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Underexpression Spots

Spot Summary: a Spot Genelist Geneset Overrepresentation

# metagenes = 11 Rank max e r Description Rank p-value #in/all Geneset
# genes = 242 ID min e Symbol
1 ENSG000001 1.31 -0.29 044 CXCL8 chemokine (C-X-C motif) ligand 8 [Source:HGNC Symbol;Ac 1 1e-99 62/88 BP translational termination
2 1le-99 95/370 GSE# HSIAO_HOUSEKEEPING_GENES
<r> metagenes = 097 2 ENSG000001 0.98 -0.17 0.47 SPP1  secreted phosphoprotein 1 [Source:HGNC Symbol;Acc:HGN! 3 1e-98 64/101 BP translational elongation
<r> genes = 0.61 4 3e-98 64 /102 GSE# REACTOME_3_UTR_MEDIATED_TRANSLATIONAL_REGULATION
. _ 3 ENSG000001 0.84 -0.29 0.58 S100A9 S100 calcium binding protein A9 [Source:HGNC Symbol;Acc: 5 4e-96 59/82 GSE# REACTOME_PEPTIDE_CHAIN_ELONGATION
beta: r2=0.2 / |Og pP= -1.5 6 7e-96 64/108 BP  SRP-dependent cotranslational protein targeting to membrane
4 ENSG000001 0.78 -0.58 0.61 IFITML  interferon induced transmembrane protein 1 [Source:HGNC § 7 3e-93 68/142  GSE# REACTOME_TRANSLATION
. 8 1le-92 58/84 GSE# KEGG_RIBOSOME
# samples with spot = 0 (0 %) ) A
5 ENSG000000 0.73 -0.07 0.45 CLDN18 claudin 18 [Source:HGNC Symbol;Acc:HGNC:2039] 9 3e-91 67/142 BP translational initiation
10 3e-91 62/109  BP viral transcription
6  ENSGO00001 0.71  -0.63 056  IFITM3 interferon induced transmembrane protein 3 [Source:HGNC € 11 5e-91 60/98 GSE# REACTOME_INFLUENZA_VIRAL_RNA_TRANSCRIPTION_AND_REPLIC
12 2e-90 61/105 GSE# REACTOME_SRP_DEPENDENT_COTRANSLATIONAL_PROTEIN_TARG
7  ENSGO00001 0.62 -043 061  IFITM2 interferon induced transmembrane protein 2 [SourceHGNC € 1.3 2e-88 62/117  BP  nuclear-transcribed mRNA catabolic process, nonsense-mediated decay
14 3e-88 68/162 MF  structural constituent of ribosome
8 ENSGO000001 0.59 -0.18 0.73 PSAT1 phosphoserine aminotransferase 1 [Source:HGNC Symbol;Ac 15 3e-87 59/102 GSE# REACTOME_NONSENSE_MEDIATED_DECAY_ENHANCED_BY_THE_E
16 8e-87 65/ 144 BP viral life cycle
9 ENSG000002 057  -012 0.6 17 9e-85 76/259  BP translation
18 4e-84 627132 GSE# REACTOME_INFLUENZA_LIFE_CYCLE
10 ENSG000001 0.57 -0.35 0.44 HSPA8 heat shock 70kDa protein 8 [Source:HGNC Symbol;Acc:HGN 19 4e-83 66/168  CC  ribosome e
20 5e-77 114/1091 MF  poly(A) RNA binding
. - 4e-7 REACTOME_METABOLISM_OF_PROTEINS
11 ENSGO000000 0.56 -0.34 051 CXCL2 chemokine (C-X-C motif) ligand 2 [Source:HGNC Symbol;Ac %% se 72 326/ 71263 22: PUJANA BR_CA]_ pCC NE‘FWO_RK
e~ . _PCC_
23 2e-72 67 /242 GSE# REACTOME_METABOLISM_OF_RNA
. -0. . FXYD domain containing ion transport regulator 5 [Source:H( - -
12 ENSG000000  0.54 0.26 066 FXYDS ! ining! P au [Sour 24 3e-72 63/198 GSE# REACTOME_METABOLISM_OF_MRNA
. hock in 90KDa aloh o 25 2e-69 61/195 HM HALLMARK_MYC_TARGETS_V1
OverVIeW Map Spot 13 ENSG000000 0.53 -0.29 0.52 HSP90AAat shock protein 90kDa alpha (cytosolic), class A member : 26 te67 83 /549 BP  viral process
" 27 6e-67 87 /633 BP cellular protein metabolic process
40 —H . B 14 ENSGO000001 0.52 -0.27 0.74 oDC1 ornithine decarboxylase 1 [Source:HGNC Symbol;Acc:HGNC 28 4e-63 921820 BP  gene expression
. 29 Te-61 39/59 cC  cytosolic large ribosomal subunit
15 ENSG000001 051  -0.34 051  ALDH1B®ldehyde dehydrogenase 1 family, member B1 [Source:HGN( 30 7e-60 89/813  GSE/ GRADE_COLON_CANCER_UP
30 ) ) 31 6e-55 751582  GSE/ CAIRO_HEPATOBLASTOMA_CLASSES_UP
16 ENSG000001 0.5 -0.46 091 RPS2  ribosomal protein S2 [Source:HGNC Symbol;Acc:HGNC: 104! 32 9e-54 37/66 GSEZ BILANGES_SERUM_AND_RAPAMYCIN_SENSITIVE_GENES
33 le-53 81/747  GSE/ PUJANA_CHEK2_PCC_NETWORK
20 — 17 ENSG000001 0.49 -0.33 08 MYC v-myc avian myelocytomatosis viral oncogene homolog [Sou 34 2e-53 81/754 GSE/ MARTENS_TRETINOIN_RESPONSE_DN
35 3e-46 73/713  Colon Pentrack CRC_TCGA_group.over_C_normal_DN
18 ENSG000001 0.49 -0.44 071 RPS21 ribosomal protein S21 [Source:HGNC Symbol;Acc:HGNC:10: 36 1e-43 431174 GSE/ LI_AMPLIFIED_IN_LUNG_CANCER
10 < 37 9e-41 28/50 GSE/ CHNG_MULTIPLE_MYELOMA_HYPERPLOID_UP
19 ENSG000001 0.49 -0.34 08 RPS19 ribosomal protein S19 [Source:HGNC Symbol;Acc:HGNC:10: 38 1e-40 126/2974 CC  cytosol
39 4e-40 27146 GSE/ REACTOME_FORMATION_OF_THE_TERNARY_COMPLEX_AND_SUBS
1 20 ENSG000000 0.48 -0.31 079 RPL18 ribosomal protein L18 [Source:HGNC SymbolAcc:HGNC:10: 40 2e-39 28154 GSE/ REACTOME_ACTIVATION_OF_THE_MRNA_UPON_BINDING_OF _THE_
I I I I I
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Underexpression Spots

Spot Summary: b

# metagenes = 10
# genes = 231

<r> metagenes = 0.98
<r>genes = 0.65
beta: r2=0.91 / log p=-11.8

# samples with spot = 6 ( 26.1 %)
MLH1_normHNPCC : 3 ( 50 %)

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

Overview Map

Spot
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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

0.88

0.85

0.48

0.69

0.84

0.8

0.73

0.77

0.66

0.69

0.82

0.89

0.73

0.6

0.69

0.73

0.9

0.75

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

3e-63
2e-53
4e-34
2e-29
le-27
4e-27
6e-26
8e-25
9e-25
2e-24
4e-24
4e-24
9e-24
3e-21
4e-20
6e-19
2e-18
3e-18
5e-17
6e-17
7e-17
le-16
le-16
2e-16
3e-16
5e-16
le-15
2e-15
le-14
3e-14
7e-14
2e-13
3e-13
4e-13
3e-12
4e-12
4e-12
le-11
le-11
2e-11

12
10

o N B~ O 0

Geneset
471104 Colon Pentrack_CRC_TCGA_group.over_A_normal_UP
69 /507 Colon Pentrack_CRC_TCGA_corr_C_normal_UP
31/110 Colon Marisa_CRC-cluster-h
53/643 Colon Lembcke_TCGA_meth_kmeans_J_CIMP.H_DN
99/2638 CC extracellular exosome
44 ] 455 GSE# ONDER_CDH1_TARGETS_2 DN
28/144 Lympl WIRTH_lymphoma937_spot G
271142 Lympl Hopp_June14_MMML937 tumors+controls_group.overexpression_G_tonsi
40/412 GSE/# LIM_MAMMARY_STEM_CELL_DN
471616 Colon Lembcke_TCGA-expr_kmeans_M_CIMP.H_DN
40/429 GSE# CHARAFE_BREAST_CANCER_LUMINAL_VS_MESENCHYMAL_UP
31/222 GSE# COLDREN_GEFITINIB_RESISTANCE_DN
32/248 GSE/# JAEGER_METASTASIS_DN
69/1624 GSE/ DODD_NASOPHARYNGEAL_CARCINOMA_UP
96/3122 Colon TXEnhG1_Colon
481877 Colon TxEnhG2_Colon
92/3064 Glio Hopp_Sturm_GBM_Epi3_no_zentr_2_adult_UP_G34_DN
2417181 GSE# WU_CELL_MIGRATION
20/126 GSE# VECCHI_GASTRIC_CANCER_ADVANCED_VS_EARLY_DN
38/608 Disea GUDJ_psoriasis up
40 /682 GSE/ CREIGHTON_ENDOCRINE_THERAPY_RESISTANCE_3
20/132 GSE/ WAMUNYOKOLI_OVARIAN_CANCER_GRADES_1_2_UP
19/115 GSE# CHARAFE_BREAST_CANCER_BASAL_VS_MESENCHYMAL_UP
198/11791 Colon Enh_Colon
20/137 Tissur WIRTH_Mucosa
25/251 GSE/ WAMUNYOKOLI_OVARIAN_CANCER_LMP_UP
25/261 GSE# MCBRYAN_PUBERTAL_BREAST_4 5WK_UP
39/711 GSE# LEE_BMP2_TARGETS_UP
24262 GSE/ SABATES_COLORECTAL_ADENOMA_DN
26/326 GSE/ SENGUPTA_NASOPHARYNGEAL_CARCINOMA_DN
84/3112 Colon EnhA_Colon
124/5889 Colon Enhwk1_Colon
16 /109 GSE# LIEN_BREAST_CARCINOMA_METAPLASTIC_VS_DUCTAL_DN
29/ 465 GSE/ SCHAEFFER_PROSTATE_DEVELOPMENT_48HR_UP
19/195 HM  HALLMARK_ESTROGEN_RESPONSE_LATE
18/174 GSE# LI_AMPLIFIED_IN_LUNG_CANCER
22 /280 GSE# ACEVEDO_FGFR1_TARGETS_IN_PROSTATE_CANCER_MODEL_UP
11/49 Colon Marisa_CRC-cluster-f
33/688 Colon Lembcke_TCGA-expr_kmeans_L_CIMP.H_UP_Cluster4_DN
271 467 GSE# SWEET_LUNG_CANCER_KRAS_UP
p-values
e i 2
n
BN I o 0K
- 06 ¢
o
- 04 LL
— 0.2
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I I I I I I
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@il  gin/an r
2 é?nél SPANG TIPS indsx2 3P— igg/zsa %gé% adsémgxngg?nrg?ane 092 371850  chr1
3 0/14 LIU PROSTATE CANCER_UP 4e—t 9/60 ru order . . .089 5/847 chr16
.10 1/ WAN! 9e-0 107110 icellylar tight junction .159 9/1228 r2
18 1/16 LIU _COM! N_CANCER_GENES 2e-0 714 ateral pla: membran 1198 1 /1425 r 19
18 1/ ANG_E 3e-Q 12/18! solateral plasma membrane 249 711 r11
1 ENTLES ™odull — 7113507 lasma merbrane . 5/ 1i ri7
.18 /16 NT . 5e-0 3/ 1176 XH&CE“-Ha'SPaCe .39/ 3/976 r
21 %/ 1 AU Y_MM high risk 3e-0! 8/ cell peripher 406 /181 8 rg1
.35 51324 SPAN 6-index2 4e-0! 7574052 ntegral component of membrane 1416 12 nr
39 1741 ZHANG] uj . —-Q4 574 tercalated disc .4 7] r
'ﬁé 250 B BN keaar gdheser nanosing 58704 2728 e orane aft 567 hak®  chih
A 1/51 PanCan_TGF-B_geneéset_namostrini 4e-04 7 [ 3059 membrane 717 /862 pr
P: —JAK— i -
28 %;g% Z’gﬂ SH’?K S esn(!eseT namIJstn M E — ﬁ 29’} 250 ?ﬁ%‘gﬁ% component of plasma membrane gg% fggl E1F§
.69 1/ PanCan~TXmiSReg_geneset_nanostrini -04 679 apical part of cell 11017 rl
.81 1/136 PanCan”CC N tring —-04 / arcolemma X /74 nr
& 8188 Cembeke normalva Adenoma o Dm—-vS-3-UP 5663 8/ Membrane rai g (50 RIS
@al&g el Sl TceA_group.over A normal_up 'Ils%—aﬁ&e I NESELis HO “yalue - ginjall NESHLeaM Epa no_zentr 2 adyt UP G34 DN
= 3&72@ VAR E sty oy or—C-normal_UP 3308 1//% BCHETRIA EBM-bM up = o B *s%ﬂ%*e%%% PR Aol _on
- - - B
= e e ek e mens 3 GBH BN 18168 1% BCHETNIA-EBM down “g3 419  Chidlenen huaomainad i Secondary dioblastoma
- 96 /3122 TxEnpGI~Colon NA 10 —| 462 Hopp_SturnT GBM _Ej no zentr 4 1DH _adult_fetus_K27_DN
- 4 77 TxEnhG2Colon NA / — 279 WILLSCHER™ GBM" Verliaak=CL_ & MES
- it e, A / B 3% ghe e sis i vo ik
- 93174480 Enhka QBion A 1 = 183 GRIDRDS LRI 0GR | 1g _
— 11/ 4 arisa —Clusterf NA A — 7 KIM epithelial-mesenchymal=transition related genes_decreased expressior
- %’g‘?/ ?Q%O T)e;mccﬁ)err A-expr_kmeans_L_CIMP.H_UP_Cluster4_DN Nﬁ ;0 78% //8917 ggﬁﬁigiémﬁ%% E%%inoiz ntr_1_G34_DN
4 ke S 1 e
L e Bopeor knens n cwen o A h S i e e o s e
= 175657 KR CRETMPH-vs-L_typo RA 8 -8t 4527 onp Siirm CBRI Epiy o 2o 5 100 OB fetus_adut_DN
— It %}P %” %E@ 111 TARGETS 2 DN |'INI I?, lue %m&:” Q& ?}'?/a" %Eﬁﬁ@gstro en related in non smokers literature genes up
-25 407412 LIM_ MAMMARY STEM CELL DN —| /1 HA / 1 DUMEAUX~Red blood cells in non smokers literature génes up
—-24 40 /429 CHARAFE BREAST CANCER-LUMINAL VS_MESENCHYMAL_UP —06 11 HAI 11 DUMEAUX"Hi mi enriched genes
—-24 1/222 COLDREN_GEFITINIB_RESISTANCE_DN™ —05 1/1 HA X /91 DUMEAUX—Smoking enriched genes
—-24 2 [ 248 JAEGER _METASTASIS” DN —-Q4 071 HA . 0/11 DUMEAUX—Smoking literature genes u .
-21 9 /1624 DODD_NASOPHARYNGEAL CARCINOMA_UP — 1154 HA K] Q/4 DUMEAUX rCISI on smoker I}e ature enriched genes
- 241181 WU _CELL _MIGRATION — 198 HA . 0/5 DUMEAUXEstrogen related in smokers literature genes uj
! 20/126 VECCHI_GASTRI ANCER_ADVANCED_VS_EARLY_DN — 1190 HA N Q/9 DUMEAUX"Hormi nthe_rap¥ﬂ|n nor]_smokers iterature genes up
-17 40/682 CREIGHTON_ENDOCRINE ERAPY RESISTANCE 3 — 8/192 HA X Q/9 DUMEAUX~Monocytes in smokers literature genes up
— 0/ 132 WAMUNYOKOLI _QVARIAN CANCER GRADES_1 2 UP — 5/102 HAI -0 0/11 DUMEAUX~Women normal BMI literature genes up
- 9/115 CHARAFE BREAST CANCER BASAL VS MESENCHYMAL_UP — 71198 HA .000 0/33 DUMEAUXZFasting enriched genes
—. 5 /251 WAMUNYOKOLI_OVARIAN _CANCER_ LMP~UP — 4/71 HAI A Q/Q
= 1261 MCBRYAN PUBERITAL BREAST_4_S5WK_UP —Q! 5/1 HA A /
—. /711 LEE BMP2 TARGETS UP -0, 571 HAI A /
— 4/ ABATES COLORECTAL _ADENOMA DI —Q! 1198 HA A /
—. 6/ ENGUPTA NASOPHARYNGEAL _CARCINOMA_DN —0Q. 194 HA A /
—. /109 LIEN BREAST CARCINOMA METAPLASTIC V. CTAL_DN —0Q. /155 HA| A /
— 1465 SCHAEFFE] OSTATE _DEVELOPMENT_48HR_ U —Q 15 HA A /
12 37345 ACEVESS FEPRTTARGETE TN PROSTATE_CANCER_MODEL_UP 8 1153 i A 878
— Ga“ ! 48' I @ﬁﬂ-ﬁ omag937_spot G . . h'(_ p—\éalue gjl}la“ @I%g Llivit , transferring hexosyl groups L"' :‘ &07" El Ee ;’QHIF @e@ =
-2 71142 Hopp_Junel4 MMML937 fumors+controls_group.overexpression_G_tonsil_L 2e-09 8730 ucuronosyltransférase activi X 2138 hsa-miR-" ~5p
— 6 / 5039 HOPP. Repressed _ 7e-06 12 /204 ryctural molecule activity. X 2139 \sa-miR-484
— 1138 Hopp_tymphoma_Epil_no_zentr_5_B.cell_GCB_UP 1e-05 4713 carbonate dehydratase activity 0.10 41147 hsa-miR-1:
— / B HCC| BEDN 3e-05 4013 retinoic acic bl|)r|1dcll|!1n Q.12 111 psa-miR-457b,
- 71a8%%  Subero’ T b meth Fraty 29098 Gatnflmenibindhg g12 133 Sa-miR-1349."
— / ubero_B-, hyper_meth 7e-04 serine-type endopeptidase inhibitor activity 0.16 /114 nsa-miR-574-
- 7 ubera—MCL feth 8e-04 93 rotein Romodimerization activity Q17 115 1sa-miR-671~
— / SPANG_BAI hrsUp 9e-0. A fatty acid bindin Q.18 /184 hsa-miR-374:
— ! Hopp_Lymphoma i1_with_zentr_iii_B.cell GCB_UP . — 1 eptide antigen binding . 117 Ssa-miR— %
— 1314 H neld MMMLI37 tumors+controls_group.overexpression_E_GC-B-t — 181 I indin . /868 hsa-miR-499-3p
— 1315 Wi ma937_ spot E Se— 157 serine—type peptidase activit 3 175 \sa-MiR-657
— /78 %Eufr\ﬁ?; DLL‘B I_er merhd He- /ig cetl adhesio Dgcue inding 3 /73 hsa-mi 1%5 5
— ;131 4 OSOLOWSKI rp'ulate N g — ;1 ggﬁ&%’f‘%{'&?&sldnm—lggchan ing ATPase activity 8: ?, ;%4 .32_%:_125 P
— 1449 Ie] ne. L tumors+controls_group.overexpression_|_MM_GC- 7e—| 11 sulfate transmembrane transporter activit . . 187 1sa-miR-510
: g8 W hone o = M TRRRse Ay Jeprha phosphors-containing aroups - e R
— 9?3457 HOPPJ—!eteroc‘ﬁrt};ﬁ] - g — 2'1/65 motor apclieny ty 8: 2 132 §S—ml —gg%—Sp
I %a” gﬁ%g@,ﬁ_gigﬁ_ag a : P— ﬁalue #ﬂ%@u %Q@?%;T_Iol\ﬂlpexpression TF al : b(-)!);i : J e%gga" \?ﬁA ﬁrﬁ% __IF_’an reas
e Bl fgbu Lot aE UL velEgeme
gy EieR O gitm RS e 1 S AT
11 BENTINK ras.4 7e-| 73 1 64 —Pax5_targets X / /AQUI AS”Tongue
/1! BENTINK™ras.6 — 48144, —Zeb1-targets .. 145 VAQUERIZAS Placenta
114 BENTINK™src.10 — 174 —NrsfPcr2 “targets .. /1 VAQUERIZAS Hear]
114 BENTINKZsrc.2 - 3/1523 —P300 target : 12 VAQUERIZASTonsi
/ + 56/ 2 CGC~Pol?4" targets . / VAQUI AS”Liver
1 " 13306 ICE&BaifPcrl_Yar Pt 1 /AQUERIZAZ-Thyroid _
Q/Q + 1/1472 CGCNrsfPcri—targets .0l 0/41 VAQUERIZAS Fetal brain
Q/Q -+ 1/6157 CGCTcf3 targets I 0/30 VAQUERIZAS—Smooth muscle
Q/Q -+ 83177 CGCIrf4 Target: 1. Q749 VAQUERIZAS~Uterus
Q/Q -+ /619 —Rxrabcrl targets I. Q/155 VAQUERIZAS~General
Q/Q -+ 1/1549 7Mctar§|’ 1 0/12 /AQU! AS—Kidne:
e B W Bl o UE Ease
-+ . ole brain
0/0 +00 4314714 ICGC_Pultargets 1.000 0/42 \/ﬁ JEEEA% lymus
| sa - ]
ue [ QX value
7 2 IRTH_Tonsil 1 0 /1343 LU—BPDE 1h DN
259 ’ALMER_Granulocytes signature up A 10
5182 wi |_Homeostasis. A 10
2 2113 Wi rm. oid organs A 10
2 2115 WIRTHTelencephalon A 19
1 1/14 WIRTH Bone marrow A 10
1 1/14 WIRTH Thalamus A 10
1 1/15 IRTH _Cerehellum A 10
1 417208 AI M RP —Cell signature up A 10
% %ﬁﬁo }%B\AER q[l%eeﬁssignalure up ﬁ ;8
1 1115 Wi |_Fiver A /
—-01 1427 wi i_Immune syste, A /
+00 16 WIRTHPituitary glan A 1
+00 113 WIRTH™Sec. hoid organs A A
+00 /114 Wi i“B-cells A !
# 8 H‘Z‘ WIRTH*LhX{anc tes ﬁ ;
+00 8/478 WIRTHZI er\%us ystem A /8




Underexpression Spots

Spot Summary: c Spot Genelist Geneset Overrepresentation

# metagenes = 10 Rank max e r Description Rank p-value #in/all Geneset
# genes = 295 ID min e Symbol
1  ENSGO00001 1.84  -0.57 06 REGI1A regenerating islet-derived 1 alpha [Source:HGNC SymboliAc 1 4e-33 70/813  GSE GRADE_COLON_CANCER_UP
2 le-26 67/944  GSE/ KRIGE_RESPONSE_TO_TOSEDOSTAT_24HR_DN
<r> metagenes =0.99 2 ENSG000001 1.71 -0.34 05 ITLN1 intelectin 1 (galactofuranose binding) [Source:HGNC Symbol 3 4e-24 43/ 400 GSE# VECCHI_GASTRIC_CANCER_EARLY_UP
<r> genes = 0.64 4 3e-22 58/850  GSE# KRIGE_RESPONSE_TO_TOSEDOSTAT_6HR_DN
. _ _ 3 ENSG000001 1.65 -0.75 0.6 OLFM4 olfactomedin 4 [Source:HGNC Symbol;Acc:HGNC:17190] 5 7e-22 205/8123 Colon TssF_Colon
beta: r2=0.27 / IOg p= -1.93 6 2e-20 51/713  Colon Pentrack CRC_TCGA_group.over_C_normal_DN
4 ENSG000001 1.57 -0.24 0.61 REG3A regenerating islet-derived 3 alpha [Source:HGNC Symbol;Ac 7 7e-20 25/138 GSE# ROSTY_CERVICAL_CANCER_PROLIFERATION_CLUSTER
. 8 le-19 27/174  GSE# LI_AMPLIFIED_IN_LUNG_CANCER
# samples with spot = 3 (13 %) ) !
5 ENSG000001 147 -0.28 059 MMPL matrix metallopeptidase 1 [Source:HGNG Symbol:AccHGNC 9 2e-19 44/550  Canct Lembcke_Normal vs Adenoma
MLH1_adenomaHNPCC : 1 ( 50 %) 10 2e-19 51/754  GSEf MARTENS_TRETINOIN_RESPONSE_DN
MLH1_cancerHNPCC : 2 ( 40 %) 6  ENSGO00001 1.33 -0.75 043  PLA2G2/phospholipase A2, group lIA (platelets, synovial fluid) [Source 11 3e-18 24/145  Glio WILLSCHER_GBM_Verhaak-CL_up (C)
- 12 3e-17 40/519  GSE/ BERENJENO_TRANSFORMED_BY_RHOA_UP
7  ENSGO00001 1.27 -0.21 057 REGILB regenerating islet-derived 1 beta [Source:HGNC Symbol;Acc 13 4e-17 21/113  GSEf WHITEFORD_PEDIATRIC_CANCER_MARKERS
14 7e-17 32/327  GSE/ WONG_EMBRYONIC_STEM_CELL_CORE
8  ENSG000001 125 -021 065 DMBTL deleted in malignant brain tumors 1 [Source:HGNC Symbola 19 4e-16 31/323  GSE/ PENG_GLUTAMINE_DEPRIVATION_DN
16 4e-16 43/645  GSEf CASORELLI_ACUTE_PROMYELOCYTIC_LEUKEMIA_DN
9 ENSG000001 1.17 -036 055 REGA4  regenerating islet—derived family, member 4 [Source:HGNC < 17 5e-16 48 /807 Lympl Hopp_Junel4_MMML937 tumors+controls_group.overexpression_D_cell li
18 6e-16 481811 Lymp! WIRTH_lymphoma937_spot D
10 ENSG000001 1.16 -0.2 0.57 MMP3  matrix metallopeptidase 3 [Source:HGNC Symbol;Acc:HGNC 19 3e-15 31/350 GSE# RHEIN_ALL_GLUCOCORTICOID_THERAPY_DN
20 7e-15 20/128  GSE/ SABATES_COLORECTAL_ADENOMA_UP
) ! - le-14 SOTIRIOU_BREAST_CAN
11 ENSGO00001 115 -044 08  SPINKL serine peptidase inhibitor, Kazal type 1 [Source:HGNC Symb 21 € 4116 Canct - ~CANCER_GRADE_1_VS_3 UP
22 le-14 28/292  GSE/ MUELLER_PLURINET
23 2e-14 20/135  GSE/ YAO_TEMPORAL_RESPONSE_TO_PROGESTERONE_CLUSTER_14
ENSG000000 1.15 -0.35 0.47 CLCA1 chloride channel accessory 1 [Source:HGNC Symbol;Acc:HG
24 le-13 25/248  GSE/ KOBAYASHI_EGFR_SIGNALING_24HR_DN
. is famil ber 6b. d 25 le-13 45/830 Colon Pentrack_CRC_TCGA_corr_R_normal_DN
Over\”ew Map Spot 13 ENSG000002 1.1 -0.18 056  TNFRSF@@Mor necrosis factor receptor superfamily, member 6b, decoy 26 2e-13 16185 GSEZ MORI_LARGE_PRE_Bll_LYMPHOCYTE UP
v _ 27 2e-13 37/582  GSE/ CAIRO_HEPATOBLASTOMA_CLASSES_UP
40 14 ENSGO00001 1.05 -0.66 0.86 LCN2 lipocalin 2 [Source:HGNC Symbol;Acc:HGNC:6526] 28 26-13 21/172  GSE SARRIO_EPITHELIAL MESENCHYMAL TRANSITION_UP
) _ o o 29 3e-13 2/16 Canct RHODES_CANCER_META_SIGNATURE
15 ENSG000001 1.05 -0.87 0.84 AGR2 anterior gradient 2, protein disulphide isomerase family memt 30 3e-13 15/74 GSE£ TARTE_PLASMA_CELL_VS_B_LYMPHOCYTE_UP
30 H 31 8e-13 15/78 Lymp' TARTE_Plasma cell signature
16 ENsGooooo1l 097 041 0.7 SPINK4 serine peptidase inhibitor, Kazal type 4 [Source:HGNC Symb 39 9e-13 5/16 Canct RHODES. UNDIFFERENTIATED. CANCER
33 3e-12 23/239  GSE/ PENG_RAPAMYCIN_RESPONSE_DN
20 — 17 ENSGO00001 091 -1 0.8 GPX2  glutathione peroxidase 2 [Source:HGNC Symbol,ACccHGNC: 34 3e-12 21/197 HM HALLMARK_E2F TARGETS
35 4e-12 34/546  GSE/ GOBERT_OLIGODENDROCYTE_DIFFERENTIATION_UP
18 ENSGOo0001 087  -025 052  CYP2S1 cytochrome P450, family 2, subfamily S, polypeptide 1 [Sourc 36 6e-12 18/141  GSEf CHANG_CYCLING_GENES
10 — 37 6e-12 17/123  GSE/ ZHOU_CELL_CYCLE_GENES_IN_IR_RESPONSE_24HR
19 ENSG000001 0.79 -0.11 0.61 CLDN2 claudin 2 [Source:HGNC Symbol;Acc:HGNC:2041] 38 7e-12 2/14 Canct LIU_PROSTATE_CANCER_UP
39 le-11 14/77 GSE/ MORI_PRE_BI_LYMPHOCYTE_UP
1 20 ENSG000001 078  -0.25 06 WFDC2 WAP four-disulfide core domain 2 [Source:HGNC Symbol:Ac 40 le-11 19/168  GSEf CHIANG_LIVER_CANCER_SUBCLASS_PROLIFERATION_UP
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Underexpression Spots

Spot Summary: d Spot Genelist Geneset Overrepresentation

# metagenes = 6 Rank max e r Description Rank p-value #in/all Geneset
# genes = 183 ID min e Symbol
1  ENSGO00001 159 -0.8 089 DES  desmin [Source:HGNC Symbol;Acc:HGNC:2770] 1 8e-65 3/16 Cance LIU_PROSTATE_CANCER_DN
2 3e-53 421132 Colon Marisa_CRC-cluster-b
<r> metagenes =1 2 ENSGO000001 1.46 -0.53 0.96 MYH11 myosin, heavy chain 11, smooth muscle [Source:HGNC Syml| 3 le-43 471303 GSE# PASINI_SUZ12_TARGETS_DN
<r>genes = 0.83 4 8e-41 48/368  GSE# LINDGREN_BLADDER_CANCER_CLUSTER_2B
. _ _ 3 ENSGO000001 1.44 -0.52 0.95 CNN1 calponin 1, basic, smooth muscle [Source:HGNC Symbol;Acc 5 le-36 51/535 GSE# CHICAS_RB1_TARGETS_CONFLUENT
beta: r2=0.89 / log p= -10.66 6 2e-35 48/478  GSE/ LIM_MAMMARY_STEM_CELL_UP
4 ENSG000001 1.42 -0.68 0.93 ACTG2 actin, gamma 2, smooth muscle, enteric [Source:HGNC Syml| 7 le-34 35/196 GSE/ PICCALUGA_ANGIOIMMUNOBLASTIC_LYMPHOMA_UP
. 8 3e-33 32/160  GSE/ BERTUCCI_MEDULLARY_VS_DUCTAL_BREAST_CANCER_DN
# samples with spot =5 ( 21.7 %) )
5 ENSG000002 137  -0.24 0.44 MTRNR2MT-RNR2-like 1 [Source:HGNC Symbol;Acc:HGNC:37155] 9 2e-29 36/294  GSE# ACEVEDO_FGFR1_TARGETS_IN_PROSTATE_CANCER_MODEL_DN
10 4e-29 39/378 CC focal adhesion
other_cancerHNPCC : 2 ( 50 %) 6  ENSG000001 1.35 -0.91 092  MYL9 myosin, light chain 9, regulatory [Source:HGNC SymbolAcet 11 5e-29 49/692  GSEF WONG_ADULT_TISSUE_STEM_MODULE
- 12 2e-27 30/198 HM  HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION
7  ENSGO00001 1.32  -0.37 097  SYNM synemin, intermediate filament protein [Source:HGNC Symbc 13 2e-26 18740 GSE/ TOMLINS_PROSTATE_CANCER_DN
14 2e-25 38/445  GSE/ CHARAFE_BREAST_CANCER_LUMINAL_VS_MESENCHYMAL_DN
8  ENSG000001 1.3 -058 097 FLNA filamin A, alpha [Source:HGNC Symbol:Acc:HGNC:3754] 15 7e-25 33/314  Lympl Hopp_June14 MMMLO37 tumors+controls_group.overexpression E_GC-|
16 7e-25 33/315  Lympl WIRTH_lymphoma937_spot E
9 ENSG000001 1.29 -0.49 0.96 TPM2 tropomyosin 2 (beta) [Source:HGNC Symbol;Acc:HGNC:120: 17 de-24 367418 GSE/ SWEET_LUNG_CANCER_KRAS_DN
18 4e-22 31/326  GSE/ SCHUETZ_BREAST_CANCER_DUCTAL_INVASIVE_UP
10 ENSGO00001 124 -0.52 075  IGFBP7 insulin-like growth factor binding protein 7 [Source:HGNC Sy 19 2e-21 13/22  GSEf REACTOME_SMOOTH_MUSCLE_CONTRACTION
20 2e-21 28/261 Lymp! LENZ_Stromal signature 1
N N N N 2e-2l i GUDJ_psoriasis down
11 ENSG000001 1.21 -0.38  0.99 CSRP1 cysteine and glycine-rich protein 1 [Source:HGNC Symbol;Al 21 e-20 821399 Disea _psoriast W
22 6e—20 24/195 HM HALLMARK_MYOGENESIS
12 ENSG000001 1.2 0.74 094  TAGLN transgelin [Source:HGNC Symbol;Acc:HGNC:11553; 23 le-19 26/248  GSE£ ONDER_CDHI_TARGETS_2_UP
. =0. . ll Ul 3 N 3 o
o 4 1 24 le-18 11/18 GSE/ NIELSEN_LEIOMYOSARCOMA_CNN1_UP
. heat shock . aloh linrelated. B6 1S G 25 3e-18 14/ 44 GSE/ REACTOME_MUSCLE_CONTRACTION
OverV|eW Map Spot 13 ENSGO00000 1.17 -0.45 096  HSPB6 heat shock protein, alpha—crystallin-related, B6 [Source:HGM 26 6e-18 33/525  GSEf WEST ADRENOCORTICAL TUMOR DN
27 8e-18 18/105 BP  muscle contraction
ENSGO000000 1.17 -0.25 0.95 NDE1 nudE neurodevelopment protein 1 [Source:HGNC Symbol;Ac
40 m pment p V! 28 2e-17 24/246  GSE/ DANG_REGULATED_BY_MYC_DN
29 4e-17 13/40 GSE/ PAPASPYRIDONOS_UNSTABLE_ATEROSCLEROTIC_PLAQUE_DN
15 ENSG000001 1.17 -0.39 0.99  CALD1 caldesmon 1 [Source:HGNC Symbol;Acc:HGNC:1441] 30 16-16 241267  GSEZ WANG_SMARCEL TARGETS_UP
30 31 1e-16 16/86 GSE# SASSON_RESPONSE_TO_GONADOTROPHINS_DN
16 ENSG000000 1.17 -0.4 0.97 FHL1  four and a half LIM domains 1 [Source:HGNC Symbol;Acc:H( 32 le-16 19/144 GSEZ IGLESIAS_E2F TARGETS_UP
33 2e-16 19/148  Colon Marisa_CRC-cluster-a
20 17 ENSGO00001 117  -0.36 099  LMOD1 leiomodin 1 (smooth muscle) [Source:HGNC SymboliAccHG 34 3e-16 23/249  GSEf BOQUEST STEM_CELL UP
35 le-15 15/81 GSE/ SWEET_KRAS_TARGETS_UP
18 ENSG000001 1.14 -0.57 0.96 ACTA2 actin, alpha 2, smooth muscle, aorta [Source:HGNC Symbol; 36 2e-15 24 /306 BP extracellular matrix organization
10 — 37 3e-15 20/195  GSE/ KEGG_FOCAL_ADHESION
19 ENSG000000 1.14 -0.3 0.98 MYLK  myosin light chain kinase [Source:HGNC Symbol:Acc:HGNC: 38 7e-15 34/711  GSE/ LEE_BMP2_TARGETS_UP
39 le-14 14/76 GSE/ FRIDMAN_SENESCENCE_UP
1 20 ENSG000001 1.12 -0.31 098 PLN  phospholamban [Source:HGNC Symbol;Acc:HGNC:9080] 40 2e-14 20/215  GSEf SENESE_HDAC1_AND_HDAC2_TARGETS_DN
I I I I I
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Underexpression Spots

Spot Summary: e Spot Genelist Geneset Overrepresentation

# metagenes = 6 Rank max e r Description Rank p-value #in/all Geneset
# genes = 172 ID min e Symbol
1 ENSG000001 1.4 -0.53 0.84 FDCsP follicular dendritic cell secreted protein [Source:HGNC Symbc 1 4e-90 99/ 844 Colon Lembcke_TCGA-expr_kmeans_E_CIMP.H_UP_Cluster4_DN
2 9e-63 56/263  GSE# WALLACE_PROSTATE_CANCER_RACE_UP
<r> metagenes =0.99 2 ENSGO000001 1.34 -0.7 0.92 CCL21 chemokine (C-C motif) ligand 21 [Source:HGNC Symbol;Acc 3 8e-60 63/436 GSE# SMID_BREAST_CANCER_NORMAL_LIKE_UP
<r>genes = 0.77 4 le-54 59/427  Tissuc WIRTH_Immune system
. _ 3 ENSG000001 1.14 -0.59 0.94 CCL19 chemokine (C-C motif) ligand 19 [Source:HGNC Symbol;Acc 5 9e-51 62 /574 Cance Lembcke_Colonic Inflammation
beta: r2= 0.51 / log p=-3.85 6 1le-47 441220  GSE# MCLACHLAN_DENTAL_CARIES_UP
4 ENSG000001 1.14 -0.52 0.93 CXCL13 chemokine (C-X-C motif) ligand 13 [Source:HGNC Symbol;# 7 9e-46 45/ 259 GSE# POOLA_INVASIVE_BREAST_CANCER_UP
. 8 le-40 39/210  GSE/ MCLACHLAN_DENTAL_CARIES_DN
# samples with spot = 3 (13 %) _—
5 ENSG000002 1.11 -0.68 0.47 UBD  ubiquitin D [Source:HGNC Symbol;Acc:HGNC:18795] 9 8e-38 50/522  GSE/ SMID_BREAST_CANCER_LUMINAL_B_DN
MLH1_normHNPCC : 3 (50 %) 10 1e-37 35/175  GSE/ LEE_DIFFERENTIATING_T_LYMPHOCYTE
6  ENSG000001 1.01 -0.54 094 CD52 CDS52 molecule [Source:HGNC Symbol;Acc:HGNC:1804] 11 2e-37 43/343  BP  immune response
12 3e-32 35/246  GSE/ QI_PLASMACYTOMA_UP
7 ENSG000001 0.95 -0.25 093 CR2  complement component (3d/Epstein Barr virus) receptor 2 [Si 13 le-27 14716 CC  MHC class Il protein complex
14 2e-27 22/79 GSE# FLECHNER_BIOPSY_KIDNEY_TRANSPLANT_REJECTED_VS_OK_UP
8  ENSG000002 095  -0.72 0.49 MT-RNR2-like 2 [Source:HGNC Symbol;AccHGNC:37156] 19 2e-27 36/368  GSE/ LINDGREN_BLADDER_CANCER_CLUSTER 2B
16 le-26 19/51 GSE# MORI_LARGE_PRE_BII_LYMPHOCYTE_DN
O  ENSG000001 093 -022 088 CCR7 chemokine (C-C motif) receptor 7 [Source:HGNC Symbolac L7 Se-24 30/279  Glio WILLSCHER_GBM Verhaak-CL & MES_up
18 3e-23 20/86 GSE# WIELAND_UP_BY_HBV_INFECTION
) ’ — ternal side of
10 ENSG000001 0.89 -0.51 0.95 CXCR4 chemokine (C-X-C motif) receptor 4 [Source:HGNC Symbol; 19 5e-23 261201 CC  external side of plasma membrane
20 le-22 24/163  GSE/ PASQUALUCCI_LYMPHOMA_BY_GC_STAGE_DN
) : ! le-22 RODWELL_AGING
11 ENSGO000001 0.85 -0.35 097 LCP1  lymphocyte cytosolic protein 1 (L—plastin) [Source:HGNC Syr 21 € 341435 GSE/ N _KIDNEY_UP
22 le-22 17/53 GSE# KLEIN_PRIMARY_EFFUSION_LYMPHOMA_DN
12 ENSG000002 0.85 0.8 MT-RNR2-like 9 [S HGNC Symbol;Acc:HGNC:37166 23 2e-22 12047592  Lympl HOPP_Strong_enhancer
. =0. . l —like ource: 'mbol;Acc: =
044 ke 9 [Sou 4 1 24 2e-21 24/181 HM  HALLMARK_ALLOGRAFT_REJECTION
. interleukin 7 S HGNC SymbolACCHGNC1602 25 8e-21 25/218  GSE/ HOSHIDA_LIVER_CANCER_SUBCLASS_S1
OVETVIeW Map SpOt 13 EnsGooooo1 085 02 0.92 IL7R interleukin 7 receptor [Source:HGNC SymboliAcc:HGNC: 26 le-19 16/61 BP  antigen processing and presentation
. ) . 27 9e-18 15/64 BP T cell costimulation
40 — 14 ENSGO000001 0.84 -0.29 097 MS4A1 membrane-spanning 4-domains, subfamily A, member 1 [Sc 28 1e-17 9/11 BP  antigen processing and presentation of peptide o polysaccharide antigen \
) 29 2e-17 16/82 GSE# MORI_MATURE_B_LYMPHOCYTE_UP
15 ENSG000001 0.83 -0.25 0.95 GIMAP7 GTPase, IMAP family member 7 [Source:HGNC Symbol;Acc: 30 5e-17 261346 GSEf SANSOM_APC_TARGETS_DN
30 31 1e-16 13/46 GSE# WINTER_HYPOXIA_DN
16 ENSG000001 0.82 -0.25 0.93 ETS1 v-ets avian erythroblastosis virus E26 oncogene homolog 1 [ 32 le-16 16/92 BP T cell receptor signaling pathway
33 2e-16 25/332  Colon Pentrack_ CRC_TCGA_corr_J_msi—h_UP_mss_DN
20 - 17 ENSG000001 0.82 -0.39 093 CD79A CD79a molecule, immunoglobulin-associated alpha [Source: 34 5e-16 4611340 GSE/ PUJANA ATM_PCC_NETWORK
35 6e-16 22/251  GSEf HELLER_SILENCED_BY_METHYLATION_UP
18 ENSG000001 0.81 -0.24 0.98 FCMR  Fc fragment of IgM receptor [Source:HGNC Symbol;Acc:HGM 36 7e-16 241315 Lymp' WIRTH_lymphoma937_spot E
10 — 37 le-15 15/87 GSE/ BASSO_CD40_SIGNALING_UP
19 ENSG000000 0.8 -0.2 0.97 PTPRC protein tyrosine phosphatase, receptor type, C [Source:HGN( 38 2e-15 20/208 Tissuw PALMER_B-Cell signature up
39 2e-15 14/73 BP interferon—gamma-mediated signaling pathway
1 + 20 ENSG000001 079 -0.35 098 CD53 CDS53 molecule [Source:HGNC Symbol;Acc:HGNC:1686] 40 2e-15 42/1165 GSE# CHEN_METABOLIC_SYNDROM_NETWORK
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Underexpression Spots

Spot Summary: f Spot Genelist Geneset Overrepresentation

# metagenes = 11 Rank max e r Description Rank p-value #in/all Geneset
# genes = 195 ID min e Symbol
1 ENSG000001 0.54 -0.37 075 BHLHE4®asic helix-loop-helix family, member e40 [Source:HGNC Sy 1 4e-68 94/1091 MF  poly(A) RNA binding
2 2e-35 134 /5643 Lympl HOPP_Txn_transition
<r> metagenes =0.97 2 ENSG000002 0.52 -0.34 0.58 Uncharacterized protein [Source:UniProtkKB/TrEMBL;Acc:MO 3 2e-34 34/182 BP  mMRNA splicing, via spliceosome
<r> genes = 0.65 4 4e-33 36/237 BP  RNAsplicing
. _ _ 3 ENSG000002 0.51 -0.35 091 5 le-31 271105 GSE# REACTOME_MRNA_SPLICING
beta: r2=0.13 / log p=-1.02 6 6e-30 28/134  GSEf REACTOME_PROCESSING_OF_CAPPED_INTRON_CONTAINING_PRE
4 ENSGO000001 0.49 -0.2 0.7 ARGLU1 arginine and glutamate rich 1 [Source:HGNC Symbol;Acc:HG 7 8e-30 29/151 GSE# REACTOME_MRNA_PROCESSING
. 8 3e-28 85/2554 CC  nucleoplasm
# samples with spot = 1 (4.3 %) ! )
5 ENSGO00001 048  -024 076  GOLGASgolgin A8 family, member A [Source:HGNC SymbolAcc:HGN 9 4e-27 62/1340 GSE/ PUJANA_ATM_PCC_NETWORK
MLH1_normHNPCC : 1 (16.7 %) 10 1e-26 66/1563 GSE/ PUJANA_BRCA1_PCC_NETWORK
6  ENSG000001 046  -0.28 0.92 11 2e-26 41/513  MF  RNAbinding
12 3e-24 160 /10239 Brain Overlap_fetal_midbrain_ReprPC
7 ENSG000002 0.46 -0.19 0.84 GOLGA8Bolgin A8 family, member B [Source:HGNC Symbol;Acc:HGN 13 Se-24 471820 BP gene expression
14 1e-23 161 /10475 Colon TssA_Colon
8 ENSGO000001 0.44 -0.23 0.51 STAT1 signal transducer and activator of transcription 1, 91kDa [Sou %g de-23 53/1134 MF  nucleic acid binding
8e-23 156 /9930 Colon Tx_Colon
O  ENSG000002 042 -0.33 091 %Z; 7e-21 108/5101 CC ';t'JCJ'iL"\‘sA CHEK? PCC NETWORK
3e-20 41/747  GSEf \ ¢ _PCC_|
- " . — leotide bindi
10 ENSG000001 0.4 -043 0.75 PABPC3 poly(A) binding protein, cytoplasmic 3 [Source:HGNC Symbo 19 4e-19 30/385 M nucleotide bin |n‘g .
20 5e-19 23/191 Brain Overlap_fetal_midbrain_Het
21 4e-18 19/121  CC  ribonucleoprotein complex
ENSG000002 0.4 -0.28 0.92
1 22 2e-17 37/713  Colon Pentrack_CRC_TCGA_group.over_C_normal_DN
3e-17 40/ 855 Brain Overlap_fetal_midbrain_ZNF
12 ENSG000001 0.39 -0.24 077 HIF1A hypoxia inducible factor 1, alpha subunit (basic helix-loop-he P
: . | s P 24 8e-17 18/120  GSE/ KEGG_SPLICEOSOME
. ) 25 8e-17 126/7491 Lympl HOPP_Txn_elongation
OverVIeW Map Spot 13 ENSG000001 0.39 -0.34 0.87 TMEM12gansmembrane protein 123 [Source:HGNC Symbol;Acc:HGN 26 8e-17 13418358 Lymp| HOPP. Active_promoter
) . 27 le-16 49/1352 GSE/ DIAZ_CHRONIC_MEYLOGENOUS_LEUKEMIA_UP
40 — 14 ENSG000001 0.39 -0.21 0.87 HNRNPHteterogeneous nuclear ribonucleoprotein H1 (H) [Source:HG! 28 76-16 36/754  GSEf MARTENS_TRETINOIN_RESPONSE DN
) ) ) 29 8e-16 20/183 BP  MRNA processing
15 ENSGO000002 038 -02  0.78 Uncharacterized protein [Source:UniProtKB/TIEMBLIACCH3! 3 16-15 14119390 Colon TxWk_Colon
30 31 le-15 57/1914 GSEf PILON_KLF1_TARGETS_DN
16 ENSGO00001 037  -0.08 0.83  SLFN5 schlafen family member 5 [Source:HGNC Symbol:AccHGNC 39 le-15 15/82 cC  catalytic step 2 spliceosome
33 4e-15 30/539  GSE/ FLECHNER_BIOPSY_KIDNEY_TRANSPLANT_OK_VS_DONOR_UP
20 - 17 ENSGO000000 0.36 -0.15 0.45 FKBP5 FK506 binding protein 5 [Source:HGNC Symbol;Acc:HGNC:2 34 26-14 211246 mMiRN hsa-miR-1252
35 4e-14 18/170  GSE# JISON_SICKLE_CELL_DISEASE_DN
18 ENSG000001 0.36 -0.26 0.92 HNRNPDheterogeneous nuclear ribonucleoprotein D-like [Source:HG! 36 5e-14 16/124 miRN hsa-miR-515-5p
10 — 37 5e-14 109 /6320 Brain Overlap_fetal_midbrain_HetRpts
19 ENSG000001 0.36 -021 09 38 9e-14 142/9923 Brain Overlap_fetal_midbrain_K9K27me3
39 le-13 15/109 BP  RNA processing
1 20 ENSGO000001 0.36 -0.22 0.82 SRRM2 serine/arginine repetitive matrix 2 [Source:HGNC Symbol;Acc 40 5e-13 18/196 miRN hsa-miR-513a-3p
I I I I I
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