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Small Cell Lung Cancer

Control | OOS Anovap| FDR
Gene symbol Gene Name Avg Avg [Fold Change
value |p-value
(log?) | (log2)
FAM134B Family with sequence similarity 134, member B 4,09 6,28 4,54 0,0065 | 0,7943
TMEM45B Transmembrane protein 45B 6,12 7,85 3,32 0,0302 | 0,7943
HSD17B11 Hydroxysteroid (17-beta) dehydrogenase 11 6,29 7,79 2,83 0,0046 | 0,7943
RNASET2 Ribonuclease T2 6,37 7,87 2,82 0,0061 | 0,7943
APPL2 Adaptor protein, phosphotyrosine interaction, PH domain and leucine zipper containing 2 5,52 6,89 2,59 0,0084 | 0,7943
SAMD9 Sterile alpha motif domain containing 9 54 6,75 2,54 0,0082 0,7943
OR51F2 Olfactory receptor, family 51, subfamily F, member 2 6,91 8,22 2,48 0,0009 0,7943
E2F8 E2F transcription factor 8 6,55 7,84 2,44 0,0295 0,7943
S100A13 S100 calcium binding protein A13 8,49 9,74 2,38 0,0104 0,7943
CERSI1; GDF1 Ceramide synthase 1; growth differentiation factor 1 4,58 5,83 2,38 0,008 0,7943
CDC14B Cell division cycle 14B 3,58 4,82 2,37 0,0044 | 0,7943
CRI1L Complement component (3b/4b) receptor 1-like 5,38 6,62 2,36 0,0402 0,7943
ZDHHC22 Zinc finger, DHHC-type containing 22 5,21 6,45 2,36 0,0186 | 0,7943
CDHR1 Cadherin-related family member 1 5,77 6,96 2,29 0,0149 | 0,7943
C15o0rf61 Chromosome 15 open reading frame 61 5,58 6,76 2,27 0,0045 | 0,7943
CDKN2C Cyclin-dependent kinase inhibitor 2C (p18, inhibits CDK4) 8,28 9,45 2,25 0,0224 | 0,7943
PSMB8 Proteasome subunit beta 8 6,92 8,08 2,24 0,0039 | 0,7943
TFRC Transferrin receptor 11,01 12,17 2,24 0,0226 | 0,7943
OR51E2 Olfactory receptor, family 51, subfamily E, member 2 6,28 7,43 2,22 0,0374 | 0,7943
MAN2A2 Mannosidase, alpha, class 2A, member 2 6,54 7,67 2,18 0,0315 | 0,7943
TMEM238 Transmembrane protein 238 7,76 8,88 2,18 0,0006 | 0,7943
PCDHB3 Protocadherin beta 3 5,32 6,44 2,18 0,0063 | 0,7943
DCLK2 Doublecortin-like kinase 2 5,64 6,76 2,18 0,0112 | 0,7943
RMI2 RecQ mediated genome instability 2 6,88 7,99 2,16 0,0457 0,7943
SIGMAR1 Sigma non-opioid intracellular receptor 1 9,72 10,82 2,15 0,0274 0,7943
BANF1 Barrier to autointegration factor 1 11,63 12,73 2,15 0,0425 0,7943
TNFRSF11A Tumor necrosis factor receptor superfamily, member 11a, NFKB activator 6,89 7,98 2,14 0,0007 0,7943
CSRP1 Cysteine and glycine-rich protein 1 9,08 10,18 2,14 0,0195 0,7943
TPPP Tubulin polymerization promoting protein 5,56 6,66 2,13 0,0366 0,7943
SKP2 Transcript Identified by AceView, Entrez Gene ID(s) 6502 5,76 6,85 2,13 0,0159 0,7943
HSPB1 Heat shock 27kDa protein 1 11,27 12,35 2,12 0,0234 | 0,7943
SMOC2 SPARC related modular calcium binding 2 7,26 8,34 2,12 0,041 0,7943
CLDN1 Claudin 1 5,61 6,7 2,12 0,0084 | 0,7943
SYNJ2 Synaptojanin 2 5,55 6,62 2,1 0,0065 | 0,7943
ELMO1 Engulfment and cell motility 1 8,76 9,82 2,09 0,0498 | 0,7943
CHAF1B Chromatin assembly factor 1, subunit B (p60) 9,17 10,23 2,08 0,0105 0,7943
ZNF410 Zinc finger protein 410 47 5,76 2,08 0,0126 | 0,7943
ATP6V1C2 ATPase, H+ transporting, lysosomal 42kDa, V1 subunit C2 8,58 9,64 2,07 0,0257 | 0,7943
DPP10 Dipeptidyl-peptidase 10 (inactive) 7,87 8,91 2,06 0,0371 | 0,7943
PCBD1 Pterin-4 alpha-carbinolamine dehydratase/dimerization cofactor of hepatocyte nuclear 8,83 9,87 2.06 00229 | 07943
factor 1 alpha
LARGE Transcript Identified by AceView, Entrez Gene ID(s) 9215 6,12 7,16 2,05 0,0305 | 0,7943
CLASP2 Transcript Identified by AceView, Entrez Gene ID(s) 23122 4,79 5,82 2,05 0,0092 | 0,7943
PABPC4 Poly(A) binding protein, cytoplasmic 4 (inducible form) 10,33 11,36 2,04 0,0413 | 0,7943
ST3GALS ST3 beta-galactoside alpha-2,3-sialyltransferase 5 6,04 7,05 2,02 0,0099 | 0,7943
ADPRHL1 ADP-ribosylhydrolase like 1 8,16 9,17 2,02 0,0278 | 0,7943
INTS7 Integrator complex subunit 7 9,19 10,19 2,01 0,0432 0,7943
MAGEA9; MAGEA9B MAGE family member A9; MAGE family member A9B 4,67 5,67 2 0,0054 0,7943
CREBZF CREB/ATF bZIP transcription factor 7,94 8,94 2 0,0175 | 0,7943
CNRIP1 Cannabinoid receptor interacting protein 1 5,41 6,41 2 0,0012 | 0,7943
RAD54L Transcript Identified by AceView, Entrez Gene ID(s) 8438 7,16 6,15 -2 0,0231 | 0,7943
TEX38 Testis expressed 38 5,02 4,02 -2,01 0,0179 0,7943
MEOX2 Mesenchyme homeobox 2 5,63 4,62 -2,01 0,0088 0,7943
BMF Bcl2 modifying factor 7,6 6,6 -2,01 0,0167 0,7943
MUC4 Mucin 4, cell surface associated 4,53 3,562 -2,01 0,0034 0,7943
Clorf234 Chromosome 1 open reading frame 234 5,08 4,07 -2,02 0,005 0,7943
KRT76 Keratin 76, type Il 7,11 6,08 -2,04 0,0219 | 0,7943
RSPO1 R-spondin 1 7,02 5,99 -2,04 0,0276 | 0,7943
OLFML3 Olfactomedin like 3 4,96 3,93 -2,04 0,0115 | 0,7943
GPC4 Glypican 4 6,02 4,98 -2,06 0,003 0,7943
CD79B CD79b molecule, immunoglobulin-associated beta 7,15 6,11 -2,06 0,0278 | 0,7943
PRRG4 Proline rich Gla (G-carboxyglutamic acid) 4 (transmembrane) 4,87 3,83 -2,06 0,0436 | 0,7943
REM1 RAS (RAD and GEM)-like GTP-binding 1 5,08 4,04 -2,06 0,0139 | 0,7943
MYRFL Myelin regulatory factor-like 4,78 3,73 -2,07 0,0105 | 0,7943
ACSF2 Acyl-CoA synthetase family member 2 7,26 6,21 -2,07 0,044 0,7943
DUX4 Double homeobox 4 6,77 5,72 -2,07 0,0302 | 0,7943
LAMA1 Laminin, alpha 1 6,38 5,31 -2,09 0,0366 | 0,7943
AOC3 Amine oxidase, copper containing 3 571 4,65 -2,09 0,0017 | 0,7943
OXT Oxytocin/neurophysin | prepropeptide 57 4,63 -2,1 0,0336 | 0,7943
Clorf105 Chromosome 1 open reading frame 105 4,72 3,65 -2,11 0,029 0,7943
CCDC153 Coiled-coil domain containing 153 6,76 5,67 -2,12 0,0193 0,7943
AGR2 Anterior gradient 2, protein disulphide isomerase family member 4,78 3,67 -2,15 0,0138 0,7943
ASAP3 ArfGAP with SH3 domain, ankyrin repeat and PH domain 3 9,63 8,51 -2,17 0,0063 0,7943
FSHB Follicle stimulating hormone, beta polypeptide 6,21 5,09 -2,18 0,0193 0,7943
SLITRK4 SLIT and NTRK-like family, member 4 5,41 4,26 -2,22 0,0006 | 0,7943
SSTR3 Somatostatin receptor 3 8,24 7,09 -2,22 0,0071 0,7943
HIST1H1T Histone cluster 1, H1t 5,31 4,13 -2,27 0,0361 | 0,7943
PREX1 Memczak2013 ALT_ACCEPTOR, ALT_DONOR, coding, INTERNAL, intronic best 8,99 78 227 0,0136 07943
transcript NM_020820
CXorf49B; CXorf49 Chromosome X open reading frame 49B; chromosome X open reading frame 49 5,31 4,13 -2,28 0,0159 0,7943
DHRS3; MIR6730 Dehydrogenase/reductase (SDR family) member 3; microRNA 6730 8,25 7,06 -2,28 0,0064 0,7943
SDC1 Syndecan 1 8,08 6,89 -2,29 0,0148 | 0,7943
HK2 Hexokinase 2 9,28 8,09 -2,29 0,0125 | 0,7943
RPL12 Zhang2013 ALT_ACCEPTOR, ALT_DONOR, coding, INTERNAL, intronic best transcript 8,22 701 231 00258 | 07943
NM_000976
RHBDL3 Rhomboid, veinlet-like 3 (Drosophila) 7,62 6,39 -2,33 0,0129 | 0,7943
AXINT Memczak2013 ALT_ACCEPTOR, ALT_DONOR, coding, INTERNAL, intronic best 811 6.8 2,47 0,034 07943
transcript NM_ 003502
GABBR2 Gamma-aminobutyric acid (GABA) B receptor, 2 11,01 9,67 -2,53 0,0211 | 0,7943
VNN2 Vanin 2 4,84 3,49 -2,56 0,0039 | 0,7943
D1 Inhibitor of DNA binding 1, dominant negative helix-loop-helix protein 4,67 3,31 -2,57 0,0006 | 0,7943
ITGA6 Integrin alpha 6 9,05 7,52 -2,89 0,0086 | 0,7943
NDUFA4L2 NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 4-like 2 7,39 5,42 -3,91 0,0005 | 0,7943
ANXA2 Annexin A2 11,61 8,38 -9,37 0,0356 | 0,7943






Acute Myeloid Leukemia

Control| OOS Anovap| FDR
Gene symbol Gene Name Avg Avg [Fold Change
value |p-value
(log2) | (log2)

TRGJP1 T cell receptor gamma joining P1 3,76 6,01 4,77 0,0027 | 0,6744

ITGB3 Integrin beta 3 8,09 10,11 4,07 0,03 0,807
IGFBP5 Insulin like growth factor binding protein 5 6,93 8,69 3,39 0,0039 | 0,6744
SLC37A1 Solute carrier family 37 (glucose-6-phosphate transporter), member 1 7,42 9,16 3,34 0,0044 | 0,6744

MYCT1 Myc target 1 4,94 6,46 2,87 0,0152 0,779
UCA1 Urothelial cancer associated 1 (non-protein coding) 6,03 75 2,78 0,013 0,7636
ANK2 Ankyrin 2, neuronal 6,02 7,49 2,77 0,0015 | 0,6744
LRRC32 Leucine rich repeat containing 32 5,09 6,52 2,69 0,0164 0,7906
NID1 Nidogen 1 6,56 7,87 2,49 0,0011 | 0,6744
STRIP2 Striatin interacting protein 2 7,19 8,45 2,4 0,0006 0,6744
RASGRP3 RAS guanyl releasing protein 3 (calcium and DAG-regulated) 5,33 6,59 2,38 0,0023 | 0,6744
EPB41L4A Erythrocyte membrane protein band 4.1 like 4A 54 6,63 2,34 0,0043 0,6744
ANKRD20A1 Ankyrin repeat domain 20 family, member Al 6,07 7,27 2,29 0,0134 0,7667
RGCC Regulator of cell cycle 4,14 5,32 2,27 0,0032 0,6744
KLHL5 Kelch-like family member 5 4,87 6,02 2,22 0,009 0,7296
ERVE-1 Endogenous retrovirus group E, member 1 5,87 6,97 2,15 0,0013 | 0,6744
TSPAN33 Tetraspanin 33 6,33 7,43 2,15 0,0041 | 0,6744
CHRM3-AS2 CHRMS3 antisense RNA 2 3,8 4,85 2,07 0,0003 | 0,6744
F2RL2 Coagulation factor Il (thrombin) receptor-like 2 8,62 9,67 2,07 0,003 0,6744
ZNF385A Zinc finger protein 385A 7,81 8,84 2,05 0,0054 | 0,6744
VTRNA1-1 Vault RNA 1-1 5,25 6,28 2,04 0,002 0,6744
IFI30 Interferon, gamma-inducible protein 30 6,96 7,98 2,03 0,0342 0,8138
HPGDS Hematopoietic prostaglandin D synthase 9,67 8,66 -2,02 0,0016 | 0,6744
KRT8P11 Keratin 8 pseudogene 11 5,81 4,79 -2,03 0,0333 0,8138
PAG1 Phosphoprotein membrane anchor with glycosphingolipid microdomains 1 10,45 9,43 -2,04 0,0054 | 0,6744
CD200R1 CD200 receptor 1 8,85 7,82 -2,05 0,0085 | 0,7259
LOC105369568 Uncharacterized LOC105369568 7,31 6,26 -2,07 0,0011 | 0,6744
DPYD Dihydropyrimidine dehydrogenase 8,33 7,28 -2,08 0,0092 0,7296
DSC3 Desmocollin 3 7,34 6,28 -2,08 0,0078 | 0,7097
CD96 CD96 molecule 7,22 6,16 -2,09 0,0099 | 0,7319
ADAMTS19 ADAM metallopeptidase with thrombospondin type 1 motif 19 8,3 7,22 -2,11 0,0075 | 0,7006
ALDH1A1 Aldehyde dehydrogenase 1 family, member Al 9,75 8,64 -2,17 0,0102 | 0,7357
LIF Leukemia inhibitory factor 8,65 7,51 -2,2 0,0015 | 0,6744
CST7 Cystatin F (leukocystatin) 8,65 7,52 -2,2 0,0043 | 0,6744
CDK15 Cyclin-dependent kinase 15 8,27 7,13 -2,2 0,0042 | 0,6744
ERVFRD-1 Endogenous retrovirus group FRD, member 1 7,72 6,57 -2,21 5,48E-06| 0,2641
MS4A2 Membrane-spanning 4-domains, subfamily A, member 2 8,03 6,88 -2,22 0,0251 | 0,8055
TLDC2 TBC/LysM-associated domain containing 2 8,14 6,98 -2,24 0,0029 0,6744
LOC105376935 Uncharacterized LOC105376935 5,08 3,89 -2,29 0,004 0,6744
MIR29B2; Clorfl32 MicroRNA 29b-2; chromosome 1 open reading frame 132 55 4,27 -2,34 0,008 0,7169
SCNO9A Sodium channel, voltage gated, type IX alpha subunit 8,19 6,95 -2,36 0,0002 0,6744
CRISP3 Cysteine-rich secretory protein 3 7,81 6,53 -2,43 9,01E-05( 0,6744
LOC105377368 Histone-lysine N-methyltransferase SETMAR-like 5,69 4,22 -2,76 0,0009 0,6744
GPR34 G protein-coupled receptor 34 6,17 4,6 -2,97 0,0007 | 0,6744
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Name size | s | nes |NOMp-|FDRq-| FWER

val val p-val

Acute Myeloid Leukemia
REACTOME_CELL_CYCLE_CHECKPOINTS.grp 108  -0,4064 | -1,614 [0,00196 0,17991 0,605
REACTOME_MITOTIC_G1_G1_S_PHASES.grp 129  -0,3312|-1,3601 | 0,02768 0,58823 1
REACTOME_CELL_CYCLE.grp 384  -0,271 | -1,2536 | 0,03077 064357 1
Small Cell Lung Cancer

REACTOME_CELL_CYCLE_CHECKPOINTS.grp 108 -0,4954 [ -2,3003] 0 0 0
REACTOME_CELL_CYCLE_MITOTIC.grp 298  -0,4283|-2,2706 | 0 0 0
REACTOME_MITOTIC_G1_G1_S_PHASES.grp 128  -0,4697 | -2,2055| O  0,00158 0,003
REACTOME_CELL_CYCLE.grp 376  -0,3987 | -2,1244| 0 000172 0,004
GO_CELL_CYCLE_CHECKPOINT.grp 171 -0,4099 | -2,0055| O  0,00457 0,018
GO_G1_DNA DAMAGE_CHECKPOINT.grp 65  -0,4396|-1,8379| 0 001411 0,098
KEGG_CELL_CYCLE.grp 122 -0,3778 | -1,7403 | 0,00585 0,02657 0,213
GO_G2_DNA_DAMAGE_CHECKPOINT.grp 30  -04535| -1,592 | 0,01543 0,06446 0,539
GO_CELL_CYCLE.grp 1182 -0,2654 | -1,5795| O  0,06652 0,559
GO_NEGATIVE_REGULATION_OF CELL_CYCLE_G1_S_PHASE_TRANSITION.grp | 87  -0,3586 | -1,5708 | 0,00897 0,06566 0,574
G2_M_TRANSITION_OF_MITOTIC_CELL_CYCLE.grp 13 -0,5525 | -1,5591 | 0,02806 0,06857 0,598
GO_CELL_CYCLE_PROCESS.grp 964  -0,2642 | -1,553 0 007045 0,621
GO_CELL_CYCLE_G1_S_PHASE_TRANSITION.grp 102  -0,3296 | -1,4828 0 0,08943 0,794
G1_S_TRANSITION_OF_MITOTIC_CELL_CYCLE.grp 25  -0,4346 | -1,4574 | 0,04985 0,09902 0,847
GO_REGULATION_OF_CELL_CYCLE_G1_S_PHASE_TRANSITION.grp 131  -0,2964 | -1,4085 | 0,00559 0,12151 0,916
GO_REGULATION_OF_CELL_CYCLE.grp 860 -0,2374|-1,3541| 0  0,15684 0,968
REGULATION_OF_CELL_CYCLE.grp 169 -0,2738|-1,3369| O  0,16561 0,977
GO_CELL_CYCLE_G2_M_PHASE_TRANSITION.grp 127  -0,2833 | -1,3368 | 0,02793 0,16263 0,978
CELL_CYCLE_PHASE.grp 163  -0,2656 | -1,3074 | 0,02667 0,18466 0,988
CELL_CYCLE_PROCESS.grp 183  -0,2451|-1,2296 | 0,02759 02568 1
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