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J
. SIS THRER
BiZFR FEHBEEF (PEELL) GeneSymbol  GenbankAccession
angiopoiatin'2 86404010295 ANGPT2 NM_0O1147
chemoking (C-C metif) ligand 14 12485228642 CCL14 WM 032963
vori Willéhrand factar 9723958927 YWF KM 0005582

spondin 2, exiracallular matriy pratsin

interienkin 1 receptor-like 1

insulin-tike growth factor binding protein: 3

platslst/andothaiial cel adhesion meolecule

MFNG O-fucosylpeptide 3+beta-I 2ty lghucnsaniny

deeorin

desert hedgehog

thrombomodulin

Jagged:2

apelin

aggrecant

ratitiol binding protein 4, plasma

sollagen, type VI, alpha 3

intarieukin 33

raceptor (G proteivi-coupled) activity modifying protein 1

tumar necrosis foctor (lieand) supsrfanity, member 10

interteukin 11

migtrix- Gla-proteiy

endothielin

collagen; type Il aipha 1

pro-melanin-conoentraling horrmons

ephrin-At

glypican &

chemokine (C-X-G metif) ligand 11

collagen, type VI alpha 2

contactin assaciated protein-ike 4

chitinase 3-iike 1 {cartilage giveoprotein-39)

wingless=type MMTV integration site family, member 5A

setectin Pi(granule marbrane protein {40kDa, antigen GDBZ}

stimulator of chondrogenesis: |

protéass, serine, 2 (thypsin 2)

CDAQ molsaule, TNF ceceptor suberfainmly thember &

matix - metaltopeptidase 7 (matrilysin, uterine)

placental growth factor

lymptiotaxin bets (TNF superfamily, member-3)

gromimn 2

slit hemolog 3 {Drosophita)

chemokine (G~C motif} figand 23

periostin; astevblast specific facior

glia maturation factor, garnma

bore morphogenetic protein 6

fibrohiast growth factor 18

EGF~tke-domain, multiple ¢

vasofibin 1

colany stimulating factor 3 (granulocyte)

fibrablast. growth factor 1 (agidic)

bone maiplivgenetic protein 4

interlsukin 1, bata

intsrleukin 8

cholestorylsster tranefer protein, plasma

gremiin 1

complement faator |

vkt Hardy-Zuckeeman 4 teling sarcoma viral enaogené horolog
duthelial celi-specific metecul

leukemia inhibitory factor (cholinergic- differentiation factor)

tubitlin; alpha 8

oyitaine-tich secratory protein. LOGL domain cehtaining 2

epithelial mitogen hamolog imaues)

alpha~2-macregiobulin

ehemeokine (C-X=C motif) figand 2

Tamily with. sequence similarity 3, member 1

WHTT thducible siaraling pathway protein 3

biooe ‘morphogenstic protein 3.

insulin—hike: growth factor binding protein. &

taminin. alpha 4

RABSD; member RAS oncogene fatiily

sema domair, immunogiohulin domain (Ig), short-basic domain, secreted, {semaphorin} 3C

degicator of cvtakinesis-4

selgotin E

sotate carrter family 5. (heurotransmitter transportar, dopamine, menmber 3

threanine: synthase-tke 2 (S ceravisias})

nerve growth factor (beta polypentide)

proprotetn convertase subtifisin/kexin type 1

micrasemincprotein, beta—

cytokine-lke 1

interieukin 22 receptor, alpha 2

Hissiie factor pathway inhibitor (papratsin d Jation inhibitor)

turaar necirosis factor Uigand) superfamily, mermbier 18

uracortin 2

progastricsin {pepsiriogen C)

neuregulin-3

chemokine (G-C metif) igand 25

sushi-repgat cantaining protein, X-linked 2

ADAM metall i with-tk spondintype 1 motif; 4

selectin Pligand

lyavl oxidase

fbrebiast growth factor 5

cliemokine (G- motif) ligand 16

deeicatar of cytokinesis 5

apslipoprotsin D:

degicator of citokinesis S

8173085787 SPONZ
2871116401 1 1RL1
1732005234 15FBP3
1200011766 PECAMI
F37585210.5 MFNG
62323314.05 DON
44521819.03 DHH
13677375:84 THBD
9178351.802 JAG2
9076195.72. APLN
5258112989 ACAN
5504722738 RBP4
5342235.144 COL6A3
4920010.165 1L33
48840%58.232 RAMPY
4362487.545 TNFSF10
3248888.777 IL1Y
3002528.057 MGF
2616534,708 EDNT
2391112:668 COL3A1
2339702.828 PMGH
2101511,157 EFNAT
569311688 GPCA
5009343879 CXCLT
408334.8057 QOLGLZ
3191005847 CNINAPA
2510181044 CH{3L1
283670.0875 WNTBA
2166880693 SELP
185152,0394 SCRGT
128608:6424 PRESZ
127056:3281. GD4C
97987.22531 MWRY
1223224283 PGF
680018026 L1B
5322 89144 GREMZ
62653.46582 SLIT3
§54595.494 'CCL23
50697.9285 POSTN
49956.96545 -GMFG
47659.98363 .BMPA
4635068961 FGFIig
41728:96374 EGRLT
35824.22614 VASH!1
35820,2%31% G5F3
16579.67068 FGFI
14963.88993 BMP4
10718.08074 118
8641.750034 L&
1269.850835 CETP
£843.352387 GREMI
8413.055523 GF1
62126871649 KIT
$392.65395 FSMI
4950039877 LIF
§636.752852 TUBAR
3117.885771 CRISPLD2
3080.182152 EPGN
2091158733 AZM
2041.672594 CRCL2
1982147667 FAMID
183120682 WISP3
1775.228248 BMR2
1708.380758 1GFBPG
1701.743408 LAMAY
1695.062184 RABID
1663.817183 SEMAIC
1642.331414 DOCKa
1307998473 SELE
1192381145 SLEEAS
1098.13213% THNEL2
1079.8328065 NGF
994.7088227 RGBK1
878.5637296 MSMB
8633098578 CYTLI
TATBT28318 1L22RA2
613.9723312 TFpi
4371089571 TNEEF18
41650944745 UCNZ
403.8345759 PGC
336.9189511 NRG3
3122950065 CCL25
303.6426683 SRPXZ
30353576625 ADAMTSL
29311408683 SELRLG
272618485 LOX
259.9950921 FGFE
2389045109 CULG
2210027104 DOECKS
186:1239891 APQD
142.42849 DOCKY

AK124506.//NMD12445
ABOZIURE/ 7 /NMDT6232
NM-O0T01 3398

NM_ 000442

NN 002405

NM_ 133507

NM_ 021044

NM_000361

N 002228

WM 017413
NM_01:3227,///NM.001135
KM 006744

NM_.004385

NM_033439

NM.D05E35

NM.003810

NM. 000641

NA-0OT 1908357 /WM 800
NN Q01955

NM.000090

NM.002674

KM 0D4428

NM_004466

NN 005409
N}_058174//NM 058175
NM.0334017 7/ NM 133963
NM 061276
V0837352
NM_00300G
NM_ 007281
NM.002770
NM_001250
NM_.002423
NM 162632
N}, DO234T
NIM.0122469
NM_ Q03062
NM_Q05064
N Q08475
NM_004877
M. 061718
NM.003868
KM 201446
NI 014604
NN-000759
NR.0Z6696/ /NN 060800
NN_Q01202
N 000578
NM.000583
NM-000078
M 013372
N -000204
M 00109377
NM 067036
NM_0G2308
NM.D18943
NN._037476
N{.001013442

N# 000013

hiN_0D2089

M. 138805

NM_ 185239

NM.001201

NM 002178

NM.003 1052087/ NM.001
NM_004283

MM_D06379

NM_ 014705

NM._000450

N (01044

NM 018271/ /RM185274
NI4-002508

NM 000429

NM.002443

NM 018659
NM_181310,77NM.052062
NM.OC1032281

N G5032

N 035189
NM00T1664247 //NM 002t
NM 001019848

RiM_ 005624

NM_.014467

BC030812Z

NN 061206609
NM.062317
NI 004464/
NN 004550
NV.024940
NWQO1647
NM_001130048/ 77 ARDEO

FNM-033143



7/25

WO 2015/012158 PCT/JP2014/068808

[B41J-2]

J{continued)

irtterleukin 15 receptor, slpha

elastip microfibril interfacer 1

o—fos induced growth factor (vascular endothelial growth factor D}
Folfistatin-like 3 {secreted glycoprotein)

interaukin 178

sevoln. peptidase intibitor, .clade B (avatbunming, meniber 2

purinergic receptor P2X, ligand-gatédion channef, 7

neuregulin 2

chamoking (5-0 motif) igand 4

interieukin 1, alpha

insulin—like grawih Factor binding protein 1

CO97 molesule

ehemokine (C-~C motif) receptor 3

brevican

dedicator of- Gytokitiesis 6

Grtype lectin domain famidy 3, member B

interieukin 21

ssma: domain, immunoglobulin demain (1g). short basic domain, secretad, {semaphoring 3F
metastasis suppressor 1

cozgulation factar Xl Hageman facter)

ntterieukin 18 binding protéin:

larinin; aipha 2

mutS homolog 5 {E. coli)

chamokiog (C~C metif) hgand 3-like 3

prostaglandin D2 synthese 21kDa (brain)

interleukin B receptor

CKLF-like MARVEL: trarsmambrane demain coptaining 1

nephroblastoma overexoressed gene

R-spondin 3

gasiroking 1

wingless—type MMTV integration site family. metmber 4

angiatensinogen (serpin peptidass inhibitor, clade A, mernber 8)

advanced gycosylation snd product-specific rscuptor

dedicator-of cytokinesis-2

keratinocyte growath factor-like protein 1

neursn--derived nelretrophic facter

avostatin 2

angiopoietin—fike 4

LIL16 binding protein.2

epidermat growth factor receptor

solute varrier farrily 9 (sadium hydrogen exclianger). membeér 3 regulator 2
proteinage 3

inhibin, beta B

ADAMTS-like 4

inhibin, beta A

tuhulin, alpha de

matrix metallopeptidase 21
nucleoparin 43kDa

tubuting algha 1a

C-type lectin domain famify 11, memberA
multimerin 2

collagen: tyge V; alpha 1
interteukin 27

transforming growth facter, beta 1
growth differentiation factor'8
rwcleppaiin 188kDa

renty

icolin { ‘Fbrinogen domain
Jogged 1

phospholipase A2 receptor 1, 180kla
surfactant peotein C

hutlespaoriiy tike 1

oxidative stress induced groveth inkibitor 1
purinergic receptor P2X, ligand-gated ion channel, 4
four jeintad box 1 (Drogophila)

CD1AS malecule

tumor nacrusis factor {igand)} superfamily. member 8
caveolin 1,-caveolas protein; 22KkDa
anti-Multerian hormone

dickkopt homclag 1-(Xenopus:laeviz)
thyraglobuli

follistatin-like 1

chiemokine~like factor

23 {Hakata antigen)

inteitauking 122 {(natural killer cell stimolstary-factar 1. cytotoxic lymphotyte maturation factor 1, p35)

serglyein

laminin, beta: 1

guanine nacleatide binding proten-~iike 1
endeglin

bridging intearator 1

collagen; tyoe VI alpha 1

dedicator of eytakinesis 10

mituchendral trans~2~anuyt-Col redctase
poliovirus receptor

secreted LYS/PLAUR domain centaining 1
growih differentiation facter §

rigteorin, glial-cell differentiztion regulator
epiregulin

rabapiin, RAB-GTPase binding effector protein 2
neuregutin 1

transformbng growth factar. beta 3
brain—derived neurstrophtc facter

thiosinfate sulfurtransferase (rhodanese)
clucosidase, beta, acid

tyeaohotoxin aloha {TNF superfamily, member 13
tubulin, beta 8§

111.072268 1LT5RA
100.1885856 EMILINI
95.29124414 FHGE
8854529712 FBTLA
8481534637 1178
19.84232030 SERPINGYZ
7458845991 PR
7143796095 NRC2
7057004592 GoL4.
70:32970568 ILIA
7062643222 IGFBRY

BO.151744% D87

58.8548287 CCRI
5837605213 BOAN
5597183175 DOGKS:
5552662298 CLEC3R
5340043684 1121
47:8371832¢ SEMAJF
4571291541 MTSS3
43:13468375 Fiz
44.57019149 L1889
4106151103 LAMAZ
4103878268 MSHY

30.8022495 CCLAS
38.61488626 PTODS
36.36562031 18R
30:52048198 TMTM1
30.24886415 NOV
28.01382427 REPOTE
25.73552072 GKN1
2556456485 WNT4
2335608784 AGT
22.24914723 AGER
2201202412 DOCK2
2108057183 ‘KGIFLPI
15:36653325 NONF
15.23938793 QVOS2
15.25681921 ANGPTL4
15:12748044 ULBP2
1403965384 EGFR
136814834 SLORAIRY
12:64902517 PRTNG
1203648781 INHBE
1113213335 ADAMTSLA
9.449823565 INHEA
8.918192656 TUBA3Q
8.366300776 MMP21
8057302406 NUP42
7512527947 TUBATA
7.590562932 CLECTIA
7.515596478 MMRN2
1.196249298 COLSAT
6.957908285 [£27
6,7219797719 TGFB1
6.076175371 GDF6
5.923274161 NUP188
5235520404 REN
5579305278 FON3
5.463085369 JAGT
5433942018 PLAZRL
5410367535 SFTRC
5.398132498 NUPL?
5382615504 OSCING
5.285204847 PRAXA
5128219004 FUXt
4.9254%a815 CB102
4814547082 TNESFY
4847462968 CAVI
4.835563131 AMH
4595810362 DKKT
4586026923 TG
4385395276 FSTLA

424138953 CKLF
4203907993 R 124
3200153514 SRGN
4100725577

34928475 LAME]
3.921002327 GNLY

3.90037622 ERG
3.878636643 BIN1
1H52154185 COLBAT

3.83181559% DDOKIR

375840537 MECR
3.720182967 PYR
3.211362360. SLURPY
3.513585354 GDFS
3.474899111 METRN
3378501764 EREG
7418279 RABER2
36921299 NRG1
3336107888 TGFRE
3188190768 BONF
3162499397 TST
3.152702584 GBA
3.041885667 LTA
3.032014448 TURBS

NIV.002189// /NM_1 72200
NM 007046

M 004459

NM_005860

N 014443

NM 002675

NI 062562

NM.013682

NN_D02684

NM_D00575

NM Q00596

NM 078481

NM 001837

NV 108427

NM, 020812

NM, 003278

NM 021803

NM_D04 186

NM_014751

KM 000505

NN 173042

NN 000426

NN 0284177/ NM 025259
NM 001001437
CREI0652/ /MM 000954
NM 000565

NM_ 052999

NI, 002514

NN D32784

NN D191 7

NN 030761

NV 000629
NM.0DT206954/ /NN 001!
NM_ 084946

NR 003674

NM 024574
ALS319477 //XM 00312021
NI 139314

NM 025217

NN 201282777 M 201263,
NN 00478

NNQO2777

NM 002193
NM_025008/77NM:019032
NM,002192

NM 006007

NM, 147191

NM 198887

NM006008

NN 002875

XRH1003
AKD572414//NM 000083
NM_145659

NM_000860

NM 001001557

NM 015354

NM, 060837
AKICO5AN/// M DU3665
NM.DOOZ 1S

NIM.DG7366

NN.DO301E

CRBOS045

NK: Q13370

NM 002560

KM 014344

NM 133493

N D3R

NM_001753

NM_000479

NN 012242

NM_003235

NN OGT085

NV 18164177 ML 018951
NI 000882

NM 002727

BCOA46037/ /MM 002281
NM_005275
NM_O0O118
NN 139546

NN 507850
NN 014689
NN 001024737
N 006505
NM_020427
NM_000557
NM_024042
NM_0D1432

NM 024816

N 104495
N 002230
NML_170735
NN 063312
NM_Q01005741
NM_0R0595
NM 177987
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J (cont inued)
sukaryotic transiation initiation factor 5A2 2982037171 EIF5A2 NK.020290
ectonucleoside. triphasphate diphosphohydrolase 6 {putative) 2917940581 ENTPDS N 001247
interferon, alpha'4 2.896271028 IFNAL M 021068

interleukin B signal transducer {130, ancostatin M receptor?
EGF cnritaining fiphbin-tke. extracelular matrix pratein T
tastiykinin 4 {hamokitiny
Turminr necrosis factor (igand) superfamily, member 36
collagen; type XXV, alpha 1
chamokine (C-0 motifligand 1
interfeukin 17D
Janus kinage 2
ingless-type MM TV integration site family. member 106
interdeukin 8 Gntarforon, beta 2)
vershral doparhine neurotrophic fartor
ADAM mretsllopeptidase domain 8
intarigikin 16
slit homolog 2: Orozophita)
procpiomelanccortin
sukaryotic:transtation initistion factor SA-tke 1
SWI/SNF related, matrix associated, actin dependent regulator of chrothatin;,
ocontactin asseoiated profein—like 3
MHG class 1 polypeptide—talated sequence A
anriexin Al
tumor riecrosis factor receptor superfamily, member 4

o, mgmber 3

2704125478 1L6ST
2.66 1340849 EFEMPS
2811124087 TACA
2600078357 TNFSFI28
2547336978 COL25AT
2438823608 GOLt
24377737 RATD
24727259121 JAK2
2415007034 WNT10B
2393918715 L8
2305407608 GONF
2301457235 ADIAME
2.340589002 .16
2325355194 SLIT2
2307688809 POMG
2269680153 EIFSAL1
2201240932 SMARCD3
2:157960045 CNTNAPS
2072583804 MIGA
2033587438 ANXAT
2024829129 TNFRSF4

NM 001 180981.47/NM.002"
NI 001039338

NM 170685

NI 0GE573

NM_ 198721

NM 002981

NM_ 138284

NM Q04972

NM 003354

NM 000600/ AK298077
NM 001029954

NM,_ 003815
NM.OB4513///NNLOGT 172
NM_004787

NM.0G 1035256
NM_001099692

MM 003078

AKG24257/ //NM033655
N 000247

NM 060700

NM 003327
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