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K—Means Clusters

Spot Summary: A

# metagenes = 13
# genes = 262

<r> metagenes = 0.99
<r>genes = 0.77
beta: r2=0.44 / log p= -3.23

# samples with spot =5 ( 21.7 %)
MLH1_normHNPCC : 4 ( 66.7 %)
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Spot Genelist

Rank
ID

1 ENSG000001
2 ENSG000001
3 ENSG000001
4 ENSG000001
5 ENSG000002
6 ENSG000001
7 ENSG000001
8 ENSG000002
9  ENSG000001
10 ENSG000001
11 ENSG000001
12 ENSG000002
13 ENSG000001
14 ENSG000001
15 ENSG000001
16 ENSG000001
17 ENSG000001
18 ENSG000001
19 ENSG000000
20 ENSG000001

max e
min e

14 -0.53
1.34 -0.7
1.14 -0.59
1.14 -0.52
1.11 -0.68
1.01 -0.54
0.95 -0.25
0.95 -0.72
0.93 -0.22
0.89 -0.51
0.85 -0.35
0.85 -0.8
0.85 -0.2
0.84 -0.29
0.83 -0.25
0.82 -0.25
0.82 -0.39
0.81 -0.24
0.8 -0.2
0.79 -0.35

r

0.84

0.91

0.93

0.93

0.94

0.94

0.5

0.98

0.94

0.97

0.45

0.92

0.97

0.94

0.93

0.93

0.98

0.97

0.98

Description
Symbol

FDCSP follicular dendritic cell secreted protein [Source:HGNC Symbc
CCL21 chemokine (C-C motif) ligand 21 [Source:HGNC Symbol;Acc
CCL19 chemokine (C-C motif) ligand 19 [Source:HGNC Symbol;Acc

CXCL13 chemokine (C-X-C motif) ligand 13 [Source:HGNC Symbol;/

UBD ubiquitin D [Source:HGNC Symbol;Acc:HGNC:18795]
CD52  CD52 molecule [Source:HGNC Symbol;Acc:HGNC:1804]
CR2 complement component (3d/Epstein Barr virus) receptor 2 [Si
MT-RNR2-like 2 [Source:HGNC Symbol;Acc:HGNC:37156]
CCR7 chemokine (C-C motif) receptor 7 [Source:HGNC Symbol;Ac
CXCR4 chemokine (C-X-C motif) receptor 4 [Source:HGNC Symbol;
LCP1  lymphocyte cytosolic protein 1 (L—plastin) [Source:HGNC Syr
MT-RNR2-like 9 [Source:HGNC Symbol;Acc:HGNC:37166]
IL7R interleukin 7 receptor [Source:HGNC Symbol;Acc:HGNC:602

MS4A1 membrane-spanning 4—domains, subfamily A, member 1 [Sc
GIMAP7 GTPase, IMAP family member 7 [Source:HGNC Symbol;Acc:
ETS1 v-ets avian erythroblastosis virus E26 oncogene homolog 1 [
CD79A CD79a molecule, immunoglobulin-associated alpha [Source:
FCMR Fc fragment of IgM receptor [Source:HGNC Symbol;Acc:HGM
PTPRC protein tyrosine phosphatase, receptor type, C [Source:HGN(

CD53 CD53 molecule [Source:HGNC Symbol;Acc:HGNC:1686]

Geneset Overrepresentation

Rank p-value #in/all

©o~NoOOR~WNE

Density

1le-99
4e-94
3e-81
4e-70
9e-69
6e-59
2e-51
4e-50
le-48
6e-44
6e-42
7e-38
8e-35
3e-33
5e-30
4e-29
7e-29
3e-28
8e-28
le-27
5e-26
8e-26
9e-24
le-23
le-23
5e-23
8e-23
le-22
2e-22
2e-22
4e-22
le-21
2e-21
3e-21
2e-20
4e-20
le-19
3e-19
3e-19
4e-19

10

Geneset

142/844  Colon Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
97/ 427 Tissut WIRTH_Immune system
89 /436 GSE# SMID_BREAST_CANCER_NORMAL_LIKE_UP
89/574 Cance Lembcke_Colonic Inflammation
68/263 GSE# WALLACE_PROSTATE_CANCER_RACE_UP
547175 GSE# LEE_DIFFERENTIATING_T_LYMPHOCYTE
53/220 GSE# MCLACHLAN_DENTAL_CARIES_UP
55 /259 GSE# POOLA_INVASIVE_BREAST_CANCER_UP
69 /522 GSE# SMID_BREAST_CANCER_LUMINAL_B_DN
471210 GSE# MCLACHLAN_DENTAL_CARIES_DN
54 /343 BP  immune response
45/ 246 GSE# QI_PLASMACYTOMA_UP
199 /7592 Lympl HOPP_Strong_enhancer
48 /368 GSE# LINDGREN_BLADDER_CANCER_CLUSTER_2B
23/51 GSE# MORI_LARGE_PRE_BII_LYMPHOCYTE_DN
34/181 HM  HALLMARK_ALLOGRAFT_REJECTION
471435 GSE/ RODWELL_AGING_KIDNEY_UP
39/279 Glio WILLSCHER_GBM_Verhaak-CL & MES_up
25/79 GSE# FLECHNER_BIOPSY_KIDNEY_TRANSPLANT_REJECTED_
15/16 CC  MHC class Il protein complex
21/53 GSE/ KLEIN_PRIMARY_EFFUSION_LYMPHOMA_DN
33/208 Tissuw PALMER_B-Cell signature up
23/86 GSE# WIELAND_UP_BY_HBV_INFECTION
23/87 GSE# BASSO_CD40_SIGNALING_UP
38/346 GSE/ SANSOM_APC_TARGETS_DN
2817163 GSE/# PASQUALUCCI_LYMPHOMA_BY_GC_STAGE_DN
31/218 GSE# HOSHIDA_LIVER_CANCER_SUBCLASS_S1
30/201 CC external side of plasma membrane
18/45 GSE/ YU_MYC_TARGETS_DN
20/64 BP T cell costimulation
68/1340 GSE/ PUJANA_ATM_PCC_NETWORK
22192 BP T cell receptor signaling pathway
21/82 GSE# MORI_MATURE_B_LYMPHOCYTE_UP
19/61 BP  antigen processing and presentation
61/1165 GSE/ CHEN_METABOLIC_SYNDROM_NETWORK
51/823 GSE# REACTOME_IMMUNE_SYSTEM
28/215 GSE# JAATINEN_HEMATOPOIETIC_STEM_CELL_DN
35/381 GSE/ KUMAR_TARGETS_OF_MLL_AF9_FUSION
145/5643 Lymp HOPP_Txn_transition
38/ 466 Lymp SPANG_CD40 6hrs DN
p-values
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K—Means Clusters

Spot Summary: B

Spot Genelist

Geneset Overrepresentation

# metagenes = 31 Rank max e r Description Rank p-value #in/all Geneset
# genes = 399 ID min e Symbol
1 ENSGO000001 0.58 -0.12 041 IDO1 indoleamine 2,3-dioxygenase 1 [Source:HGNC Symbol;Acc:| 1 4e-82 103/427  Tissuc WIRTH_Immune system
2 3e-66 118/844  Colon Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
<r> metagenes = 0.96 2  ENSGO00001 056  -0.14 071  S1PR1 sphingosine-1-phosphate receptor 1 [Source:HGNC Symbol 3 6e-54 303/7592 Lympl HOPP_Strong_enhancer
<r> genes = 0.65 45]. le-40 241/5643 Lympl HOPP_Txn_transition
3 ENSGO000002 051  -0.35 0.76 6e-40 76/574  Canct Lembcke_Colonic Inflammation
beta: r2=0.14 / log p= -1.08 6 2e-37 109/1340 GSE£ PUJANA_ATM_PCC_NETWORK
4 ENSGO000001 0.49 -0.07 0.91 LEF1  lymphoid enhancer-binding factor 1 [Source:HGNC Symbol;/ 7 2e-33 61/436 GSE# SMID_BREAST_CANCER_NORMAL_LIKE_UP
. 8 2e-29 39/175  GSE# LEE_DIFFERENTIATING_T_LYMPHOCYTE
# samples with spot = 3 (13 %) - )
5 ENSGO00001 049 -02 062  ARGLULarginine and glutamate rich 1 [Source:HGNC Symbol:AccHG 9 le-28 58/473  GSE# ZHENG_BOUND_BY_FOXP3
MLH lﬁnormHNPCC 13 ( 50 %) 10 le-27 49 /336 Lympl Hopp_June1l4_MMML937 tumors+controls_group.overexpression_H_GC-|
6  ENSGO00001 0.48  -024 065  GOLGA8gOlgin A8 family, member A [Source:HGNC SymbolAccHGN 11 5e-27 49/347  Lympl WIRTH_lymphoma937_spot H
12 6e-26 128/2401 TF  ICGC_Bclll_targets
7  ENSG000001 046 -0.28 0.74 13 8e-25 84/1165 GSE# CHEN_METABOLIC_SYNDROM_NETWORK
14 2e-22 39/263  GSE# WALLACE_PROSTATE_CANCER_RACE_UP
8 ENSG000002 0.46 -0.19 0.76 GOLGA8Bolgin A8 family, member B [Source:HGNC Symbol;Acc:HGN 15 2e-21 245/7491 Lympl HOPP_Txn_elongation
16 3e-21 91/1523 TF  ICGC_P300_targets
9 ENSG000001 0.44 -0.25 048 DUSP5 dual specificity phosphatase 5 [Source:HGNC Symbol;Acc:Ht 17 1e-19 357246 GSE/ QI_PLASMACYTOMA_UP
18 2e-18 33/236  GSE/ RUTELLA_RESPONSE_TO_HGF_VS_CSF2RB_AND_IL4_DN
: — ICGC_Cebpbsc150_target:
10 ENSG000001 0.44 -0.06 0.92 GPR15 G protein—coupled receptor 15 [Source:HGNC Symbol;Acc:H 19 3e-18 105/2133 TF —ebphselon_targets
20 3e-18 17414714 TF  ICGC_Pul_targets
- ) 21 5e-18 105/2149 TF  ICGC_Mef2_targets
ENSG000001 0.44 -0.29 0.28 TAP1  transporter 1, ATP-binding cassette, sub—family B (MDR/TAF - -
11 P 9 VB 22 7e-18 36/297  GSE/ DEURIG_T_CELL_PROLYMPHOCYTIC_LEUKEMIA_DN
23 le-17 137/3305 TF  ICGC_BatfPcrl_targets
. -0. . signal transducer and activator of transcription 1, 91kDa [Sol — -
12 enscooooor 0.44 023 047 STATL s “ 'V i [Sou 24 3e-17 59/823  GSE/ REACTOME_IMMUNE_SYSTEM
. | ex interacti ein famil ber B11 25 4e-17 96/1914 GSE/ PILON_KLF1_TARGETS_DN
Overview Map Spot 13 EnsGo00002 044 04 057  NPIPBLLnuclear pore complex interacting protein family, member 26 4e-17 371332 Colon Pentrack CRC_TCGA_corr_J_msi-h_UP_mss_DN
_ . 27 le-16 17/51 GSE# LEE_EARLY_T_LYMPHOCYTE_DN
40 — 14 ENSGO000001 0.43 -0.17 0.75 OGT O-linked N-acetylglucosamine (GIcNAc) transferase [Source 28 26-16 72/1215 Lymp SPANG_BCR DN
) . 29 3e-16 130/3177 TF  ICGC_Irf4_targets
15 ENSG000000 0.42 -0.15 0.89 TRIB2 tribbles pseudokinase 2 [Source:HGNC Symbol;Acc:HGNC:3 30 3e-16 29/ 208 Tissu PALMER_B-Cell signature up
30 ) 31 7e-16 20/87 GSE/ BASSO_CD40_SIGNALING_UP
16 ENsGoooool 042  -021 08 DDX17 DEAD (Asp-Glu-Ala-Asp) box helicase 17 [Source HGNC'S 39 9e-16 156/4230 TF  ICGC_Nfatcl_targets
33 2e-15 186/5512 TF  ICGC_Nficsc81335_targets
20 - 17 ENSG000001 0.42 -0.26 0.34 C1QB  complement component 1, g subcomponent, B chain [Source 34 2e-15 40/ 435 GSE/ RODWELL_AGING_KIDNEY_UP
35 3e-15 27/192  GSEf ZHENG_FOXP3_TARGETS_IN_THYMUS_UP
18 ENSG000002 0.42  -0.33 0.72 36 5e-15 35/343 BP  immune response
2e-14 23/145 Lymp WIRTH_lymphoma937_spot F
10 — lymp p
19 ENSG000001 0.42 -0.39 0.59 NPIPB4 Putative NPIP-like protein LOC613037 [Source:UniProtKB/s 38 2e-14 23/145 Lymp' Hopp_June1l4_MMML937 tumors+controls_group.overexpression_F_FL_tc
39 5e-14 123/3122 Colon TxEnhG1_Colon
1 20 ENSG000001 0.42 -0.38 0.6 nuclear pore complex interacting protein family, member B3 [¢ 40 6e-14 115/2827 TF ICGC_Bcl3_targets
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K—Means Clusters

Spot Summary: C Spot Genelist Geneset Overrepresentation

# metagenes = 40 Rank max e r Description Rank p-value #in/all Geneset
ID min e Symbol
# genes = 502 y
1 ENSG000001 0.54 -0.37 0.72 BHLHE4®asic helix-loop-helix family, member e40 [Source:HGNC Sy 1 2e-90 357 /5643 Lympl HOPP_Txn_transition
2 5e-87 168/1091 MF  poly(A) RNA binding
<r> metagenes = 0.93 2 ENSG000002 052  -0.34 0.57 Uncharacterized protein [Source:UniProtKB/TTEMBL;ACG:MO 3 4e-71 382/7491 Lympl HOPP_Txn_elongation
<r>genes = 0.55 4 5e-68 437 /10239 Brain Overlap_fetal_midbrain_ReprPC
3 ENSG000001 0.39 -0.24 077 HIF1A hypoxia inducible factor 1, alpha subunit (basic helix-loop-he 5 3e-66 345/6320 Brain Overlap_fetal_midbrain_HetRpts
beta: r2=0.06 / log p= -0.61 6 1e-63 42619930 Colon Tx_Colon
4 ENSG000001 0.39 -0.34 0.89 TMEM128ansmembrane protein 123 [Source:HGNC Symbol:AcccHGN 7 2e-57 407/9390 Colon TxWk_Colon
. 8 4e-55 426 /10475 Colon TssA_Colon
# samples with spot = 2 ( 8.7 %) ) ) .
5 ENSG000002 0.38 -0.2  0.79 Uncharacterized protein [Source:UniProtKB/TEEMBL:Acc:H3l 9 3e-54 146/1340 GSE/ PUJANA_ATM_PCC_NETWORK
MLH1_normHNPCC : 2 ( 33.3 %) 10 6e-54 157/1563 GSE# PUJANA_BRCA1_PCC_NETWORK
6 ENSG000001 0.37  -0.23 0.47  CCNG1 cyclin G1 [Source:HGNC Symbol;Acc:HGNC:1592] 11 9e-52 198/2554 CC  nucleoplasm
12 4e-50 373/8358 Lympl HOPP_Active_promoter
7 ENSG000001 0.37 -0.22 042 RPS15A ribosomal protein S15a [Source:HGNC Symbol;Acc:HGNC: 1 13 3e-42 396/9923 Brain Overlap_fetal_midbrain_K9K27me3
14 4e-39 57/237 BP  RNAsplicing
8  ENSG000001 036 -0.26 0838  HNRNPDheterogeneous nuclear ribonucleoprotein D-like [Source:HGH %g 5e-39 79/513  MF  RNAbinding
3e-38 93/747  GSEf PUJANA_CHEK2_PCC_NETWORK
ENSG000001 0.35 -0.2 0.42 TOMM?7 translocase of outer mitochondrial membrane 7 homolog (yee 17 2e-37 12411352 GSE/ DIAZ_CHRONIC_MEYLOGENOUS_LEUKEMIA_UP
g (ye - N .
18 2e-37 50/182 BP  mRNA splicing, via spliceosome
10 ENSG000001 0.35 -0.19 0.82 SLC38A1solute carrier family 38, member 1 [Source:HGNC Symbol;Ac 19 2e-35 258/5101 CC  nucleus
20 3e-34 42/134  GSE/ REACTOME_PROCESSING_OF_CAPPED_INTRON_CONTAINING_PRE
N - N _— 2e-! ene expression
11 ENSG000001 0.33 -0.16 0.74 SRSF11 serine/arginine-rich splicing factor 11 [Source:HGNC Symbol 21 e-33 91/820 BP9 P
22 5e-33 43/151 GSE/ REACTOME_MRNA_PROCESSING
12 ENSGO00001 033 034 043 23 2e-32 37/105  GSE# REACTOME_MRNA_SPLICING
’ ’ ’ 24 4e-27 98/1134 MF  nucleic acid binding
H o 25 5e-27 41/183 BP  mRNA processing
OVGereW Map Spot 13 ENSG000000 0.33 -0.22 075 SYPL1 synaptophysin-like 1 [Source:HGNC Symbol;Acc:HGNC:115: 26 26-25 49/300  MIRN hsa—miR-186
27 3e-25 57/420  GSEf SHEN_SMARCA2_TARGETS_UP
40 14 ENSG000001 0.32 -0.24 0.66 RPL10 ribosomal protein L10 [Source:HGNC Symbol;Acc:HGNC:10: 28 5e-25 320/8147 Lymp HOPP_Weak_promoter
29 7e-25 721685 GSE/ SCHLOSSER_SERUM_RESPONSE_DN
15 ENSG000001 0.32 -0.23 0.86 EIF3L eukaryotic translation initiation factor 3, subunit L [Source:HG 30 le-24 547385 MF  nucleotide binding
30 31 3e-24 351/9470 Colon Quies3_Colon
16 ENSG000000 0.32 -0.3 0.89 EIF4B  eukaryotic translation initiation factor 4B [Source:HGNC Syml| 32 1e-22 123/1914 GSE/ PILON_KLFL TARGETS_DN
33 2e-22 48/334  miRN hsa-miR-590-3p
17 ENSG000001 0.32 -0.21 055 SNRNP78mall nuclear ribonucleoprotein 70kDa (U1) [Source:HGNC S 34 5e-22 60 /539 GSE# FLECHNER_BIOPSY_KIDNEY_TRANSPLANT_OK_VS_DONOR_UP
35 5e-22 114/1713 GSE/ GRAESSMANN_APOPTOSIS_BY_DOXORUBICIN_DN
18 ENSG000000 0.31 -0.12  0.65 U2AF2 U2 small nuclear RNA auxiliary factor 2 [Source:HGNC Symk 36 8e-22 376/10800 Brain Overlap_fetal_midbrain_Quies
37 8e-22 69/713  Colon Pentrack CRC_TCGA_group.over_C_normal_DN
19 ENSG000002 0.31 -0.19 0.54 Cé6orf48 chromosome 6 open reading frame 48 [Source:HGNC Symbc 38 le-21 76 /855 Brain Overlap_fetal_midbrain_ZNF
39 4e-21 557475 GSE# ENK_UV_RESPONSE_KERATINOCYTE_DN
20 ENSG000001 031 -0.3 075  RPS25 ribosomal protein S25 [Source:HGNC Symbol;Acc:HGNC:10. 40 2e-20 73/834  GSE/ DACOSTA_UV_RESPONSE_VIA_ERCC3_DN
I I I I
1 10 20 30 40 1 10 20 30 40
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K—Means Clusters

Spot Summary: D Spot Genelist Geneset Overrepresentation

#m nes = Rank max e r Description Rank p-value #in/all Geneset
°s ID i Symbol
min e mbo
# genes = 901 y
1 ENSGO000001 0.46 -0.14 0.36 CENPT centromere protein T [Source:HGNC Symbol;Acc:HGNC:257 1 7e-61 588/7592 Lympl HOPP_Strong_enhancer
2 3e-56 481/5643 Lympl HOPP_Txn_transition
<r> metagenes =0.83 2 ENSGO000001 0.39 -0.2 0.34 IRF1 interferon regulatory factor 1 [Source:HGNC Symbol;Acc:HGI 3 le-46 553 /7491 Lympl HOPP_Txn_elongation
<r> genes = O 39 4 1le-39 104/500 Lympl WIRTH_lymphoma937_spot J
b . _ _ 3 ENSG000001 0.37 -0.11 0.2 5 5e-34 95/484 Lympl Hopp_Junel4_MMML937 tumors+controls_group.overexpression_J_GC-E
eta: r2=0.02 / |Og p= -0.27 6 1e-33 128/844 Colon Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
4 ENSG000001 0.35 -0.07 0.25 ABCC5 ATP-binding cassette, sub-family C (CFTR/MRP), member 5 7 2e-30 623/9930 Colon Tx_Colon
# samples with spot = 0 (0 %) 8 1e-29 597 /9390 Colon TxWk_Colon
= %) .
p p 5 ENSGO00000 0.33  -014 033 TYMP thymidine phosphorylase [Source:HGNC Symbol:Acc:HGNC: 9 2e-24 76/427  Tissuc WIRTH_Immune system
10 8e-24 627 /10475 Colon TssA_Colon
6 ENSG000001 033 -0.1 0.2 0AS3  2-5oligoadenylate synthetase 3, 100kDa [Source:HGNC s 11 4e-23 390/5512 TF  ICGC_Nficsc81335_targets
12 5e-20 338/4714 TF  ICGC_Pul_targets
7  ENSGOO000L 032  -021 044  CDKSRAGDKS regulatory subunit associated protein 3 [Source:HGNC 13 5e-20 519/8358 Lymp! HOPP_Active_promoter
14 7e-19 128/1215 Lympl SPANG_BCR DN
8 ENSG000002 0.31 -0.09 0.24 APOL6 apolipoprotein L, 6 [Source:HGNC Symbol;Acc:HGNC:14870 15 9e-19 347/4969 TF  ICGC_At2_ targets
16 4e-18 563 /9470 Colon Quies3_Colon
9 ENSG000001 0.31 -0.14 0.14 LDLR low density lipoprotein receptor [Source:HGNC Symbol;Acc:+ 17 9e-18 35415173 TF ICGC_Taf1_targets
18 8e-17 250/3305 TF  ICGC_BatfPcrl_targets
. - ICGC_St;
10 ENSG000000 0.3 -0.12  0.27 AKR1B1 aldo-keto reductase family 1, member B1 (aldose reductase) 19 le-16 871/5578 TF -Stats_targets
20 2e-16 40716313 TF  ICGC_Pou2_targets
. . . .- . 2e-1 Lymp/ WIRTH_lymphoma937_spot H
11 ENSGO000000 0.29 -0.18 0.26 TYROBPTYRO protein tyrosine kinase binding protein [Source:HGNC 21 e-16 567347 ymp ymp —sp
22 7e-16 49218123 Colon TssF_Colon
12 ENSG000001 0.29 01 058 tetratricopeptid t and ank ¢ " 1[s 23 le-15 54 /336 Lymp Hopp_Junel4_MMML937 tumors+controls_group.overexpression_H_GC-|
. -0. . e repeat and an
TRANKL copept P yrin repeat containing 1 [Sou 24 le-15 239/3177 TF  ICGC_Irf4_targets
H — 25 le-15 309/4470 TF  ICGC_Crebl_targets
OverV|eW Map Spot 13 ENSGO00001 029  -01 056  OTUDL OTU deubiquitinase 1 [Source:HGNC SymbolAccHGNC:27 o le-15 314/4566 TF  ICGC_Egrl_targets
) . ) . 27 6e-15 192/2401 TF  ICGC_Bclll_targets
40 — 14 ENSG000001 0.29 -0.13 05 ccDcssBoiled-coil domain containing 88B [Source:HGNC Symbol;Ac 28 66-15 17712149 TF  ICGC_Mef2_targets
) . 29 6e-15 401/6320 Brain Overlap_fetal_midbrain_HetRpts
15 ENSG000001 0.28 -0.18 0.39 PFDNS5 prefoldin subunit 5 [Source:HGNC Symbol;Acc:HGNC:8869] 30 7e-15 49297 GSE£ DEURIG_T_CELL_PROLYMPHOCYTIC_LEUKEMIA_DN
30 31 8e-15 333/4987 TF  ICGC_Bclaf101388_targets
16 ENSGO00000 027 ~ -0.02 029  DDX3Y DEAD (Asp-Glu-Ala-Asp) box helicase 3, Y-linked [Source: 39 se-14 354/5453 TF  ICGC_Foxmi_targets
33 5e-14 160/1914 GSE/ PILON_KLF1_TARGETS_DN
20 — 17 ENSG000000 0.27 -0.02 034 KDM5D lysine (K)-specific demethylase 5D [Source:HGNC Symbol;A 34 1e-13 655/ 11968 Colon TssWk_Colon
35 3e-13 386/6157 TF  ICGC_Tcf3_targets
18 ENSG000001 0.26 -0.1 0.26 PLEC  plectin [Source:HGNC Symbol;Acc:HGNC:9069] 36 4e-13 170/2133 TF  ICGC_Cebpbscl50_targets
10 - 37 5e-13 353/5526 TF ICGC_Pmlsc71910_targets
19 ENSG000002 0.26 -0.14 0.51 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:HO' 38 6e-13 194 /2554 CC  nucleoplasm
39 9e-13 46 /301 GSE# GINESTIER_BREAST_CANCER_ZNF217_AMPLIFIED_DN
2 ENSG000002 0.26 -0.16 0.42 IRF9 interferon regulatory factor 9 [Source:HGNC Symbol;Acc:HGI le-12 375/6005 TF  ICGC_Mta3_targets
1 - 9
I I I
1 30 40
0.08 p-values
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K—Means Clusters

Spot Summary: E Spot Genelist Geneset Overrepresentation

# metagenes = 60 Rank maxe T Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 642
1 ENSG000001 0.64 -0.07 041 HSPB3 heat shock 27kDa protein 3 [Source:HGNC Symbol;Acc:HGN 1 le-52 104 /507  Colon Pentrack_ CRC_TCGA_corr_C_normal_UP
2 4e-46 501/9930 Colon Tx_Colon
<r> metagenes = 0.9 2  ENSGO00001 062  -0.05 021 CSF3 colony stimulating factor 3 (granulocyte) [Source:HGNC Syml 3 2e-45 48419390 Colon TXWk_Colon
<r>genes =0.44 4 2e-45 486/9470 Colon Quies3_Colon
3 ENSG000001 0.6 -0.11 041 RETNLB resistin like beta [Source:HGNC Symbol;Acc:HGNC:20388] 5 5e-37 348/5889 Colon Enhwk1_Colon
beta: r2=0.06 / log p=-0.58 6 9e-35 495 /10475 Colon TssA_Colon
4 ENSG000001 0.58 -0.49 0.48 MT1E metallothionein 1E [Source:HGNC Symbol;Acc:HGNC:7397] 7 3e-26 514 /11791 Colon Enh_Colon
. 8 le-24 515/11968 Colon TssWk_Colon
# samples with spot = 1 (4.3 %) i 9 7e-22 78/682  GSE# CREIGHTON_ENDOCRINE_THERAPY_RESISTANCE_3
5 ENSG000001 0.49 -0.1 0.72 DDX60 DEAD (Asp-Glu-Ala-Asp) box polypeptide 60 [Source:HGN( € | - i =
MLH1_normHNPCC : 1 (16.7 %) 10 4e-20 60/453  GSE/ CREIGHTON_ENDOCRINE_THERAPY_RESISTANCE_5
6 ENSGO00001 0.48  -0.09 038  ATOH1 atonal bHLH transcription factor 1 [Source:HGNC Symbol:Ac 11 le-18 449 /10278 Brain Overlap_fetal_midbrain_ReprPCWk
12 le-17 188/3112 Colon EnhA_Colon
7  ENSGO00001 047  -0.08 0.6 SPINKS5 serine peptidase inhibitor, Kazal type 5 [Source:HGNC Symb 13 2e-17 188/3122 Colon TxEnhG1_Colon
14 4e-16 457 /10800 Brain Overlap_fetal_midbrain_Quies
8 ENSGO000001 0.45 -0.07 0.45 ILIR2 interleukin 1 receptor, type Il [Source:HGNC Symbol;Acc:HGI 15 3e-14 364/8123 Colon TssF_Colon
16 2e-13 314/6761 Colon TssD2_Colon
9 ENSG000002 0.44 -0.12 0.67 SAMD9 sterile alpha motif domain containing 9 [Source:HGNC Symb 17 2e-13 521495 GSE/ DUTERTRE_ESTRADIOL_RESPONSE_24HR_DN
18 3e-13 55/549  GSE/ MASSARWEH_TAMOXIFEN_RESISTANCE_UP
o — KOINUMA_TARGETS_OF_SMAD2_OR_SMAD3
10 ENSG000001 0.43 -0.1 0.85 CLIC5  chloride intracellular channel 5 [Source:HGNC Symbol;Acc:H 19 Se-13 68/786 GSE/ - - -
20 2e-12 365/8358 Lympl HOPP_Active_promoter
: A — ’ 21 2e-11 76/1005 GSE/ NUYTTEN_EZH2_TARGETS_UP
.42 -0.2 7! MAX interactor 1, dimerization protein [Source:HGNC Symbo . ~ -
11 enscooooo1 o 0 o076 ML : imerization protein [Sou 4 22 3e-11 65/804  GSE/ CUI_TCF21_TARGETS_2 DN
23 8e-11 21/110  Colon Marisa_CRC-cluster-h
12 ENSG000001 042  -008 057 TPSG1 tryptase gamma 1 [Source:HGNC Symbol;Acc:HGNC:14134] 24 Te-10 32877491 Lympl HOPP_Txn_elongation
. free " s HGNC Symbol-Acc:HGNC: 25 2e-10 349/8147 Lymp HOPP_Weak_promoter
Overview Map Spot 13 EnsGo00001 041 01 049  FRAR4 free fatty acid receptor 4 [Source:HGNC SymbofAcCHGNC: o 2e-10 32/261  GSEf DURCHDEWALD_SKIN_CARCINOGENESIS_DN
) 27 2e-10 49/541  GSE# FLECHNER_BIOPSY_KIDNEY_TRANSPLANT_REJECTED_VS_OK_DN
40 14 ENsSGooo001 04 -0.07 02 CHGA  chromogranin A [Source:HGNC Symbol;Acc:HGNC:1929] 28 46-10 54/641 GSEf FEVR CTNNBL TARGETS_UP
) 29 4e-10 46/497 CC  Golgi membrane
15 ENSG000001 0.4 -0.06 0.5 DISP2  dispatched homolog 2 (Drosophila) [Source:HGNC Symbol:A 31y 4e-10 22/132  GSE/ WAMUNYOKOLI_OVARIAN_CANCER_GRADES_1_2_UP
30 31 1e-09 38/377  GSE# STEIN_ESRRA_TARGETS_UP
16 ENSG000001 0.4 -0.08 058 CAPN9 calpain 9 [Source:HGNC Symbol;Acc:HGNC:1486] 32 3e-09 441490 GSE# ENK_UV_RESPONSE_EPIDERMIS_DN
33 3e-09 413/10239 Brain Overlap_fetal_midbrain_ReprPC
20 4 17 ENsGo00001 0.4 -0.18 031  RASL11MRAS-like, family 11, member A [Source:HGNC SymboliAcctt 34 4e-09 40219923 Brain Overlap_fetal_midbrain_K9K27me3
35 6e-09 29/251  GSE/ WAMUNYOKOLI_OVARIAN_CANCER_LMP_UP
18 ENSG000001 0.39 -0.33 0.46 D3 inhibitor of DNA binding 3, dominant negative helix-loop-heli 36 2e-08 27716320 Brain Overlap_fetal_midbrain_HetRpts
10 — 37 2e-08 41/468  GSE# ZWANG_CLASS_1_TRANSIENTLY_INDUCED_BY_EGF
19 ENSG000001 0.39 -0.09 0.59 ZFAND2£inc finger, AN1-type domain 2A [Source:HGNC Symbol;Acc 38 6e-08 54 /740 GSE/ FORTSCHEGGER_PHF8_TARGETS_DN
39 6e-08 27/246 CC  endosome
1 20 ENSGO00001 0.39  -0.05 053 CMPK2 cytidine monophosphate (UMP-CMP) kinase 2, mitochondria  4Q) 1e-07 34/370  GSE/ RICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_POORLY_DN
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K—Means Clusters

Spot Summary: F Spot Genelist Geneset Overrepresentation

# metagenes = 17 Rank maxe T Description Rank p-value #in/all Geneset
# genes = 299 ID min e Symbol
1 ENSGO000002 1.55 -0.86 0.89 PHGR1 proline/histidine/glycine-rich 1 [Source:HGNC Symbol;Acc:H! 1 9e-83 60/104 Colon Pentrack_CRC_TCGA_group.over_A_normal_UP
<> t _ O 98 2 3e-73 92 /507 Colon Pentrack_CRC_TCGA_corr_C_normal_UP
r>me agenes = V. 2 ENSG000001 1.42 -0.99 0.89 GUCA2Aguanylate cyclase activator 2A (guanylin) [Source:HGNC Syn 3 9e-40 37/110 Colon Marisa_CRC-cluster-h
<r> genes = 0.66 4 3e-29 118/2638 CC  extracellular exosome
beta: r2= 0.82 / lo = _-853 3 ENSG000001 1.33 -0.38  0.49 PP7080 uncharacterized LOC25845 [Source:EntrezGene;Acc:25845] 5 3e-28 58/643 Colon Lembcke_TCGA_meth_kmeans_J_CIMP.H_DN
" ' gp . 6 le-25 54 /616 Colon Lembcke_TCGA-expr_kmeans_M_CIMP.H_DN
4 ENSG000001 1.3 -063 075 AQP8 aquaporin 8 [Source:HGNC Symbol;Acc:HGNC:642] 7 9e-23 35/262  GSE# SABATES_COLORECTAL_ADENOMA_DN
# samples with spot = 8 ( 34.8 %) 8 le-22 82/1624 GSE/ DODD_NASOPHARYNGEAL_CARCINOMA_UP
) 0 5 ENSGO00001 128 -052 0.7 ANPEP alanyl (membrane) aminopeptidase [Source:HGNC Symbol:a 9 le-22 44/455  GSE/ ONDER_CDH1_TARGETS_2 DN
MLH1_normHNPCC : 4 ( 66.7 %) 10 le-21 411412 GSE/ LIM_MAMMARY_STEM_CELL_DN
6  ENSGO00000 1.26 -059 074  CLCA4 chloride channel accessory 4 [Source:HGNC Symbol:aceHe 11 de-21 115/3122 Colon TxEnhG1_Colon
12 6e-21 41/429  GSEf CHARAFE_BREAST_CANCER_LUMINAL_VS_MESENCHYMAL_UP
other_adenomaHNPCC : 1 ( 100 %) S . 13 ge-21 c T . -
— 7  ENSGO00000 1.24 -0.81 0.86  SLC26A3solute carrier family 26 (anion exchanger), member 3 [Source e 31/222  GSE/f COLDREN_GEFITINIB_RESISTANCE_DN
other_cancerHNPCC : 1 ( 25 %) 14 1e-20 26/144  Lympl WIRTH_lymphoma937_spot G
8 ENSG000000 1.24 -0.99 0.81 CEACAM@arcinoembryonic antigen-related cell adhesion molecule 7 [ %g 2e-19 25/142 Lympl Hopp_June14_MMMLO37 tumors-+controls_group.overexpression_G_tonsi
2e-19 31/248  GSEf JAEGER_METASTASIS_DN
O  ENSGOO0001 124  -049 077  2G16  zymogen granule protein 16 [Source:HGNC SymbolAccHGH 157; 2e-18 23/126  GSE/ VECCHI_GASTRIC_CANCER_ADVANCED_VS_EARLY_DN
le-16 106 /3112 Colon EnhA_Colon
10 ENSG000000 1.22 -0.52 0.83 GUCA2Bguanylate cyclase activator 2B (uroguanylin) [Source:HGNC ¢ 19 le-16 461711 GSE# LEE_BMP2_TARGETS_UP
20 3e-16 104 /3064 Glio Hopp_Sturm_GBM_Epi3_no_zentr_2_adult_UP_G34_DN
11 ENSGO00001 121  -051 0.63 TFFL trefoil factor 1 [Source:HGNG Symbol:Acc:HGNC:11755] 21 5e-16 15/49  Colon Marisa CRC-cluster—
22 le-15 24411791 Colon Enh_Colon
. 26—
12 ENSG000001 1.2 -044 072  PRAP1 proline-rich acidic protein 1 [Source:HGNC Symbol;Acc:HGN 23 e-15 27/251  GSE£ WAMUNYOKOLI_OVARIAN_CANCER_LMP_UP
24 4e-15 49/877  Colon TXEnhG2_Colon
. le-14 KE
Ove rview Ma S Ot 13 ENSGO00002 115  -061 085 25 14/48 GSE/ KEGG_DRUG_METABOLISM_OTHER_ENZYMES
p 26 le-14 154/5889 Colon EnhWk1_Colon
27 3e-14 27/280  GSEf ACEVEDO_FGFR1_TARGETS_IN_PROSTATE_CANCER_MODEL_UP
— ENSG000001 1.13 -1.09 091  FABP1 fatty acid binding protein 1, liver [S HGNC S ;Acc: i - o - - -
40 14 ty g protein 1, liver [Source ymbobAccl  og 8e-14 41/682  GSE# CREIGHTON_ENDOCRINE_THERAPY_RESISTANCE_3
15 enscooooor 112 03 076 ook ’ il 29 le-13 41/688  Colon Lembcke_TCGA-expr_kmeans_L_CIMP.H_UP_Cluster4_DN
. .37 .7 AKR1B1®Ido-keto reductase family 1, member B10 (aldose reductase 30 le-13 327424 GSE£ DELYS_THYROID_CANCER_UP
30 16 : o _ » 31 2e-13 19/132  GSE/ WAMUNYOKOLI_OVARIAN_CANCER_GRADES_1_2_UP
ENSGO000001 1.1 -0.7 0.55 PI3 peptidase inhibitor 3, skin-derived [Source:HGNC Symbol;Ac 32 3e-13 337465 GSE# SCHAEFFER_PROSTATE_DEVELOPMENT 48HR_UP
o ! 33 4e-13 25/261  GSE/ MCBRYAN_PUBERTAL_BREAST_4_S5WK_UP
20 4 17 ENSGO000001 1.06 -131  0.65 PIGR  polymeric immunoglobulin receptor [Source:HGNC SymbolA 34 5e-13 213/9930 Colon Tx_Colon
35 6e-13 13/51 GSE# KEGG_STEROID_HORMONE_BIOSYNTHESIS
18 ENSG000001 1.02 -1.15 0.69 CEACAM@arcinoembryonic antigen-related cell adhesion molecule 5 [ 36 6e-13 10/23 BP flavonoid biosynthetic process
10 - 37 6e-13 10/23 BP  flavonoid glucuronidation
19 ENsGoooo01 1 -0.96 0.92 KRT20 keratin 20, type | [Source:HGNC Symbol;Acc:HGNC:20412] 38 9e-13 17/109  GSE/ LIEN_BREAST_CARCINOMA_METAPLASTIC_VS_DUCTAL_DN
39 le-12 37/608  Disea GUDJ_psoriasis up
1 - 20 ENSG000001 1 -035 08 C1lorf86chromosome 11 open reading frame 86 [Source:HGNC Symt 40 1e-12 10/24 GSEf KEGG_ASCORBATE_AND_ALDARATE_METABOLISM
I I I I [
1 10 20 30 40 1 10 20 30 40
p-values
02_ I I|_|H I 10_ .. e o o o o .%I:')g @3:’ ._.-. . ._m - 1
- - n
. -
0.0 O M [ L- R o
..l. 8- ’ oo |1 .
-0.2 > .,
2 6 - 0.6 ¥
c a)
8 4 — - 0.4 LL

02.4535.001_nH

02.4615.001_nH

04.1134.015_nH

04.1195.001_nH

€31921_nH

02.2351.003_nH

02.4920.001_nH

04.1045.021_nH

04.3047.001_nH
11 _nH

02.0015.002_aH

04.1195.001_aH

04.1045.021_aH

02.4535.001_cH

02.4615.001_cH

04.1134.015_cH

04.1195.001_cH

C31921_cH

02.2351.003_cH

02.4920.001_cH

04.3047.001_cH

11 cH

02.0015.002_nH
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K—Means Clusters

Spot Summary: G Spot Genelist Geneset Overrepresentation

#m nes = Rank max e r Description Rank p-value #in/all Geneset
Symbol
ID min e mbo
# genes = 526 y
1 ENSG000001 0.89 -051 0.64 SLPI  secretory leukocyte peptidase inhibitor [Source:HGNC Symbc ] 2e-48 68/251  GSEA WAMUNYOKOLI_OVARIAN_CANCER_LMP_UP
2 3e-38 207/3122 Colon TxEnhG1_Colon
<r> metagenes = 0.9 2 ENSG000000 088 -0.19 03 SLCYA3 solute carrier family 9, subfamily A (NHES, cation proton antiy 3 1e-32 196/3112 Colon EnhA_Colon
<r>genes = 0.52 4 4e-32 354/8123 Colon TssF_Colon
oo _ 3 ENSGO00002 0.86 -0.15 0.65 CAPN8 calpain 8 [Source:HGNC Symbol;Acc:HGNC:1485] 5 2e-29 48/222  GSEf COLDREN_GEFITINIB_RESISTANCE_DN
beta: r2=0.23 / log p= -1.69 6 1e-26 389/9930 Colon Tx_Colon
4  ENSGO00002 0.83 -045 0.77 7 1le-26 27715889 Colon Enhwk1_Colon
. 8 1e-26 61/429  GSE/ CHARAFE_BREAST_CANCER_LUMINAL_VS_MESENCHYMAL_UP
# samples with spot =5 ( 21.7 %) )
5 ENSG000001 0.81  -0.17 0.57 B3GNT7 UDP-GIcNAC:betaGal beta-1,3-N-acetylglucosaminyitransfc 9 2e-24 428/11791 Colon Enh_Colon
MLH1_normHNPCC : 2 ( 33.3 %) 10 7e-22 54/412  GSEf LIM_MAMMARY_STEM_CELL_DN
6  ENSG000001 0.8 -04 052 mucin 2, oligomeric mucus/gel—forming [Source:HGNC Symt 11 le-21 80/877  Colon TxEnhG2_Colon
12 4e-21 154/2638 CC  extracellular exosome
. 0
other_adenomaHNPCC : 1 (1100 %) 7  ENSGOO0001 079 -0.41 053 NQOL NAD(P)H dehydrogenase, quinone 1 [Source:HGNC Symbol; 13 6e-20 67/662  GSEf CREIGHTON_ENDOCRINE_THERAPY_RESISTANCE_3
other_cancerHNPCC : 1 ( 25 %) 14 4e-19 384 /10475 Colon TssA_Colon
8  ENSG000001 073 -02 055 CDHRI cadherin-related family member 1 [Source:HGNC SymbolAc 19 4de-19 53/455  GSEf ONDER_CDH1_TARGETS_2 DN
16 4e-19 56/507  Colon Pentrack_CRC_TCGA_corr_C_normal_UP
9 ENSG000001 0.71 -0.35 0.75 DGAT1 diacylglycerol O-acyltransferase 1 [Source:HGNC Symbol;Ac 17 6e-19 109/1624 GSE# DODD_NASOPHARYNGEAL_CARCINOMA_UP
18 6e-18 280/6761 Colon TssD2_Colon
10 ENSGO00001 0.7  -0.27 056 AKL  adenylate kinase 1 [Source:HGNC Symbol;Acc:HGNC:361] %8 je'iz 2;; i:; 22; EE\;RD?';giéBT’\‘A;EGiTESF;;TNOCYTE op
e-. - - ! !
- . 2e-1 in Mid_Frontal_Lobe_ReprPC
11 ENSGO000002 0.7 -0.25 0.63 CEBPA CCAAT/enhancer binding protein (C/EBP), alpha [Source:HG 21 e-16 189/3977  Brain - _Lobe_Rep
22 5e-15 92/1418 BP  small molecule metabolic process
23 9e-15 78/1103 GSE/ GRAESSMANN_APOPTOSIS_BY_DOXORUBICIN_UP
12 ENSGO000001 0.68 -0.4 0.64 DHCR24 24-dehydrocholesterol reductase [Source:HGNC Symbol;Acc 24 5e-13 51/593 GSE/ GRAESSMANN_RESPONSE. TO_MC_AND_ DOXORUBICIN_UP
. dine ki brain [Source: HGNG Symbol AceHGNG.16¢ 25 6e-13 22/115  GSE# CHARAFE_BREAST_CANCER_BASAL_VS_MESENCHYMAL_UP
OverVIeW Map Spot 13 ENSG000001 0.66 -0.79 0.26 CKB  creatine kinase, brain [Source: ymbol;Acc:HGNC:19¢ 26 36-12 23/137  Tissu WIRTH_Mucosa
27 4e-12 22/126  GSE# VECCHI_GASTRIC_CANCER_ADVANCED_VS_EARLY_DN
40 — 14 ENSGO000001 0.65 -0.16 05 HOXB5 homeobox B5 [Source:HGNC Symbol;Acc:HGNC:5116] 28 4e-12 33479390 Colon TxWK_Colon
! ! 29 8e-11 21/132  GSE/ WAMUNYOKOLI_OVARIAN_CANCER_GRADES_1_2_UP
15 ENsGOo0001 063  -0.26 0.62  ROMOL reactive oxygen species modulator 1 [Source:HGNC Symbol: 30 4e-10 39/459  GSE/ SPIELMAN_LYMPHOBLAST_EUROPEAN_VS_ASIAN_UP
30 31 6e-10 30/292  GSE/ LI_INDUCED_T_TO_NATURAL_KILLER_UP
16 ENSG000001 0.62 -0.15 045 REP15 RAB1S5 effector protein [Source:HGNC Symbol;Acc:HGNC:32 32 7e-10 39/ 467 GSE# SWEET LUNG_CANCER_KRAS_UP
33 8e-10 28/261  GSE/ MCBRYAN_PUBERTAL_BREAST_4_5WK_UP
20 - 17 ENSGO00002 061  -017 045  HLA-G major histocompatibility complex, class I, G [Source:HGNC S 34 8e-10 271244  GSEf RICKMAN_METASTASIS DN
35 2e-09 20/142 Lymp Hopp_Junel4_MMML937 tumors+controls_group.overexpression_G_tonsi
18 ENSG000001 0.6 -0.4 064 BEST1 bestrophin 1 [Source:HGNC Symbol;Acc:HGNC:12703] 36 3e-09 20/144  Lymp WIRTH_lymphoma937_spot G
10 - 37 5e-09 22/181  GSE/ WU_CELL_MIGRATION
19 ENSG000001 0.57 -0.14 0.63 CASP5 caspase 5, apoptosis—related cysteine peptidase [Source:HG 38 8e-09 17/110 Colon Marisa_CRC-cluster-h
39 9e-09 45/643  Colon Lembcke_TCGA_meth_kmeans_J_CIMP.H_DN
1 20 ENSGO00001 056  -0.11 057  INSL5 insulin-like 5 [Source:HGNC Symbol;Acc:HGNC:6088] 40 1e-08 32/370  GSE/ RICKMAN_TUMOR_DIFFERENTIATED_WELL_VS_POORLY_DN
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K—Means Clusters

Spot Summary: H Spot Genelist Geneset Overrepresentation

# metagenes = 38 Rank max e r Description Rank p-value #in/all Geneset
# genes = 371 ID min e Symbol
1 ENSG000001 2.14 -0.26 098 ALDOB aldolase B, fructose-bisphosphate [Source:HGNC Symbol,Ac ] le-32 53/346  GSEA SANSOM_APC_TARGETS_DN
2 2e-32 101/1418 BP  small molecule metabolic process
<r> metagenes =0.95 2 ENSG000001 2 -0.1 0.95 APOA4 apolipoprotein A-IV [Source:HGNC Symbol;Acc:HGNC:602] 3 2e-31 441229 GSE# HSIAO_LIVER_SPECIFIC_GENES
<r> genes = 0.61 4 5e-23 53 /541 GSE/# FLECHNER_BIOPSY_KIDNEY_TRANSPLANT_REJECTED_VS_OK_DN
beta: r2= 0.1 / |Og p= 0.84 3 ENSG000001 1.85 -0.15 0.98 RBP2 retinol binding protein 2, cellular [Source:HGNC Symbol;Acc: 5 le-21 121/2638 CC  extracellular exosome
- lem Y =Y 6 3e-21 23/80 GSE# WOO_LIVER_CANCER_RECURRENCE_DN
4 ENSGO000001 1.46 -0.07 0.94 APOC3 apolipoprotein C-IIl [Source:HGNC Symbol;Acc:HGNC:610] 7 le-19 28/154 BP  xenobiotic metabolic process
. 8 2e-18 26/141  GSEA OHGUCHI_LIVER_HNF4A_TARGETS_DN
# samples with spot = 1 (4.3 %) ) ' .
5 ENSGO00001 1.38 -0.08 096  CYP3A4 cytochrome P450, family 3, subfamily A, polypeptide 4 [Sourc 9 3e-18 51/641  GSEf FEVR_CTNNBL_TARGETS_UP
10 4e-18 33/257  GSE# HOSHIDA_LIVER_CANCER_SUBCLASS_S3
6  ENSGO00001 1.36 -0.06 094  S100G S100 calcium binding protein G [Source:HGNC SymbolAcct 11 6e-18 29/193  HM  HALLMARK_XENOBIOTIC_METABOLISM
12 le-17 19/67 GSE# KEGG_METABOLISM_OF_XENOBIOTICS_BY_CYTOCHROME_P450
7  ENSG000000 1.3 -029 088  SMIM24 small integral membrane protein 24 [Source:HGNC Symbola 13 8e-17 49/640  BP  oxidation-reduction process
14 2e-16 26/170 GSE# CHIANG_LIVER_CANCER_SUBCLASS_PROLIFERATION_DN
8  ENSGO00001 1.24 -0.06 095 APOAL apolipoprotein A-I [Source:HGNC Symbol;Acc:HGNC:600] 15 3e-16 35/336  GSEf VECCHI_GASTRIC_CANCER_EARLY_DN
16 2e-15 17/64 BP  cholesterol homeostasis
O  ENSG000000 118 -0.06 095 APOB apolipoprotein B [Source:HGNC Symbol:Acc:HGNC:603] %Z; 7e-15 221132 GSE/ f:ACTOME—B'OLOG'CA'——OX'DAT'ONS
8e-15 241164 GSE# E_LIVER_CANCER_SURVIVAL_UP
10 ENSG000001 1.13 -0.18 0.96 SLC5AL1 solute carrier family 5 (sodium/glucose cotransporter), memb: 19 2e-14 411526 GSE# ACEVEDO_LIVER_CANCER_DN
20 4e-14 44/616  Colon Lembcke_TCGA-expr_kmeans_M_CIMP.H_DN
. -1 apical plasma membrane
11 ENSGO000002 1.12 -0.08 0.95 GSTA1 glutathione S-transferase alpha 1 [Source:HGNC Symbol;Ac 21 3e-13 281268 ce picalp
22 4e-13 45/688  Colon Lembcke_TCGA-expr_kmeans_L_CIMP.H_UP_Cluster4_DN
6e-13 19/115 Tissuw WIRTH_Liver
12 ENSG000001 1.11 0.06 0.94 chemokine (C-C motif) ligand 25 [Si :HGNC Symbol;Ac
. . . CCL25 ine ( if) ligi [Source: ymboliAcc 24 4e-12 25/235 MF transporter activity
- Te-12 133/4052 CC integral component of membrane
i id, inhibi lad! Iph { i . ! ! o
Ove rVIeW Map Spot 13 ENSG000001 1.09 -0.34 0.68 SERPINASErpin peptidase inhibitor, clade A (alpha—1 antiproteinase, ai 26 8e-12 14162 GSEZ KEGG_RETINOL_METABOLISM
27 8e-12 14/62 GSE# LEE_LIVER_CANCER_ACOX1_DN
40 —H 14 ENSGO000001 1.07 -0.23  0.95 FBP1 fructose-1,6-bisphosphatase 1 [Source:HGNC Symbol;Acc:t 28 8e-12 10724 BP triglyceride homeostasis
_ o - 29 2e-11 25/255  GSE/ CAIRO_HEPATOBLASTOMA_DN
15 ENSG000000 1.06 -0.08 0.96 CREB3LZAMP responsive element binding protein 3-like 3 [Source:H 30 3e-11 31/396 GSE/ REACTOME_TRANSMEMBRANE_TRANSPORT_OF_SMALL_MOLECUL
30 31 3e-11 108/3064 Glio Hopp_Sturm_GBM_Epi3_no_zentr_2_adult_UP_G34_DN
16 ENSG000001 1.04 -0.09 0.85 DEFAS5 defensin, alpha 5, Paneth cell-specific [Source:HGNC Symbc 32 3e-11 14168 GSE# KEGG_DRUG_METABOLISM_CYTOCHROME_P450
33 4e-11 44/753 BP  transmembrane transport
] 17 ENSG000000 0.98 -0.05 0.94 FOLH1B folate hydrolase (prostate-specific membrane antigen) 1 [Sot 5e-11 261287 ME  oxidoreductase activity
20
35 6e-11 25/268  GSE/ ACEVEDO_LIVER_TUMOR_VS_NORMAL_ADJACENT_TISSUE_DN
18 ENSG000000 0.98 -0.1 0.95 Sl sucrase-isomaltase (alpha-glucosidase) [Source:HGNC Syn 36 1e-10 28 /346 GSE/ ACEVEDO_NORMAL_TISSUE_ADJACENT_TO_LIVER_TUMOR_DN
10 — 37 3e-10 17/126  GSE/ VECCHI_GASTRIC_CANCER_ADVANCED_VS_EARLY_DN
19 ENSG000001 0.97 -0.21 0.94 CBR1 carbonyl reductase 1 [Source:HGNC Symbol;Acc:HGNC:154 38 3e-10 12/54 BP  arachidonic acid metabolic process
39 5e-10 12/56 BP  retinoid metabolic process
1 20 ENSG000001 0.95  -0.22 0.79 FABP2 fatty acid binding protein 2, intestinal [Source:HGNC Symbol; 40 6e-10 22/231  GSE/ REACTOME_SLC_MEDIATED_TRANSMEMBRANE_TRANSPORT
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K—Means Clusters

Spot Summary: | Spot Genelist Geneset Overrepresentation

#m nes = Rank max e r Description Rank p-value #in/all Geneset
Symbol
ID min e mbo
# genes = 526 y
1 ENSG000000 0.98 -0.1 0.41 CHRDL2 chordin-like 2 [Source:HGNC Symbol;Acc:HGNC:24168] 1 5e-27 1/16 Cance LIU_PROSTATE_CANCER_DN
2 3e-20 393/10800 Brain Overlap_fetal_midbrain_Quies
<r> metagenes = 0.94 2  ENSGO00001 0.66 -0.14 0.75 LHFP lipoma HMGIC fusion partner [Source:HGNC SymbolAcc:HC 3 2e-18 34/191  Brain Overlap_fetal_midbrain_Het
<r>genes = 0.7 4 6e-17 370/ 10239 Brain Overlap_fetal_midbrain_ReprPC
. _ _ 3 ENSG000001 0.62 -0.35 0.36 BST2  bone marrow stromal cell antigen 2 [Source:HGNC Symbol;A 5 le-16 370/ 10278 Brain Overlap_fetal_midbrain_ReprPCWk
beta: r2=0.15 / |Og p= -1.18 6 3e-15 271147 BP  homophilic cell adhesion via plasma membrane adhesion molecules
4  ENSGO00001 0.61 -0.32 055 CIR  complement component 1, r subcomponent [Source:HGNC S 7 4e-15 257/6320 Brain Overlap_fetal_midbrain_HetRpts
# samples with spot = 2 ( 8.7 0/) 8 le-13 403 /11968 Colon TssWk_Colon
= . 0
p p 5 ENSG000001 052  -0.06 0.86 NPTX1 neuronal pentraxin | [Source:HGNC Symbol;Acc:HGNC:7952 9 4e-13 40/384  GSE/ BERENJENO_TRANSFORMED_BY_RHOA_DN
10 4e-13 45/478  GSE/ LIM_MAMMARY_STEM_CELL_UP
6 ENSG000001 0.5 -02 042 VIP vasoactive intestinal peptide [Source:HGNC SymbolAccHGt 11 7e-13 349/9923 Brain Overlap_fetal_midbrain_K9K27me3
12 3e-12 55/711  GSE/ LEE_BMP2_TARGETS_UP
7  ENSGO00000 049  -0.24 049  CYBRD1cytochrome b reductase 1 [Source:HGNC Symbol;Acc:HGNC 13 4e-12 19791 GSE/ AMUNDSON_POOR_SURVIVAL_AFTER_GAMMA_RADIATION_8G
14 5e-12 334/9470 Colon Quies3_Colon
8  ENSGO00001 047 -0.36 071  CNN3 calponin 3, acidic [Source:HGNC Symbol;Acc:HGNC:2157] 15 le-11 53/692  GSEf WONG_ADULT_TISSUE_STEM_MODULE
16 le-11 55/736  GSE/ RODRIGUES_THYROID_CARCINOMA_POORLY_DIFFERENTIATED_DN
9 ENSG000001 0.47 -0.18 0.67 FILIPAL filamin A interacting protein 1-like [Source:HGNC Symbol;Ac 17 le-11 521672 MF  calcium ion binding
18 le-11 44510 GSE# ONKEN_UVEAL_MELANOMA_DN
) — io  Hi St GBM_Epi
10 ENSG000001 0.47 -0.1 0.84 BTC betacellulin [Source:HGNC Symbol;Acc:HGNC:1121] %8 ie ﬁ i:sl /9491379 EIIT TOPISI CurlrIL e ca e B
e- olon TssD1_Colon
. . 21 2e-11 2217138 GSE/ LINDGREN_BLADDER_CANCER_CLUSTER_2A_DN
ENSG000001 0.45 -0.22 08 CALM2 calmodulin 2 (phosphorylase kinase, delta) [Source:HGNC S - — - -
11 (phosphory 1 ) 22 2e-11 39/419 GSE/# BAELDE_DIABETIC_NEPHROPATHY_DN
23 3e-11 200/ 4879 Colon Quiesl_Colon
12 ENSGO00001 045  -0.06 0.92 - —
24 5e-11 59 /855 Brain Overlap_fetal_midbrain_ZNF
. 13 SG00000 2hvd I-CoA dehydrat 1is HGNC Symbol:A 25 6e-11 38/414 Lymp TARTE_Mature plasma cell signature
Overview Map SpOt EN 1 045 008 088 HACDL S-hydraxyacyl-Co dehydratase 1 [Source! YMOOiA 26 9e-11 22915889 Colon EnhWk1_Colon
) 27 2e-10 57/834  GSE/ DACOSTA_UV_RESPONSE_VIA_ERCC3_DN
40 — 14 ENSG000000 0.44 -0.06 0.88 GPM6B glycoprotein M6B [Source:HGNC Symbol;Acc:HGNC:4461] 28 26-10 388 /11791 Colon Enh_Colon
29 2e-10 40/471  GSE# DACOSTA_UV_RESPONSE_VIA_ERCC3_COMMON_DN
15 ENSG000001 0.43 -0.13 0.79 HSPG2 heparan sulfate proteoglycan 2 [Source:HGNC Symbol;Acc:+ 30 5e-10 207132 Colon Marisa_CRC~cluster-b
30 31 5e-10 38/445  GSE/ CHARAFE_BREAST_CANCER_LUMINAL_VS_MESENCHYMAL_DN
16 ENSG000001 0.42 -0.13 0.7 NFIL3  nuclear factor, interleukin 3 regulated [Source:HGNC Symbol 32 7e-10 40/ 490 GSE/ RODRIGUES_THYROID_CARCINOMA_ANAPLASTIC_DN
33 1e-09 36/418  GSE/ SWEET_LUNG_CANCER_KRAS_DN
20 — 17 ENSG000001 0.42 -0.04 0.9 CHRM2 cholinergic receptor, muscarinic 2 [Source:HGNC Symbol;Act 34 1e-09 36 /420 GSE# SHEN_SMARCA2_TARGETS_UP
35 2e-09 23/189  GSE/ WAMUNYOKOLI_OVARIAN_CANCER_LMP_DN
18 ENSGO000001 0.41 -0.1 0.85 NT5DC3 5'-nucleotidase domain containing 3 [Source:HGNC Symbol; 36 2e-09 128/2838 Lymp HOPP_Poised_promoter
10 - 37 3e-09 35/413  GSE/ SCHAEFFER_PROSTATE_DEVELOPMENT_48HR_DN
19 ENSG000000 0.4 -0.16 0.82 PEN2  profilin 2 [Source:HGNC Symbol;Acc:HGNC:8882] 38 4e-09 20/ 148 Colon Marisa_CRC~cluster-a
39 4e-09 50/745 TF  ICGC_NrsfPcr2_targets
1 20 ENSGO000001 0.4 -0.05 0.93 GPM6A glycoprotein MBA [Source:HGNC Symbol;Acc:HGNC:4460] 40 4e-09 40/523 BP cell adhesion
I I I I I
1 10 20 30 40
0.20 - p-values
0.15 - IR Ny ‘T——m 1
—)
0.10 6 ° e i I s 0.8
= . - -
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K—Means Clusters

Spot Summary: J Spot Genelist Geneset Overrepresentation

# metagenes = 17 Rank max e r Description Rank p-value #in/all Geneset
# genes = 337 ID min e Symbol
1 ENSG000001 1.59 -0.8 0.87 DES desmin [Source:HGNC Symbol;Acc:HGNC:2770] 1 2e-72 5/16 Cance LIU_PROSTATE_CANCER_DN
2 3e-67 58/132 Colon Marisa_CRC-cluster-b
<r> metagenes =0.99 2 ENSGO000001 1.46 -0.53 0.95 MYH11 myosin, heavy chain 11, smooth muscle [Source:HGNC Syml| 3 3e-51 69 /368 GSE# LINDGREN_BLADDER_CANCER_CLUSTER_2B
<r>genes = 0.8 4 7e-50 75/478  GSE# LIM_MAMMARY_STEM_CELL_UP
. _ _ 3 ENSGO000001 1.44 -0.52 0.94 CNN1 calponin 1, basic, smooth muscle [Source:HGNC Symbol;Acc 5 3e-45 741535 GSE# CHICAS_RB1_TARGETS_CONFLUENT
beta: r2= 0.65 / log p=-5.44 6 le-44 59/303  GSE# PASINI_SUZ12 TARGETS_DN
4 ENSG000001 1.42 -0.68 0.91 ACTG2 actin, gamma 2, smooth muscle, enteric [Source:HGNC Syml| 7 5e-40 471196 GSE/ PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP
. 8 8e-36 60/445  GSE CHARAFE_BREAST_CANCER_LUMINAL_VS_MESENCHYMAL_DN
# samples with spot =5 ( 21.7 %) ) -
5 ENSG000002 137  -0.24 0.43 MTRNR2MIT-RNR2-like 1 [Source:HGNC Symbol;Acc:HGNC:37155] 9 1le-33 51/326  GSE/ SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP
10 2e-31 47/294  GSE# ACEVEDO_FGFR1_TARGETS_IN_PROSTATE_CANCER_MODEL_DN
other_cancerHNPCC : 2 ( 50 %) 6  ENSG000001 1.35  -0.91 09 MYL9  myosin, light chain 9, regulatory [Source:HGNC Symboliace: 11 5Se-31 67/692  GSE/ WONG_ADULT_TISSUE_STEM_MODULE
- 2e-30 441261 Lympl LENZ_Stromal signature 1
= g
7  ENSGO00001 1.32 -0.37 096  SYNM synemin, intermediate filament protein [Source:HGNC Symbc 13 9e-30 39/198  HM  HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
14 le-29 36/160  GSE# BERTUCCI_MEDULLARY_VS_DUCTAL_BREAST_CANCER_DN
8  ENSG000001 1.3 -058 097 FLNA filamin A, alpha [Source:HGNC Symbol:Acc:HGNC:3754] 15 2e-28 51/418  GSEf SWEET_LUNG_CANCER_KRAS_DN
16 5e-28 45/314 Lymp! Hopp_Junel4_MMML937 tumors+controls_group.overexpression_E_GC-I
9 ENSG000001 1.29 -0.49 0.95 TPM2 tropomyosin 2 (beta) [Source:HGNC Symbol;Acc:HGNC:120: 17 Se-28 45/315 Lymp WIRTH_lymphoma937_spot &
18 2e-27 481378 CC focal adhesion
10 ENSGO00001 124 -0.52 074  IGFBP7 insulin-like growth factor binding protein 7 [Source:HGNC Sy 19 3e-26 54/525  GSEf WEST_ADRENOCORTICAL_TUMOR DN
20 4e-25 20/40 GSE/ TOMLINS_PROSTATE_CANCER_DN
. — : le-24 LEE_BMP2_TARGETS_UP
11 ENSG000001 1.21 -0.38 0.98 CSRP1 cysteine and glycine-rich protein 1 [Source:HGNC Symbol;Al 21 € 60/711 GSE . . -
22 le-23 451399 Disea GUDJ_psoriasis down
23 3e-23 39/292  GSE/ CHANDRAN_METASTASIS_DN
12 ENSG000001 1.2 -0.74 092  TAGLN transgelin [Source:HGNC Symbol;Acc:HGNC:11553] 24 4623 33/195 WM HALLMARK MYOGENESIS
. 13 S heat shock protein. aloh lin—related. B6 1S G 25 9e-23 36/248  GSE/ ONDER_CDH1_TARGETS_2_UP
OverV|eW Map Spot ENSGO000000 1.17  -0.45 095 HSPB6 heat shock protein, alpha-crystallin-related, B6 [Source:| 26 lo-22 371267  GSEf WANG_SMARCEL TARGETS_UP
27 3e-20 271144  GSE/ IGLESIAS_E2F TARGETS_UP
— 14 ENSG000000 1.17 -0.25 0.96 NDE1 nudE neurodevelopment protein 1 [Source:HGNC Symbol;Ac .
V! 28 5e-20 271148 Colon Marisa_CRC—cluster-a
29 5e-20 14/22 GSE# REACTOME_SMOOTH_MUSCLE_CONTRACTION
15 ENSG000001 1.17 -0.39 0.99  CALD1 caldesmon 1 [Source:HGNC Symbol;Acc:HGNC:1441] 30 56-20 17140 GSE/ PAPASPYRIDONOS_UNSTABLE_ATEROSCLEROTIC_PLAQUE_DN
30 . 31 le-19 33/249  GSE/ BOQUEST_STEM_CELL_UP
16 ENSG000000 1.17 -0.4 0.97 FHL1  four and a half LIM domains 1 [Source:HGNC Symbol;Acc:H( 32 3e-19 36/313 GSE# KINSEY_TARGETS_OF EWSR1_FLI|_FUSION_DN
33 2e-18 32/254  GSE/ LU_AGING_BRAIN_UP
20 17 ENsSGO00001 117  -0.36 098  LMOD1 leiomodin 1 (smooth muscle) [Source:HGNC SymboliAccHG 34 7e-18 227105 BP  muscle contraction
35 8e-18 39/413  GSE/ BOQUEST_STEM_CELL_CULTURED_VS_FRESH_UP
18 ENSGO00001 1.14  -057 095  ACTA2 actin, alpha 2, smooth muscle, aorta [Source:HGNC Symbol;. 36 8e-18 28/195  GSE/ KEGG_FOCAL_ADHESION
10 - 37 le-17 16/44 GSE/ REACTOME_MUSCLE_CONTRACTION
19 ENSGO000000 1.14 -0.3 0.98 MYLK  myosin light chain kinase [Source:HGNC Symbol;Acc:HGNC: 38 1e-17 160/5039 Lymp HOPP_Repressed
39 2e-17 38/401  GSE/ REN_ALVEOLAR_RHABDOMYOSARCOMA_DN
1 20 ENSGO000001 1.12 -0.31 0.98 PLN phospholamban [Source:HGNC Symbol;Acc:HGNC:9080] 40 2e-17 28 /202 CC  extracellular matrix
I I I I I
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K—Means Clusters

Spot Summary: K Spot Genelist Geneset Overrepresentation

# metagenes = 105 Ranl|<D maxe T S bDlescrlptlon Rank p-value #in/all Geneset
min e ymDo
# genes = 1170
1 ENSG000002 0.6 -0.03 0.23 SPINK13serine peptidase inhibitor, Kazal type 13 (putative) [Source:Ht 1 3e-46 856 /10239 Brain Overlap_fetal_midbrain_ReprPC
2 Te-44 832/9923 Brain Overlap_fetal _midbrain_K9K27me3
<r> metagenes = 0.87 2  ENSGO00001 053  -0.03 0.24  SPINK6 serine peptidase inhibitor, Kazal type 6 [Source:HGNC Symb 3 3e-41 602 /6320 Brain Overlap_fetal_midbrain_HetRpts
4 4e-36 831/10278 Brain Overlap_fetal_midbrain_ReprPCWk
3 ENSG000002 0.51 -0.06 0.33 LY6G6D lymphocyte antigen 6 complex, locus G6D [Source:HGNC Sy 5 6e-36 860 /10800 Brain Overlap_fetal_midbrain_Quies
beta: r2=0.03 / log p= -0.34 6 1e-22 88311968 Colon Tsswk_Colon
4 ENSGO000001 0.43 -0.24 0.55 COPRS coordinator of PRMTS5, differentiation stimulator [Source:HGN 7 4e-21 729/9390 Colon TxWk_Colon
. 8 7e-21 158/1197 GSE# BLALOCK_ALZHEIMERS_DISEASE_DN
# Samples with SpOt =0 ( 0 %) i i 9 le-20 81/420 GSE/# SHEN_SMARCA2_TARGETS_UP
5 ENSG000001 0.43 -0.31 043 H1FO  H1 histone family, member O [Source:HGNC Symbol;Acc:HGI € _ — |
10 5e-19 725/9470 Colon Quies3_Colon
6  ENSGO00000 0.42  -0.05 061  HSD17Beydroxysteroid (17-beta) dehydrogenase 6 [Source:HGNC s, 11 le-18 796 /10693 MF  protein binding
12 le-18 751/9930 Colon Tx_Colon
7  ENSGO00000 041  -0.14 045  P3H2 prolyl 3-hydroxylase 2 [Source:HGNC Symbol;Acc:HGNC:19 13 Ge-17 776 /10475 Colon TssA_Colon
14 7e-17 635/8147 Lympl HOPP_Weak_promoter
8 ENSG000001 0.39 -0.09 045 IFITL  interferon-induced protein with tetratricopeptide repeats 1 [St 15 2e-14 307/3370 Brain Mid_Frontal_Lobe_ZNF
16 4e-14 510/6389 Lympl HOPP_Weak_txn
9 ENSG000001 0.37 -0.08 0.51 PLEKHA#leckstrin homology domain containing, family A (phosphoina %g 6e-12 36674379 (L:OIOH ngDl_Colon
le-11 622 /8358 Lympl HOPP_Active_promoter
— I
10 ENSGO00001 036 036 038  SDC4  syndecan 4 [Source:HGNC Symbol:AccHGNC:10661] 19 2e-11 417/5185 CC  cytoplasm
20 4e-11 520/6784 Lympl HOPP_Weak_enhancer
. - 21 2e-10 68 /490 GSE/ RODRIGUES_THYROID_CARCINOMA_ANAPLASTIC_DN
.34 -0.02 .4 ankyrin repeat and SOCS box containing 5 [Source:HGNC Sy - - - -
11 enscoooo01 03 0 043 ASBS y P 951 ) 22 2e-09 59/421 GSE/ ROME_INSULIN_TARGETS_IN_MUSCLE_UP
lin—like h bind 6is HGNC S 23 5e-09 552 /7491 Lympl HOPP_Txn_elongation
12 ENSGO000001 0.34 -0.11 052 IGFBP6 insulin-like growth factor binding protein 6 [Source: y 24 le-08 88/773  GSE¢ LASTOWSKA NEUROBLASTOMA_COPY_NUMBER_DN
- . N . 25 le-08 67 /530 GSE/ KIM_ALL_DISORDERS_CALB1_CORR_UP
Ove rview Map Spot 13 ENSG000001 034 -027 024 VASP vasodilator-stimulated phosphoprotein [Source:HGNC Symb 26 le-08 62/476  Tissu WIRTH. Nervous System
o , . . 27 2e-08 109/1036 GSE# GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_DN
40 — 14 ENSG000001 0.32 -0.14 0.33 PKDCC protein kinase domain containing, cytoplasmic [Source:HGN(C 28 5e-08 585/8123 Colon TssF_Colon
29 6e-08 239 /2838 Lymp/ HOPP_Poised_promoter
15 ENSG000001 0.31 -0.16 043 SLC16A1solute carrier family 16 (monocarboxylate transporter), memb 30 8e-08 805 /11791 Colon Enh_Colon
30 31 1e-07 56/435  MiRN hsa-miR-372
16 ENSG000001 0.31 -0.09 048 STMN2 stathmin 2 [Source:HGNC Symbol;Acc:HGNC:10577] 32 1e-07 157/1713 GSE/ GRAESSMANN_APOPTOSIS_BY DOXORUBICIN_DN
33 1e-07 92/864 CC  Golgi apparatus
20 - 17 ENSGO00001 031 -013 054  SYNC  syncoilin, intermediate filament protein [Source:HGNC Symbi 34 26-07 89/834  GSE/ DACOSTA UV _RESPONSE_VIA ERCC3 DN
e~ 71/ 487! olon Quiesl_Colon
5e-07 371/4879 Colon Quiesl_Col
18 ENSG000001 0.29 -0.03 0.81 NTSR1 neurotensin receptor 1 (high affinity) [Source:HGNC Symbol;, 36 6e-07 13/41 BP mitochondrial electron transport, NADH to ubiquinone
10 - 37 6e-07 54/436  Glio Down_b
19 ENSG000002 0.29 -0.42 04 Uncharacterized protein [Source:UniProtKB/TrEMBL;Acc:F8) 38 7e-07 18/77 CcC  primary cilium
39 8e-07 721651 GSE# KIM_BIPOLAR_DISORDER_OLIGODENDROCYTE_DENSITY_CORR_UI
20 ENSG000000 0.28 -0.07 051  PHGDH phosphoglycerate dehydrogenase [Source:HGNC Symbol:Ac 40 1e-06 59/503  GSE/ MILI_PSEUDOPODIA_HAPTOTAXIS_UP
1 T T T T
1 10 20 30 40
0.08 e o o o o o o o o o o o o o o o - 1
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K—Means Clusters

Spot Summary: L Spot Genelist Geneset Overrepresentation

# metagenes = 79 Rank max e r S bDlescrlptlon Rank p-value #in/all Geneset
ID min e mbo
# genes = 943 y
]_ ENSGO000002 0.86 -0.35 0.6 cysteine-rich protein 1 (intestinal) [Source:HGNC Symbol;Ac 1 3e-78 666 /8123 Colon TssF_Colon
2 1e-59 736 /10475 Colon TssA_Colon
<r> metagenes = 0.84 2 ENSG000002 0.8 -027 063 CRIPL cysteine-rich protein 1 (intestinal) [Source:HGNC Symbol:Ac 3 2e-51 546 /6761 Colon TssD2_Colon
<r>genes = 0.43 4 9e-47 325/3122 Colon TXEnhG1_Colon
. _ _ 3 ENSG000001 0.7 -0.03 0.35 CTAG2 cancer/testis antigen 2 [Source:HGNC Symbol;Acc:HGNC:24 5 2e-46 686 /9930 Colon Tx_Colon
beta: r2= 0.04 / |Og p= -0.45 6 2e-36 662 /9923 Brain Overlap_fetal_midbrain_K9K27me3
4 ENSG000001 0.6 -0.09 06 FABP6 fatty acid binding protein 6, ileal [Source:HGNC Symbol;Acc:t 7 1e-33 311/3370 Brain Mid_Frontal_Lobe_ZNF
: 5e-31 TXWk_Col
# samples with spot = 0 ( 0 %) _ 8 e 623/9390 Colon TXWk_Colon
5 ENSGO00001 056 -01 072  TNNC2 troponin C type 2 (fast) [Source:HGNC Symbol:Acc:HGNC:11 9 9e-29 723/11791 Colon Enh_Colon
10 5e-24 427/5889 Colon EnhWk1_Colon
6  ENSGO000001 053  -0.22 0.66 ATP synthase, H+ transporting, mitochondrial F1 complex, e} 11 4e-23 267/3112 Colon EnhA_Colon
plex, ef 12
le-17 103/865 Brain Mid_Frontal_Lobe_Het
7  ENSG000001 049 -0.13 06 RCN3  reticulocalbin 3, EF-hand calcium binding domain [Source:H( 13 2e-14 61/425  CC  mitochondrial inner membrane
14 3e-14 631 /10800 Brain Overlap_fetal_midbrain_Quies
8 ENSG000001 0.49 -0.42 0.55 RNASEZ1 ribonuclease, RNase A family, 1 (pancreatic) [Source:HGNC ! 15 Se-14 2719 BP fespiratory electron transport chain
16 7e-14 24/76 GSE# REACTOME_RESPIRATORY_ELECTRON_TRANSPORT_ATP_SYNTHE!
O  ENSG000001 047 -011 044 URAD ureidoimidazoline (2-oxo-d-hydroxy—4-carboxy-5-) decarbi 17 7e-14 101/2342 TF  |CGC_GabpPer2 targets
18 9e-14 66/499  GSE/ STARK_PREFRONTAL_CORTEX_22Q11_DELETION_DN
10 ENSG000001 043 019 065 19 le-13 602 / 10239 Brain Overlap_fetal_midbrain_ReprPC
20 2e-13 133/1441 CC  mitochondrion
11 ENSGO000001 0.41 -0.08 0.74 MMAB methylmalonic aciduria (cobalamin deficiency) cblB type [Sou %% 39712 3; ; ;33 ipl ;el;l:;n;erblohc process
e olon TXEn _Colon
2e-12 KEGG_OXID.
12 ENSG000001 0.4 -0.23 0.87 NDUFS6 NADH dehydrogenase (ubiquinone) Fe-S protein 6, 13kDa (! %i ; 12 i;;;;l 22; REAC‘FOMEA;&L\/S%E:?OS:SOETLLC):T;Z’;‘\] TRANSPORT
e - , —
. 25 3e-12 344/5173 TF  ICGC_Tafl_targets
ENSG000001 0.39  -0.1 043 homeobox B6 [S :HGNC Symbol;Acc:HGNC:5117, s
Overview Map SpOt 13 HOXB6 [Source YMPOLACE ! 26 5e-12 23/83  GSE/ MOOTHA_VOXPHOS
14 Enscooo0or 039 o1 o sl or (S HONG Symbol Ao ] 27 le-11 26/111  GSE/ REACTOME_TCA_CYCLE_AND_RESPIRATORY_ELECTRON_TRANSP(
40 — . -0. .47 INSR  insulin receptor [Source: ymbol;Acc:HGNC:6091] 28 2e-11 302/4470 TF ICGC_Crebl._targets
1 Lo . 29 3e-11 16/41 MF  NADH dehydrogenase (ubiquinone) activity
5 ENSG000001 0.38 -0.05 0.59 DUOXA1dual oxidase maturation factor 1 [Source:HGNC Symbol;Acc: 30 3e-11 781727 GSE/ KIM_ALL_DISORDERS_OLIGODENDROCYTE_NUMBER_CORR_UP
30 31 4e-11 49/356  GSE/ DAIRKEE_TERT_TARGETS_UP
16 ENsGOo0002 038  -0.05 057 32 7e-11 31/165 GSE/ YAO_TEMPORAL_RESPONSE_TO_PROGESTERONE_CLUSTER_13
o ) 33 9e-11 35/207 GSE/ WONG_MITOCHONDRIA_GENE_MODULE
20 4 17 ENsGO00001 038  -0.1 078  PIGU  phosphatidylinositol glycan anchor biosynthesis, class U [So. 34 9e-11 16144 cC  mitochondrial respiratory chain complex |
35 le-10 361/5643 Lymp HOPP_Txn_transition
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Spot Summary: M Spot Genelist Geneset Overrepresentation

# metagenes = 26 Rank max e r Description Rank p-value #in/all Geneset
# genes = 465 ID min e Symbol
1 ENSGO000000 0.65 -0.08 0.52 TESC tescalcin [Source:HGNC Symbol;Acc:HGNC:26065] 1 4e-50 350/8123 Colon TssF_Colon
2 Te-45 391/10475 Colon TssA_Colon
<r> metagenes =0.97 2 ENSG000001 0.62 -0.04 0.29 DUSP27 dual specificity phosphatase 27 (putative) [Source:HGNC Syr 3 8e-42 98 /3807 Lympl Hopp_June1l4_MMML937 tumors+controls_group.overexpression_D_cell li
<r> genes = 063 4 8e-41 97 /811 Lympl WIRTH_lymphoma937_spot D
beta: r2= 0.09 / | - _0.77 3 ENSG000001 0.57 -0.3 0.64 RPLP2 ribosomal protein, large, P2 [Source:HGNC Symbol;Acc:HGN 5 4e-33 82/713 Colon Pentrack_CRC_TCGA_group.over_C_normal_DN
eta: rz= 0. og p=-0. 6 2e-31 92/944  GSE# KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_DN
4  ENSG000001 051 -03 08 NENF  neudesin neurotrophic factor [Source:HGNC Symbol:AccHG 7 5e-30 355/9923 Brain Overlap_fetal_midbrain_K9K27me3
. 4e-29 84/850  GSE/ KRIGE_RESPONSE_TO_TOSEDOSTAT 6HR_DN
# samples with spot = 2 ( 8.7 %) ) ) 8 - o -
5 ENSG000001 0.48  -0.35 0.62 LOC1019d983@Mmal protein S26 [Source:HGNC Symbol:Acc:iHGNC:10. 9 2e-28 67/550  Cancc Lembcke_Normal vs Adenoma
MLH 1_aden0maHNPCC 01 ( 50 %) 10 8e-28 30/82 BP  mitochondrial translational elongation
MLH1_cancerHNPCC : 1 ( 20 %) 6  ENSG000002 047  -0.22 0.73 Uncharacterized protein [Source:UniProtkB/TEMBLiAcc:Hal 11 8e-28 32/98  BP  mitochondrial translation
- 12 2e-27 30/84 BP  mitochondrial translational termination
7  ENSGO00001 046 -0.1 062  DUOXA2dual oxidase maturation factor 2 [Source:HGNC Symbol;Acc: 13 2e-26 29782 BP  mitochondrial translational initiation
14 2e-25 771813  GSE/ GRADE_COLON_CANCER_UP
8  ENSG000001 046 -0.14 074 GCHFR GTP cyclohydrolase | feedback regulator [Source:HGNC Syr 19 3e-25 60/499  GSE/ STARK_PREFRONTAL_CORTEX_22Q11 DELETION_DN
16 4e-24 34/145  Glio WILLSCHER_GBM_Verhaak-CL_up ( C)
O  ENSGO00001 046 -0.15 091  ZNF503 zinc finger protein 593 [Source:HGNC SymbolAcc:HGNC:30 %Z; 4e-23 101/1441 CC  mitochondrion
7e-23 421259 BP translation
10 ENSG000001 0.44 -0.07 0.6 TACSTD2umor-associated calcium signal transducer 2 [Source:HGNC 19 le-22 2646761 Colon TssD2_Colon
20 2e-21 51/425 CC  mitochondrial inner membrane
1e-2
11 ENSGO00000 0.44  -0.08 0.62 RTEL1-TNFRSF6B readthrough (NMD candidate) [Source:H 21 e-20 2/16 Cance SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3 UP
22 5e-20 66/754  GSE/ MARTENS_TRETINOIN_RESPONSE_DN
1le-19 57/582  GSE/ CAIRO_HEPATOBLASTOMA_CLASSES_UP
12 ENSG000001 0.4 -0.15 086  LSMEM2leucine-rich single-pass membrane protein 2 [Source:HGNC 23 - N —
24 2e-19 55/546  GSE/ GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
I 13 ENSG000001 0.4 0.18 0.83  NDUFB1NADH dehyd biqui 1 beta sub lex, 11, 1 25 2e-18 32019930 Colon Tx_Colon
X =0. R el rot
Overview Map SpOt ydrogenase (ubiquinone) 1 beta subcomplex, 11,1 5 4e-18 41/327  GSE/ WONG_EMBRYONIC_STEM_CELL_CORE
27 5e-18 31/179  GSE/ GRAHAM_CML_DIVIDING_VS_NORMAL_QUIESCENT_UP
40 — 14 ENSGO000001 039 -0.13 078 ARSE arylsulfatase E (chondrodysplasia punctata 1) [Source:HGNC 28 8e-18 66/830  Colon Pentrack CRC_TCGA corr R normal DN
‘ 29 2e-17 52/543  GSE/ TIEN_INTESTINE_PROBIOTICS_24HR_UP
15 ENSG000001 0.39 -0.19 0.75 SEC61B Sec61 beta subunit [Source:HGNC Symbol;Acc:HGNC:1699! 30 2e-17 290/8358 Lymp HOPP_Active_promoter
30 31 2e-17 29/162 MF  structural constituent of ribosome
16 ENSG000001 0.39 -0.08 0.61 CPNE7 copine VII [Source:HGNC Symbol;Acc:HGNC:2320] 32 3e-17 35/ 248 GSE# KOBAYASHI_EGFR_SIGNALING 24HR_DN
33 3e-17 30/177  GSE/ YAO_TEMPORAL_RESPONSE_TO_PROGESTERONE_CLUSTER_17
20 - 17 ENSG000002 038  -021 074 Uncharacterized protein [Source:UniProtkB/IEMBL,ACCHO 34 7e-17 62/775  GSEf WEI MYCN_TARGETS_WITH_E_BOX
35 8e-17 57/668  GSE/ MARSON_BOUND_BY_E2F4_UNSTIMULATED
18 ENSG000001 036  -0.07 076 NMU  neuromedin U [Source:HGNC Symbol;Acc:HGNC:7859] 36 3e-16 36/282  GSE/ MANALO_HYPOXIA DN
] 7 4e-16 330/ 10239 Brain Overlap_fetal_midbrain_ReprPC
10 )
19 ENSG000001 0.36 -0.14 0.64 KCNE3 potassium channel, voltage gated subfamily E regulatory betz 38 4e-16 45/ 446 GSE/ SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6
39 2e-15 52/608  GSE/ BUYTAERT_PHOTODYNAMIC_THERAPY_STRESS_DN
20 ENSGO00001 0.36  -0.04 068 PF4  platelet factor 4 [Source:HGNC Symbol;Acc:HGNC:8861] 4 7e-15 67/975  GSE/ NUYTTEN_EZH2_TARGETS_DN
1 T T T T
1 10 20 30 40
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K—Means Clusters

Spot Summary: O

# metagenes = 85
# genes = 1004

<r> metagenes = 0.78
beta: r2=0.02 / log p=-0.25

# samples with spot = 0 (0 %)

Overview Map
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02.4535.001_nH

02.4615.001_nH

04.1134.015_nH

04.1195.001_nH

€31921_nH

02.2351.003_nH

02.4920.001_nH

04.1045.021_nH

04.3047.001_nH

11 _nH

02.0015.002_aH

04.1195.001_aH

04.1045.021_aH

02.4535.001_cH

02.4615.001_cH

04.1134.015_cH

02.0015.002_nH
04.1195.001_cH

C31921_cH

02.2351.003_cH

02.4920.001_cH

04.3047.001_cH

11_cH

Spot Genelist

Rank
ID

1 ENSG000000
2 ENSG000002
3 ENSG000002
4 ENSG000002
5 ENSG000002
6 ENSG000002
7 ENSG000001
8 ENSG000002
9  ENSG000002
10 ENSG000002
11 ENSG000001
12 ENSG000001
13 ENSG000001
14 ENSG000002
15 ENSG000002
16 ENSG000002
17 ENSG000002
18 ENSG000002
19 ENSG000001
20 ENSG000001

max e
min e
1.19 -0.05
0.98 -0.05
0.93 -0.04
0.93 -0.04
0.86 -0.04
0.79 -0.04
0.79 -0.13
0.79 -0.04
0.78 -0.04
0.74 -0.03
0.73 -0.17
0.72 -0.07
0.72 -0.03
0.71 -0.03
0.71 -0.03
0.7 -0.03
0.66 -0.03
0.64 -0.03
0.63 -0.09
0.63 -0.03

r

0.63

0.63

0.63

0.63

0.63

0.52

0.63

0.63

0.63

0.3

0.62

0.64

0.63

0.63

0.63

0.64

0.63

0.6

0.63

Description
Symbol

PAGE1 P antigen family, member 1 (prostate associated) [Source:HC

GAGE12@G antigen 12G [Source:HGNC Symbol;Acc:HGNC:31907]

GAGE2DG antigen 12F [Source:HGNC Symbol;Acc:HGNC:31906]

GAGE125 antigen 12J [Source:HGNC Symbol;Acc:HGNC:17778]

RBP4  retinol binding protein 4, plasma [Source:HGNC Symbol;Acc:

GAGE128 antigen 12E [Source:HGNC Symbol;Acc:HGNC:31905]
EXOC3 exocyst complex component 3 [Source:HGNC Symbol;Acc:H!
GPC3 glypican 3 [Source:HGNC Symbol;Acc:HGNC:4451]
MAGEA6melanoma antigen family A6 [Source:HGNC Symbol;Acc:HGI

GAGE128 antigen 12C [Source:HGNC Symbol;Acc:HGNC:28402]

GAGE12[ antigen 12D [Source:HGNC Symbol;Acc:HGNC:31904]

MAGEA3melanoma antigen family A3 [Source:HGNC Symbol;Acc:HGI
GAGE121$ antigen 12H [Source:HGNC Symbol;Acc:HGNC:31908]
CYP2B6 cytochrome P450, family 2, subfamily B, polypeptide 6 [Sourc

GAGES8 G antigen 2A [Source:HGNC Symbol;Acc:HGNC:4099]

Geneset Overrepresentation

Rank p-value #in/all

1 4e-36
2 2e-33
3 2e-32
4 5e-27
5 2e-25
6 6e-25
7 2e-21
8 2e-20
9 4e-20
10 le-19
11 4e-17
12 le-16
13 le-16
14 le-16
15 7e-16
16 8e-16
17 2e-15
18 5e-15
19 3e-14
20 3e-13
21 3e-13
22 5e-13
23 le-12
24 2e-12
25 3e-12
26 3e-12
27 3e-12
28 Te-12
29 le-11
30 le-11
31 2e-11
32 2e-11
33 3e-11
34 4e-11
35 4e-11
36 le-10
37 2e-10
38 2e-10
39 6e-10
40 7e-10

8

2 °

(2}
S 4
@]
2
0

110/550
132/811
130/807
579 /8123
691 /10475
663 /9923
87 /546
96 / 668
620/9390
645/9930
395/5393
381/5173
469 /6761
340/ 4470
335/4436
109/ 944
399/5578
394 /5526
464 / 6862
51/316
13871441
373/5308
659 /10800
258/3370
42516313
416 /6157
425/6322
406 / 6005
90/830
40/233
469 /7202
421/6324
624 /10239
40/240
90 /850
129/ 1425
29/145
136 /1549
366 /5453
57819470

Geneset

Cance
Lympl
Lympl
Colon
Colon
Brain
GSE#
GSE/
Colon
Colon
TF
TF
Colon
TF
TF
GSE/
TF
TF
TF
GSE/
cc
TF
Brain
Brain
TF
TF
TF
TF
Colon
Lymp!
TF
TF
Brain
Lymp
GSE/
Chr
Glio
TF
TF
Colon

Lembcke_Normal vs Adenoma
WIRTH_lymphoma937_spot D
Hopp_Junel4_MMML937 tumors+controls_group.overexpression_D_cell li
TssF_Colon

TssA_Colon

Overlap_fetal_midbrain_K9K27me3
GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
MARSON_BOUND_BY_E2F4_UNSTIMULATED
TXWk_Colon

Tx_Colon

ICGC_Sp1_targets

ICGC_Taf1_targets

TssD2_Colon

ICGC_Crebl_targets

ICGC_Zebl_targets
KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_DN
ICGC_Stat5_targets

ICGC_Pmlsc71910_targets

ICGC_EIf1_targets
DUTERTRE_ESTRADIOL_RESPONSE_24HR_UP
mitochondrion

ICGC_Tcf12_targets

Overlap_fetal_midbrain_Quies
Mid_Frontal_Lobe_ZNF

ICGC_Pou2_targets

ICGC_Tcf3_targets

ICGC_Pol2_targets

ICGC_Mta3_targets
Pentrack_CRC_TCGA_corr_R_normal_DN
Hopp_Junel4_MMML937 tumors+controls_group.overexpression_B_cell li
ICGC_Runx3_targets

ICGC_Yyl_targets

Overlap_fetal_midbrain_ReprPC
WIRTH_lymphoma937_spot B
KRIGE_RESPONSE_TO_TOSEDOSTAT_6HR_DN
Chr19

WILLSCHER_GBM_Verhaak-CL_up ( C)
ICGC_Myc_targets

ICGC_Foxm1_targets

Quies3_Colon

p-values

D .’.‘. 2 L et ol = = ~|==rp | 1

~4:, "
-- r

oy P P o O X
14 a)

d - 0.4 LL

1
7] P - 0.2

e e e 0

1l L,
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K—Means Clusters

Spot Summary: P Spot Genelist Geneset Overrepresentation

# metagenes = 98 Rank max e r Description Rank p-value #in/all Geneset
# genes = 1048 ID min e Symbol
1  ENSG000001 1.1 -02 026 HBA2 hemoglobin, alpha 2 [Source:HGNC Symbol;Acc:HGNC:482¢ 1 2e-63 231/1298 GSEA DODD_NASOPHARYNGEAL_CARCINOMA_DN
2 3e-61 658 /7491 Lympl HOPP_Txn_elongation
<r> metagenes =0.75 2 ENSGO000002 1.08 -0.17 0.24 HBA1 hemoglobin, alpha 1 [Source:HGNC Symbol;Acc:HGNC:4822 3 2e-43 664 /8358 Lympl HOPP_Active_promoter
4 le-37 746 /10239 Brain Overlap_fetal_midbrain_ReprPC
beta: r2= _ 3 ENSGO00001 0.84  -0.25 049  CXCL10 chemokine (C-X-C motif) ligand 10 [Source:HGNC Symbol; 5 2e-37 147/859 GSE# LEE_BMP2_TARGETS_DN
eta: r2= 0.01 / log p=—-0.2 6 7e-36 529/6320 Brain Overlap_fetal_midbrain_HetRpts
4 ENSG000001 0.73 -0.36 0.36 IFI6 interferon, alpha-inducible protein 6 [Source:HGNC Symbol;/ 7 2e-34 176 /1228 GSE/ KINSEY_TARGETS_OF_EWSR1_FLII_FUSION_UP
. 9e-34 136/807 Lympl Hopp_Junel4_MMML937 tumors+controls_group.overexpression_D_cell li
# samples with spot = 0 ( 0 %) ' ) 8
5 ENSG000001 0.65 -0.17 028 APOE apolipoprotein E [Source:HGNC Symbol;Acc:HGNC:613] 9 2e-32 134/811  Lympl WIRTH_lymphoma937_spot D
10 2e-31 129/775 GSE# WEI_MYCN_TARGETS_WITH_E_BOX
6  ENSGO00001 0.63 -0.14 05 IL1B  interleukin 1, beta [Source:HGNC Symbol;Acc:HGNC:5992] 11 6e-27 99/550  Cance Lembcke_Normal vs Adenoma
12 3e-26 104/610 GSE/ RODRIGUES_THYROID_CARCINOMA_POORLY_DIFFERENTIATED_UF
7  ENSG000002 0.6 -019 033  GABBRLgamma-aminobutyric acid (GABA) B receptor, 1 [Source:HGI 13 2e-25 722/ 10475 Colon TssA_Colon
14 3e-23 122/862 GSE/ JOHNSTONE_PARVB_TARGETS_3 DN
8 ENSGO000001 0.59 -0.05 0.57 HCAR2 hydroxycarboxylic acid receptor 2 [Source:HGNC Symbol;Act 15 le-22 590/8147 Lympl HOPP_Weak_promoter
16 2e-22 660 /9470 Colon Quies3_Colon
O  ENSGO00002 055 -0.04 0.62 HCAR3 hydroxycarboxylic acid receptor 3 [Source:HGNC Symbol;Acc 17 Se-22 683/9923 Brain Overlap_fetal_midbrain_K9K27me3
18 4e-22 117/830  Colon Pentrack CRC_TCGA_corr_R_normal_DN
. - - L it
10 ENSGO00001 047  -0.09 033  CXCL11 chemokine (C-X~C motif) ligand 11 [Source:HGNC Symbol: 19 5e-22 445/5643  Lympl HOPP_Txn_transition
20 le-21 653/9390 Colon TxWk_Colon
o -2 in Overlap_fetal_midbrain_ReprPCWk
11 ENSGO00001 0.46 -015 034  STMN3 stathmin-like 3 [Source:HGNC Symbol:Acc:HGNC:15926] 21 3e-20 694710278 Brain Overlap_fetal_midbrain_Rep
22 5e-19 774111968 Colon TssWk_Colon
le-18 97/683  GSE/ RODRIGUES_THYROID_CARCINOMA_ANAPLASTIC_UP
12 ENSG000001 045  -0.05 054  IL23A interleukin 23, alpha subunit p19 [Source:HGNC Symbol;Acc 23 - - y -
24 4e-18 57/284  GSE/ SENGUPTA_NASOPHARYNGEAL_CARCINOMA_UP
1 13 ENSG000001 0.43 -0.03 0.14 SLC39A2solute carrier family 39 (zinc transporter), member 2 [Source: 25 2e17 19071914 GSE/ PILON_KLF1_TARGETS_DN
Overview Map SpOt : : : v poren. " 26 2e-17 665/9930 Colon Tx_Colon
- 27 5e-17 42/171  Lympl WIRTH_lymphoma937_spot C
40 — 14 ENSG000001 042  -0.02 0.6 CALBL calbindin 1, 28kDa [Source:HGNC SymbolAceHGNC:1434]  5g le-16 41/167  Lymp Hopp_Juneld MMML937 tumors+controls_group.overexpression_C_cel
29 le-15 155/1503 TF  ICGC_Six5_targets
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K—Means Clusters

Spot Summary: Q

# metagenes = 19
# genes = 360

<r> metagenes = 0.97
<r>genes = 0.62
beta: r2=0.29 / log p= -2.07

# samples with spot = 8 ( 34.8 %)
MLH1_adenomaHNPCC : 2 ( 100 %)
MLH1_cancerHNPCC : 5 ( 100 %)
other_cancerHNPCC : 1 ( 25 %)
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Spot Genelist

Rank
ID

1 ENSG000001
2 ENSG000001
3 ENSG000001
4 ENSG000001
5 ENSG000001
6 ENSG000001
7 ENSG000001
8 ENSG000001
9  ENSG000001
10 ENSG000001
11 ENSG000001
12 ENSG000001
13 ENSG000000
14 ENSG000002
15 ENSG000001
16 ENSG000001
17 ENSG000001
18 ENSG000001
19 ENSG000001
20 ENSG000001

max e
min e
1.84 -0.57
1.71 -0.34
1.65 -0.75
1.57 -0.24
1.47 -0.28
1.33 -0.75
1.31 -0.29
1.27 -0.21
1.25 -0.21
1.17 -0.36
1.16 -0.2
115 -0.44
1.15 -0.35
11 -0.18
1.05 -0.66
1.05 -0.87
0.98 -0.17
0.97 -0.41
0.91 -1
0.87 -0.25

r

0.56

0.52

0.61

0.39

0.42

0.49

0.55

0.47

0.61

0.7

0.51

0.55

0.84

0.75

0.44

0.62

0.73

0.49

Description
Symbol

REG1A regenerating islet-derived 1 alpha [Source:HGNC Symbol;Ac

ITLN1  intelectin 1 (galactofuranose binding) [Source:HGNC Symbol
OLFM4 olfactomedin 4 [Source:HGNC Symbol;Acc:HGNC:17190]
REG3A regenerating islet-derived 3 alpha [Source:HGNC Symbol;Ac
MMP1  matrix metallopeptidase 1 [Source:HGNC Symbol;Acc:HGNC
PLA2G2/phospholipase A2, group IIA (platelets, synovial fluid) [Source
CXCL8 chemokine (C-X-C motif) ligand 8 [Source:HGNC Symbol;Ac
REG1B regenerating islet-derived 1 beta [Source:HGNC Symbol;Acc
DMBT1 deleted in malignant brain tumors 1 [Source:HGNC Symbol;A
REG4 regenerating islet-derived family, member 4 [Source:HGNC £
MMP3  matrix metallopeptidase 3 [Source:HGNC Symbol;Acc:HGNC
SPINK1 serine peptidase inhibitor, Kazal type 1 [Source:HGNC Symb
CLCA1 chloride channel accessory 1 [Source:HGNC Symbol;Acc:HG

TNFRSF@@mor necrosis factor receptor superfamily, member 6b, decoy

LCN2 lipocalin 2 [Source:HGNC Symbol;Acc:HGNC:6526]
AGR2 anterior gradient 2, protein disulphide isomerase family memt
SPP1  secreted phosphoprotein 1 [Source:HGNC Symbol;Acc:HGN¢

SPINK4 serine peptidase inhibitor, Kazal type 4 [Source:HGNC Symb
GPX2 glutathione peroxidase 2 [Source:HGNC Symbol;Acc:HGNC::

CYP2S1 cytochrome P450, family 2, subfamily S, polypeptide 1 [Sourc

Geneset Overrepresentation

Rank p-value #in/all

©o~NoOOR~WNE

Density

4e-48
2e-44
3e-44
5e-42
6e-41
8e-41
8e-40
6e-38
5e-37
6e-36
4e-35
2e-34
le-33
3e-33
le-32
2e-32
2e-32
le-31
2e-31
5e-31
6e-31
4e-30
2e-28
2e-28
5e-28
2e-27
2e-27
3e-27
2e-26
2e-26
4e-26
4e-26
2e-25
2e-25
5e-25
le-24
le-24
le-24
2e-24
2e-24

Geneset
94/813 GSE# GRADE_COLON_CANCER_UP
85/713 Colon Pentrack_CRC_TCGA_group.over_C_normal_DN
78/582 GSE# CAIRO_HEPATOBLASTOMA_CLASSES_UP
41/113 GSE# WHITEFORD_PEDIATRIC_CANCER_MARKERS
64 /400 GSE# VECCHI_GASTRIC_CANCER_EARLY_UP
59 /327 GSE# WONG_EMBRYONIC_STEM_CELL_CORE
70/519 GSE# BERENJENO_TRANSFORMED_BY_RHOA_UP
58 /350 GSE# RHEIN_ALL_GLUCOCORTICOID_THERAPY_DN
50/248 GSE/# KOBAYASHI_EGFR_SIGNALING_24HR_DN
43/174 GSE# LI_AMPLIFIED_IN_LUNG_CANCER
39/138 GSE# ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER
761754 GSE# MARTENS_TRETINOIN_RESPONSE_DN
43/195 HM  HALLMARK_MYC_TARGETS_V1
781830 Colon Pentrack_CRC_TCGA_corr_R_normal_DN
69 /645 GSE# CASORELLI_ACUTE_PROMYELOCYTIC_LEUKEMIA_DN
481275 GSE# GRADE_COLON_AND_RECTAL_CANCER_UP
76 /807 Lymp! Hopp_Junel4_MMML937 tumors+controls_group.overexpression_D_cell li
49 /303 GSE# HORIUCHI_WTAP_TARGETS_DN
75/811 Lymp' WIRTH_lymphoma937_spot D
41/197 HM  HALLMARK_E2F_TARGETS
103/1563 GSE/ PUJANA_BRCA1l_PCC_NETWORK
791944 GSE/ KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_DN
34/138 GSE# DANG_MYC_TARGETS_UP
90/1298 GSE/ DODD_NASOPHARYNGEAL_CARCINOMA_DN
68/747 GSE/ PUJANA_CHEK2_PCC_NETWORK
5/16 Canct SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3 UP
49 /370 GSE# HSIAO_HOUSEKEEPING_GENES
58 /546 GSE# GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
33/145 Glio WILLSCHER_GBM_Verhaak-CL_up ( C)
23/52 GSE/ ISHIDA_E2F_TARGETS
27185 GSE# MORI_LARGE_PRE_BII_LYMPHOCYTE_UP
250/8123 Colon TssF_Colon
51/446 GSE# SHEDDEN_LUNG_CANCER_POOR_SURVIVAL_A6
56 / 550 Canct Lembcke_Normal vs Adenoma
421292 GSE# MUELLER_PLURINET
27195 GSE# CROONQUIST_IL6_DEPRIVATION_DN
43/316 GSE# DUTERTRE_ESTRADIOL_RESPONSE_24HR_UP
75/1036 GSE/ DANG_BOUND_BY_MYC
3417179 GSE/ GRAHAM_CML_DIVIDING_VS_NORMAL_QUIESCENT_UP
28/108 BP  SRP-dependent cotranslational protein targeting to membrane
p-values
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K—Means Clusters

Spot Summary: R Spot Genelist Geneset Overrepresentation

# metagenes = 37 Rank max e r Description Rank p-value #in/all Geneset
_ ID min e Symbol
# genes = 559
1 ENSG000001 0.95 -0.08 0.28 RPS4Y1 ribosomal protein S4, Y-linked 1 [Source:HGNC Symbol;Acc 1 7e-85 207 /1563 GSEA PUJANA_BRCA1_PCC_NETWORK
2 2e-78 141/713 Colon Pentrack_ CRC_TCGA_group.over_C_normal_DN
<r> metagenes =0.93 2 ENSGO000001 0.75 -0.13 0.33 FAM83D family with sequence similarity 83, member D [Source:HGNC 3 8e-77 128/582 GSEA CAIRO_HEPATOBLASTOMA_CLASSES_UP
= 1e-73 139/747 GSE# PUJANA_CHEK2_PCC_NETWORK
<r> genes = 0.48 4  CHEK2_PCC_
b " g 2 0 08 / | 0 72 3 ENSGO000001 0.71 -0.63 0.6 IFITM3  interferon induced transmembrane protein 3 [Source:HGNC ¢ 5 3e-64 354 /5643 Lympl HOPP_Txn_transition
ea: re= 0. og p=-0. 6 3e-56 144711091 MF  poly(A) RNA binding
4 ENSGO000001 0.68 -0.21 048 WARS  tryptophanyl-tRNA synthetase [Source:HGNC Symbol;Acc:H 7 3e-52 66 /195 HM  HALLMARK_MYC_TARGETS_V1
. 8 2e-51 123/859 GSE/ LEE_BMP2_TARGETS_DN
# samples with spot = 1 (4.3 %) i i i i 9 5e-49 147/1298 GSE# DODD_NASOPHARYNGEAL_CARCINOMA_DN
5 ENSG000001 0.66 -0.21 0.25 NPIPB15nuclear pore complex interacting protein family, member B15 € | - -
MLH1_cancerHNPCC : 1 ( 20 %) 10 7e-48 70/259  BP translation
6  ENSGO000001 0.63 -0.11 0.4 LRP4  low density lipoprotein receptor—related protein 4 [Source:HG 11 4e-46 461/10475 Colon TssA_Colon
12 le-45 447/9930 Colon Tx_Colon
7  ENSGO00001 062  -0.43 0.61  IFITM2 interferon induced transmembrane protein 2 [Source:HGNC € 13 le-45 79/370  GSE/ HSIAO_HOUSEKEEPING_GENES
14 6e-45 82/412  GSE/ REACTOME_METABOLISM_OF_PROTEINS
8 ENSGO000001 0.58 -0.04 0.39 TCN1 transcobalamin | (vitamin B12 binding protein, R binder family 15 7e-45 113/830  Colon Pentrack CRC_TCGA_corr_R_normal DN
16 3e-44 403 /8358 Lympl HOPP_Active_promoter
O  ENSG000001 057 -035 055  HSPAS heatshock 70KDa protein 8 [Source:HGNC SymbolAccHGN L7 9e-44 111/820 BP  gene expression
18 2e-43 46/102  GSE# REACTOME_3_UTR_MEDIATED_TRANSLATIONAL_REGULATION
: T — REACTOME_TRANSLATION
10 ENSGO00000 054 -0.26 052  FXYD5 FXYD domain containing ion transport regulator 5 [Source:H¢ %8 ie 22 :5-; é /1‘7‘:2191 fySmE; omm T Somaton
e _Txn_
. 21 2e-42 541162 MF  structural constituent of ribosome
.54 -0.07 . cystatin SN [Source:HGNC Symbol;Acc:HGNC:2473
11 enscoooo01 05 007 03 oSt o : Y ! 22 5e-42 51/142  BP translational initiation
UNE-1 ) a " it HGNC 23 2e-41 44198 GSE# REACTOME_INFLUENZA_VIRAL_RNA_TRANSCRIPTION_AND_REPLIC
12 ENSGO000002 054  -0.06 0.48 L1TD1 type transposase domain containing 1 [Source: 24 se-dl s4/168  CC  ribosome
H ) o 25 9e-41 44/101 BP translational elongation
OVG ereW M ap S pOt 13 Enscoooo01 053 027 041 ETS2  v-ets avian erythroblastosis virus E26 oncogene homolog 2 [ 26 le-40 45/108 BP  SRP-dependent cotranslational protein targeting to membrane
. ) 27 2e-40 131/1228 GSE/ KINSEY_TARGETS_OF _EWSR1_FLIl_FUSION_UP
40 40 — 14 ENsGoooo00 053  -029 061  HSP9oAAwat shock protein 90kDa alpha (cytosolic), class A member: 5 g 7e-40 48/132  GSE/ REACTOME_INFLUENZA_LIFE_CYCLE
_ 29 8e-40 441105  GSE/ REACTOME_SRP_DEPENDENT_COTRANSLATIONAL_PROTEIN_TARG
15 ENSG000001 051  -0.34 059  ALDH1B®ldehyde dehydrogenase 1 family, member B1 [Source:HGN( 30 16-39 40182 GSE/ REACTOME_PEPTIDE_CHAIN_ELONGATION
30 30 31 1e-39 41/88 BP translational termination
16 ENsSGooo002 048 031 073 RPL36A-HNRNPH2 readthrough [Source:HGNC SymboliAct 39 se-39 40184 GSEZ KEGG_RIBOSOME
33 1e-37 431109 BP viral transcription
20 20 17 ENSG000001 048  -0.33 071  TUBAILB tubulin, alpha 1b [Source:HGNC Symbol;Acc:HGNC:18809] 34 6e-37 90/633 BP cellular protein metabolic process
35 1e-36 132/1352 GSE/ DIAZ_CHRONIC_MEYLOGENOUS_LEUKEMIA_UP
18 ENSG000001 0.45 -0.14 0.52 TGFBI transforming growth factor, beta—induced, 68kDa [Source:HG 36 2e-36 65/317 Lymp TARTE_Plasmablast signature
10 10 — 37 9e-36 415/9390 Colon TxWk_Colon
19 ENSG000001 0.43 -0.36 0.67 RPS16 ribosomal protein S16 [Source:HGNC SymbolAcc:HGNC:10: 38 6e-35 64/323  GSE/ PENG_GLUTAMINE_DEPRIVATION_DN
39 6e-35 40/102  GSE# REACTOME_NONSENSE_MEDIATED_DECAY_ENHANCED_BY_THE_E
1 1 20 ENSG000002 0.42 -0.1 0.56 FCGR3AFc fragment of IgG, low affinity Illa, receptor (CD16a) [Source 40 7e-35 99/813 GSE/# GRADE_COLON_CANCER_UP
B T T T T
1 10 20 30 40 1 10 20 30 40
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K—Means Clusters

Spot Summary: S

# metagenes = 35
# genes = 434

<r> metagenes = 0.95
<r>genes = 0.61
beta: r2=0.11 / log p= -0.94

# samples with spot =1 (4.3 %)
other_cancerHNPCC : 1 ( 25 %)

Overview Map
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Spot Genelist

Rank
ID

1 ENSG000001
2 ENSG000002
3 ENSG000002
4 ENSG000001
5 ENSG000001
6 ENSG000001
7 ENSG000001
8 ENSG000001
9  ENSG000001
10 ENSG000001
11 ENSG000001
12 ENSG000001
13 ENSG000001
14 ENSG000001
15 ENSG000001
16 ENSG000001
17 ENSG000001
18 ENSG000002
19 ENSG000002
20 ENSG000001

max e
min e

1.82 -0.23
1.31 -0.26
117 -0.14
1.11 -0.22
1.02 -0.41
1.01 -0.27
1 -0.16
0.98 -0.25
0.95 -0.62
0.9 -0.24
0.89 -0.09
0.87 -0.18
0.86 -0.22
0.86 -0.19
0.84 -0.09
0.83 -0.15
0.83 -0.21
0.82 -0.11
0.81 -0.2
0.81 -0.07

r

0.89

0.91

0.29

0.92

0.93

0.63

0.74

0.82

0.85

0.95

0.8

0.82

0.95

0.88

0.8

0.92

0.83

0.91

Description
Symbol

FABP4 fatty acid binding protein 4, adipocyte [Source:HGNC Symbol

GPX3 glutathione peroxidase 3 [Source:HGNC Symbol;Acc:HGNC:
HBB hemoglobin, beta [Source:HGNC Symbol;Acc:HGNC:4827]
SFRP2 secreted frizzled-related protein 2 [Source:HGNC Symbol;Ac
CTGF  connective tissue growth factor [Source:HGNC Symbol;Acc:+
BGN biglycan [Source:HGNC Symbol;Acc:HGNC:1044]

ADAMTSADAM metallopeptidase with thrombospondin type 1 motif, 1
SAA1  serum amyloid Al [Source:HGNC Symbol;Acc:HGNC:10513]
DUSP1 dual specificity phosphatase 1 [Source:HGNC Symbol;Acc:Ht
FOSB  FBJ murine osteosarcoma viral oncogene homolog B [Source
ADIPOQ adiponectin, C1Q and collagen domain containing [Source:H(
C1l1orfgechromosome 11 open reading frame 96 [Source:HGNC Symt
C10orf10chromosome 10 open reading frame 10 [Source:HGNC Symt
G0S2  GO/G1 switch 2 [Source:HGNC Symbol;Acc:HGNC:30229]
RBP7  retinol binding protein 7, cellular [Source:HGNC Symbol;Acc:
SERPINEserpin peptidase inhibitor, clade E (nexin, plasminogen activa
ADH1B alcohol dehydrogenase 1B (class 1), beta polypeptide [Source
MUSTN1musculoskeletal, embryonic nuclear protein 1 [Source:HGNC
ACKR1 atypical chemokine receptor 1 (Duffy blood group) [Source:Ht

PLIN1  perilipin 1 [Source:HGNC Symbol;Acc:HGNC:9076]

Geneset Overrepresentation

Rank p-value #in/all

1 2e-48
2 2e-36
3 2e-36
4 2e-34
5 2e-34
6 3e-34
7 4e-34
8 2e-32
9 3e-32
10 4e-31
11 2e-30
12 4e-30
13 3e-29
14 5e-29
15 le-28
16 9e-28
17 2e-27
18 5e-27
19 le-26
20 le-26
21 3e-26
22 8e-25
23 2e-24
24 2e-24
25 4e-24
26 Te-24
27 Te-24
28 8e-24
29 9e-23
30 2e-22
31 le-21
32 4e-21
33 6e-21
34 1e-20
35 3e-20
36 6e-20
37 le-19
38 le-19
39 2e-19
40 2e-19

6

2
(2}
2 4
a
2
0

Geneset
7017326 GSE/ SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP
106/1176 CC  extracellular space
62 /368 GSE# LINDGREN_BLADDER_CANCER_CLUSTER_2B
70/522 GSE/ SMID_BREAST_CANCER_LUMINAL_B_DN
731574 Cance Lembcke_Colonic Inflammation
471202 CC  extracellular matrix
47/ 204 GSE# BOQUEST_STEM_CELL_DN
61/413 GSE# BOQUEST_STEM_CELL_CULTURED_VS_FRESH_UP
771692 GSE/ WONG_ADULT_TISSUE_STEM_MODULE
60/418 GSE# SWEET_LUNG_CANCER_KRAS_DN
87 /945 GSE# NABA_MATRISOME
43/198 HM  HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
27159 Lympl LENZ_Stromal signature 2
471261 Lympl LENZ_Stromal signature 1
103/1374 CC  extracellular region
431224 BP  angiogenesis
40/192 HM  HALLMARK_TNFA_SIGNALING_VIA_NFKB
50/332 Colon Pentrack_CRC_TCGA_corr_J_msi-h_UP_mss_DN
28178 GSE# NAKAYAMA_SOFT_TISSUE_TUMORS_PCA2_DN
56 / 436 GSE# SMID_BREAST_CANCER_NORMAL_LIKE_UP
58/478 GSE/ LIM_MAMMARY_STEM_CELL_UP
38/196 GSE# PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP
46 /314 Lymp! Hopp_Junel4_MMML937 tumors+controls_group.overexpression_E_GC-I
46 /315 Lymp WIRTH_lymphoma937_spot E
58/525 GSE/ WEST_ADRENOCORTICAL_TUMOR_DN
41/248 GSE/ ONDER_CDH1_TARGETS_2_UP
34/158 GSE# VART_KSHV_INFECTION_ANGIOGENIC_MARKERS_UP
41/249 GSE# BOQUEST_STEM_CELL_UP
26/85 GSE/ SANA_TNF_SIGNALING_DN
23/62 GSE/ ANASTASSIOU_CANCER_MESENCHYMAL_TRANSITION_SIGNATURE
68 /804 GSE# CUI_TCF21_TARGETS_2_ DN
39/261 GSE# NABA_CORE_MATRISOME
84/1210 Brain Fetal_TssP
26/101 GSE# CHEN_LVAD_SUPPORT_OF_FAILING_HEART_UP
22167 GSE/ TURASHVILI_BREAST_LOBULAR_CARCINOMA_VS_DUCTAL_NORMA
46 /401 GSE# REN_ALVEOLAR_RHABDOMYOSARCOMA DN
199/5039 Lymp HOPP_Repressed
145/3109 Colon TssP_Colon
140/2956 Brain Fetal_TssA
29/148 Colon Marisa_CRC—cluster-a
p-values
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Spot Summary: T Spot Genelist Geneset Overrepresentation
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