Gene Svmbol
FGA
PCDH9
AKR1B10
AKR1B15
CCL26
FGB
KRT5
CCDC167
COX20P1
CD55
ABCD3
THBS1
LOC105369237
SPANXB1
SAMD5
FGG
KIAA1324
TP5313
SCLT1
TM4SF1
C20rf76
CREM
MKKS
CALB2
LOC105377283
DsC2
GPAM
ALDH3A1
C4BPB
CYP4F11
ZNF226
EPHX1
CPNE3
C170rf89
SCARA5
MIER1
PSTK
UFM1
POPDC3
TMEM256
PLEKHS1
PSCA
MAP2
GCLM
LOC105371964
LFNG
CTH
PIF1
FAM98B
FRMD4A
SLC25A15
ASPH
CTSC
PCOLCE2
POLR2A
10CG
LzZIC
ANAPC15
GNL3L
SIPALL2
RNASEH2C
GPI
C8orf82
GAL
CREB3L2
NMB
USsT
RABGAP1L
NEK1
FAM104B
FAM13A
MROH1
YWHAE

ARMCS5
RNGTT
NAP1L2
MRPS11
TUSC2
FOSB
CPS1
LETM1
SOSTM1
FLVCR1-AS1
LANCL2
PSRC1
TYW3
WFDC3
PDSS2
OPA3
FBN2
ALKBH7
CRCP
ADIRF
CDKN2A
GPATCH2L
MBD3

Gene Title
fibrinoaen alpha chain
protocadherin 9
aldo-keto reductase family 1. member B10 (aldose reductase)
aldo-keto reductase family 1. member B15
chemokine (C-C motif) liaand 26
fibrinoaen beta chain
keratin 5. tvpe 11
coiled-coil domain containina 167
COX20 cvtochrome c oxidase assembly factor pseudoaene 1
CD55 molecule. decav acceleratina factor for complement (Cromer blood aroup)
ATP bindina cassette subfamily D member 3
thrombospondin 1
sperm protein associated with the nucleus on the X chromosome B/F
SPANX familv member B1
sterile alpha motif domain containina 5
fibrinoaen aamma chain
KIAA1324
tumor protein p53 inducible protein 3
sodium channel and clathrin linker 1
transmembrane 4 L six family member 1
chromosome 2 open readina frame 76
CAMP responsive element modulator
McKusick-Kaufman syndrome
calbindin 2
uncharacterized LOC105377283
desmocollin 2
alvcerol-3-phosphate acvitransferase. mitochondrial
aldehvde dehvdroaenase 3 familv member Al
complement component 4 bindina protein. beta
cvtochrome P450, familv 4. subfamilv F. polvpentide 11
zinc finaer protein 226
epoxide hvdrolase 1. microsomal (xenobiotic)
copine 111
chromosome 17 open readina frame 89
scavenaer receptor class A, member 5
mesoderm induction earlv response 1. transcriptional requlator
phosphoservI-tRNA kinase
ubiquitin-fold modifier 1
popeve domain containina 3
transmembrane protein 256
pleckstrin homoloay domain containina S1
prostate stem cell antiaen
microtubule associated protein 2
alutamate-cysteine liaase. modifier subunit
uncharacterized LOC105371964
LFNG O-fucosvlpentide 3-beta-N-acetvlalucosaminvitransferase
cystathionine aamma-Ivase
PIF1 5-to-3' DNA helicase
familv with seauence similaritv 98 member B
FERM domain containina 4A
solute carrier familv 25 (mitochondrial carrier: ornithine transporter) member 15
aspartate beta-hvdroxvlase
cathepsin C
procollacen C-endopentidase enhancer 2
polvmerase (RNA) Il (DNA directed) nolvpentide A, 220kDa
10 motif containina G
leucine zipper and CTNNBIP1 domain containina
anaphase promotina complex subunit 15
quanine nucleotide bindina protein-like 3 (nucleolar)-like
sianal-induced proliferation-associated 1 like 2
ribonuclease H2 subunit C
alucose-6-phosphate isomerase
chromosome 8 open readina frame 82
aalanin/GMAP prepropentide
CAMP responsive element bindina protein 3-like 2
neuromedin B
uronvl-2-sulfotransferase
RAB GTPase activatina protein 1-like
NIMA-related kinase 1
familv with seauence similarity 104 member B
familv with seauence similarity 13 member A
maestro heat-like repeat familv member 1
tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, epsilon

armadillo repeat containina 5
RNA guanvlyltransferase and 5'-phosphatase
nucleosome assembly protein 1-like 2
mitochondrial ribosomal protein S11
tumor suppressor candidate 2
FBJ murine osteosarcoma viral oncoaene homoloa B
carbamovl-phosphate svnthase 1
leucine zipper-EF-hand containina transmembrane protein 1
sequestosome 1
FLVCR1 antisense RNA 1 (head to head)
LanC lantibiotic svnthetase component C-like 2 (bacterial)
proline/serine-rich coiled-coil 1
tRNA-yW synthesizina protein 3 homoloa
WAP four-disulfide core domain 3
prenvl (decaprenvl) diphosphate synthase. subunit 2
onptic atrophy 3 (autosomal recessive, with chorea and spastic parapledia)
fibrillin 2
alkB homoloa 7
CGRP receptor component
adipoaenesis requlatory factor
cyclin-dependent kinase inhibitor 2A
G-patch domain containina 2 like
methyl-CpG bindina domain protein 3

Fold Chanae
4656738921
2.208800827
2.202257755
2.202257755
2.166465606
2.154644716
2.134285733
2.134014531
2.12700978
2.073531552
2.059560729
2.056446206
2.041689295
2.041689295
2.027141318
2.008465017
1.95156746
1922584045
1904479379
1903375228
1.870853599
1.867959704
1.842770831
1.832580619
1.813994397
1.808708606
1.804918048
1795791679
1.782489197
1.778905657
1.762675208
1.755874825
1755724725
1.755087957
1.750972793
1.750851429
1742831789
173136912
1.730993131
1.726344034
1.719822888
1715841947
1713219496
1713144289
1712012616
1.708787896
1.704576483
1701747118
1.688005962
1687479528
1.685920686
1.683919689
1676384786
1675138056
1.67505678
1.67219914
1670723896
1.670276174
1.667511449
1.666798839
1.665743965
1663121228
1660199559
1.659371217
1.658267403
1650763373
1.650580308
1.649852061
1.648019523
1.644656922
1.644246577
1.643893306
1.634972836

1.634421401
1.633462498
1.629711582
1.629026418
1.628657602
1.624970281
1.620194109
1.618903135
1.618570269
1.616548359
1.616148762
1.615316273
1.611182591
1.609177346
1.609062093
1.60868293
1.605348662
1.60527448
1.605185468
1.604744185
1.604581053
1.603617426
1.60353221

absolute FC
4.656738921
2.208800827
2.202257755
2.202257755
2.166465606
2.154644716
2.134285733
2.134014531
2.12700978
2.073531552
2.059560729
2.056446206
2.041689295
2.041689295
2.027141318
2.008465017
1.95156746
1.922584045
1.904479379
1.903375228
1.870853599
1.867959704
1.842770831
1.832580619
1.813994397
1.808708606
1.804918048
1.795791679
1.782489197
1.778905657
1.762675208
1.755874825
1.755724725
1.755087957
1.750972793
1.750851429
1.742831789
1.73136912
1.730993131
1.726344034
1.719822888
1.715841947
1.713219496
1.713144289
1.712012616
1.708787896
1.704576483
1.701747118
1.688005962
1.687479528
1.685920686
1.683919689
1.676384786
1.675138056
1.67505678
1.67219914
1.670723896
1.670276174
1.667511449
1.666798839
1.665743965
1.663121228
1.660199559
1.659371217
1.658267403
1.650763373
1.650580308
1.649852061
1.648019523
1.644656922
1.644246577
1.643893306
1.634972836

1.634421401
1.633462498
1.629711582
1.629026418
1.628657602
1.624970281
1.620194109
1.618903135
1.618570269
1.616548359
1.616148762
1.615316273
1.611182591
1.609177346
1.609062093
1.60868293
1.605348662
1.60527448
1.605185468
1.604744185
1.604581053
1.603617426
1.60353221

Reaulation

P-value
3.74816E-13
4.16881E-07
6.16099E-15
6.16099E-15

3.4655E-12
2.02245E-10
1.71848E-10

1.7904E-13
1.05844E-11
2.10437E-07
3.06549E-07
3.56295E-09
1.16961E-07
1.16961E-07
3.36842E-09
4.82318E-07
3.05075E-09
1.86054E-09
3.95417E-05
7.45305E-08
5.57551E-08
1.07823E-07
5.72795E-13
9.61089E-12
8.43834E-09
7.60021E-07
9.54592E-06
3.56993E-16
2.35729E-06
4.77295E-13
2.65211E-10
3.35899E-11
7.60693E-10
2.96805E-09

1.9768E-08
2.02775E-05
8.47983E-07
2.44423E-12
1.09663E-11
9.27681E-13
1.39311E-07
9.03181E-12
1.14256E-10
2.89896E-10
3.28583E-09
8.41769E-10
1.66951E-07

1.4133E-09
6.81213E-11
3.44217E-07
1.12839E-07
0.000114256
7.75565E-10
1.40952E-05
1.23648E-10
1.00431E-07
3.47307E-08
8.52858E-11
2.14316E-09
2.47148E-05
9.35783E-12
1.57088E-13

1.6758E-08
7.26715E-08
3.08022E-05
1.43891E-12
3.10637E-06
2.35369E-11
8.02166E-05
1.07064E-06
7.32308E-06
2.41523E-09
3.77495E-07

9.41582E-08
1.51273E-06
1.59482E-09
1.41493E-05
1.95757E-09
5.73676E-12
1.78971E-05
1.03563E-07
8.48414E-12

9.7557E-09
6.29521E-09
9.95617E-08
1.55743E-10
1.12613E-11
4.61716E-09

5.4853E-06
4.79601E-05

6.2805E-09
7.59813E-07

2.3102E-13
1.59345E-05
1.92061E-08
1.55402E-11

FDR
9.81619E-11
5.71216E-06

3.3615E-12
3.3615E-12
5.27669E-10
1.21856E-08
1.06987E-08
5.369E-11
1.20173E-09
3.2585E-06
4.43638E-06
1.18717E-07
2.00729E-06
2.00729E-06
1.13292E-07
6.4403E-06
1.04123E-07
6.98084E-08
0.000254221
1.38172E-06
1.08915E-06
1.87338E-06
1.34741E-10
1.11373E-09
2.38827E-07
9.38888E-06
7.67346E-05
3.50603E-13
2.39968E-05
1.16296E-10
1.51432E-08
2.95201E-09
3.44672E-08
1.02278E-07
4.66966E-07
0.000144204
1.02829E-05
4.05143E-10
1.23536E-09
1.9282E-10
2.31796E-06
1.06903E-09
7.69889E-09
1.60172E-08
1.10826E-07
3.71134E-08
2.68681E-06
5.58551E-08
5.13642E-09
4.86586E-06
1.9442E-06
0.000625739
3.49395E-08
0.00010673
8.21893E-09
1.76842E-06
7.41904E-07
6.15876E-09
7.81001E-08
0.000170362
1.09735E-09
5.01462E-11
4.10168E-07
1.35776E-06
0.000204917
2.67896E-10
3.01088E-05
2.21673E-09
0.00046419
1.24619E-05
6.18667E-05
8.60197E-08
5.25124E-06

1.67751E-06
1.65717E-05
6.14733E-08
0.000107057
7.26856E-08
7.74443E-10
0.000129886
1.81461E-06
1.02868E-09
2.68002E-07
1.88492E-07
1.75752E-06
9.86808E-09
1.26397E-09
1.45737E-07
4.83583E-05
0.000299229
1.88338E-07
9.38888E-06
6.62438E-11
0.000118125
4.57546E-07
1.63668E-09



CRACR2A
PPIG
ZNF780A
Cl4orf2
SWI5
ZFAT
N6AMT2
IMPDH2
PTRHD1
RXRA
ZC3HAV1
NUDT16
TAF9B
SF3B3
COX11
COX20
CTRL
CEBPA
AP5S1
ANKRD13C
BCAS3
TMEM99
PCBD2

ATP7A
SMIM11B
SMIM11A

GTPBP6
LRTOMT
NRG1
NDST1
IDS

LMNA

AVEN
SERPINB8

DPY19L1P2
DPY19L1
HMGN5
CLPB
PDE4D
TXNL4B
RAB38
SVBP

CYP4F3

CYP4F2
ZSCANSA

TPM3

CABYR

S100A2
ANKHD1

LANCL1
ING3
ATF5

DLEU1

PDGFA

KIF9
TMEM19
AGR2
NMU
FECH
ZBTB44
PRKAR2A

RPS2P32

MAOB

SERPINI1
PLK1
GPX2

SMTN

CLN5

NHLRC1

WARS2

RABL3

BBS4

INHBB
MYEOV2
BCL2L11
HIST1H1A

ANP32E
NOO2
EPHA4
ATP5I
NAALADL2

Mccc2

CRADD

OBFC1

FGF13

SLC25A21

NECAB2

DUS3L

ADCK1

PAPSS2

FMR1
FAT2
Clorf53
STK11IP
TSPANS
PTHLH
ATGYA

calcium release activated channel requlator 2A
pentidvlorolvl isomerase G (cvclophilin G)
zinc finger protein 780A
chromosome 14 open readina frame 2
SWI5 homoloaous recombination repair protein
zinc finaer and AT-hook domain containina
N-6 adenine-specific DNA methvitransferase 2 (putative)
IMP (inosine 5'-monophosphate) dehvdroaenase 2
pentidvl-tRNA hvdrolase domain containina 1
retinoid X receptor alpha
zinc finaer CCCH-tvpe. antiviral 1
nudix hvdrolase 16
TATA-box bindina protein associated factor 9b
splicina factor 3b subunit 3
COX11 cvtochrome c oxidase copper chaperone
COX20 cvtochrome c oxidase assembly factor
chymotrvpsin-like
CCAAT/enhancer bindina protein (C/EBP). aloha
adaptor-related protein complex 5. siama 1 subunit
ankvrin repeat domain 13C
breast carcinoma amnlified seauence 3
transmembrane protein 99

pterin-4 alpha-carbinolamine dehydratase/dimerization cofactor of hepatocyte nuclear

factar 1 alnha (TCF1) 2
ATPase. Cu++ transportina. alpha polventide
small intearal membrane protein 11B
small intearal membrane protein 11A
GTP bindina protein 6 (putative)
leucine rich transmembrane and O-methvltransferase domain containina
neureaulin 1
N-deacetvlase/N-sulfotransferase (heparan alucosaminvl) 1
iduronate 2-sulfatase
lamin A/C
apoptosis. caspase activation inhibitor
serpin pentidase inhibitor. clade B (ovalbumin). member 8
DPY19L1 pseudoaene 2
dov-19-like 1 (C. eleaans)
hiah mobilitv aroun nucleosome bindina domain 5
ClnB homoloa. mitochondrial AAA ATPase chaneronin
phosphodiesterase 4D
thioredoxin like 4B
RAB38. member RAS oncoaene family
small vasohibin bindina protein
cvtochrome P450. familv 4. subfamilv F. polvpentide 3
cvtochrome P450. familv 4. subfamilv F. polvpentide 2
zinc finaer and SCAN domain containina 5A
tropomvosin 3
calcium bindina tvrosine-(Y)-phosphorviation reaulated
$100 calcium bindina protein A2
ankvrin repeat and KH domain containina 1
LanC lantibiotic svnthetase component C-like 1 (bacterial)
inhibitor of arowth familv member 3
activatina transcription factor 5
deleted in lvmphocvtic leukemia 1 (non-protein codina)
platelet-derived arowth factor alpha polvpentide
kinesin family member 9
transmembrane protein 19
anterior aradient 2, protein disulphide isomerase family member
neuromedin U
ferrochelatase
zinc finaer and BTB domain containina 44
protein kinase, cAMP-dependent. requlatory subunit tvpe 1 alpha
ribosomal protein S2 pseudoaene 32
monoamine oxidase B
serpin peptidase inhibitor, clade I (neuroserpin), member 1
polo-like kinase 1
alutathione peroxidase 2
smoothelin
ceroid-lipofuscinosis, neuronal 5
NHL repeat containina E3 ubiquitin protein lioase 1
tryptophanyl tRNA svnthetase 2. mitochondrial
RAB, member of RAS oncoaene family-like 3
Bardet-Biedl| syndrome 4
inhibin beta B
myveloma overexpressed 2
BCL2-like 11 (apoptosis facilitator)
histone cluster 1, Hla
acidic nuclear phosphoprotein 32 family member E
NAD(P)H dehvdroaenase. auinone 2
EPH receptor A4
ATP synthase, H+ transportina, mitochondrial Fo complex subunit E
N-acetvlated alpha-linked acidic dipeptidase-like 2
methvicrotonovl-CoA carboxvlase 2
CASP2 and RIPK1 domain containina adaptor with death domain
oliconucleotide/olinosaccharide-bindina fold containina 1
fibroblast arowth factor 13
solute carrier familv 25 (mitochondrial oxoadipate carrier). member 21
N-terminal EF-hand calcium bindina protein 2
dihvdrouridine synthase 3-like
aarF domain containina kinase 1
3'-phosphoadenosine 5'-phosphosulfate svnthase 2
fraile X mental retardation 1
FAT atvpical cadherin 2
chromosome 1 open reading frame 53
serine/threonine kinase 11 interactina protein
tetraspanin 5
parathyroid hormone-like hormone
autophaay related 9A

1.60091865
1.600726319
1.600071824
1.595387265
1.594053445
1591892962
1591812047
1.589797852
1.587001326
1.584143835
1.582563439
1.578312994

1.57475057
1.573739407
1571152624
1.570564653
1.569813676
1.564523505
1.564097015
1563544196
1.563475559
1.563002407
1.561338483

1.561093195
1.558653238
1.558653238
1.555965422
1.555922282
1.552245411
1.549962524
1.548008436
1.547840342
1.547582872
1.547554267
1.547161
1.547161
1.547078784
1.546556993
1.545356828
1.544364539
1.541843853
1.5412348
1.538982329
1.538982329
1.538868548
1.536324885
1.536214849
1.535987704
1.535207147
1.534987244
1.53472482
1.532092427
1.53043312
1.528803868
1.528634327
1.527772788
1.52613579
1.524750653
1.524113137
1.523373812
1.523363253
1.523349174
1.521956017
1.521864591
1.52134779
1.52110527
1.52107364
1.520384968
1.519261276
1.518955916
1.517913942
1.517391471
1.516823618
1.516662415
1.515443431
1.514554332
1.513914084
1.513053849
1.511544375
1.51111487
1.508718169
1.508167501
1.507996765
1.507554335
1.507031947
1.507024983
1.506955345
1.506749932
1.506488855
1.505761558
1.505545873
1.503560931
1.502873243
1.502539932
1.502258759
1.501405146
1.5011554

1.60091865
1.600726319
1.600071824
1.595387265
1.594053445
1.591892962
1.591812047
1.589797852
1.587001326
1.584143835
1.582563439
1.578312994

1.57475057
1.573739407
1.571152624
1.570564653
1.569813676
1.564523505
1.564097015
1.563544196
1.563475559
1.563002407
1.561338483

1.561093195
1.558653238
1.558653238
1.555965422
1.555922282
1.552245411
1.549962524
1.548008436
1.547840342
1.547582872
1.547554267
1.547161
1.547161
1.547078784
1.546556993
1.545356828
1.544364539
1.541843853
1.5412348
1.538982329
1.538982329
1.538868548
1.536324885
1.536214849
1.535987704
1.535207147
1.534987244
1.53472482
1.532092427
1.53043312
1.528803868
1.528634327
1.527772788
1.52613579
1.524750653
1.524113137
1.523373812
1.523363253
1.523349174
1.521956017
1.521864591
1.52134779
1.52110527
1.52107364
1.520384968
1.519261276
1.518955916
1.517913942
1.517391471
1.516823618
1.516662415
1.515443431
1.514554332
1.513914084
1.513053849
1.511544375
1.51111487
1.508718169
1.508167501
1.507996765
1.507554335
1.507031947
1.507024983
1.506955345
1.506749932
1.506488855
1.505761558
1.505545873
1.503560931
1.502873243
1.502539932
1.502258759
1.501405146
1.5011554

2.71975E-05
0.000215764
3.79972E-05
4.21384E-09
1.13421E-09
2.11652E-05
2.71998E-06
4.73757E-13
4.42821E-11
2.26532E-07
5.0486E-11
4.06355E-07
7.18418E-09
5.7944E-08
1.99203E-08
6.34811E-06
1.81643E-05
1.39873E-07
1.12155E-08
1.88858E-05
4.01581E-07
3.92185E-10
2.75634E-08

2.32358E-07
6.25129E-08
6.25129E-08
3.56402E-07
2.107E-07
3.60385E-09
2.2251E-06
4.75484E-10
6.3463E-13
1.35306E-08
0.000145683
4.31817E-07
4.31817E-07
3.09715E-06
9.19852E-07
2.89068E-06
3.53116E-07
3.71308E-11
4.71455E-08
2.89694E-08
2.89694E-08
3.04452E-06
6.39488E-08
1.40803E-10
3.74312E-12
7.4307E-07
7.08185E-07
2.49924E-08
5.00509E-07
4.24087E-09
8.33012E-10
5.06841E-08
2.03149E-09
5.62376E-12
0.000196414
8.69018E-05
1.13818E-05
7.40547E-10
3.46752E-08
8.5828E-06
8.2429E-05
1.78476E-08
3.85457E-13
7.22356E-08
4.98854E-06
1.58856E-06
1.91448E-05
3.01232E-06
1.11461E-08
7.54122E-13
9.5951E-09
0.000381474
1.18886E-05
9.36958E-10
4.10559E-10
8.60094E-05
1.7988E-12
4.49652E-06
3.17276E-07
3.61991E-06
1.22805E-07
2.67687E-05
1.98451E-05
3.17295E-07
1.78928E-06
9.46136E-06
5.08075E-09
5.50856E-07
3.86606E-06
5.29695E-08
8.30982E-05
2.12768E-06
1.13758E-05
2.98123E-09

0.000184804
0.001074051
0.000246154
1.35686E-07
4.70002E-08
0.00014938

2.70237E-05
1.16296E-10
3.66999E-09
3.46673E-06
4.08085E-09
5.58506E-06
2.09497E-07
1.12076E-06
4.69717E-07
5.48086E-05
0.00013161

2.32433E-06
3.00538E-07
0.000135906
5.5334E-06

2.03522E-08
6.16629E-07

3.53E-06

1.19443E-06
1.19443E-06
5.01106E-06
3.26129E-06
1.19673E-07
2.28764E-05
2.36442E-08
1.45798E-10
3.46918E-07
0.000769534
5.88602E-06
5.88602E-06

3.0049E-05
1.09402E-05
2.83823E-05
4.97019E-06
3.21033E-09
9.55658E-07
6.40424E-07
6.40424E-07
2.96629E-05
1.21596E-06
9.06768E-09
5.56988E-10
9.24196E-06
8.87171E-06
5.67516E-07
6.64706E-06
1.36333E-07
3.68099E-08
1.00712E-06
7.46981E-08
7.67096E-10
0.000991681
0.000495695
8.89442E-05
3.36709E-08
7.41524E-07
7.04653E-05

0.00047494
4.32259E-07
9.89693E-11
1.35064E-06
4.46502E-05
1.72819E-05
0.000137367
2.93929E-05
2.99497E-07
1.64583E-10
2.64701E-07
0.001744706
9.22627E-05
4.04034E-08
2.10328E-08
0.000492033
3.15465E-10
4.08703E-05
4.55385E-06
3.41103E-05
2.09751E-06
0.000182376
0.000141538
4.55385E-06
1.90798E-05
7.62264E-05
1.57159E-07
7.18932E-06
3.60148E-05
1.04408E-06
0.000477954
2.20713E-05

8.8915E-05
1.02405E-07



ABCB6
BHLHE41
VGLL3
ACTR2
TRIO
ADPGK
ZNF277
COL4A2
RAI14
POLK
VPS45
LMAN1
SOLE
PTAR1
PLRG1
GPR153
PTCD3
TTC17
NUPR1
OXAlLL
ATPIF1
DDR1
TMEM183A
TMEM183B
1SG20
BAZ1A
ADA
RUNX2
PCSK6
PLPPS
SMARCE1

SEC63
C1GALT1

RPS6KA3
SPTLC2
DUSP16

MCL1
BTG3
OSBPL2
PARP6
AK4
AK4P1
RHOA
ODF2L

STARD13

SNORA6
RPSA
NLRC5
TPTE2P1

DNMT3B
RAB11FIP1
SELM
HIVEP1
FAM111B
LRRD1
CYP51A1
RAP1B
RAP1BL
MOV10
SS18
ITGB2
ACADVL
EGFR
ZNF544
MCM4
C150rf52
CTSS
SASH1
KCTD3
POLR2C
SUCLA2
MATR3
HERC1

PPP4R2
ENPP5
MORC3
CFD
BCAR3
EIF4A1
SNORD10
IL6ST
SRSF10
MYZAP
GCOM1
FKBP14
FLOT1
SNRPG
HNRNPU
EZH2
IL1A
COMMD3-BMI1
BMI1
PVR
SLC22A4

ATP bindina cassette subfamilv B member 6 (Lanaereis blood aroup) 1.5011554

basic helix-loop-helix family member e41 1.501082566
vestiaial like familvy member 3 1500992394

ARP?2 actin-related protein 2 homoloa (veast) 1.50008058
trio Rho auanine nucleotide exchanae factor -1.500153366
ADP-dependent alucokinase -1.500829406
zinc finaer protein 277 -1.501918644
collagen. tvoe 1V, alpha 2 -1.502116456
retinoic acid induced 14 -1.502206695
polvmerase (DNA directed) kanpa -1.502237933
vacuolar protein sortina 45 homoloa (S. cerevisiae) -1.503092019
lectin, mannose-bindina. 1 -1.503182316
saualene epoxidase -1.503522718
protein prenvitransferase alpha subunit repeat containina 1 -1.503713793
pleiotropic requlator 1 -1.503901418
G protein-coupled receptor 153 -1.503908367
pentatricopentide repeat domain 3 -1.504012614
tetratricopenptide repeat domain 17 -1.504523527
nuclear protein 1, transcriptional reaulator -1.504527003
oxidase (cvtochrome c) assembly 1-like -1.504554813
ATPase inhibitory factor 1 -1.504735589
discoidin domain receptor tvrosine kinase 1 -1.505545873
transmembrane protein 183A -1.505556309
transmembrane protein 1838 -1.505556309
interferon stimulated exonuclease aene 20kDa -1.505973795
bromodomain adiacent to zinc finger domain 1A -1.506527144
adenosine deaminase -1.506551509
runt-related transcription factor 2 -1.507390634
proprotein convertase subtilisin/kexin tvoe 6 -1.507571751
phospholipid phosphatase 5 -1.507665801

SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily -1.508693768
& memher 1

SEC63 homoloa. protein translocation reaulator -1.508930823

core 1 synthase, glycoprotein-N-acetylgalactosamine 3-beta-galactosyltransferase 1 -1.508979633

ribosomal protein S6 kinase. 90kDa. polvpentide 3 -1.509865459
serine palmitovitransferase. lona chain base subunit 2 -1.510130611

dual specificity phosphatase 16 -1.510231799

mveloid cell leukemia 1 -1.510350443

BTG family member 3 -1.510420237

oxvsterol bindina protein like 2 -1.510580777
polv(ADP-ribose) polvmerase familv member 6 -1.510601719
adenvlate kinase 4 -1.510919363

adenvlate kinase 4 pseudoaene 1 -1.510919363

ras homoloa familv member A -1.510919363

outer dense fiber of sperm tails 2-like -1.511956535

StAR related lipid transfer domain containina 13 -1.511984483

small nucleolar RNA. H/ACA box 6 -1.512959463

ribosomal protein SA -1.512959463

NLR familv. CARD domain containina 5 -1.512997916
transmembrane phosphoinositide 3-phosphatase and tensin homolog 2 pseudogene 1~ -1.513123768
DNA (cvtosine-5-)-methvltransferase 3 beta -1.513207676

RABL11 family interactina protein 1 (class 1) -1.513511881
selenoprotein M -1.513518875

human immunodeficiency virus tvpe | enhancer bindina protein 1 -1.513963055
familv with sequence similarity 111 member B -1.514347884
leucine-rich repeats and death domain containing 1 -1.514449355
cvtochrome P450, family 51, subfamily A, polypeptide 1 -1.514449355
RAP1B, member of RAS oncoaene family -1.514764308

RAP1B, member of RAS oncoaene family pseudogene -1.514764308
Mov10 RISC complex RNA helicase -1.515478446

svnovial sarcoma translocation, chromosome 18 -1.515527468
intearin, beta 2 (complement component 3 receptor 3 and 4 subunit) -1.51668344
acyl-CoA dehvdrogenase. very lona chain -1.516711475

epidermal arowth factor recentor -1.517065455

zinc finger protein 544 -1.517097002

minichromosome maintenance complex component 4 -1.517258252
chromosome 15 open readina frame 52 -1.517486133

cathepsin S -1.517493146

SAM and SH3 domain containina 1 -1.517664957

potassium channel tetramerization domain containina 3 -1.517808732
polvmerase (RNA) I (DNA directed) polypeptide C. 33kDa -1.518282235
succinate-CoA liaase, ADP-formina. beta subunit -1.518840106
matrin 3 -1.518840106

HECT and RLD domain containing E3 ubiquitin protein ligase family member 1 -1.518889237
protein phosphatase 4 requlatorv subunit 2 -1.519085775
ectonucleotide pvronhosphatase/phosphodiesterase 5 (putative) -1.519155973
MORC familv CW-tvpe zinc finaer 3 -1.519675541

complement factor D (adipsin) -1.519991582

breast cancer anti-estroaen resistance 3 -1.520290125

eukarvotic translation initiation factor 4A1 -1.520725751

small nucleolar RNA. C/D box 10 -1.520725751

interleukin 6 sianal transducer -1.52130561
serine/arainine-rich splicina factor 10 -1.521344275

mvocardial zonula adherens protein -1.521527068

GRINL1A complex locus 1 -1.521527068

FK506 bindina protein 14 -1.521678241

flotillin 1 -1.521723948

small nuclear ribonucleoprotein polvoentide G -1.521906787
heteroaeneous nuclear ribonucleoprotein U (scaffold attachment factor A) -1.522145918
enhancer of zeste 2 polvcomb repressive complex 2 subunit -1.522297152
interleukin 1 alpha -1.522402673

COMMD3-BMI1 readthrouah -1.522736872

BMI1 proto-oncoaene. polvcomb rina finaer -1.522736872
poliovirus receptor -1.523057068

solute carrier familv 22 (oraanic cation/zwitterion transporter). member 4 -1.523109854

1.5011554
1.501082566
1.500992394

1.50008058
1.500153366
1.500829406
1.501918644
1.502116456
1.502206695
1.502237933
1.503092019
1.503182316
1.503522718
1.503713793
1.503901418
1.503908367
1.504012614
1.504523527
1.504527003
1.504554813
1.504735589
1.505545873
1.505556309
1.505556309
1.505973795
1.506527144
1.506551509
1.507390634
1.507571751
1.507665801
1.508693768

1.508930823
1.508979633

1.509865459
1.510130611
1.510231799
1.510350443
1.510420237
1.510580777
1.510601719
1.510919363
1.510919363
1.510919363
1.511956535
1.511984483
1.512959463
1.512959463
1.512997916
1.513123768

1.513207676
1.513511881
1.513518875
1.513963055
1.514347884
1.514449355
1.514449355
1.514764308
1.514764308
1.515478446
1.515527468
1.51668344

1.516711475
1.517065455
1.517097002
1.517258252
1.517486133
1.517493146
1.517664957
1.517808732
1.518282235
1.518840106
1.518840106
1.518889237

1.519085775
1.519155973
1.519675541
1.519991582
1.520290125
1.520725751
1.520725751
1.52130561

1.521344275
1.521527068
1.521527068
1.521678241
1.521723948
1.521906787
1.522145918
1.522297152
1.522402673
1.522736872
1.522736872
1.523057068
1.523109854

2.98123E-09
4.54063E-09
0.000139991
5.71768E-09
2.1153E-11
7.47671E-07
7.99111E-05
7.63926E-08
1.92631E-07
4.81615E-06
1.10972E-05
5.18249E-08
4.68101E-09
1.02173E-05
9.46702E-07
6.18419E-07
1.8262E-08
2.6942E-09
3.31314E-08
2.76639E-08
1.17491E-05
2.24981E-09
6.04169E-05
6.04169E-05
1.2234E-07
5.28922E-08
4.2135E-06
1.54543E-08
4.70027E-05
2.17205E-05
2.22287E-05

7.12135E-05
2.37692E-09

3.07123E-06
1.50742E-09
8.21682E-08
2.15187E-05
7.29731E-11
2.79229E-05

7.0475E-08
2.91582E-08
2.91582E-08
3.73266E-09
3.91435E-06
8.22808E-08

1.4099E-05

1.4099E-05
2.41051E-08
2.91866E-05

3.52307E-05
1.69106E-05
2.18723E-07
0.000107103
2.89269E-05
1.42791E-07
1.42791E-07
0.000162657
0.000162657
1.59197E-10
4.98725E-07
3.20882E-06
2.16462E-08
1.16791E-09
4.02965E-07
0.000447266
4.65417E-10

6.5381E-07
1.34155E-06
2.05676E-06
3.17137E-07
3.60801E-07
7.04503E-10
1.76956E-05

1.46987E-05
0.000137227
1.79607E-05
7.46743E-07
7.19023E-09
7.02768E-07
7.02768E-07
9.71804E-06
1.91749E-10
5.73106E-06
5.73106E-06
2.29964E-07
1.20841E-08
0.000563918
2.40537E-07
6.07849E-11
8.44902E-06
6.05546E-05
6.05546E-05
4.78309E-08
1.03353E-06

1.02405E-07
1.43966E-07
0.000743668
1.72647E-07
2.0567E-09
9.28303E-06
0.000462741
1.40892E-06
3.0233E-06
4.33426E-05
8.70841E-05
1.02564E-06
1.47465E-07
8.12011E-05
1.1212E-05
7.96002E-06
4.39317E-07
9.4499E-08
7.11998E-07
6.18174E-07
9.12881E-05
8.11583E-08
0.000364748
0.000364748
2.0923E-06
1.04308E-06
3.87552E-05
3.8207E-07
0.000294021
0.000152779
0.000155883

0.000420305
8.49634E-08

2.98492E-05
5.86311E-08
1.49301E-06
0.000151494
5.42931E-09
0.000188572
1.31961E-06
6.43745E-07
6.43745E-07
1.22706E-07
3.63783E-05
1.49368E-06
0.000106738
0.000106738
5.50548E-07
0.000195894

0.000230744
0.000123986
3.36426E-06
0.000592427
0.000194317
2.35987E-06
2.35987E-06
0.000846892
0.000846892
1.00446E-08
6.6256E-06
3.08884E-05
5.03918E-07
4.81933E-08
5.54858E-06
0.001993126
2.32318E-08
8.32014E-06
1.49508E-05
2.14318E-05
4.55385E-06
5.0611E-06
3.22937E-08
0.000128778

0.000110406
0.000731356
0.000130311
9.27444E-06
2.09497E-07
8.81466E-06
8.81466E-06
7.78474E-05
1.17067E-08
5.0187E-05

5.0187E-05

3.50968E-06
3.18172E-07
0.002424268
3.63293E-06
4.70054E-09
6.96122E-05
0.000365524
0.000365524
9.66559E-07
1.20801E-05



S1PR1
PPIA
FYTTD1
PIGT
PADI1
DDX23
PGS1
METAP1
HSPA13
MCM7
IKBKE
TGFBI
CDK1
C4orf19
COL16A1
IFITM3
SIN3A
EFHD1
SNX3
LETM2
KLHDC10
MXD1
PSD3
RAB29
MFGE8
LOC102724985
PDXDC1
PKN2
IL4R
LMNB1
NUCKS1
NELFCD
NFAT5
MIR22HG
AK3
PISD
HPSE
ELF1
INPP1
GSDMB
TMEM140
HMGN2
USP42
GANAB
DEK
SLFN5
ZNF146
LYPD6
TPST2
MBD4
PLSCR1
ATP5A1

RBM48
RHEB
PADI3

MIPOL1
MAP4K3
PSTPIP2

NUFIP2

CDKN1C
GPCPD1
HSPBAP1
RDM1
GIT2
SLPI
PRKAR1A
TMEM9
ASS1
HIP1
RTP4
LIPA
TRIM37
AZIN1
GALNT10
RDH11
TMEM67
OLAL
EML2
HSPA4
HIBADH

SCAF8

TIAM2

RHPN2

UTP6
MARCH9
LACTB2
OPTN
PRDM1
PLK4
IVNS1ABP
CLTC
TRAM1
PIK3C2A
SLC2A6
SLC3A2
ELOVL7
FKBP10

sphinaosine-1-phosphate receptor 1
peptidviprolvl isomerase A (cvclophilin A)
forty-two-three domain containina 1
phosphatidylinositol alvcan anchor biosvnthesis class T
peptidvl arainine deiminase. tvoe |
DEAD (Asp-Glu-Ala-Asp) box polvpentide 23
phosphatidvlalvcerophosphate svnthase 1
methionvl aminopentidase 1
heat shock protein family A (Hsp70) member 13
minichromosome maintenance complex component 7
inhibitor of kappa liaht polvpentide aene enhancer in B-cells. kinase epsilon
transformina arowth factor beta induced
cvclin-dependent kinase 1
chromosome 4 open readina frame 19
collacen. tvpe XVI. alpha 1
interferon induced transmembrane protein 3
SIN3 transcription requlator family member A
EF-hand domain family member D1
sortina nexin 3
leucine zipper-EF-hand containina transmembrane protein 2
kelch domain containina 10
MAX dimerization protein 1
pleckstrin and Sec7 domain containina 3
RAB29. member RAS oncoadene familv
milk fat alobule-EGF factor 8 protein
pvridoxal-dependent decarboxvlase domain-containina protein 1
pvridoxal-dependent decarboxvlase domain containina 1
protein kinase N2
interleukin 4 recentor
lamin B1
nuclear casein kinase and cvclin-dependent kinase substrate 1
neaative elonaation factor complex member C/D
nuclear factor of activated T-cells 5. tonicity-responsive
MIR22 host aene
adenvlate kinase 3
phosphatidviserine decarboxvlase
heparanase
E74-like factor 1 (ets domain transcription factor)
inositol polvphosphate-1-phosphatase
aasdermin B
transmembrane protein 140
hiah mobility aroun nucleosomal bindina domain 2
ubiauitin specific peptidase 42
alucosidase. alpha: neutral AB
DEK proto-oncoaene
schlafen familv member 5
zinc finaer protein 146
LY6/PLAUR domain containina 6
tvrosvlorotein sulfotransferase 2
methvI-CpG bindina domain 4 DNA alvcosvlase
phospholipid scramblase 1
ATP synthase, H+ transporting, mitochondrial F1 complex, alpha subunit 1, cardiac
miiscle
RNA bindina motif protein 48
Ras homoloa enriched in brain
peptidyl arainine deiminase. tvpe 111
mirror-image polvdactvly 1
mitoaen-activated protein kinase kinase kinase kinase 3
proline-serine-threonine phosphatase interactina protein 2
nuclear fraaile X mental retardation protein interactina protein 2
cyclin-dependent kinase inhibitor 1C (p57, Kip2)
alvcerophosphocholine phosphodiesterase 1
HSPB (heat shock 27kDa) associated protein 1
RADS52 motif containina 1
G protein-coupled receptor kinase interactina ArfGAP 2
secretory leukocvte peptidase inhibitor
protein kinase, cAMP-dependent. requlatory subunit tvpe | alpha
transmembrane protein 9
araininosuccinate synthase 1
huntinatin interactina protein 1
receptor (chemosensory) transporter protein 4
linase A. lysosomal acid. cholesterol esterase
tripartite motif containina 37
antizyme inhibitor 1
polvpentide N-acetvlaalactosaminvitransferase 10
retinol dehvdrogenase 11 (all-trans/9-cis/11-cis)
transmembrane protein 67
Oba-like ATPase 1
echinoderm microtubule associated protein like 2
heat shock protein family A (Hsp70) member 4
3-hvdroxvisobutyrate dehvdroaenase
SR-related CTD-associated factor 8
T-cell lymphoma invasion and metastasis 2
rhophilin, Rho GTPase bindina protein 2
UTP6 small subunit processome component
membrane associated rina-CH-type finaer 9
lactamase beta 2
optineurin
PR domain containina 1. with ZNF domain
polo-like kinase 4
influenza virus NS1A bindina protein
clathrin, heavv chain (Hc)
translocation associated membrane protein 1
phosphatidvlinositol-4-phosphate 3-kinase catalvtic subunit tvpe 2 alpha
solute carrier familv 2 (facilitated alucose transporter), member 6
solute carrier familv 3 (amino acid transporter heavy chain). member 2
ELOVL fatty acid elonaase 7
FK506 bindina protein 10
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1.551026497
1.55163942
1.551675271
1.552058927
1.552449852
1.552661495

down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down

down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down

4.50677E-05
1.93779E-06
9.70914E-07
2.31056E-09
3.04698E-05
0.000276487
8.70969E-05
6.026E-06
1.28523E-05
4.21992E-08
0.00013976
1.6474E-13
3.64124E-05
4.19181E-08
9.39261E-06
3.97868E-12
4.84586E-06
1.1211E-08
6.36325E-08
1.76779E-05
3.75225E-06
3.53427E-09
0.000188443
3.12941E-05
1.93845E-05
4.08678E-06
4.08678E-06
4.26709E-06
1.01818E-06
1.50205E-05
2.43606E-10
1.21887E-08
1.71121E-11
2.99449E-09
5.48518E-09
1.36309E-06
2.08077E-07
8.6492E-05
1.86227E-10
6.8864E-09
4.41973E-07
3.16075E-06
2.7051E-06
8.22853E-10
6.61478E-08
1.14225E-06
4.69401E-07
2.36472E-05
3.28006E-08
7.96759E-07
1.22648E-08
1.13069E-09

0.000126588
1.6404E-10
1.89199E-09
9.69697E-06
2.62577E-05
3.04779E-07
3.66582E-09
9.57733E-05
3.08779E-06
3.64165E-06
6.51686E-05
0.00014322
5.121E-13
9.0233E-06
1.05923E-09
3.01191E-11
2.06722E-05
3.71099E-10
3.65227E-07
0.000292891
1.08685E-12
4.48429E-06
1.05485E-09
0.000792226
5.4912E-06
2.73E-06
4.21221E-05
2.6633E-09
2.20154E-07
2.20154E-07
4.76394E-06
2.91943E-06
1.36818E-08
8.64448E-10
2.69164E-08
1.28588E-05
8.81989E-05
7.41488E-12
1.7401E-10
1.36157E-11
1.02454E-06
4.96724E-08
8.32487E-10
1.51313E-08
3.84562E-08

0.000284088
2.04251E-05
1.1447E-05
8.31209E-08
0.000203083
0.00132684
0.000496447
5.23845E-05
9.84385E-05
8.72901E-07
0.000742639
5.13623E-11
0.000237178
8.6806E-07
7.58593E-05
5.85388E-10
4.35617E-05
3.00538E-07
1.21237E-06
0.000128699
3.51128E-05
1.18061E-07
0.000957545
0.000207872
0.000138859
3.77931E-05
3.77931E-05
3.91655E-05
1.19362E-05
0.000112436
1.41775E-08
3.19227E-07
1.74932E-09
1.02649E-07
1.66394E-07
1.51608E-05
3.22577E-06
0.000494075
1.14308E-08
2.02489E-07
5.99532E-06
3.05529E-05
2.69167E-05
3.64771E-08
1.25051E-06
1.31205E-05
6.29564E-06
0.000164272
7.06823E-07
9.74985E-06
3.2078E-07
4.69458E-08

0.000683183
1.02777E-08
7.0584E-08
7.77262E-05
0.000179486
4.4148E-06
1.21117€-07
0.000537864
2.99804E-05
3.42902E-05
0.000388956
0.000758257
1.23419E-10
7.32077E-05
4.44634E-08
2.68908E-09
0.00014664
1.95681E-08
5.11501E-06
0.00139449
2.18954E-10
4.07969E-05
4.44336E-08
0.003248962
4.83995E-05
2.71163E-05
0.000268487
9.35848E-08
3.38363E-06
3.38363E-06
4.29333E-05
2.86288E-05
3.49082E-07
3.78162E-08
6.03739E-07
9.84385E-05
0.000501683
9.27663E-10
1.07991E-08
1.46542E-09
1.19964E-05
9.94055E-07
3.68099E-08
3.76452E-07
8.07005E-07



ACTN4
MUC15
AAGAB
ABHD4
GOLGABA
NXF3
GOLGA8B
ARHGAP29
SLC38A2
MAP3K13
GPRC5B
SRP9
LIMK2
MARCKSL1
HIST1H2BC
FAM111A
LAMA3
SVIL
CERS2
ZNF211
TMSB4X
OTUD1
ZNHIT6
IGFBP7
SERTAD4
SRGAP2
EIF2AK1
HIST1H3D
TNFAIP8
TIMM23
TIMM23B
RAD1
HBP1
CREBZF
STX16
CERCAM
LGALS3BP
CCDCo4
RSRP1
CLMN
PIBF1
THSD4
RHBDF1
ZEB1-AS1
ZEB1-AS1
CNPY3
SDHAP1
SDHAP2
SDHA
SAMHD1
ETHE1
FBXO11
PTTG1IP
GAD1
DKFZp686K168
RCN1
MAP3K7
10CK
ZNF331
TRAPPC13
CAPZA2
B4GALNT4
PTK7
EEF1Al
HSPA9
STC1
USP37
CDH5
SP100
TNIP1
MYD88
IRAK2
B4GAT1
CASP1
BAG5
ARHGAP12
DNAJC6
AP5M1
SLC25A29
MAEA
ABAT
PTK2
PAM
SEC23A
KMT2C
PDZK1P1
PDZK1
ZNF655
FRMD3
AP3M1
RICTOR
CCL5
SPTSSA
PTGS2

SETD3
ADIPOR1
ZRANB2

actinin, aloha 4
mucin 15, cell surface associated
alpha- and camma-adantin bindina protein
abhvdrolase domain containina 4
aolain A8 familv member A
nuclear RNA export factor 3
qolain A8 family member B
Rho GTPase activatina protein 29
solute carrier familv 38, member 2
mitoaen-activated protein kinase kinase kinase 13
G protein-coupled receptor, class C. aroup 5. member B
sianal recoanition particle 9kDa
LIM domain kinase 2
MARCKS-like 1
histone cluster 1. H2bc
familv with seauence similarity 111 member A
laminin subunit aloha 3
supervillin
ceramide svnthase 2
zinc finaer protein 211
thymosin beta 4. X-linked
OTU deubiauitinase 1
zinc finaer. HIT-tvpe containina 6
insulin like arowth factor bindina protein 7
SERTA domain containina 4
SLIT-ROBO Rho GTPase activatina protein 2
eukarvotic translation initiation factor 2 alpha kinase 1
histone cluster 1, H3d
TNF alpha induced protein 8
translocase of inner mitochondrial membrane 23 homoloa (veast)
translocase of inner mitochondrial membrane 23 homoloa B (veast)
RAD1 checkpoint DNA exonuclease
HMG-box transcription factor 1
CREB/ATF bZIP transcrintion factor
svntaxin 16
cerebral endothelial cell adhesion molecule
lectin, aalactoside-bindina. soluble. 3 bindina protein
coiled-coil domain containina 64
arainine/serine-rich protein 1
calmin (calponin-like, transmembrane)
proaesterone immunomodulatory bindina factor 1
thrombospondin tvoe 1 domain containina 4
rhomboid 5 homoloa 1 (Drosophila)
ZEBI1 antisense RNA 1
ZEBI1 antisense RNA 1
canonv FGF sianalina requlator 3
succinate dehvdroaenase complex subunit A. flavoprotein pseudoaene 1
succinate dehvdroaenase complex subunit A, flavoprotein pseudoaene 2
succinate dehvdroaenase complex subunit A, flavoprotein (Fp)
SAM domain and HD domain 1
ethvimalonic encephalopathy 1
F-box protein 11
pituitarv tumor-transformina 1 interactina protein
alutamate decarboxvlase 1
uncharacterized LOC440034
reticulocalbin 1
mitoaen-activated protein kinase kinase kinase 7
10 motif containina K
zinc finaer protein 331
traffickina protein particle complex 13
cappina protein (actin filament) muscle Z-line. aloha 2
beta-1.4-N-acetvl-aalactosaminvl transferase 4
protein tvrosine kinase 7 (inactive)
eukarvotic translation elonaation factor 1 alpha 1
heat shock protein familv A (Hsp70) member 9
stanniocalcin 1
ubiauitin specific peptidase 37
cadherin 5. tvpe 2 (vascular endothelium)
SP100 nuclear antiaen
TNFAIP3 interactina protein 1
mveloid differentiation primarv response 88
interleukin 1 receptor associated kinase 2
beta-1.4-alucuronvitransferase 1
caspase 1
BCL2 associated athanoaene 5
Rho GTPase activatina protein 12
DnaJ heat shock protein family (Hsp40) member C6
adantor-related protein complex 5. mu 1 subunit
solute carrier familv 25 (mitochondrial carnitine/acvicarnitine carrier). member 29
macrophaae ervthroblast attacher
4-aminobutvrate aminotransferase
protein tvrosine kinase 2
peptidvlalvcine aloha-amidatina monooxvaenase
Sec23 homoloa A. COPII coat complex component
Ivsine (K)-specific methvitransferase 2C
PDZ domain containina 1 pseudoaene 1
PDZ domain containina 1
zinc finaer protein 655
FERM domain containina 3
adantor-related protein complex 3. mu 1 subunit
RPTOR independent companion of MTOR. complex 2
chemokine (C-C motif) liaand 5
serine palmitovltransferase small subunit A
prostaglandin-endoperoxide synthase 2 (prostaglandin G/H synthase and
cvelnnxvoenase)
SET domain containina 3
adiponectin receptor 1
zinc finaer, RAN-bindina domain containina 2

-1.552736832
-1.552855227
-1.553282241
-1.553896054
-1.553992995
-1.553992995
-1.553992995
-1.554380815
-1.554686113
-1.554833395
-1.555526889
-1.556033729
-1.556073277
-1.556472406
-1.557109066
-1.557224196
-1.55723499
-1.55753725
-1.557720793
-1.557763983
-1.558213947
-1.558260751
-1.558613625
-1.559330421
-1.559647501
-1.559950229
-1.56025662
-1.560595523
-1.560664034
-1.560689275
-1.560689275
-1.560772215
-1.561031879
-1.56111123
-1.561760612
-1.562117888
-1.562821852
-1.563627287
-1.563746512
-1.563750125
-1.564223504
-1.56467895
-1.564711487
-1.565199622
-1.565199622
-1.565203238
-1.565441938
-1.565441938
-1.565441938
-1.56668304
-1.566950928
-1.566958169
-1.56703058
-1.567910635
-1.568243953
-1.568243953
-1.568265694
-1.568570094
-1.568812932
-1.568896303
-1.570404995
-1.570477565
-1.570931202
-1.571958721
-1.572064052
-1.572325595
-1.572485448
-1.572641684
-1.572863348
-1.573059601
-1.573299499
-1.573866676
-1.574270368
-1.574324929
-1.575078064
-1.575285512
-1.575358308
-1.575442026
-1.575809714
-1.575911662
-1.576144712
-1.576640056
-1.576650985
-1.576680128
-1.5771392
-1.577973889
-1.577973889
-1.578747008
-1.579286957
-1.57968839
-1.579827091
-1.580137386
-1.580487911
-1.580549991

-1.580747203
-1.58167516
-1.5682621944

1.552736832
1.552855227
1.5563282241
1.553896054
1.553992995
1.553992995
1.553992995
1.554380815
1.554686113
1.554833395
1.555526889
1.556033729
1.556073277
1.556472406
1.557109066
1.557224196
1.55723499
1.55753725
1.557720793
1.557763983
1.558213947
1.558260751
1.558613625
1.559330421
1.559647501
1.559950229
1.56025662
1.560595523
1.560664034
1.560689275
1.560689275
1.560772215
1.561031879
1.56111123
1.561760612
1.562117888
1.562821852
1.563627287
1.563746512
1.563750125
1.564223504
1.56467895
1.564711487
1.565199622
1.565199622
1.565203238
1.565441938
1.565441938
1.565441938
1.56668304
1.566950928
1.566958169
1.56703058
1.567910635
1.568243953
1.568243953
1.568265694
1.568570094
1.568812932
1.568896303
1.570404995
1.570477565
1.570931202
1.571958721
1.572064052
1.572325595
1.572485448
1.572641684
1.572863348
1.573059601
1.573299499
1.573866676
1.574270368
1.574324929
1.575078064
1.575285512
1.575358308
1.575442026
1.575809714
1.575911662
1.576144712
1.576640056
1.576650985
1.576680128
1.5771392
1.577973889
1.577973889
1.578747008
1.579286957
1.57968839
1.579827091
1.580137386
1.580487911
1.580549991

1.580747203
1.58167516
1.582621944
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down
down
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down
down
down
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down
down
down
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down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down

down
down
down

3.60691E-06
6.51618E-09
5.34385E-06
3.50855E-07
8.62579E-06
8.62579E-06
8.62579E-06
1.03997E-06
7.53899E-14
4.95411E-05
0.000211839
1.48667E-09
5.19277E-06
2.11051E-11
7.61929E-07
3.90429E-06
7.74258E-11
4.89037E-06
3.19383E-09
1.36313E-05
2.1927E-11
5.51527E-13
0.000154863
5.33446E-08
6.23698E-08
1.63938E-05
1.38004E-10
3.66967E-07
3.07757E-05
9.47582E-09
9.47582E-09
0.000115457
4.80886E-06
5.98322E-10
4.27444E-07
1.10554E-06
1.17299E-12
1.0773E-07
4.84853E-05
4.49389E-08
1.25536E-05
4.37225E-07
0.001156974
2.23174E-05
2.23174E-05
2.78441E-07
2.71407E-12
2.71407E-12
2.71407E-12
4.25982E-08
1.52788E-09
2.6998E-05
3.24724E-08
1.03907E-05
3.90238E-09
3.90238E-09
2.11021E-06
4.58113E-06
1.48843E-08
2.20468E-06
1.33587E-09
2.06962E-07
1.13646E-07
6.75095E-07
5.22445E-11
0.000382038
1.99529E-05
3.98001E-10
2.48039E-11
8.53411E-07
7.56052E-06
2.84911E-05
7.40644E-07
8.73725E-06
6.35436E-09
9.20157E-07
8.72051E-06
5.76032E-08
1.11643E-06
4.88052E-06
9.30676E-08
3.77151E-07
6.13477E-06
7.39494E-08
1.89665E-06
5.24583E-09
5.24583E-09
3.28937E-07
0.00012915
7.55164E-05
2.99181E-06
1.08603E-07
3.47507E-08
3.27334E-06

4.10274E-07
3.02643E-09
2.65989E-07

3.40201E-05
1.93486E-07
4.7313E-05
4.94191E-06
7.07719E-05
7.07719E-05
7.07719E-05
1.21445E-05
2.82059E-11
0.000307535
0.001058091
5.82276E-08
4.61835E-05
2.0567E-09
9.40654E-06
3.63021E-05
5.70656E-09
4.38715E-05
1.08161E-07
0.000103677
2.10137E-09
1.3131E-10
0.00081191
1.04937E-06
1.19286E-06
0.000120987
8.97574E-09
5.13387E-06
0.000204823
2.62429E-07
2.62429E-07
0.000631001
4.32985E-05
2.8387E-08
5.83653E-06
1.2766E-05
2.30283E-10
1.8726E-06
0.000301854
9.16129E-07
9.66779E-05
5.94324E-06
0.004504071
0.000156417
0.000156417
4.09521E-06
4.41574E-10
4.41574E-10
4.41574E-10
8.789E-07
5.91927E-08
0.000183684
7.01676E-07
8.23295E-05
1.27115E-07
1.27115E-07
2.19247E-05
4.15432E-05
3.71247E-07
2.26962E-05
5.35492E-08
3.21101E-06
1.95467E-06
8.53022E-06
4.20568E-09
0.001745579
0.000142178
2.05995E-08
2.30354E-09
1.0325E-05
6.35039E-05
0.000191848
9.2191E-06
7.14178E-05
1.90118E-07
1.09405E-05
7.13255E-05
1.1173E-06
1.28691E-05
4.38032E-05
1.66185E-06
5.25124E-06
5.32123E-05
1.37484E-06
2.0056E-05
1.60747E-07
1.60747E-07
4.68278E-06
0.000694717
0.000441719
2.92146E-05
1.88495E-06
7.41926E-07
3.1397E-05

5.63342E-06
1.03563E-07
3.94455E-06



HPS3
SRPX2
RAP1GAP2
CYR61
KLHLS
XPR1
SPNS2
WDR45B
WNT5A
GUsB
SNORA21
RPL23
AFAP1L2
GNG4
FANCL
HDAC7
FOX03
FOXO03B
PPP1CB
EXOSC10
CCNG1
HIST2H4A
HIST2H4B
GRHL1
CLK1
JADE1
TAP2
BAGE2
RAPGEF3
PRC1
UXxs1
SNRPB
SKIL
ITGA2
MCM3
TMEM30A
SLC1A3
NPTN
PSMB9
ABHD3
PRDM8
DPYD
SRSF3
APOD
UBA3
PSEN1
DDX5
PMS1
KCTD20
SOD2
LOC100129518
RBMX
RARRES3
RGL2
RAPH1
BCL6
TOP2A
ANOG6
ZNF189
HSPB8
WAPL
APMAP
FAM49B
NDFIP2
STIP1
CDC23
NSUN7
ARRDC3
ANXA8
LOC102725207
IL7R
TPD52L2
SSBP2
CXADR
GNE
PEX1
EIF2AK3
SLC31A2
SLBP
HERPUD1

RPL37A
METTL3
MARCH7

PDCD1LG2
RNF157
PJA2
TPM1
IGF2R
CENPJ
TMEM132A
EHD4
RALY
COL5A1
APOBEC3A
APOBEC3B
APOBEC3A B
LACTB

Hermanskv-Pudlak syndrome 3
sushi-repeat containina protein. X-linked 2
RAP1 GTPase activatina protein 2
cvsteine-rich, anaiogenic inducer, 61
kelch like family member 5
xenotropic and polvtropic retrovirus receptor 1
spinster homoloa 2 (Drosophila)
WD repeat domain 45B
winaless-tvne MMTV intearation site familv member 5A
alucuronidase. beta
small nucleolar RNA. H/ACA box 21
ribosomal protein L23
actin filament associated protein 1 like 2
quanine nucleotide bindina protein (G protein). aamma 4
Fanconi anemia complementation aroup L
histone deacetvlase 7
forkhead box O3
forkhead box O3B pseudodene
protein phosphatase 1. catalvtic subunit. beta isozvme
exosome component 10
cvclin G1
histone cluster 2, H4a
histone cluster 2, H4b
arainvhead-like transcription factor 1
CDC like kinase 1
iade familv PHD finger 1
transporter 2. ATP-bindina cassette. sub-familv B (MDR/TAP)
B melanoma antiaen family member 2
Rap quanine nucleotide exchanae factor 3
protein requlator of cvtokinesis 1
UDP-alucuronate decarboxvlase 1
small nuclear ribonucleoprotein polvoentides B and B1
SKiI-like proto-oncoaene
intearin, alpha 2 (CD49B. alpha 2 subunit of VLA-2 receptor)
minichromosome maintenance complex component 3
transmembrane protein 30A
solute carrier familv 1 (alial hiah affinitv alutamate transporter), member 3
neuroplastin
proteasome subunit beta 9
abhvdrolase domain containina 3
PR domain containina 8
dihvdropvrimidine dehvdroaenase
serine/arainine-rich splicina factor 3
apolinoprotein D
ubiauitin-like modifier activatina enzvme 3
presenilin 1
DEAD (Asp-Glu-Ala-Asp) box helicase 5
PMS1 homoloa 1. mismatch repair svstem component
potassium channel tetramerization domain containina 20
superoxide dismutase 2. mitochondrial
uncharacterized LOC100129518
RNA bindina motif protein. X-linked
retinoic acid receptor responder (tazarotene induced) 3
ral quanine nucleotide dissociation stimulator-like 2
Ras association (RalGDS/AF-6) and pleckstrin homoloav domains 1
B-cell CLL/lvmphoma 6
tonoisomerase (DNA) |1 aloha
anoctamin 6
zinc finaer protein 189
heat shock protein family B (small) member 8
WAPL cohesin release factor
adipocvte plasma membrane associated protein
familv with seauence similaritv 49 member B
Nedd4 family interactina protein 2
stress induced phosphoprotein 1
cell division cvcle 23
NOP2/Sun RNA methvltransferase familv member 7
arrestin domain containina 3
annexin A8
annexin A8-like
interleukin 7 recentor
tumor protein D52-like 2
sinale-stranded DNA bindina protein 2
coxsackie virus and adenovirus receptor
alucosamine (UDP-N-acetvl)-2-epimerase/N-acetvimannosamine kinase
peroxisomal bioaenesis factor 1
eukarvotic translation initiation factor 2-aloha kinase 3
solute carrier familv 31 (copper transporter). member 2
stem-loop bindina protein
homocysteine-inducible, endoplasmic reticulum stress-inducible, ubiquitin-like domain
membher 1
ribosomal protein L37a
methyltransferase like 3
membrane associated rina-CH-type finaer 7
proarammed cell death 1 liaand 2
rina finaer protein 157
praia rina finaer 2, E3 ubiauitin protein liaase
tropomvosin 1 (alpha)
insulin like arowth factor 2 receptor
centromere protein J
transmembrane protein 132A
EH domain containina 4
RALY heteroaeneous nuclear ribonucleoprotein
collagen, type V., alpha 1
apolipoprotein B mRNA editina enzvme, catalvtic polvpeptide-like 3A
anolipoprotein B mRNA editina enzvme, catalvtic polvpentide-like 3B
APOBEC3A and APOBEC3B deletion hybrid
lactamase beta

-1.582753589
-1.582888901
-1.582991307
-1.583060801
-1.583090063
-1.583755907
-1.584154816
-1.584389084
-1.584531858
-1.584649016
-1.585223947
-1.585223947
-1.585359471
-1.585795423
-1.585982296
-1.586477067
-1.587676151
-1.587676151
-1.588997293
-1.589941113
-1.590521639
-1.590617189
-1.590617189
-1.590878143
-1.590881819
-1.591006798
-1.591918709
-1.591937099
-1.592518354
-1.592985719
-1.593640997
-1.593707276
-1.594215507
-1.594701792
-1.594889715
-1.595037121
-1.595059233
-1.59535409

-1.596002967
-1.596187355
-1.596497175
-1.596530374
-1.596659486
-1.596855018
-1.597331037
-1.597393779
-1.597404851
-1.597689067
-1.598741475
-1.598759945
-1.598759945
-1.599048097
-1.599724349
-1.600537708
-1.600988931
-1.601473583
-1.601577191
-1.601913966
-1.601939874
-1.602154562
-1.602180475
-1.604373453
-1.605185468
-1.605727039
-1.605745589
-1.607597977
-1.607958308
-1.608066052
-1.608746117
-1.608746117
-1.608775854
-1.608939413
-1.609021198
-1.609337228
-1.610494053
-1.61078432

-1.610981582
-1.610981582
-1.612154488
-1.612620164

-1.613074793
-1.613134426
-1.613387891
-1.614573741
-1.615667135
-1.616047944
-1.616384027
-1.616955528
-1.617101237
-1.617609453
-1.618009412
-1.618009412
-1.618529132
-1.618880693
-1.618880693
-1.618880693
-1.619737473

1.582753589
1.582888901
1.582991307
1.583060801
1.583090063
1.583755907
1.584154816
1.584389084
1.584531858
1.584649016
1.585223947
1.585223947
1.585359471
1.585795423
1.585982296
1.586477067
1.587676151
1.587676151
1.588997293
1.589941113
1.590521639
1.590617189
1.590617189
1.590878143
1.590881819
1.591006798
1.591918709
1.591937099
1.592518354
1.592985719
1.593640997
1.593707276
1.594215507
1.594701792
1.594889715
1.595037121
1.595059233
1.59535409

1.596002967
1.596187355
1.596497175
1.596530374
1.596659486
1.596855018
1.597331037
1.597393779
1.597404851
1.597689067
1.598741475
1.598759945
1.598759945
1.599048097
1.599724349
1.600537708
1.600988931
1.601473583
1.601577191
1.601913966
1.601939874
1.602154562
1.602180475
1.604373453
1.605185468
1.605727039
1.605745589
1.607597977
1.607958308
1.608066052
1.608746117
1.608746117
1.608775854
1.608939413
1.609021198
1.609337228
1.610494053
1.61078432

1.610981582
1.610981582
1.612154488
1.612620164

1.613074793
1.613134426
1.613387891
1.614573741
1.615667135
1.616047944
1.616384027
1.616955528
1.617101237
1.617609453
1.618009412
1.618009412
1.618529132
1.618880693
1.618880693
1.618880693
1.619737473

down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down

down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down

2.9216E-08
6.25436E-12
2.79291E-08
1.29083E-13
1.36148E-07
2.33437E-05
2.57708E-09
1.06234E-08
5.17877E-07
1.21852E-12
2.45852E-06
2.45852E-06
1.29047E-07
2.92704E-09
3.38827E-07
7.93367E-07
8.83543E-10
8.83543E-10
2.18596E-05
1.63793E-06
3.89997E-06
3.00303E-07
3.00303E-07
6.58613E-11
7.17122E-06
3.63087E-06
1.81903E-09
2.43815E-05
2.22887E-07
6.84095E-07
8.36908E-09
2.41108E-05
3.81876E-06
6.74525E-10
5.73965E-11
8.10229E-07
7.99057E-08
1.39159E-09
1.03085E-05
3.14646E-07
6.37671E-06
1.05006E-07
6.41055E-06
4.57393E-11
2.4925E-07
8.22619E-07
1.35721E-05
1.77827E-05
2.74456E-05
1.93475E-09
1.93475E-09
8.42691E-09
0.000153456
2.98147E-09
2.80089E-06
2.29199E-07
3.76796E-10
7.98312E-11
6.70824E-06
8.01879E-08
2.91212E-06
1.74472E-07
1.42868E-08
1.18847E-10
3.64768E-09
1.2947E-06
3.38775E-06
8.92909E-07
9.47817E-07
9.47817E-07
1.56973E-09
1.3577E-06
3.47731E-07
0.00038858
1.43848E-05
7.49563E-06
6.68957E-05
1.89664E-06
1.00133E-08
1.99392E-06

1.06788E-05
1.265E-07
3.16333E-06
3.15077E-05
1.69802E-06
3.14873E-06
3.70839E-08
1.34092E-07
1.39024E-10
1.3509E-09
4.38414E-06
7.9678E-12
3.67824E-10
3.71034E-12
3.71034E-12
3.71034E-12
2.86119E-08

6.44426E-07
8.18987E-10
6.23745E-07
4.37146E-11
2.27788E-06
0.000162364
9.09597E-08
2.87243E-07
6.83152E-06
2.36302E-10
2.48662E-05
2.48662E-05
2.18445E-06
1.01042E-07
4.80003E-06
9.71528E-06
3.84801E-08
3.84801E-08
0.000153592
1.77257E-05
3.62704E-05
4.358E-06
4.358E-06
4.97556E-09
6.07536E-05
3.42051E-05
6.87103E-08
0.00016836
3.42027E-06
8.62591E-06
2.37551E-07
0.000166872
3.56672E-05
3.11375E-08
4.52764E-09
9.88172E-06
1.46173E-06
5.50861E-08
8.18096E-05
4.52767E-06
5.49951E-05
1.83402E-06
5.52142E-05
3.75904E-09
3.7284E-06
1.00204E-05
0.000103267
0.000129198
0.000186064
7.20424E-08
7.20424E-08
2.38675E-07
0.000805931
1.02405E-07
2.76597E-05
3.49935E-06
1.98419E-08
5.84002E-09
5.73507E-05
1.46516E-06
2.85714E-05
2.7839E-06
3.60324E-07
7.95361E-09
1.20721E-07
1.45441E-05
3.22707E-05
1.07054E-05
1.12218E-05
1.12218E-05
6.06346E-08
1.51093E-05
4.90426E-06
0.001769851
0.000108467
6.30767E-05
0.000397388
2.0056E-05
2.73549E-07
2.091E-05

8.43231E-05
2.14755E-06
3.05655E-05
0.000209005
1.82753E-05
3.04817E-05
7.8365E-07

2.25114E-06
9.01227E-09
5.39865E-08
4.00341E-05
9.80132E-10
1.94393E-08
5.54784E-10
5.54784E-10
5.54784E-10
6.34772E-07



WARS
CDC42EPS
GALNT3
RIOK1
PNN
PSMC2
FOXJ2
BRIX1
ARIDSB
MYL9
PPP4R4
GADDA45A
SPAGS5
MGLL
CEP85
OGT
CDK2
ARFIP1
NAB1
FAM122C
TSC22D3
VWASA
CD40
ADSS
BMPR1A
HLA-DRA
RAD51AP1
PODXL
SPINT1
LIMAL
MMP7
TSPAN4
PRKAAL
FAM118A
TAGLN
OAS1
RBPMS
PTRF
SIGMAR1
RBM47
SYNPO2
NECAP1
PDIA4
CMTM3
DsSG2
CCDC50
PSMB8
KIFC3
PLPP3
VCPIP1
NUP160
KIAA0930
RACGAP1
MAP3K8
PSAP
AKAP10
DAP
TUBGCP3
ERBB2IP
STMN1
EED
PLS3
TCF12
ADM
DYSF
MGEAS
EIF2B1
HELZ
EDN1
DHRS3
SUB1
TVP23C
TVP23B
SIAH1
KBTBD2
FGD6
ERBB3
HIST1H2AE
CFHR1
CFH
GNPTAB
DNM1L
CROT
MSMB
PLCG1
TBC1D3J
TBC1D3B
TBC1D3G
TBC1D3H
TBC1D3E
TBC1D3L
TBC1D3
TBC1D3C
TBCID3K
CCL3P1
TBC1D3F
TBC1D3I
LOC101060389

trvntophanvl-tRNA synthetase
CDC42 effector protein (Rho GTPase bindina) 5
polvpentide N-acetvlaalactosaminvltransferase 3
RIO kinase 1
pinin, desmosome associated protein
proteasome 26S subunit. ATPase 2
forkhead box J2
BRX1. bioaenesis of ribosomes
AT-rich interaction domain 5B
mvosin liaht chain 9
protein phosphatase 4. requlatory subunit 4
arowth arrest and DNA damaae inducible alpha
sperm associated antiaen 5
monoalvceride lipase
centrosomal protein 85kDa
O-linked N-acetvlalucosamine (GIcNAC) transferase
cvclin-dependent kinase 2
ADP ribosvlation factor interactina protein 1
NGFI-A bindina protein 1
familv with sequence similarity 122C
TSC22 domain family member 3
von Willebrand factor A domain containina 5A
CD40 molecule. TNF receptor superfamily member 5
adenvlosuccinate synthase
bone morphoaenetic protein receptor type 1A
maior histocompatibilitv complex. class I1. DR alpha
RAD51 associated protein 1
podocalvxin-like
serine peptidase inhibitor, Kunitz tvoe 1
LIM domain and actin bindina 1
matrix metallopentidase 7
tetraspanin 4
protein kinase. AMP-activated. alpha 1 catalvtic subunit
familv with seauence similarity 118 member A
transaelin
2-5"olinoadenvlate svnthetase 1
RNA bindina protein with multiple splicina
polvmerase | and transcript release factor
siama non-opioid intracellular receptor 1
RNA bindina motif protein 47
svnaptopodin 2
NECAP endocvtosis associated 1
protein disulfide isomerase familv A member 4
CKLF-like MARVEL transmembrane domain containina 3
desmoalein 2
coiled-coil domain containina 50
proteasome subunit beta 8
kinesin familv member C3
phospholipid phosphatase 3
valosin containina protein (n97)/047 complex interactina protein 1
nucleoporin 160kDa
KIAA0930
Rac GTPase activatina protein 1
mitoaen-activated protein kinase kinase kinase 8
prosaposin
A-kinase anchorina protein 10
death-associated protein
tubulin. aamma complex associated protein 3
erbb2 interactina protein
stathmin 1
embrvonic ectoderm development
plastin 3
transcription factor 12
adrenomedullin
dvsferlin
meninaioma expressed antiaen 5 (hvaluronidase)
eukarvotic translation initiation factor 2B subunit aloha
helicase with zinc finaer
endothelin 1
dehvdroaenase/reductase (SDR familv) member 3
SUB1 homoloa. transcriptional requlator
trans-aolai network vesicle protein 23 homoloa C (S. cerevisiae)
trans-aolai network vesicle protein 23 homoloa B (S. cerevisiae)
siah E3 ubiauitin protein lioase 1
kelch repeat and BTB (POZ) domain containina 2
FYVE. RhoGEF and PH domain containina 6
erb-b2 receptor tvrosine kinase 3
histone cluster 1. H2ae
complement factor H-related 1
complement factor H
N-acetvlalucosamine-1-phosphate transferase. alpha and beta subunits
dvnamin 1-like
carnitine O-octanovltransferase
microseminoprotein. beta-
phospholipase C aamma 1
TBC1 domain familv member 3]
TBC1 domain familv member 3B
TBC1 domain familv member 3G
TBC1 domain familv member 3H
TBC1 domain familv member 3E
TBC1 domain familv member 3L
TBC1 domain familv member 3
TBC1 domain familv member 3C
TBC1 domain familv member 3K
chemokine (C-C motif) liaand 3 pseudoaene 1
TBC1 domain familv member 3F
TBC1 domain familv member 31
TBC1 domain familv member-like

-1.619849748
-1.620568496
-1.620845599
-1.621175188
-1.622595434
-1.622734152
-1.62497779

-1.625206831
-1.625338262
-1.625623692
-1.625939226
-1.627333565
-1.628484513
-1.629007599
-1.631037554
-1.632270318
-1.633002123
-1.634081568
-1.63415708

-1.636049804
-1.636809776
-1.637293922
-1.637524698
-1.637592803
-1.639629668
-1.639762266
-1.640091912
-1.641145708
-1.641164667
-1.641255676
-1.641411159
-1.641555279
-1.641964953
-1.642211564
-1.64259104

-1.643335066
-1.644257974
-1.644907738
-1.644995153
-1.645348661
-1.645664221
-1.646276503
-1.646675941
-1.646786279
-1.646953702
-1.647425624
-1.648377489
-1.64843081

-1.649051742
-1.649223206
-1.65010367

-1.650885428
-1.650912128
-1.651885091
-1.651907992
-1.65253787

-1.653259662
-1.653909163
-1.654172856
-1.655010075
-1.655908933
-1.65603902

-1.656054325
-1.656069631
-1.656268612
-1.656567129
-1.657183468
-1.657256219
-1.657570233
-1.657711942
-1.657953257
-1.658140971
-1.658140971
-1.658800055
-1.658995531
-1.659574429
-1.661147291
-1.661746137
-1.662279906
-1.662279906
-1.662783111
-1.663509379
-1.663766915
-1.664851309
-1.664982099
-1.665236016
-1.665236016
-1.665236016
-1.665236016
-1.665236016
-1.665236016
-1.665236016
-1.665236016
-1.665236016
-1.665236016
-1.665236016
-1.665236016
-1.665236016

1.619849748
1.620568496
1.620845599
1.621175188
1.622595434
1.622734152
1.62497779

1.625206831
1.625338262
1.625623692
1.625939226
1.627333565
1.628484513
1.629007599
1.631037554
1.632270318
1.633002123
1.634081568
1.63415708

1.636049804
1.636809776
1.637293922
1.637524698
1.637592803
1.639629668
1.639762266
1.640091912
1.641145708
1.641164667
1.641255676
1.641411159
1.641555279
1.641964953
1.642211564
1.64259104

1.643335066
1.644257974
1.644907738
1.644995153
1.645348661
1.645664221
1.646276503
1.646675941
1.646786279
1.646953702
1.647425624
1.648377489
1.64843081

1.649051742
1.649223206
1.65010367

1.650885428
1.650912128
1.651885091
1.651907992
1.65253787

1.653259662
1.653909163
1.654172856
1.655010075
1.655908933
1.65603902

1.656054325
1.656069631
1.656268612
1.656567129
1.657183468
1.657256219
1.657570233
1.657711942
1.657953257
1.658140971
1.658140971
1.658800055
1.658995531
1.659574429
1.661147291
1.661746137
1.662279906
1.662279906
1.662783111
1.663509379
1.663766915
1.664851309
1.664982099
1.665236016
1.665236016
1.665236016
1.665236016
1.665236016
1.665236016
1.665236016
1.665236016
1.665236016
1.665236016
1.665236016
1.665236016
1.665236016

down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down

2.49374E-06
8.23622E-10
1.21164E-09
3.91954E-07
1.82148E-13
2.14053E-05
1.0161E-05
8.83874E-11
2.54531E-09
7.74986E-10
6.36314E-05
1.11405E-13
3.85982E-07
1.19693E-09
9.3654E-07
3.38242E-08
1.17053E-07
5.87763E-06
2.50952E-08
3.7518E-08
3.08592E-08
9.27147E-07
1.18128E-06
3.63431E-09
2.96086E-06
9.60385E-07
6.09823E-08
4.85025E-09
1.62752E-09
5.59516E-07
7.7095E-10
1.1317E-09
0.000121224
1.08137E-07
7.64442E-08
1.66677E-12
2.6545E-07
2.70801E-06
8.81536E-08
1.11589E-05
4.9345E-07
7.0416E-06
1.22109E-12
2.86149E-07
1.38375E-09
5.14134E-08
2.21364E-11
7.48605E-11
2.88719E-10
2.79852E-06
2.41026E-10
1.2051E-06
4.61197E-09
1.76113E-06
6.21097E-13
3.72679E-05
4.95069E-10
7.84681E-07
2.20776E-06
5.98239E-12
1.11037E-07
1.76273E-12
7.31385E-05
1.35422E-09
4.43242E-07
9.50455E-11
6.5705E-08
4.90318E-07
7.22622E-13
4.99829E-08
5.91241E-06
4.3132E-11
4.3132E-11
2.67411E-06
8.39963E-08
1.12461E-08
2.36653E-07
1.38281E-08
3.17471E-10
3.17471E-10
5.49728E-06
2.3312E-06
9.04331E-09
8.771E-06
8.36063E-05
5.37308E-07
5.37308E-07
5.37308E-07
5.37308E-07
5.37308E-07
5.37308E-07
5.37308E-07
5.37308E-07
5.37308E-07
5.37308E-07
5.37308E-07
5.37308E-07
5.37308E-07

2.51706E-05
3.64771E-08
4.94781E-08
5.41785E-06
5.38008E-11
0.000150751
8.08465E-05
6.33615E-09
9E-08
3.49395E-08
0.000381182
3.87295E-11
5.34269E-06
4.89914E-08
1.11118E-05
7.24904E-07
2.008E-06
5.1308E-05
5.69239E-07
7.91544E-07
6.71619E-07
1.1008E-05
1.34938E-05
1.2038E-07
2.89699E-05
1.13364E-05
1.16917E-06
1.51823E-07
6.23154E-08
7.29022E-06
3.48115E-08
4.69458E-08
0.000658029
1.87801E-06
1.40921E-06
3.00355E-10
3.93804E-06
2.69388E-05
1.58312E-06
8.7466E-05
6.56218E-06
5.98214E-05
2.36302E-10
4.18819E-06
5.49085E-08
1.01852E-06
2.11583E-09
5.54872E-09
1.59822E-08
2.76501E-05
1.40481E-08
1.37221E-05
1.45737E-07
1.88358E-05
1.44374E-10
0.000241989
2.42919E-08
9.62692E-06
2.2722E-05
7.99361E-10
1.9175E-06
3.11924E-10
0.000429987
5.40092E-08
6.01047E-06
6.70335E-09
1.24333E-06
6.52937E-06
1.5948E-10
9.98235E-07
5.15911E-05
3.6051E-09
3.6051E-09
2.66488E-05
1.51851E-06
3.00948E-07
3.57977E-06
3.51373E-07
1.71784E-08
1.71784E-08
4.84204E-05
2.37867E-05
2.53213E-07
7.16043E-05
0.000480314
7.03821E-06
7.03821E-06
7.03821E-06
7.03821E-06
7.03821E-06
7.03821E-06
7.03821E-06
7.03821E-06
7.03821E-06
7.03821E-06
7.03821E-06
7.03821E-06
7.03821E-06



HLA-B
CDH3
TFRC
SKP2
NARS
ETV4

MYO1E
MAP1LC3B
HIST1IH2AD
SNAP23
GLS
ARHGEF3
IERS
LYPDS
HIVEP2
HLA-DRB5
HLA-DRB3
HLA-DRB1
LOC105369230
HLA-DRB4
TLE2

FBXL2

JAK1
PTGES3
CRK
EXOC4
WFDC2
SESTD1
HNRNPA3
SEMA3C

LUC7L3
ATAD2
CASP7
ATP11A
F2RL1
CDC14B
MKRN1
DHRS2
ZNF398
GPNMB
NTN4
PPP4R1
CAST
HIST1H2BD
STAT1
RAB11A
RASSF2
IST1
PNRC2
SCEL
ZNF791
AKIRIN1
RABYA
CDKN1B
HACE1
VCPKMT
CXCL2
ARHGEF28
CCDC14
ERAP2
STK3
GRIK1-AS2
BACH1
MGAT2
SESN1
ERGIC1
EXOC5
AP4B1
MARCH6
SNHG1
SLC16A1
SOX4
CNDP2
C3orfl7
C0O010B
ARL6IP1
TAF1D
SNORA8
SNORA32
SYTL2
SRSF11
B2M
HLA-C
NR2C1
DDX42
COL4A4
PXYLP1
DHCR24
OSBPL8
CNN2
VASH2
NPC1
Cllorf73
SLC6A14
HLA-F
MYOCD
GBP2

maior histocompatibility complex. class I. B
cadherin 3, tvpe 1, P-cadherin (placental)
transferrin recentor
S-phase kinase-associated protein 2, E3 ubiauitin protein liaase
asparaainvl-tRNA synthetase
ets variant 4
mvosin IE
microtubule associated protein 1 liaht chain 3 beta
histone cluster 1, H2ad
svnantosome associated protein 23kDa
alutaminase
Rho quanine nucleotide exchanae factor 3
immediate early response 5
LY®6/PLAUR domain containina 5
human immunodeficiency virus tvoe | enhancer bindina protein 2
maior histocompatibilitv complex. class 1. DR beta 5
maior histocompatibilitv complex. class 1. DR beta 3
maior histocompatibilitv complex. class 1. DR beta 1
HLA class I histocompatibility antiaen. DRB1-7 beta chain
maior histocompatibilitv complex. class 1. DR beta 4
transducin like enhancer of split 2
F-box and leucine-rich repeat protein 2
Janus kinase 1
prostaalandin E synthase 3
v-crk avian sarcoma virus CT10 oncoaene homoloa
exocyst complex component 4
WAP four-disulfide core domain 2
SEC14 and spectrin domain containina 1
heteroaeneous nuclear ribonucleoprotein A3
sema domain, immunoglobulin domain (1g), short basic domain, secreted, (semaphorin)
ac
LUC7-like 3 pre-mRNA splicina factor
ATPase familv. AAA domain containina 2
caspase 7
ATPase. class VI. tvoe 11A
coaqulation factor Il (thrombin) recentor-like 1
cell division cvcle 14B
makorin rina finaer protein 1
dehvdroaenase/reductase (SDR familv) member 2
zinc finaer protein 398
alvcoprotein (transmembrane) nmb
netrin 4
protein phosphatase 4 reaulatorv subunit 1
calpastatin
histone cluster 1. H2bd
sianal transducer and activator of transcription 1
RAB11A. member RAS oncoaene familv
Ras association (RalGDS/AF-6) domain familv member 2
increased sodium tolerance 1 homoloa (veast)
proline rich nuclear recentor coactivator 2
sciellin
zinc finaer protein 791
akirin 1
RABYA, member RAS oncoaene family
cyclin-dependent kinase inhibitor 1B (p27, Kip1)
HECT domain and ankvrin repeat containina E3 ubiquitin protein ligase 1
valosin containina protein lysine (K) methvltransferase
chemokine (C-X-C motif) liaand 2
Rho quanine nucleotide exchanae factor 28
coiled-coil domain containing 14
endoplasmic reticulum aminopeptidase 2
serine/threonine kinase 3
GRIK1 antisense RNA 2
BTB and CNC homoloay 1. basic leucine zipper transcription factor 1
mannosvl (alpha-1.6-)-alvcoprotein beta-1.2-N-acetvlalucosaminyltransferase
sestrin 1
endoplasmic reticulum-golai intermediate compartment 1
exocyst complex component 5
adaptor-related protein complex 4, beta 1 subunit
membrane associated rina-CH-type finaer 6
small nucleolar RNA host aene 1
solute carrier family 16 (monocarboxvlate transporter), member 1
SRY-box 4
CNDP dipeptidase 2 (metallopeptidase M20 family)
chromosome 3 open reading frame 17
coenzyme Q10B
ADRP ribosvlation factor like GTPase 6 interactina protein 1
TATA-box bindina protein associated factor, RNA polvmerase |, D
small nucleolar RNA, H/ACA box 8
small nucleolar RNA, H/ACA box 32
synaptotaamin like 2
serine/arainine-rich splicina factor 11
beta-2-microalobulin
maior histocompatibility complex, class I. C
nuclear receptor subfamilv 2 aroup C member 1
DEAD (Asp-Glu-Ala-Asp) box helicase 42
collagen. tvoe IV, alpha 4
2-phosphoxvlose phosphatase 1
24-dehvdrocholesterol reductase
oxvsterol bindina protein like 8
calponin 2
vasohibin 2
Niemann-Pick disease, tvne C1
chromosome 11 open readina frame 73
solute carrier familv 6 (amino acid transporter), member 14
maior histocompatibility complex, class I. F
mvocardin
quanvlate bindina protein 2, interferon-inducible
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9.53452E-12
9.53452E-12
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1.52697E-09
2.39233E-13
4.89765E-05
8.19628E-08
4.81822E-09
6.66023E-13
1.13697E-06
2.10978E-07
1.77117E-05
8.1565E-09
3.14432E-06
9.74553E-09
1.86369E-05
2.38674E-06
4.85042E-08
2.63561E-07
2.38349E-11

7.88014E-05
1.02868E-09
1.93639E-06
0.000121932
3.65282E-06
6.81377E-08
1.74418E-06
8.86789E-06
0.000302049
2.05975E-05
7.7304E-08

1.28067E-05
1.73164E-09
6.75887E-06
3.22619E-08
7.29563E-06
7.29563E-06
7.29563E-06
7.29563E-06
7.29563E-06
6.12879E-06

2.85E-05

7.87927E-08
2.65719E-08
7.86545E-06
7.13351E-06
1.36723E-06
5.49085E-08
3.92824E-05
6.40383E-10

2.39986E-09
1.58999E-07
2.54728E-05
3.5946E-07
2.73024E-05
4.56628E-06
3.51014E-08
4.20873E-06
3.18172E-07
0.000234913
4.69506E-07
3.60486E-08
5.10547E-10
3.14816E-10
3.2992E-07
4.44634E-08
1.18161E-05
7.50984E-09
1.74158E-06
2.67274E-07
6.26349E-05
1.88372E-07
3.55615E-08
1.72371E-06
2.19885E-06
8.28963E-07
1.59131E-07
3.8207E-07
8.97574E-09
1.32793E-05
0.000120427
5.01462E-11
5.01462E-11
1.07811E-05
0.000140648
3.62631E-06
4.92244E-05
0.000284124
6.83829E-05
8.37033E-08
5.74762E-06
5.45571E-11
3.58755E-07
4.65589E-07
1.35776E-06
1.57093E-08
1.10906E-09
1.10906E-09
1.10906E-09
1.46682E-08
5.91927E-08
6.81016E-11
0.000304526
1.49066E-06
1.50948E-07
1.50979E-10
1.3079E-05
3.26302E-06
0.000128778
2.33202E-07
3.04465E-05
2.6791E-07
0.000134459
2.42463E-05
9.76147E-07
3.91593E-06
2.23468E-09



ITGAV
FAM3C
CDC16
NBPF8
RPS27A
PDZD2
MCM6
ELF2
SERPINB4
SERPINB3
NXT2
PDP1
CCPG1
DYX1C1-
ATAD1
sSuco
PTPRJ
TSPAN3
IBTK
GBP3
SRI
OKI
KLHL7
CLK4
HSPAS8
MYBL1
MBD2
CSRP1
MBNL2
BTG2
KIAA0895
B4GALT4
MBOAT7
SDCBP
UBA2
UHRF1
WTAP
GRAMD3
TRIOBP
TMBIM6
CLDN1
GDF15
LRP11
PELIL1
EMP1
CCDC80
GSAP
ALCAM
LETMD1
CYBRD1
STARD7
ARHGAP21
TRIM22
RPL3
SPRED1
EFEMP1
LOC105369242
HERC2P2
HERC2P9
HERC2
TCEA1
C9orf16
EHF
TNPO1
EXT2
DPEP2
CAB39
MDK
SERP1
ANXAS5
NAV1
NEBL
ZBED6CL
FOLR1
PARP9
ERP27
IFIH1
CEP170
CCDC71L
ENOPH1
CD164
RAB5A
APOL1
ECT2
MOSPD1
DAPP1
BTN3A2
DNAJB6
PRKCH
HLTF
PMEPA1
UACA
REEP3
CAMK1D
PHTF2
ORC3
SNORA25
MX2

intearin alpha V
familv with sequence similarity 3 member C
cell division cvcle 16
neuroblastoma breakpoint family member 8
ribosomal protein S27a
PDZ domain containina 2
minichromosome maintenance complex component 6
E74-like factor 2 (ets domain transcrintion factor)
serpin pentidase inhibitor. clade B (ovalbumin). member 4
serpin pentidase inhibitor. clade B (ovalbumin). member 3
nuclear transport factor 2-like export factor 2
pvruvate dehvrooenase phosphatase catalvtic subunit 1
cell cvcle proaression 1
DYX1C1-CCPG1 readthrouah (NMD candidate)
ATPase familv. AAA domain containina 1
SUN domain containina ossification factor
protein tyrosine phosphatase. receptor tvpe, J
tetraspanin 3
inhibitor of Bruton tyrosine kinase
quanvlate bindina protein 3
sorcin
OKI. KH domain containina. RNA bindina
kelch like family member 7
CDC like kinase 4
heat shock protein family A (Hsp70) member 8
v-mvb avian mveloblastosis viral oncoaene homoloa-like 1
methvl-CnG bindina domain protein 2
cvsteine and alvcine rich protein 1
muscleblind-like splicina reaulator 2
BTG family member 2
KIAA0895

UDP-Gal:betaGIcNAc beta 1.4- aalactosvltransferase. polvoentide 4

membrane bound O-acvltransferase domain containina 7
svndecan bindina protein
ubiauitin-like modifier activatina enzvme 2
ubiquitin-like with PHD and rina finaer domains 1
Wilms tumor 1 associated protein
GRAM domain containina 3
TRIO and F-actin bindina protein
transmembrane BAX inhibitor motif containina 6
claudin 1
arowth differentiation factor 15
LDL recentor related protein 11
pellino E3 ubiauitin protein licase 1
epithelial membrane protein 1
coiled-coil domain containina 80
gamma-secretase activatina protein
activated leukocvte cell adhesion molecule
LETM1 domain containina 1
cvtochrome b reductase 1
StAR related lipid transfer domain containina 7
Rho GTPase activatina protein 21
tripartite motif containina 22
ribosomal protein L3
sproutv-related. EVH1 domain containina 1
EGF containina fibulin-like extracellular matrix protein 1
E3 ubiauitin-protein liaase HERC2-like
hect domain and RLD 2 pseudoaene 2
hect domain and RLD 2 pseudoaene 9
HECT and RLD domain containina E3 ubiquitin protein liaase 2
transcription elonaation factor A (SII). 1
chromosome 9 open readina frame 16
ets homoloaous factor
transportin 1
exostosin alvcosvltransferase 2
dipentidase 2
calcium bindina protein 39
midkine (neurite arowth-promotina factor 2)
stress-associated endoplasmic reticulum protein 1
annexin A5
neuron naviaator 1
nebulette
ZBEDG6 C-terminal like
folate receptor 1 (adult)
polv(ADP-ribose) polvmerase familv member 9
endoplasmic reticulum protein 27
interferon induced. with helicase C domain 1
centrosomal protein 170kDa
coiled-coil domain containina 71-like
enolase-phosphatase 1
CD164 molecule. sialomucin
RABS5A. member RAS oncoaene family
apolinoprotein L1
epithelial cell transformina 2
motile sperm domain containina 1
dual adaptor of phosphotvrosine and 3-phosphoinositides
butvrophilin, subfamilv 3. member A2
DnaJ heat shock protein family (Hsp40) member B6
protein kinase C. eta
helicase-like transcription factor
prostate transmembrane protein. androaen induced 1
uveal autoantiaen with coiled-coil domains and ankvrin repeats
receptor accessorv protein 3
calcium/calmodulin dependent protein kinase 1D
putative homeodomain transcription factor 2
oriain recoanition complex subunit 3
small nucleolar RNA. H/ACA box 25
MX dvnamin-like GTPase 2
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1.33707E-08
1.1716E-08
2.94675E-05
3.93111E-09
1.2339E-11
6.18705E-11
4.52652E-12
7.45667E-07
8.27571E-07
2.10917E-10
4.79585E-13
4.45788E-09
1.4059E-07
4.28611E-07
2.57657E-08
6.58388E-11
1.47919E-07
4.84699E-08
5.01217E-08
0.00011114
2.76031E-10
4.46335E-08
4.46335E-08
4.46335E-08
4.46335E-08
4.64421E-07
4.65687E-11
2.74605E-07
5.9255E-08
2.12089E-09
1.47106E-07
4.04526E-05
9.81484E-14
1.29718E-09
6.40476E-09
8.16345E-09
5.08192E-08
2.28845E-11
3.03615E-13
1.32844E-09
1.90055E-13
3.50259E-12
1.98599E-07
3.70113E-07
2.8714E-08
1.42944E-11
5.31219E-07
4.29189E-10
1.49744E-09
1.50582E-07
2.01576E-07
3.97216E-12
6.68752E-12
7.5501E-07
1.10091E-07
1.92183E-12
4.43871E-08
2.15763E-08
8.31751E-08
3.47625E-06
5.79376E-08
7.33808E-12
1.15989E-07

1.61595E-05
3.81126E-09
5.17712E-06
2.08218E-05
2.2222E-07
4.85807E-06
1.32324E-05
0.000470504
4.0651E-05
4.0651E-05
2.47693E-05
2.03522E-08
1.8134E-05
1.8134E-05
2.25498E-08
4.20873E-06
1.51283E-06
3.86282E-10
8.48162E-06
2.0567E-09
8.05513E-07
9.04356E-07
0.000401221
6.28151E-05
4.63449E-05
1.4639E-05
4.06925E-07
2.25053E-05
3.70739E-06
2.21718E-08
2.94253E-06
9.47486E-08
6.76944E-10
1.13453E-07
2.99443E-07
3.43754E-07
3.10203E-07
0.000197543
1.27839E-07
1.35398E-09
4.77509E-09
6.44275E-10
9.264E-06
1.00713E-05
1.25731E-08
1.16296E-10
1.418E-07
2.33141E-06
5.84841E-06
5.83389E-07
4.97556E-09
2.42555E-06
9.75957E-07
9.99541E-07
0.000611533
1.55562E-08
9.10847E-07
9.10847E-07
9.10847E-07
9.10847E-07
6.24378E-06
3.81126E-09
4.05092E-06
1.14162E-06
7.73602E-08
2.41695E-06
0.000259259
3.57006E-11
5.23188E-08
1.90899E-07
2.33224E-07
1.00929E-06
2.18177E-09
8.11375E-11
5.34151E-08
5.53046E-11
5.29214E-10
3.09963E-06
5.17237E-06
6.36211E-07
1.52179E-09
6.97474E-06
2.17833E-08
5.83585E-08
2.45251E-06
3.1411E-06
5.85388E-10
8.60232E-10
9.3505E-06
1.90353E-06
3.32833E-10
9.08652E-07
5.0273E-07
1.50782E-06
3.29698E-05
1.12076E-06
9.23762E-10
1.99235E-06



GCNT3
ABLIM3
IL1IR1
SSFA2
RPL15
MORC4
ATP1B1
PKD1L2
SLC16A12
HNRNPD
KCNO10T1
NT5C2
FUBP1
ENOX1
PPM1K
STK4
RRM1
CLIC4
IRF2BP2
IDI1
NEK2
MAFB
HIST1H2BG
TNNC1
PSAT1
CD22
MTMRI11
STOM
P2RX4
PTP4AL
H2AF)
CRIM1
SCML1
GALNT12
PATL2
FZD6
EIF4H
BTAF1
PDESA
CSE1L
HIST1IH2BK
F3
DUSP1
PADI2
IFIT2
TMOSF3
PGRMC2
HSD17B12
MMD
HNRNPDL
HSPAS5
RND3
ACTN1
COL17A1
FHL2
MAP3K2
BPIFB1
ADGRF4
BMP2
STRAG
TMED2
TIAL
SRSF5
INHBA
VEGFA
EFNAL
CLICS
ANLN
HMGCR
CDKS5RAP3
GOLPH3
CTSB
DMTF1
CD74
CTHRC1
SUN1
RHOV
AKAP12
NCKAP1
MMP13
PIM1
GBP1
SNORA44
SNHG12
DLG1
IRF1
NHLRC3
CDH1
ASAH1
SERPING1
MGAM
P4HB
OLR1
CNBP
LINCO00842
ANXA8L1
CPEB4
CAPZA1

alucosaminvl (N-acetvl) transferase 3, mucin tvpe
actin bindina LIM protein family member 3
interleukin 1 receptor. tvpe |
sperm specific antiaen 2
ribosomal protein L15
MORC family CW-tvpe zinc finaer 4
ATPase. Na+/K+ transportina. beta 1 polvpentide
polvevstic kidnev disease 1-like 2 (aene/pseudoaene)
solute carrier familv 16, member 12
heteroaeneous nuclear ribonucleoprotein D
KCNOL1 opnosite strand/antisense transcriot 1 (non-protein codina)
5"-nucleotidase. cvtosolic 11
far upstream element (FUSE) bindina protein 1
ecto-NOX disulfide-thiol exchanaer 1
protein phosphatase. Ma2+/Mn2+ dependent 1K
serine/threonine kinase 4
ribonucleotide reductase M1
chloride intracellular channel 4
interferon requlatory factor 2 bindina protein 2
isopentenvl-diphosphate delta isomerase 1
NIMA-related kinase 2
v-maf avian musculoanoneurotic fibrosarcoma oncoaene homoloa B
histone cluster 1. H2ba
troponin C tvpe 1 (slow)
phosphoserine aminotransferase 1
CD22 molecule
mvotubularin related protein 11
stomatin
purineraic receptor P2X. linand aated ion channel. 4
protein tvrosine phosphatase tvoe IVA, member 1
H2A histone family member J
cvsteine rich transmembrane BMP reaulator 1 (chordin-like)
sex comb on midlea-like 1 (Drosophila)
polvoentide N-acetvlaalactosaminvitransferase 12
protein associated with topoisomerase |1 homoloa 2 (veast)
frizzled class recentor 6
eukarvotic translation initiation factor 4H
B-TFIID TATA-box bindina protein associated factor 1
phosphodiesterase 9A
CSE1 chromosome seareaation 1-like (veast)
histone cluster 1. H2bk
coaqulation factor 111 (thrombonlastin. tissue factor)
dual specificity phosphatase 1
peptidvl arainine deiminase. tvoe 1
interferon induced protein with tetratricopentide repeats 2
transmembrane 9 superfamily member 3
progesterone receptor membrane component 2
hvdroxvsteroid (17-beta) dehvdroaenase 12
monocvte to macrophaae differentiation-associated
heteroaeneous nuclear ribonucleoprotein D like
heat shock protein familv A (Hsp70) member 5
Rho family GTPase 3
actinin, alpha 1
collagen. tvpe XVII. alpha 1
four and a half LIM domains 2
mitoaen-activated protein kinase kinase kinase 2
BPI fold containina family B. member 1
adhesion G protein-coupled receptor F4
bone morphoaenetic protein 2
stimulated bv retinoic acid 6
transmembrane p24 traffickina protein 2
TIAL cvtotoxic aranule-associated RNA bindina protein
serine/arainine-rich splicina factor 5
inhibin beta A
vascular endothelial arowth factor A
ephrin-Al
chloride intracellular channel 5
anillin actin bindina protein
3-hvdroxv-3-methvlalutarvl-CoA reductase
CDKS requlatory subunit associated protein 3
aolai phosphoprotein 3 (coat-protein)
cathepsin B
cvclin D bindina mvb-like transcription factor 1
CD74 molecule. maior histocompatibility complex. class Il invariant chain
collaaen triple helix repeat containina 1
Sadl1 and UNC84 domain containina 1
ras homoloa familv member V/
A-kinase anchorina protein 12
NCK-associated protein 1
matrix metallopentidase 13
Pim-1 proto-oncoaene. serine/threonine kinase
quanvlate bindina protein 1. interferon-inducible
small nucleolar RNA. H/ACA box 44
small nucleolar RNA host aene 12
discs. larae homoloa 1 (Drosophila)
interferon reaulatorv factor 1
NHL repeat containina 3
cadherin 1. tvpe 1
N-acvisphinaosine amidohvdrolase (acid ceramidase) 1
serpin peptidase inhibitor. clade G (C1 inhibitor). member 1
maltase-alucoamvlase
prolvl 4-hvdroxvlase. beta polvpentide
oxidized low density linoprotein (lectin-like) receptor 1
CCHC-tvpe zinc finaer. nucleic acid bindina protein
lona interaenic non-protein codina RNA 842
annexin A8-like 1
cvtonlasmic polvadenvlation element bindina protein 4
cappina protein (actin filament) muscle Z-line. aloha 1
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-1.835076237
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1.81626746
1.816288442
1.817253898
1.818929971
1.819014025
1.819068663
1.819842168

1.81998934
1.821806836
1.822568873
1.824667172
1.824915925
1.824937008
1.825797376
1.825869092
1.826797432
1.826978935
1.828862569
1.830181422

1.83162818
1.835076237
1.835619028
1.836471703
1.837596482
1.837846998
1.838666723
1.839580317
1.839920375
1.842098236

1.84618441
1.846931039
1.848378226
1.852294294
1.856411663
1.856969346
1.857106647
1.857484278
1.857866279
1.858420105

1.85876794
1.860164231
1.862284299
1.866014245
1.866333317
1.867226145
1.869198779
1.870646126
1.871713992
1.873531196
1.873786611
1.874765303
1.875822519
1.877431148
1.879866224

1.88049178
1.883618329
1.884057941
1.884737147
1.888001617
1.888948454
1.888961547
1.889537739

1.89021892
1.891599501
1.895357509
1.896847024
1.897009188
1.897083701
1.900251008
1.900694502
1.903705086
1.906918695
1.911501943
1.911727198
1.912305916
1.914573881
1.918860723
1.920413079
1.921638108

1.92476636
1.924770807
1.924966493
1.925446895
1.925446895
1.925673794
1.927734899
1.933341732
1.934512432
1.935165114

1.94030036
1.940784589
1.942664364
1.944644805
1.945161578
1.946681237
1.946681237
1.951562951
1.951815475
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down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down

3.64054E-08
6.08886E-08
9.69539E-12
4.20245E-09
1.00321E-10

6.3164E-07
8.96202E-13
6.89504E-07
9.48908E-07
9.85681E-06
2.19037E-06
2.86892E-08

3.4365E-08
4.75312E-07
1.78806E-08
2.85902E-11
2.60519E-09
1.05401E-07
3.88884E-10
5.51076E-11
2.03093E-08
1.59296E-10
4.99289E-08

1.2975E-06
1.34342E-10
2.97232E-09
1.39556E-08
1.14492E-08
6.83381E-08
2.72361E-10
3.33469E-08
2.91688E-08
8.81885E-06
2.09754E-10

5.9996E-09
5.75154E-09
1.81489E-09
2.47162E-07
1.14687E-06
5.18039E-13
5.93987E-06
7.18808E-12
1.49404E-09

3.3353E-07

2.2385E-09
5.98141E-11

1.6061E-10
2.07919E-11
1.27648E-13
9.05957E-07
2.66431E-13
2.17199E-11
2.31677E-12
1.68311E-11
2.53733E-13
5.66891E-07
2.75723E-15
1.94666E-07
1.92924E-07

1.8121E-10
4.51779E-10
4.63873E-10
5.86291E-08
7.34075E-08
3.53935E-09
4.95854E-09
2.06664E-07
2.13508E-10
4.76752E-09

9.9849E-12
8.05947E-12
1.64254E-12
2.40717E-09
2.62716E-06
8.35284E-08
1.21095E-07
8.22741E-10

6.5069E-08
9.18998E-11
1.56928E-12
7.36018E-12
1.52969E-10
1.59145E-07
1.59145E-07
5.25397E-07
1.12194E-10
2.11409E-08
1.70961E-09
2.22177E-10
2.88028E-08
1.71972E-05
9.23853E-13
3.91897E-10
4.27177E-12
1.15105E-11
1.15105E-11
1.09087E-06
3.71831E-11

7.72219E-07
1.16851E-06
1.12022E-09
1.3543E-07
6.97521E-09
8.10364E-06
1.90305E-10
8.68156E-06
1.12314E-05
7.87182E-05
2.26194E-05
6.36019E-07
7.35292E-07
6.35973E-06
4.32793E-07
2.576E-09
9.18691E-08
1.83861E-06
2.03108E-08
4.36461E-09
4.77457E-07
1.00446E-08
9.98172E-07
1.45673E-05
8.79581E-09
1.02335E-07
3.54155E-07
3.0493E-07
1.28511E-06
1.54393E-08
7.16238E-07
6.43745E-07
7.19053E-05
1.25609E-08
1.80231E-07
1.73403E-07
6.86199E-08
3.71018E-06
1.3162E-05
1.24089E-10
5.17962E-05
9.10892E-10
5.82837E-08
4.73352E-06
8.08246E-08
4.66218E-09
1.00951E-08
2.05223E-09
4.36045E-11
1.08095E-05
7.29356E-11
2.09642E-09
3.89576E-10
1.73164E-09
7.07377E-11
7.37165E-06
1.69242E-12
3.04309E-06
3.02668E-06
1.12105E-08
2.26686E-08
2.31842E-08
1.13179E-06
1.36677E-06
1.18131E-07
1.54419E-07
3.20767E-06
1.26699E-08
1.4983E-07
1.14358E-09
9.86319E-10
2.99194E-10
8.58105E-08
2.62743E-05
1.51283E-06
2.0728E-06
3.64771E-08
1.23486E-06
6.51659E-09
2.89426E-10
9.23762E-10
9.73942E-09
2.5749E-06
2.5749E-06
6.91447E-06
7.58592E-09
4.94346E-07
6.50777E-08
1.30855E-08
6.37459E-07
0.000125712
1.9282E-10
2.03522E-08
6.19233E-10
1.28825E-09
1.28825E-09
1.26561E-05
3.21033E-09



FMO4
TOP1
TOP1P1
MEST
GBP4
SLC25A27
ANKRD13A
LMAN2L
TIMP3
ADAM10
LAMC2
DLST

DRAM1
SMAD3
ANXA3
DDIT3
RNF114
BCAS1
IGF2
INS-IGF2
LIPH
CEACAM1
RAB6A
PRNP
WSB1
NFE2L3
FILIP1L
PRR5L
MSH6
OXR1
TWF1
SLC35A1
TRAFD1
MCCC1
RFC3
SYTLS
CD47
TRPV6
CCL20
PRSS23
MSANTD2
HIST2H2AA3
HIST2H2AA4
VTCN1
ACSS2
C100rf10
RND1
TOMM20
PTPN3
NCOA7
PCNA
RPL4
PTPN12
MSMO1
CKLF
CMTM1
CAPN2
HRASLS2
H1F0
SNORAG63
LBH
BIRC2
DOCK9
DPP7
SLC25A37
ANP32A
ARFGAP3
HLA-E
RNF145
TSPAN2
PTPRE
TXNRD1
TNFRSF21
ANO1
MLLT10
OSMR
PPT1
BTN3A3
FzD10
SYNE2
TNFAIP3
NBPF1
NBPF11
NBPF9
NBPF10
NBPF26
LOC102724250
NBPF20
NBPF12
NBPF14
NBPF19
LOC100996763
NBPF25P
SPTLC1
PPFIAL

flavin containina monooxvaenase 4
topoisomerase (DNA) |
topnoisomerase (DNA) | pseudoaene 1
mesoderm specific transcript
quanvlate bindina protein 4
solute carrier familv 25. member 27
ankvrin repeat domain 13A
lectin. mannose-bindina 2-like
TIMP metallopeptidase inhibitor 3
ADAM metallopentidase domain 10
laminin subunit agamma 2
dihydrolipoamide S-succinyltransferase (E2 component of 2-oxo-glutarate complex)

DNA damaae reaulated autophaav modulator 1
SMAD familv member 3
annexin A3
DNA damaae inducible transcript 3
rina finaer protein 114
breast carcinoma amlified seauence 1
insulin like arowth factor 2
INS-IGF2 readthrouah
lipase. member H
carcinoembrvonic antiaen-related cell adhesion molecule 1 (biliarv alvcoprotein)
RABGA. member RAS oncoaene family
prion protein
WD repeat and SOCS box containina 1
nuclear factor. ervthroid 2 like 3
filamin A interactina protein 1-like
proline rich 5 like
mutS homoloa 6
oxidation resistance 1
twinfilin actin bindina protein 1
solute carrier familv 35 (CMP-sialic acid transporter). member Al
TRAF-tvpe zinc finaer domain containina 1
methvicrotonovl-CoA carboxvlase 1
replication factor C subunit 3
svnantotaamin like 5
CD47 molecule
transient receptor potential cation channel. subfamilv V. member 6
chemokine (C-C motif) liaand 20
protease. serine 23
Mvb/SANT-like DNA-bindina domain containina 2
histone cluster 2. H2aa3
histone cluster 2. H2aa4
V-set domain containina T cell activation inhibitor 1
acvl-CoA svnthetase short-chain familv member 2
chromosome 10 open readina frame 10
Rho familv GTPase 1
translocase of outer mitochondrial membrane 20 homoloa (veast)
protein tvrosine phosphatase. non-recentor tvpe 3
nuclear recentor coactivator 7
proliferatina cell nuclear antiaen
ribosomal protein L4
protein tyrosine phosphatase, non-receptor tvpe 12
methvisterol monooxvaenase 1
chemokine-like factor
CKLF-like MARVEL transmembrane domain containing 1
calpain 2, (m/11) larae subunit
HRAS-like suppressor 2
H1 histone family member 0
small nucleolar RNA, H/ACA box 63
limb bud and heart development
baculoviral IAP repeat containina 2
dedicator of cvtokinesis 9
dipeptidvl-peptidase 7
solute carrier familv 25 (mitochondrial iron transporter), member 37
acidic nuclear phosphoprotein 32 family member A
ADP ribosvlation factor GTPase activatina protein 3
maior histocompatibility complex, class I, E
ring finger protein 145
tetraspanin 2
protein tyrosine phosphatase, receptor tvpe, E
thioredoxin reductase 1
tumor necrosis factor receptor superfamily member 21
anoctamin 1, calcium activated chloride channel
mveloid/lvmphoid or mixed-lineage leukemia; translocated to, 10
oncostatin M receptor
palmitovl-protein thioesterase 1
butvrophilin, subfamilv 3. member A3
frizzled class receptor 10
spectrin repeat containina, nuclear envelope 2
TNF alpha induced protein 3
neuroblastoma breakpoint family member 1
neuroblastoma breakpoint family member 11
neuroblastoma breakpoint family member 9
neuroblastoma breakpoint family member 10
neuroblastoma breakpoint family member 26
neuroblastoma breakpoint family member 1
neuroblastoma breakpoint familv, member 20
neuroblastoma breakpoint family member 12
neuroblastoma breakpoint family member 14
neuroblastoma breakpoint family member 19
notch homoloa 2 N-terminal-like protein
neuroblastoma breakpoint family member 25, pseudoaene
serine palmitovltransferase. lona chain base subunit 1

protein tyrosine phosphatase, receptor type, f polypeptide (PTPRF), interacting protein

(linrin} alnha 1

-1.951833514
-1.951833514
-1.951833514
-1.955182576
-1.957845154
-1.958433308
-1.958949219
-1.959605619
-1.960121839
-1.965809243
-1.970128867
-1.97261125

-1.973951669
-1.983653443
-1.985877548
-1.987378505
-1.994697534
-1.995347471
-2.003913173
-2.003913173
-2.005348994
-2.006656022
-2.007959262
-2.009537268
-2.010089863
-2.010103796
-2.012027467
-2.012134391
-2.012580747
-2.021911709
-2.024604346
-2.024768077
-2.02640143
-2.03167551
-2.034512767
-2.035194486
-2.039364989
-2.040029479
-2.040222741
-2.042359262
-2.042524429
-2.045972376
-2.045972376
-2.048029742
-2.052193356
-2.052492097
-2.055059265
-2.060055682
-2.060712631
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-2.066691905
-2.072362908
-2.073397411
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-2.073862148
-2.074801522
-2.076839892
-2.077410994
-2.090005395
-2.108192588
-2.11206368
-2.118123436
-2.121017709
-2.123253557
-2.124971266
-2.126120453
-2.128553473
-2.138056533
-2.141759766
-2.144879601
-2.147279513
-2.149081209
-2.154410749
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5.84034E-10
5.84034E-10
5.84034E-10
8.14608E-08
1.58285E-11
6.73626E-08
5.34645E-08
8.11611E-10

5.0867E-12
5.11491E-09
4.75418E-10
2.43376E-08

2.09247E-11
4.12082E-12
1.24308E-10
6.58317E-11
4.76613E-13
8.21666E-11
5.67594E-11
5.67594E-11
1.0975E-11
6.92786E-09
1.26375E-09
5.16509E-09
1.33378E-08
9.87494E-09
1.05923E-06
1.59194E-06
1.90802E-08
1.39865E-07
3.19726E-08
4.39191E-08
9.91838E-11
6.4393E-07
7.24128E-09
1.25385E-08
1.06242E-12
7.60861E-11
2.68288E-06
1.83884E-15
4.73103E-08
3.28794E-14
3.28794E-14
3.84264E-07
3.12571E-11
9.19502E-13
1.28418E-06
3.30116E-06
6.3606E-07
2.43187E-11
1.0497E-06
1.90116E-06
6.42142E-13
3.18234E-10
2.14134E-07
2.14134E-07
3.58302E-11
4.98012E-15
1.32076E-12
7.02838E-10
2.7456E-08
7.77339E-15
2.94931E-08
1.66895E-10
5.28805E-10
2.59353E-10
6.70246E-10
3.08286E-15
1.11433E-09
3.85017E-13
3.04308E-10
9.39123E-11
1.15817E-11
5.79176E-08
1.40794E-10
5.0167E-10
8.89257E-14
1.19722E-09
1.02323E-08
1.0087E-09
3.87987E-12
1.49203E-09
1.49203E-09
1.49203E-09
1.49203E-09
1.49203E-09
1.49203E-09
1.49203E-09
1.49203E-09
1.49203E-09
1.49203E-09
1.49203E-09
1.49203E-09
4.22936E-08
8.57717E-08

2.78099E-08
2.78099E-08
2.78099E-08
1.48359E-06
1.65965E-09
1.2692E-06
1.05046E-06
3.62439E-08
7.06098E-10
1.57723E-07
2.36442E-08
5.54891E-07

2.0567E-09
6.01794E-10
8.22812E-09
4.97556E-09
1.16296E-10
5.98856E-09
4.48639E-09
4.48639E-09
1.23536E-09
2.03252E-07
5.12334E-08
1.58892E-07
3.43367E-07
2.70742E-07
1.23474E-05
1.73139E-05
4.55374E-07
2.32433E-06
6.92398E-07
9.00948E-07
6.92067E-09
8.22104E-06
2.1056E-07
3.26633E-07
2.15134E-10
5.62894E-09
2.67159E-05
1.24547E-12
9.58266E-07
1.38885E-11
1.38885E-11
5.32467E-06
2.77806E-09
1.9282E-10
1.44467E-05
3.15914E-05
8.15148E-06
2.2692E-09
1.22436E-05
2.00983E-05
1.46662E-10
1.7196E-08
3.30403E-06
3.30403E-06
3.12097E-09
2.79484E-12
2.49495E-10
3.22619E-08
6.14577E-07
4.0677E-12
6.48352E-07
1.04234E-08
2.56148E-08
1.4983E-08
3.09764E-08
1.83496E-12
4.64708E-08
9.89693E-11
1.65803E-08
6.6473E-09
1.29254E-09
1.12076E-06
9.06768E-09
2.45425E-08
3.29562E-11
4.89914E-08
2.78756E-07
4.30249E-08
5.75158E-10
5.82837E-08
5.82837E-08
5.82837E-08
5.82837E-08
5.82837E-08
5.82837E-08
5.82837E-08
5.82837E-08
5.82837E-08
5.82837E-08
5.82837E-08
5.82837E-08
8.73994E-07
1.54633E-06



HIF1A

C1s
COL4A3
FBLN1
HMGB1
TRIM31
N4BP2L1
DMXL2
ITGB1
TXNIP
ADGRA2
TNFSF15
ELOVL5
TMEM2
CLEC2D
BPGM
TNFAIP2
IDO1
MET
PPM1B
LOC100505984
ITGB6
ALDH1A3
PLAU
ICAM1
ATF3
APP
1L32
TMPRSS4
NEURL1B
DDX3X
TMBIM1
CALD1
KLF6
MFSD4
TAP1
ADORAL
SYNGR3
SGK1
PICALM
YAP1
KLF5
OLFM4
PI3
NPAS2
FRY
NPIPB3
NPIPA2
LOC105376752
LOC102724993
NPIPB5
NPIPB11
NPIPA5
PDXDC2P
NPIPB1P
NPIPAL
NPIPA7
NPIPA8
NPIPB4
PKD1P1
NPIPA3
SGPP1
SNORA4
EIF4A2
H3F3B
FUCAL
GRAMDI1C
REEP5
SAMD4A
IFI27
PALM2-AKAP2
AKAP2
LAMP3
SERPINE1

RAD23B
SMPD3

LCN2
CSGALNACT1
CLIP4
PLK2
NEDD9
MAT2A
XAF1
IFI6
GFM2
HLA-A
BTN3Al
MIR18A
MIR17HG
MIR19B1
MIR92A1
MIR20A
MIR19A
HIST2H2BE
IFNGR1

hypoxia inducible factor 1, alpha subunit (basic helix-loop-helix transcription factor)

complement component 1. s subcomponent
collaaen. tvpe 1V. alpha 3 (Goodpasture antiaen)
fibulin 1
hiah mobilitv aroun box 1
tripartite motif containina 31
NEDD4 bindina protein 2-like 1
Dmx-like 2
intearin beta 1
thioredoxin interactina protein
adhesion G protein-counled receptor A2
tumor necrosis factor superfamilv member 15
ELOVL fattv acid elonaase 5
transmembrane protein 2
C-tvpe lectin domain familv 2. member D
bisphosphoalvcerate mutase
TNF alpha induced protein 2
indoleamine 2.3-dioxvaenase 1
MET proto-oncoaene. receptor tvrosine kinase
protein phosphatase. Ma2+/Mn2+ dependent 1B
uncharacterized LOC100505984
intearin beta 6
aldehvde dehvdroaenase 1 familv member A3
plasminoaen activator. urokinase
intercellular adhesion molecule 1
activatina transcriotion factor 3
amvloid beta (A4) precursor protein
interleukin 32
transmembrane protease. serine 4
neuralized E3 ubiauitin protein liaase 1B
DEAD (Asp-Glu-Ala-Asp) box helicase 3. X-linked
transmembrane BAX inhibitor motif containina 1
caldesmon 1
Kruppel-like factor 6
maior facilitator superfamilv domain containina 4
transporter 1. ATP-bindina cassette. sub-familv B (MDR/TAP)
adenosine Al receptor
svnaptoavrin 3
serum/alucocorticoid reaulated kinase 1
phosphatidvlinositol bindina clathrin assemblv protein
Yes associated protein 1
Krunpel-like factor 5 (intestinal)
olfactomedin 4
pentidase inhibitor 3. skin-derived
neuronal PAS domain protein 2
FRY microtubule bindina protein
nuclear pore complex interactina protein familv. member B3
nuclear pore complex interactina protein familv member A2
NPIP-like protein 1
NPIP-like protein 1
nuclear pore complex interactina protein familv. member B5
nuclear pore complex interactina protein family member B11
nuclear pore complex interactina protein family member A5
pvridoxal-dependent decarboxvlase domain containing 2, pseudoaene
nuclear pore complex interactina protein familv member B1, pseudoaene
nuclear pore complex interactina protein family member A1
nuclear pore complex interactina protein family member A7
nuclear pore complex interactina protein family member A8
nuclear pore complex interactina protein family member B4
polveystic kidney disease 1 (autosomal dominant) pseudoaene 1
nuclear pore complex interactina protein family member A3
sphingosine-1-phosphate phosphatase 1
small nucleolar RNA, H/ACA box 4
eukarvotic translation initiation factor 4A2
H3 histone, family 3B (H3.3B)
fucosidase, alpha-L- 1. tissue
GRAM domain containing 1C
receptor accessory protein 5
sterile alpha motif domain containina 4A
interferon, alpha-inducible protein 27
PALM2-AKAP2 readthrouah
A-kinase anchorina protein 2
lvsosomal-associated membrane protein 3
serpin peptidase inhibitor, clade E (nexin, plasminogen activator inhibitor type 1),
memher 1
RAD23 homoloa B. nucleotide excision repair protein
sphingomyelin phosphodiesterase 3, neutral membrane (neutral sphingomyelinase 11)

linocalin 2
chondroitin sulfate N-acetvlgalactosaminyltransferase 1
CAP-Glv domain containina linker protein family member 4
polo-like kinase 2
neural precursor cell expressed. developmentally down-requlated 9
methionine adenosvltransferase I1. alpha
XIAP associated factor 1
interferon, alpha-inducible protein 6
G elonaation factor, mitochondrial 2
maior histocompatibility complex. class I, A
butvrophilin, subfamilv 3. member A1
microRNA 18a
miR-17-92 cluster host aene
microRNA 19b-1
microRNA 92a-1
microRNA 20a
microRNA 19a
histone cluster 2, H2be
interferon aamma receptor 1
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-2.240762897
-2.240819847
-2.241783049
-2.243161251
-2.245043398
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-2.25680745
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-2.269010576
-2.271307965
-2.27314545
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-2.33613989
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-2.501401541
-2.504692219
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-2.532455058
-2.533473374

-2.548903344
-2.550935934
-2.556606278
-2.56975354

-2.58054657
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-2.601541401
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9.0796E-12

2.5802E-15
1.82461E-11
5.0116E-12
9.08088E-11
1.51257E-15
7.80944E-10
1.6088E-07
7.18139E-16
1.73534E-14
7.70366E-11
4.81322E-10
3.01445E-10
3.31515E-12
2.87891E-09
9.0848E-14
1.77168E-14
4.95611E-14
2.12859E-12
6.89865E-09
3.1475E-09
3.1475E-09
2.94595E-11
9.58094E-13
6.54142E-15
2.50973E-08
1.66334E-12
2.25596E-06
2.32056E-12
2.11311E-14
8.0454E-08
1.71524E-13
2.36292E-12
4.44518E-10
2.88855E-10
9.64783E-15
7.17852E-12
5.45708E-10
4.42853E-14
5.43454E-09
7.79909E-15
1.60799E-11
1.52293E-09
1.21892E-08
1.54533E-09
1.40354E-08
2.63145E-08
2.63145E-08
2.63145E-08
2.63145E-08
2.63145E-08
2.63145E-08
2.63145E-08
2.63145E-08
2.63145E-08
2.63145E-08
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2.63145E-08
2.63145E-08
2.63145E-08
2.63145E-08
8.95527E-12
2.487E-07
2.487E-07
2.80522E-15
1.26546E-09
9.94398E-09
7.35649E-09
9.30518E-10
1.8958E-14
4.53763E-09
4.53763E-09
4.92769E-11
1.18018E-11

3.44629E-12
3.79782E-13

2.48924E-19
6.27667E-11
8.14872E-09
4.24439E-11
8.56733E-12
1.38626E-08
5.27965E-09
3.68846E-18
1.64701E-08
7.76984E-19
3.33078E-12
2.68568E-10
2.68568E-10
2.68568E-10
2.68568E-10
2.68568E-10
2.68568E-10
6.34649E-13
8.93655E-12

1.07112E-09

1.6089E-12
1.8379E-09
7.00626E-10
6.46256E-09
1.04245E-12
3.51014E-08
2.59975E-06
5.64227E-13
8.11561E-12
5.68855E-09
2.38139E-08
1.647E-08
5.10716E-10
1.00084E-07
3.3354E-11
8.18807E-12
1.94696E-11
3.63563E-10
2.02697E-07
1.07053E-07
1.07053E-07
2.63822E-09
1.98094E-10
3.52018E-12
5.69239E-07
3.00355E-10
2.31272E-05
3.89576E-10
9.32712E-12
1.46934E-06
5.26417E-11
3.95E-10
2.24312E-08
1.59822E-08
4.79753E-12
9.10892E-10
2.62715E-08
1.77521E-11
1.65112E-07
4.0677E-12
1.67555E-09
5.91757E-08
3.19227E-07
5.97508E-08
3.5572E-07
5.93421E-07
5.93421E-07
5.93421E-07
5.93421E-07
5.93421E-07
5.93421E-07
5.93421E-07
5.93421E-07
5.93421E-07
5.93421E-07
5.93421E-07
5.93421E-07
5.93421E-07
5.93421E-07
5.93421E-07
1.06606E-09
3.72329E-06
3.72329E-06
1.69539E-12
5.12497E-08
2.71844E-07
2.13594E-07
4.02139E-08
8.59082E-12
1.43966E-07
1.43966E-07
3.99133E-09
1.30651E-09

5.26786E-10
9.88036E-11

1.52268E-15
4.82529E-09
2.3315E-07

3.55515E-09
1.03239E-09
3.52022E-07
1.61405E-07
9.05609E-15
4.03877E-07
2.77482E-15
5.11119E-10
1.52905E-08
1.52905E-08
1.52905E-08
1.52905E-08
1.52905E-08
1.52905E-08
1.45798E-10
1.06606E-09



PHLDB2
LOXL4
SPTAL
CXCL3

SAT1
CIR
PLAT
RAP1A
IGFBP3
BIRC3
NTSE
CcpP
C3
CD46
SLC28A3
PIK3AP1
SAAL
SAA2-SAA4
SAA2

CYP3A7

CYP3AT-
TGM2

LTB
SERPINA3

HCP5
SERPINA1

S100A8
CXCL8
C150rf48
FN1
CYP24A1
PIGR
CFB
UBD
GABBR1
GABRP
S100A9
PDZK1IP1

pleckstrin homoloav-like domain. familv B. member 2
Ivsvl oxidase like 4
spectrin, alpha. ervthrocvtic 1
chemokine (C-X-C motif) liaand 3
spermidine/spermine N1-acetvltransferase 1
complement component 1. r subcomponent
plasminoaen activator. tissue
RAP1A. member of RAS oncoadene familv
insulin like arowth factor bindina protein 3
baculoviral IAP repeat containina 3
5"-nucleotidase. ecto (CD73)
ceruloplasmin (ferroxidase)
complement component 3
CD46 molecule. complement requlatory protein
solute carrier familv 28 (concentrative nucleoside transporter), member 3
phosphoinositide-3-kinase adaptor protein 1
serum amvloid Al
SAA2-SAA4 readthrouah
serum amvloid A2
cvtochrome P450. family 3. subfamily A. polvpentide 7
CYP3AT7-CYP3A51P readthrouah
transalutaminase 2
Ivmphotoxin beta
serpin peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 3

HLA complex P5 (non-protein codina)
serpin peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 1

$100 calcium bindina protein A8
chemokine (C-X-C motif) liaand 8
chromosome 15 open readina frame 48
fibronectin 1
cvtochrome P450. familv 24, subfamilv A. polvpentide 1
polvmeric immunoalobulin recentor
complement factor B
ubiauitin D
aamma-aminobutvric acid (GABA) B recentor, 1
gamma-aminobutvric acid (GABA) A receptor. pi
$100 calcium bindina protein A9
PDZK1 interactina protein 1
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-2.829747514
-2.899913766
-2.935907809
-2.947802769
-2.968272067
-2.981661882
-3.007622154
-3.064871668
-3.11221127

-3.172375031
-3.180565579
-3.211632163
-3.245925753
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-3.319747083
-3.546993451
-3.546993451
-3.546993451
-3.577098883
-3.577098883
-3.796938593
-3.955289608
-3.991976792

-4.111695234
-4.769925279

-4.847720989
-4.969784632
-5.365254723
-5.377963635
-5.845095785
-6.224422541
-6.400597849
-6.9511901
-6.9511901
-7.491856848
-7.497883104
-10.17003919
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3.261984666
3.319747083
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3.546993451
3.546993451
3.577098883
3.577098883
3.796938593
3.955289608
3.991976792

4.111695234
4.769925279

4.847720989
4.969784632
5.365254723
5.377963635
5.845095785
6.224422541
6.400597849
6.9511901
6.9511901
7.491856848
7.497883104
10.17003919
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down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down
down

down
down

down
down
down
down
down
down
down
down
down
down
down
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4.05157E-10
1.57275E-14
3.20833E-12
3.41244E-11
7.33519E-12
9.96385E-18
7.05871E-16
1.70398E-12
8.78894E-20
2.80036E-10
7.98397E-12
1.36086E-11

7.7139E-17
2.01066E-15
2.00891E-11
4.88974E-10
6.81935E-12
6.81935E-12
6.81935E-12
9.23145E-10
9.23145E-10
2.84491E-11
3.05229E-08
1.84557E-11

4.39226E-14
4.41512E-11

6.55607E-14
1.36878E-18
5.11066E-19
9.86068E-18
9.48388E-17
1.93242E-08
4.65879E-19
1.77657E-13
1.77657E-13
2.08473E-15
4.24081E-20
5.33043E-18

2.08975E-08
7.44384E-12
5.02135E-10
2.99228E-09
9.23762E-10
1.77918E-14
5.64227E-13
3.04269E-10
1.15088E-15
1.57093E-08
9.80132E-10
1.46542E-09
9.77525E-14
1.33876E-12
1.99288E-09
2.41317E-08
8.7261E-10

8.7261E-10

8.7261E-10

3.99393E-08
3.99393E-08
2.5751E-09

6.67713E-07
1.85425E-09

1.77521E-11
3.66689E-09

2.49958E-11
4.13624E-15
2.02002E-15
1.77918E-14
1.12898E-13
4.59524E-07
2.02002E-15
5.36852E-11
5.36852E-11
1.36494E-12
8.32981E-16
1.16334E-14



