Acc:HGNC:13397]

cysteine and glycine−rich protein 2 [Source:HGNC Symbol;Acc:HGNC:2470]

family with sequence similarity 98, member A [Source:HGNC Symbol;Acc:HGNC:24520]

adenomatous polyposis coli [Source:HGNC Symbol;Acc:HGNC:583]
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Local Summary

%DE = 0.68

# metagenes = 9

# genes = 136

# genes in genesets = 135

# genes with fdr < 0.1  = 65  ( 16 + / 49  −)

# genes with fdr < 0.05  = 55  ( 14 + / 41  −)

# genes with fdr < 0.01 = 40  ( 8 + / 32  −)

<r> metagenes = 0.96

<r> genes = 0.09

<FC> = −0.27

<shrinkage−t> = −4.37

<p−value> = 0.01

<fdr> = 0.56
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CDC42BPA

SCPEP1

RPUSD3

LTV1

PARN

CFLAR

MGEA5

RNFT1

USP11

DNPEP

DEDD

UXT

HEATR1

CLK1

SEC14L1

HPS5

SLC25A46

VPS45

USE1

CRYZ

−1.15

−1.49

−1.31

−1.19
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−1.1

−0.86
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50 x 38
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50 x 38

49 x 37

50 x 40

50 x 40

49 x 40

50 x 39

50 x 39

50 x 38

50 x 40

CDC42 binding protein kinase alpha (DMPK−like) [Source:HGNC Symbol;Acc:HGNC:1737]

serine carboxypeptidase 1 [Source:HGNC Symbol;Acc:HGNC:29507]

RNA pseudouridylate synthase domain containing 3 [Source:HGNC Symbol;Acc:HGNC:28437]

LTV1 ribosome biogenesis factor [Source:HGNC Symbol;Acc:HGNC:21173]

poly(A)−specific ribonuclease [Source:HGNC Symbol;Acc:HGNC:8609]

CASP8 and FADD−like apoptosis regulator [Source:HGNC Symbol;Acc:HGNC:1876]

meningioma expressed antigen 5 (hyaluronidase) [Source:HGNC Symbol;Acc:HGNC:7056]

ring finger protein, transmembrane 1 [Source:HGNC Symbol;Acc:HGNC:30206]

ubiquitin specific peptidase 11 [Source:HGNC Symbol;Acc:HGNC:12609]

aspartyl aminopeptidase [Source:HGNC Symbol;Acc:HGNC:2981]

death effector domain containing [Source:HGNC Symbol;Acc:HGNC:2755]

ubiquitously−expressed, prefoldin−like chaperone [Source:HGNC Symbol;Acc:HGNC:12641]

HEAT repeat containing 1 [Source:HGNC Symbol;Acc:HGNC:25517]

CDC−like kinase 1 [Source:HGNC Symbol;Acc:HGNC:2068]

SEC14−like 1 (S. cerevisiae) [Source:HGNC Symbol;Acc:HGNC:10698]

Hermansky−Pudlak syndrome 5 [Source:HGNC Symbol;Acc:HGNC:17022]

solute carrier family 25, member 46 [Source:HGNC Symbol;Acc:HGNC:25198]

vacuolar protein sorting 45 homolog (S. cerevisiae) [Source:HGNC Symbol;Acc:HGNC:14579]

unconventional SNARE in the ER 1 homolog (S. cerevisiae) [Source:HGNC Symbol;Acc:HGNC:30882]

crystallin, zeta (quinone reductase) [Source:HGNC Symbol;Acc:HGNC:2419]
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Local Summary

%DE = 0.78

# metagenes = 17

# genes = 116

# genes in genesets = 116

# genes with fdr < 0.1  = 55  ( 11 + / 44  −)

# genes with fdr < 0.05  = 43  ( 9 + / 34  −)

# genes with fdr < 0.01 = 33  ( 9 + / 24  −)

<r> metagenes = 0.97

<r> genes = 0.1

<FC> = −0.24

<shrinkage−t> = −4.09

<p−value> = 0.01

<fdr> = 0.6
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IDH3B

ARMC8

SRI

MRPS10

DIMT1

PSMC2

NXF1

EXOC2

CDADC1

TAF11

RHOT1

TSSC1

DDHD1

PKNOX1

COQ3

NGDN

CHD4

WNK1

DHX8

SUPT6H

−1.48

−1.43

−0.76

−0.99

−1.18

−0.78

−0.77

−1.07

1.04

−0.97

−1

1

−0.95

−0.9

0.89

0.76

−0.59

0.76
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−0.81
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22 x 43
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20 x 43
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22 x 45

21 x 43

22 x 44

22 x 41

22 x 41

isocitrate dehydrogenase 3 (NAD+) beta [Source:HGNC Symbol;Acc:HGNC:5385]

armadillo repeat containing 8 [Source:HGNC Symbol;Acc:HGNC:24999]

sorcin [Source:HGNC Symbol;Acc:HGNC:11292]

mitochondrial ribosomal protein S10 [Source:HGNC Symbol;Acc:HGNC:14502]

DIM1 dimethyladenosine transferase 1 homolog (S. cerevisiae) [Source:HGNC Symbol;Acc:HGNC:30217]

proteasome (prosome, macropain) 26S subunit, ATPase, 2 [Source:HGNC Symbol;Acc:HGNC:9548]

nuclear RNA export factor 1 [Source:HGNC Symbol;Acc:HGNC:8071]

exocyst complex component 2 [Source:HGNC Symbol;Acc:HGNC:24968]

cytidine and dCMP deaminase domain containing 1 [Source:HGNC Symbol;Acc:HGNC:20299]

TAF11 RNA polymerase II, TATA box binding protein (TBP)−associated factor, 28kDa [Source:HGNC Symbol;Acc:HGNC:11544]

ras homolog family member T1 [Source:HGNC Symbol;Acc:HGNC:21168]

tumor suppressing subtransferable candidate 1 [Source:HGNC Symbol;Acc:HGNC:12383]

DDHD domain containing 1 [Source:HGNC Symbol;Acc:HGNC:19714]

PBX/knotted 1 homeobox 1 [Source:HGNC Symbol;Acc:HGNC:9022]

coenzyme Q3 methyltransferase [Source:HGNC Symbol;Acc:HGNC:18175]

neuroguidin, EIF4E binding protein [Source:HGNC Symbol;Acc:HGNC:20271]

chromodomain helicase DNA binding protein 4 [Source:HGNC Symbol;Acc:HGNC:1919]

WNK lysine deficient protein kinase 1 [Source:HGNC Symbol;Acc:HGNC:14540]

DEAH (Asp−Glu−Ala−His) box polypeptide 8 [Source:HGNC Symbol;Acc:HGNC:2749]

suppressor of Ty 6 homolog (S. cerevisiae) [Source:HGNC Symbol;Acc:HGNC:11470]
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