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C GRADE_COLON_CANCER_UP
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Spot Summary: A Spot Genelist Geneset Overrepresentation

0.4
0.3
0.2
0.1
0.0

# metagenes = 12 Rank max e r Description Rank p-value #in/all Geneset
# genes = 198 ID min e Symbol
1 ENSG000001 1.82 -0.23 0.9 FABP4 fatty acid binding protein 4, adipocyte [Source:HGNC Symbol ] 6e-29 471574  Cance Lembcke_Colonic Inflammation
2 9e-29 32/202 CC  extracellular matrix
<r> metagenes =0.99 2 ENSG000002 1.31 -0.26 0.92 GPX3 glutathione peroxidase 3 [Source:HGNC Symbol;Acc:HGNC: 3 4e-28 31/192 HM  HALLMARK_TNFA_SIGNALING_VIA_NFKB
<r>genes = 0.67 4 Te-27 61/1176 CC extracellular space
beta: r2= 017 / | _ 3 ENSG000002 1.17 -0.14 035 HBB  hemoglobin, beta [Source:HGNC Symbol;Acc:HGNC:4827] 5 le-26 36/326  GSE# SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP
eta: rz= 0. og p=-1.27 6 3e-26 39/413  GSEf BOQUEST_STEM_CELL_CULTURED_VS_FRESH_UP
4 ENSG000001 1.11 -0.22 0.93 SFRP2 secreted frizzled-related protein 2 [Source:HGNC Symbol;Ac 7 T7e-26 3717368 GSE# LINDGREN_BLADDER_CANCER_CLUSTER_2B
. 4e-25 29/198 HM HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
# samples with spot = 1 (4.3 %) - 8 £ Al -
5 ENSGO00001 102 -041 088 CTGF connective tissue growth factor [Source:HGNC Symbol:Acc:k 9 2e-24 41/525  GSE/ WEST_ADRENOCORTICAL_TUMOR_DN
other_cancerHNPCC : 1 ( 25 %) 10 Te-24 52/945  GSEf NABA_MATRISOME
6 ENSG000001 1.01  -0.27 0.78 BGN  biglycan [Source:HGNC Symbol;Acc:HGNC:1044] 11 2e-23 45/692  GSE/ WONG_ADULT_TISSUE_STEM_MODULE
12 1le-22 32/314 Lympl Hopp_Junel4_MMML937 tumors+controls_group.overexpression_E_GC-I
7  ENSG000001 1 -016 092  ADAMTSADAM metaliopeptidase with thrombospondin type 1 motif, 1 13 le-22 32/315  Lympl WIRTH_lymphoma937_spot E
14 le-21 38/522  GSE# SMID_BREAST_CANCER_LUMINAL_B_DN
8  ENSGO00001 098  -025 066 SAAL  serum amyloid AL [Source:HGNC SymbolACCHGNC:10518] 19 Se-21 26/204  GSEf BOQUEST_STEM_CELL DN
16 2e-20 28/261 Lympl LENZ_Stromal signature 1
9 ENSG000001 0.95 -0.62 0.75 DUSP1 dual specificity phosphatase 1 [Source:HGNC Symbol;Acc:H! 17 2e-19 56/1374 CC  extracellular region
18 5e-19 14/37 GSE# UZONYI_RESPONSE_TO_LEUKOTRIENE_AND_THROMBIN
10 ENSG000001 0.9 -0.24 0.83 FOSB  FBJ murine osteosarcoma viral oncogene homolog B [Source 19 6e-19 197101 GSE/ CHEN*LVAD*SL_JPPORT*OF*FAILING*HEART*UP
20 7e-19 16 /59 Lympl LENZ_Stromal signature 2
) ! ) - -1
11 ENSGO000001 0.89 -0.09 0.86 ADIPOQ adiponectin, C1Q and collagen domain containing [Source:H( 21 8e-19 261248 GSE ONPER‘CPHLTARGETS‘Z‘UP
22 8e-19 25/224  BP  angiogenesis
23 2e-18 16/62 GSE# ANASTASSIOU_CANCER_MESENCHYMAL_TRANSITION_SIGNATURE
12 ENSGO000001 0.87 -0.18 0.97 C1llorfoechromosome 11 open reading frame 96 [Source:HGNC Symt
24 3e-18 20/126  GSE/ ZHU_CMV_ALL DN
. ) 25 3e-18 26/261  GSE/ NABA_CORE_MATRISOME
OVGereW Map Spot 13 ENSG000001 0.86  -0.22 0.82  ClOorflochromosome 10 open reading frame 10 [Source:HGNC Symt 26 36-18 17178 GSE/ NAKAYAMA SOFT TISSUE TUMORS PCA2 DN
’ ) 27 7e-18 31/418  GSEf SWEET_LUNG_CANCER_KRAS_DN
40 14 ENsGO00001 086  -019 085  GOS2 GO/G1switch 2 [SourcetHGNC Symbol:Acc:HGNC:30229] 28 7e-18 24/220  GSEf MCLACHLAN_DENTAL_CARIES_UP
o _ 29 le-17 28/332  Colon Pentrack_CRC_TCGA_corr_J_msi~h_UP_mss_DN
15 ENSG000001 0.84 -0.09 0.95 RBP7  retinol binding protein 7, cellular [Source:HGNC Symbol;Acc: 30 4e-17 17/90 GSE/ ZHU_CMV_24_HR_DN
30 —- _ ) o _ ) ‘ 31 7e-17 14/50 GSE/ BURTON_ADIPOGENESIS_PEAK_AT_2HR
16 ENSG000001 0.83 -0.15 0.91 SERPINESErpin peptidase inhibitor, clade E (nexin, plasminogen activa 32 3e-16 14755 GSEZ CROONQUIST_STROMAL_STIMULATION_UP
33 le-15 21/196  GSE/ PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP
20 - 17 ENSG000002 0.82 -0.11  0.91 MUSTN1musculoskeletal, embryonic nuclear protein 1 [Source:HGNC 34 1e-15 287401 GSEZ REN_ALVEOLAR RHABDOMYOSARCOMA DN
35 le-15 23/249  GSE/ BOQUEST_STEM_CELL_UP
18 ENSG000002 081  -02  0.83  ACKRI atypical chemokine receptor 1 (Duffy blood group) [Source:Ht 36 2e-15 29/436  GSE/ SMID_BREAST_CANCER_NORMAL_LIKE_UP
10 < 37 2e-15 30/478  GSE/ LIM_MAMMARY_STEM_CELL_UP
19 ENSG000001 0.81 -0.07 0.91 PLIN1  perilipin 1 [Source:HGNC Symbol;Acc:HGNC:9076] 38 6e-15 21/211 GSE/ ZWANG_CLASS_3_TRANSIENTLY_INDUCED_BY_EGF
39 le-14 18/144  GSE/ IGLESIAS_E2F TARGETS_UP
1 - 20 ENSG000001 078  -0.09 092 ID4 inhibitor of DNA binding 4, dominant negative helix-loop-heli  4Q le-14 19/167  GSE/ VECCHI_GASTRIC_CANCER_ADVANCED_VS_EARLY_UP
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Spot Summary: B Spot Genelist Geneset Overrepresentation

# metagenes = 12 Rank max e r Description Rank p-value #in/all Geneset
ID min e Symbol
# genes = 253 y
1 ENSG000001 1.59 -0.8 0.88 DES desmin [Source:HGNC Symbol;Acc:HGNC:2770] 1 1e-69 4116 Cance LIU_PROSTATE_CANCER_DN
2 le-58 497132 Colon Marisa_CRC-cluster-b
<r> metagenes =1 2 ENSGO000001 1.46 -0.53 0.95 MYH11 myosin, heavy chain 11, smooth muscle [Source:HGNC Syml| 3 9e-46 58 /368 GSE# LINDGREN_BLADDER_CANCER_CLUSTER_2B
<r> genes = 0.81 4 3e-44 53/303  GSE/ PASINI_SUZ12_TARGETS_DN
b . _ / | _ 3 ENSGO000001 1.44 -0.52 094 CNN1 calponin 1, basic, smooth muscle [Source:HGNC Symbol;Acc 5 le-42 61/478 GSE# LIM_MAMMARY_STEM_CELL_UP
eta: r2=0.77 / log p=-7.34 6 3e-40 43/196  GSE/ PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP
4 ENSGO000001 1.42 -0.68 0.92 ACTG2 actin, gamma 2, smooth muscle, enteric [Source:HGNC Syml 7 2e-37 59/535 GSE# CHICAS_RB1_TARGETS_CONFLUENT
. 2e-31 34/160  GSE/ BERTUCCI_MEDULLARY_VS_DUCTAL_BREAST_CANCER_DN
# samples with spot = 4 (17.4 %) ) 8 - o " - -
5 ENSG000002 137  -0.24 0.43 MTRNR2MT-RNR2-like 1 [Source:HGNC Symbol;Acc:HGNC:37155] 9 3e-31 42/294  GSE/ ACEVEDO_FGFR1_TARGETS_IN_PROSTATE_CANCER_MODEL_DN
10 2e-29 35/198 HM  HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
other_cancerHNPCC : 2 ( 50 %) 6  ENSG000001 1.35 -0.91 091  MYL9 myosin, light chain 9, regulatory [Source:HGNC SymbolAcet 11 2e-29 42/326  GSEA SCHUETZ BREAST_CANCER_DUCTAL_INVASIVE_UP
- 12 7e-28 46/445  GSEf CHARAFE_BREAST_CANCER_LUMINAL_VS_MESENCHYMAL_DN
7  ENSGO00001 1.32 -0.37 097 SYNM synemin, intermediate filament protein [Source:HGNC Symbc 13 9e-28 43/378  CC  focal adhesion
14 9e-28 40/314 Lymp! Hopp_Junel4_MMML937 tumors+controls_group.overexpression_E_GC-I
8  ENSG000001 1.3 -058 097 FLNA filamin A, alpha [Source:HGNC Symbol:Acc:HGNC:3754] 15 le-27 40/315  Lympl WIRTH_lymphomad37_spot &
16 2e-27 55/692  GSEf WONG_ADULT_TISSUE_STEM_MODULE
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Spot Summary: C

# metagenes = 16
# genes = 352

<r> metagenes = 0.98
<r>genes = 0.63
beta: r2=0.28 / log p= -2.05

# samples with spot = 4 (17.4 %)
MLH1_adenomaHNPCC : 1 ( 50 %)
MLH1_cancerHNPCC : 3 ( 60 %)

Overview Map
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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

02.0015.002_nH
02.4535.001_cH

02.4615.001_cH

04.1134.015_cH
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C31921_cH

02.2351.003_cH

02.4920.001_cH

04.3047.001_cH

11_cH

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

0.57

0.52

0.61

0.41

0.4

0.52

0.58

0.5

0.6

0.74

0.5

0.56

0.85

0.79

0.41

0.65

0.76

0.5

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-47
le-41
2e-39
2e-37
9e-37
3e-35
3e-35
8e-34
8e-33
2e-32
le-31
1e-30
7e-30
8e-29
2e-28
2e-27
le-26
3e-26
8e-26
le-25
2e-25
2e-25
3e-25
5e-25
8e-25
8e-25
le-24
le-24
le-24
le-24
2e-24
2e-24
3e-24
7e-24
le-23
3e-23
4e-23
9e-23
2e-22
4e-22

Geneset
92/813 GSE# GRADE_COLON_CANCER_UP
64 /400 GSE# VECCHI_GASTRIC_CANCER_EARLY_UP
39/113 GSE# WHITEFORD_PEDIATRIC_CANCER_MARKERS
67/519 GSE/# BERENJENO_TRANSFORMED_BY_RHOA_UP
761713 Colon Pentrack_CRC_TCGA_group.over_C_normal_DN
68 /582 GSE# CAIRO_HEPATOBLASTOMA_CLASSES_UP
55 /350 GSE# RHEIN_ALL_GLUCOCORTICOID_THERAPY_DN
411174 GSE# LI_AMPLIFIED_IN_LUNG_CANCER
3717138 GSE/# ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER
81/944 GSE/# KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_DN
45 /248 GSE# KOBAYASHI_EGFR_SIGNALING_24HR_DN
73 /807 Lympl Hopp_Junel4_MMML937 tumors+controls_group.overexpression_D_cell li
65 /645 GSE# CASORELLI_ACUTE_PROMYELOCYTIC_LEUKEMIA_DN
7117811 Lympl WIRTH_lymphoma937_spot D
471327 GSE# WONG_EMBRYONIC_STEM_CELL_CORE
7017830 Colon Pentrack_CRC_TCGA_corr_R_normal_DN
23/52 GSE/ ISHIDA_E2F_TARGETS
65/747 GSE# PUJANA_CHEK2_PCC_NETWORK
43 /303 GSE# HORIUCHI_WTAP_TARGETS_DN
32/145  Glio WILLSCHER_GBM_Verhaak-CL_up ( C)
41/275 GSE/ GRADE_COLON_AND_RECTAL_CANCER_UP
5/16 Cance SOTIRIOU_BREAST_CANCER_GRADE_1_VS_3 UP
64 /754 GSE# MARTENS_TRETINOIN_RESPONSE_DN
26/85 GSE# MORI_LARGE_PRE_BII_LYMPHOCYTE_UP
243/8123 Colon TssF_Colon
3417179 GSE/ GRAHAM_CML_DIVIDING_VS_NORMAL_QUIESCENT_UP
35/195 HM  HALLMARK_MYC_TARGETS_V1
43/323 GSE# PENG_GLUTAMINE_DEPRIVATION_DN
92/1563 GSE/ PUJANA_BRCA1_PCC_NETWORK
67 /850 GSE/ KRIGE_RESPONSE_TO_TOSEDOSTAT_6HR_DN
411292 GSE# MUELLER_PLURINET
83/1298 GSE/ DODD_NASOPHARYNGEAL_CARCINOMA_DN
54 /550 Canct Lembcke_Normal vs Adenoma
30/138 GSE/ DANG_MYC_TARGETS_UP
26/95 GSE/ CROONQUIST_IL6_DEPRIVATION_DN
30/145 GSE# BENPORATH_PROLIFERATION
32/172 GSE# SARRIO_EPITHELIAL_MESENCHYMAL_TRANSITION_UP
52 /546 GSE/ GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
33/197 HM  HALLMARK_E2F_TARGETS
40/316 GSE# DUTERTRE_ESTRADIOL_RESPONSE_24HR_UP
p-values
: . o o SE 200" . [e .__g - 1
. - R
. ~ - P P o O X
L d
. 'd
. 4 — 0.6
/
.
/ - 0.4
/ - 0.2
/
e e e e e
| 0




hiadlpdvalue

. §§Q§ Rl jdbrain_Kok27me3
?ﬂﬁ{@% Eetal RepibCWi INE
- 5872?3% K,,‘?éﬁp%ﬁtaitg S-fiet
- 85333 MémFL?eletaSml ralﬂ,a'é‘f
t mbrane -’ Llge8 Sveray 3e‘a:m|§EFganReP’Pc
injall Bl O Bl 95S S rotein targeting to mei -0 {dPl0030 OVeria o PC
-value QPQ R e G RionerD - 05458 Nl Lobe rRa?r’\),TSSP
S o R e N L
- ce ressi ion — 9 Overl IB Lobe_|
Se-4 2162 ShsORIEsSgn nal elongatio - 035110800 Overiap fet 3
- 21820 gene translatio v — 1 ReprPC K27m!
meth UP 3 08 47820 m!wgﬁgn#f}g{ ransiation olecule metabolic process -3 2%%34 &e'ém rorggla'L%Sbﬁ?TRpfgi
infall  GRNeSELN,. enes mef DowN %6~ 318 miochangia niaining small ol -2 V(?TE‘cnt ctpt, midoyair
| |S9idz0enes meth oW 309 f1za prowinioding, fational initia 858 g/1ids Oy ns
”#galue #)?23 TESCAERTORF S 182 5 &5 L;tcf’ﬁ“ BRGPLIEAALS al termination 7870 /’585 WL Fntal_Lobe_TTra
i g Le- 21 mitochonarial translation in response 0 12 -
10 %;g je-08 31101 {Pa.tosclhggﬂgf*re.l KT m unfolded protein 5 g et
S B hih DR ey ol p-yalue finiall - Gene
- Sphicaos _
A 85§ § g8 /3 g %Ef\%\sgg}?&ﬁi%ﬁéﬁ mitotic cell cycle Py BIgEe ¢ Eg
< -
S e I an | g
A 979 §e-8¢ > -0 3138 194
A 88 1 . E08SEbiosome -8 i
A 918 syglue  #ip/all, ribosome brane de-g Holz 12
: i e e oo o mem = de o
A 1 1 379431  miochondria re=8 1827 t 18
A 19 uP 1608 011441 miochond ) be- 171 &hr 5
A o DE_1_VS_3_| 00 71 B ?)Some ticulum - 335 5
A n REAST CANCER GRA - 2 g8 é/}SAZ g‘néo:éRa’\s‘gF ret Ylum chaperone compleX mpartment 7% glllél Shr2y
n}:@ne i}ﬁl{a" %Lemi,cﬁﬁrgﬁ 'EV,S’R/.E?T%N'EDN&%%ER i §918 Eé‘gfgmggmlé reficulum chaperol : (M CHE
o 4,1 950 RHoDE$UND|FFERENR Up - ge-0s 3/id elahesoma ce — 161 chrs
557 718 RPN E AR BN R Be- {54, B2 spa gounit - 41863 ©
frazy 118 5 Se-01 Wi8e O I fibgsorpal sy mafoomg ex it Verhaak-CL_up
5e-21 114 219t modul2 - 2955 fﬁ'g—t STie reteuUm membr i | Beset oM e tes
= E GENTLES?”“’%“P i 2508 g% ndopldmic fe —value 4in/al g'|op|n Y SS vivo astroc
1607 511 ENTLES-modtis atio ae- T35z AucidBpas e e in complex 1 poya B oy ags”oa"a li=vs=Ill_DOW
76-06 i1 ENTLE! ’l = lpmmatiop 2e-08 3377167, endgplasi reficulur coproi -2 759 {iired asiroglia s A
%0 341 Eﬂﬁh: P — 141179 sma?’unuc'eartem complex Fm ] 3197 Jefer WT up VS mut P
7e-04 220574 LPORATH UP g 5717 SMN-Sm pro 7858 63 B e tegmics—L_U
le- i overfap gen i —05 117 Te-ge 183 yvaL associated Qe
- it ES e nanostring 1 3 160 913 WIS Eherr REHOI
% - /1 E TLE%(PJ.% R nostring 1 n §§£55 up 3 ’8‘ g/gﬁ rognostic sigma roteom|cs ‘ﬁ"—ls -
= 138 A anCes geﬁe et Ny N injall NeSfkicun up 56— I KN o Efz Rgufated it dnly_Spot
3e- /i8¢ RANSan RISk, gefeset set_nanostring Jls%a%&e ?N ESHETNIA ERM = 7% WS CHER, GBM. | Bieomics wion
& Iy e Rt R B o o "
Be— 413 KU moduls 36-01 71369 H - - 7 &ts_LGG_PG_ omics-0 "
o= 47 GENTLES - 1% ge-g haL provets_| M STt proteomics-O _UP ndroglioma
3 3111 C_normal_DN 98:0% 18 = 4734 WiLLSCHER GBM S atgﬁim—ei’aue} Qggde
. TEGA-grovp.over. C_norr NA 1 2e-0 213 W ,,Stensen,nééomet ited-n-grac s
IQ%I{ o é el;%ﬁrack-sc&ggjcekcom ! N% 2% 360 ;?9978 Eoﬁsgegtsﬁzn"p? GB“A’}EEer%a?(—CLM -
= / Jssh-&opon Na I ge-9 6518 wi - nes up
875 23710875 TS3h LCoon i-h_UP NA 10 &= /2 ; ers literature gel
§e-95 59 /104 REmGLLolon o U_msi=h_| 8 7e-0. -ytes in smokers liter:
= B pd R T \ i HEBLME sipra G T
2598 8180 Ik 30k CRC_TCGA Cluster4_DN NA 10 111 BUMEAUS-Sah, ot enniche okera Marstures gen Jehes u
3e- en fon IMP.H_UP_ NA 19 3 13 UMEAUG—RMMoking enriche MOKers itergture genés up. u
-07 8478061 Tenbatty kmeans_L_C| A 70 . BUMEALS D Telateq In pmokers ierat amregenes
% —Q7 697676 n CE"’”[’CGA—EXP’— my N 0 g /91 DUM AKX g Telate: n no .moker?.“le’ re génes up
07 9 /11791 EeVTTbC e o NA / 8 0/4 DUMEAUX strogen herapy. in non mokers literatu
'l 39 648 TKENNGZ Colon 4 DN NA 10 vi 10 875 BUMEAUL o n‘dcg%V.n Neratre genesp
-05 31877 KBRS reguated_ NA BNERSRyc TARGETS 1 9/ DUMEAUS R 20 Horina e
-8 7 SSRGS infall  Ger “E2E TARGETS T 10 819 BUMEADSA Stig enviched gene:
03 110 Nariss CRC- VI p-value #in/al HALEMARKE2E TARGET O I 8716 BUMEAU-HLamer
— /1? TssWI \H_DN - 1197 -A_LMARK—"ToRcl SIG 1’8 0/1 DU
35 36111968  [soWk Colo O_CIMP.H_ g_%’éa g EMARK MIORCL SIC E I 9133
e s T S %1 gﬁsg -%itmsﬁ-jﬁéé“‘g%%%i fonseesres A 818
46-03 137423 - 2871 0/5? :A:LMARK::STR EN_R - NA /
5e-02 E ER_UP up 88 3/111 HAHEMARRBRREENR NALING NA 979
i N_CANCI EARLY ERS 9e- 5 H ARK—D T5_SIG LISM NA /
Bl Lipja %Bi%mmm%sgp B bk STU'GSENST Bow WA 38
cd 41400 WEITERORE EEDIAL MA_CLAS: RAPY_DN - 01193 HALCMARK- A e SRE R — NA 218
1 5874 BERENJE PRIOBLASTOMAL CIASSES STER Ie- 7158 HAHMARR BERGEY R ORE N NA /
-39 71519 SARQ-HEPATOREARTS CANCER \CERATION CLU ge-03 4R HAFEMARKZERTTHELIAR, ME PHORYLATIO NA B L
329 g4ret RHEIN ALL GLUX LUNG CA DRRLIEFRATION, G 03 1183 HAHEMARK-MITOTIC, SPING sis L IF’. (ZenRset
=] 239 B YRR A A RS Q3 SR IA_DN e 81T HALLMARK-OXIDATIY 51 HOMEOSTA: £ihe = R-328
z alri Lawe PRONSE 1Q TOSEDOSI! IC_LEUKEMIA | 1e-02 8/1%8 HAFEMARK-REROKISONE, H‘l‘ﬁ RSa-miz—
-34 377138 RRIGE RESFONSE.T OMYELSCYTIC | 387 1188 AA’LMARK7=HMPLEMENT -4 8/94 sa-miR—o%
-33 927948 KBISSA HrAcuTE_PREM ELL_CO 3508 3% AL EMARK COMETEME -0 3739 SaTmIR= 3 2
-32 45248 R ANERR — 4e-02 airt, HACCMARK AL 368 9/%%1 Sa—mi 7% e’
31 657845 W%NGJEM,: TR NETWORK 4e0s 1157 - 160 &/ hsa-miR—770- E
: @ e HﬁTKAp:TNASR%%E%%%%E? VE 3 e e el G e of bosome o S
! i HOI OLON NCER DN = -~ i %ﬁ inding - 7 22-MiR-B1ba-
- 313%  HQRAK REAST SPONSE, p up —-value ﬁg ) 8e-0 474 hea mIR_193
S L A W e Hie | = B
- 41754 MR A S RS = ! cell line —08 57213 6 SNl %ﬂ 1Somerase a ge0 6 A mIRT983,
— 6/ 85 GSAHﬂMf — rexpression_D_ -t 2518 ofein disulfide ) —Q 1129 hsa-miR- b
- 581%% +controls_group.ovel 30 5137 Bhempking aci Binding Ie-0 5 Ra-MR-B1E 3p
STRIS 1= [ABRRREL oo : 5 S i i R 5 g Eem
b B A e 2 i e 15 b [
71 JARTE™ sma cell ols_group. —03 121 NAA§|” binding le- 1sa-
$27987  TARTE-PIa YapSIion 027 wmors+contr - 4184 ntical profein le-g 5776
15/78 OPP. Sixn. 1 193 TR . Il line. - % 578 i g in o le- i land
%é:’] %243 E\ﬁﬂ OL%nﬁ]gK&rg?‘g%'figl;lC ntrols_group.overexpression_C_cel ,gg g}; Zgzg Eﬁz berone bin :Sg hate kinase activity -I‘S&J% all @g[%%fg‘é‘ﬁe’gg
13/1 ROS| ﬁx’" homa umors-+controls_ - 19 cleoside dipfie - Iﬂz b o B ate
10183 WIRTH Tymph MMML937 03 3118 e acid by 19ase binding a 104 /24 VASUERIZAZ Bisha
147171 RO e A MMM - ] A protein 0.07 133 VAQU ASJestls
. 1815 Ro%l Lo s up 0% {345 fiboSome binding 012 13l AR piym
- 107115 REROLC 55 NSO Mg nature - 112 n 818 /3 A=—placenta L.
- 1150 N: ¢ plasma cel DN ge-03 4 ‘17 142 AS—Fetal thyi
- Lr %}%‘E alure pasma ntr_6_MCL_| - 148 AS—Pancrea:
— 4 WSKI 1%0_zentr_ ' g 1 §, & marrow
= L] ?‘o% ﬁOSOEgm %eomf‘g;%t'er ression_B_cell line_ —value ndall s ?,,s argets 8%% 518 A% B%aﬂ%%usde
- %921?%858 nglp%\é%regﬂg]éal mors+controls_group.overexpi a P %éa 54 /fé 04 \&{3 th t%‘;SIEI%nd proliferation UP ggl ;%8 Eﬁg— gt]&ott’éai
— s X TR0 37 w 108 L #95a0 G eTl qropth, 37 15 AS_Thyioid
- 3487401 Hopp_June14_| 4808 29 Momed 1 rge sion TF -2 14 AR Whole |
WGl e 0 e o d
A CEo i ERNREShe s . = sl e Tof-lrgets . 9% 8143 AS Yol tloo
0 1713 EUSTAISS ok U gg 20188 et ffiesis degradation UP I 9742 ZASAop
831 11d TARSON Fiak o . 518185 Icac Comt I /7
0538 1114 GUSTARSON = él GG Bl (BIOSS et 1.00
0.228 9113 HINK_ras: -’ o/ 6862 CECGapPdt? Ta
X BENTINK™I 56 - 12342 —Stat fs
oo B o]
0 i o -0 3812833 CBCTehS targers
A 878 -0 1675308
A Q/0 . S&1pn
A 970 Ense ?1085 bN
A a1a 16 value # CU—BPDE 0
2 82% m JIS "7/{3'5285
T A h
A
A . A 10
e el Genestbre e, . i
PAl bus palli /0
q 107259 WIRIH_clobys s signature up A 7
8%% 2133 WIRT E_L_rgg'ﬂl’s%é%mrg up A ;8
e YR ety A 8
e U, A I
1228 1/15 IRRE G Sid 1
242 47140 WIRIH Pancreas - A ]
0:58% 18 WIRTH Homeos sﬁvstem A 9
2 2 | stem
0981 %hzg WIETF-eols T A
080 149 WIRTH—Ritutary dland s
I 4 s WA
i nsil
W e
| 14 I~
1888 /




40

30

20

10

0.4
0.2
0.0
-0.2
-0.4

D—-Clusters

Spot Summary: D

# metagenes = 12
# genes = 234

<r> metagenes = 0.99
<r>genes = 0.67
beta: r2=0.94 / log p=-13.41

# samples with spot = 7 ( 30.4 %)
MLH1_normHNPCC : 4 ( 66.7 %)

other_adenomaHNPCC : 1 ( 100 %)
other_cancerHNPCC : 1 ( 25 %)

Overview Map
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Spot Genelist

Rank
ID

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

max e
min e

155 -0.86
1.42 -0.99
1.33 -0.38
1.3 -0.63
1.28 -0.52
1.26 -0.59
1.24 -0.81
1.24 -0.99
1.24 -0.49
1.22 -0.52
121 -0.51
12 -0.44
1.15 -0.61
113 -1.09
1.12 -0.37
11 -0.7
1.06 -1.31
1.02 -1.15
1 -0.96
1 -0.35

r

0.89

0.88

0.48

0.86

0.81

0.76

0.81

0.64

0.71

0.84

0.9

0.76

0.57

0.66

0.7

0.91

0.79

Description
Symbol

PHGR1 proline/histidine/glycine-rich 1 [Source:HGNC Symbol;Acc:H!
GUCA2Aguanylate cyclase activator 2A (guanylin) [Source:HGNC Syn
PP7080 uncharacterized LOC25845 [Source:EntrezGene;Acc:25845]
AQP8  aquaporin 8 [Source:HGNC Symbol;Acc:HGNC:642]

ANPEP alanyl (membrane) aminopeptidase [Source:HGNC Symbol;A
CLCA4 chloride channel accessory 4 [Source:HGNC Symbol;Acc:HG
SLC26A3solute carrier family 26 (anion exchanger), member 3 [Source
CEACAM@arcinoembryonic antigen-related cell adhesion molecule 7 [
ZG16  zymogen granule protein 16 [Source:HGNC Symbol;Acc:HGM
GUCA2Bguanylate cyclase activator 2B (uroguanylin) [Source:HGNC ¢
TFF1  trefoil factor 1 [Source:HGNC Symbol;Acc:HGNC:11755]
PRAP1 proline-rich acidic protein 1 [Source:HGNC Symbol;Acc:HGN
FABP1 fatty acid binding protein 1, liver [Source:HGNC Symbol;Acc:t
AKR1B1@ldo-keto reductase family 1, member B10 (aldose reductase
PI3 peptidase inhibitor 3, skin—derived [Source:HGNC Symbol;Ac
PIGR  polymeric immunoglobulin receptor [Source:HGNC Symbol;A
CEACAM®&arcinoembryonic antigen-related cell adhesion molecule 5 [

KRT20 keratin 20, type | [Source:HGNC Symbol;Acc:HGNC:20412]

C11orfgéchromosome 11 open reading frame 86 [Source:HGNC Symt

Geneset Overrepresentation

Rank p-value #in/all

©o~NoOOR~WNE

Density

4e-71
7e-61
3e-37
3e-30
3e-27
9e-27
4e-21
4e-21
le-20
le-20
9e-20
le-19
2e-19
2e-18
3e-18
9e-18
5e-17
le-16
le-14
2e-14
3e-14
6e-14
6e-14
6e-14
7e-14
9e-14
3e-13
4e-13
4e-13
4e-13
4e-13
8e-13
le-12
le-12
2e-12
2e-12
3e-12
3e-12
3e-12
6e-12

12
10

o N b~ O

Geneset
51/104 Colon Pentrack_CRC_TCGA_group.over_A_normal_UP
751507 Colon Pentrack_CRC_TCGA_corr_C_normal_UP
33/110 Colon Marisa_CRC-cluster-h
54 /643 Colon Lembcke_TCGA_meth_kmeans_J_CIMP.H_DN
50/616 Colon Lembcke_TCGA-expr_kmeans_M_CIMP.H_DN
98/2638 CC extracellular exosome
38/455 GSE# ONDER_CDH1_TARGETS_2_DN
37/429 GSE# CHARAFE_BREAST_CANCER_LUMINAL_VS_MESENCHYMAL_UP
30/262 GSE/# SABATES_COLORECTAL_ADENOMA_DN
24 /144 Lympl WIRTH_lymphoma937_spot G
35/412 GSE# LIM_MAMMARY_STEM_CELL_DN
23/142 Lympl Hopp_June14_MMML937 tumors+controls_group.overexpression_G_tonsi
271222 GSE/# COLDREN_GEFITINIB_RESISTANCE_DN
65/1624 GSE/ DODD_NASOPHARYNGEAL_CARCINOMA_UP
271248 GSE# JAEGER_METASTASIS_DN
91/3064 Glio Hopp_Sturm_GBM_Epi3_no_zentr_2_adult UP_G34_DN
20/126 GSE/# VECCHI_GASTRIC_CANCER_ADVANCED_VS_EARLY_DN
90/3122 Colon TxEnhG1_Colon
13/48 GSE# KEGG_DRUG_METABOLISM_OTHER_ENZYMES
13/49 Colon Marisa_CRC-cluster—f
13/51 GSE/ KEGG_STEROID_HORMONE_BIOSYNTHESIS
10/23 BP  flavonoid biosynthetic process
10/23 BP  flavonoid glucuronidation
37/711 GSE# LEE_BMP2_TARGETS_UP
20/181 GSE/ WU_CELL_MIGRATION
10/24 GSE/ KEGG_ASCORBATE_AND_ALDARATE_METABOLISM
16/109 GSE# LIEN_BREAST_CARCINOMA_METAPLASTIC_VS_DUCTAL_DN
40/877 Colon TXEnhG2_Colon
10/27 GSE/ KEGG_PENTOSE_AND_GLUCURONATE_INTERCONVERSIONS
9/19 BP  cellular glucuronidation
13/62 GSE# KEGG_RETINOL_METABOLISM
192/11791 Colon Enh_Colon
22/261 GSE# MCBRYAN_PUBERTAL_BREAST_4_5WK_UP
10/30 MF  glucuronosyltransferase activity
15/102 GSE# LIN_SILENCED_BY_TUMOR_MICROENVIRONMENT
34/682 GSE# CREIGHTON_ENDOCRINE_THERAPY_RESISTANCE_3
32/608 Disea GUDJ_psoriasis up
34/688 Colon Lembcke_TCGA-expr_kmeans_L_CIMP.H_UP_Cluster4_DN
281467 GSE/ SWEET_LUNG_CANCER_KRAS_UP
16/132 GSE# WAMUNYOKOLI_OVARIAN_CANCER_GRADES_1 2 UP
p-values
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Spot Summary: E Spot Genelist Geneset Overrepresentation

# metagenes = 9 Rank max e r Description Rank p-value #in/all Geneset
ID min e Symbol
# genes = 97 y
1 ENSG000002 0.38 -0.17 05 1 4e-23 29/507 Colon Pentrack_CRC_TCGA_corr_C_normal_UP
2 2e-11 88/11968 Colon TssWk_Colon
<r> metagenes =0.99 2 ENSG000001 0.38 -0.07 0.71 RSAD2 radical S—adenosyl methionine domain containing 2 [Source:!| 3 8e-11 82/10475 Colon TssA_Colon
<r>genes = 0.55 4 3e-10 79/9930  Colon Tx_Colon
. _ 3 ENSG000001 0.38 -0.13  0.69 MT1F  metallothionein 1F [Source:HGNC Symbol;Acc:HGNC:7398] 5 7e-10 76/9390 Colon TxWk_Colon
beta: r2=0.12 / log p= -0.97 6 16-09 7619470  Colon Quies3_Colon
4 ENSG000001 0.35 -0.2 0.62 CMPK1 cytidine monophosphate (UMP-CMP) kinase 1, cytosolic [So 7 le-09 58/5889 Colon Enhwkl_Colon
. 7e-09 14385 GSE# RUTELLA_RESPONSE_TO_HGF_VS_CSF2RB_AND_IL4_UP
# samples with spot = 1 (4.3 %) " ! ' 8 o s 2 DN T
5 ENSGO00001 0.34 018 059 CPT1A carnitine palmitoyltransferase 1A (liver) [Source:HGNC Symb 9 6e-08 14/455  GSE/ ONDER_CDH1_TARGETS_2 DN
MLH1_normHNPCC : 1 (16.7 %) 10 1e-07 20/1005 GSEf NUYTTEN_EZH2_TARGETS_UP
6  ENSGO00001 033 -028 059 CYCS cytochrome c, somatic [Source:HGNC Symbol:Acc:HGNC:19 11 2e-07 14/495  GSE# DUTERTRE_ESTRADIOL_RESPONSE_24HR_DN
12 3e-07 11/296  GSE/ RUTELLA_RESPONSE_TO_CSF2RB_AND_IL4_DN
7 ENSG000001 0.33 -0.22 05 NDRG1 N-myc downstream regulated 1 [Source:HGNC Symbol;Acc: 13 6e-07 157641 GSE# FEVR_CTNNB1_TARGETS_UP
14 9e-07 1417568 GSE# SPIELMAN_LYMPHOBLAST_EUROPEAN_VS_ASIAN_DN
8 ENSG000001 0.32 -0.27 0.67 TNFRSF2umor necrosis factor receptor superfamily, member 21 [Sourc %g 1e-06 137490 GSE/ ENK_UV_RESPONSE_EPIDERMIS_DN
2e-06 60/7491 Lympl HOPP_Txn_elongation
9 ENSG000001 0.32 -0.24 0.62 RHOU ras homolog family member U [Source:HGNC Symbol;Acc:H¢ 17 5e-06 5/50 GTSE’( PRAMOONJAGO_SOX4_TARGETS_UP
18 6e-06 12/493  miRN hsa-miR-15b
10 ENSG000000 0.31 -0.23 051 ACADVL acyl-CoA dehydrogenase, very long chain [Source:HGNC Sy 19 7e-06 141682 G_SE‘ CREIGHTON_ENDOCRINE_THERAPY_RESISTANCE_3
20 8e-06 10/342  miRN hsa-let-7g
11 ENSG000001 0.31 -0.11 0.8 1SG20 interferon stimulated exonuclease gene 20kDa [Source:HGN( 21 9e-06 111424 GSE/ FULCHER_INFLAMMATORY_RESPONSE_LECTIN_VS_LPS_DN
22 1le-05 117433 GSE/ CHARAFE_BREAST_CANCER_LUMINAL_VS_BASAL_DN
le-05 8/211 GSE# ZWANG_CLASS_3_TRANSIENTLY_INDUCED_BY_EGF
12 ENSG000001 0.3 -0.08 0.71 HEPACAMEPACAM family member 2 [Source:HGNC Symbol;Acc:HG! 23 . — . - -
24 le-05 71152 BP  actin cytoskeleton organization
- 13 ENSG000002 028 011 074 Tet in IS UNiPIOtKE/TEEMBL:AGG:BAELTL 25 le-05 10/358 GSE/ MONNIER_POSTRADIATION_TUMOR_ESCAPE_DN
Overview Map SpOt : i i raspanin [Source:UniProtkBITIEMBLIAcc: ] 26 1e-05 12/531  mRN hsa-miR-15a
) ) ) 27 1e-05 11/444  miRN hsa-let-7b
40 40 — 14 ENSGO000001 028  -0.15 0.87  WASL Wiskott-Aldrich syndrome-like [Source:HGNC Symbol;Acc:H 28 16-05 8/218 GSEZ RUTELLA_RESPONSE_TO_HGF_DN
29 1e-05 3/10 BP viral budding via host ESCRT complex
15 ENSG000000 028 -0.11 058 EDN1 endothelin 1 [Source:HGNC Symbol;Acc:HGNC:3176] 30 26-05 10/368 RN hsalet_7i
30 30 ) ) ) ) 31 2e-05 5/63 GSE/# BROWNE_INTERFERON_RESPONSIVE_GENES
16 ENSG000001 0.27 -0.19 0.79 CTNNDZ1 catenin (cadherin-associated protein), delta 1 [Source:HGNC 32 26-05 8/224 GSE/ UDAYAKUMAR_MED1 TARGETS DN
33 2e-05 12/547  GSE/ FULCHER_INFLAMMATORY_RESPONSE_LECTIN_VS_LPS_UP
20 20 - 17 ENSGO00001 027  -0.19 06 DUSP6  dual specificity phosphatase 6 [Source:HGNC SymbolAccH 34 26-05 78111791 Colon Enh_Colon
35 2e-05 5/66 GSE/ DELPUECH_FOXO3_TARGETS_UP
18 ENSG000001 0.27 -0.06 0.78 KRTAP13kexatin associated protein 13-2 [Source:HGNC Symbol;Acc:t 36 2e-05 29/2638 CC extracellular exosome
10 10 — 37 2e-05 73/10693 MFE  protein binding
19 ENSG000001 0.27 -0.08 0.73 PTPRR protein tyrosine phosphatase, receptor type, R [Source:HGN( 38 3e-05 8/238 GSE/ HIRSCH_CELLULAR_TRANSFORMATION_SIGNATURE_UP
39 3e-05 32/3122  Colon TxEnhG1_Colon
1 1 ’ 20 ENSG000000 0.27 -018 071 LXN  latexin [SourcetHGNC Symbol:Acc:HGNC:13347) 40 3e-05 10/400 RN hsa-let-7c
I I I I I
1 10 20 30 40 1 10 20 30 40
015 p-values
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Spot Summary: F Spot Genelist Geneset Overrepresentation

# metagenes = 14 Rank max e r Description Rank p-value #in/all Geneset
ID min e Symbol
# genes = 280 y
1 ENSGO000001 1.4 -0.53 0.84 FDCSP follicular dendritic cell secreted protein [Source:HGNC Symbc 1 1e-99 105/427  Tissur WIRTH_Immune system
2 1le-99 152/844  Colon Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
<r> metagenes =0.99 2 ENSGO000001 1.34 -0.7 0.9 CCL21 chemokine (C-C motif) ligand 21 [Source:HGNC Symbol;Acc 3 7e-87 95/ 436 GSE# SMID_BREAST_CANCER_NORMAL_LIKE_UP
<r>genes = 0.78 4 8e-79 98 /574 Canc¢ Lembcke_Colonic Inflammation
oo _ 3 ENSGO00001 114  -059 093  CCL19 chemokine (C-C motif) ligand 19 [Source:HGNC Symbol:Acc 5 4e-71 71/263  GSE# WALLACE_PROSTATE_CANCER_RACE_UP
beta: r2=0.42 / log p= -3.09 6 1e-63 58/175  GSE# LEE_DIFFERENTIATING_T_LYMPHOCYTE
4 ENSG000001 1.14 -0.52 093 CXCL13 chemokine (C-X-C motif) ligand 13 [Source:HGNC Symbol;# 7 le-55 571220 GSEA MCLACHLAN_DENTAL_CARIES_UP
# samples with spot = 3 ( 13 %) 8 le-52 58/259  GSE/ POOLA_INVASIVE_BREAST_CANCER_UP
= (]
P p 5 ENSG000002 1.11 -0.68 0.47 UBD  ubiquitin D [Source:HGNC Symbol;Acc:HGNC:18795] 9 8e-49 71/522  GSE/ SMID_BREAST_CANCER_LUMINAL_B_DN
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