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Protein

B

[Protein code] Protein name score Nod ) Ne3 Nod Nos Nod Protsin function
[CDH15] Cadherin-15 19.8 0.0 0.4 0.0 0.8 1.1 0.7 NF-x BB3E
[IGF2BP3) insulin-ike growth factor 2 mRNA-binding protein 3 239 1.0 19518.5 1597.8 17053.0 601.7 0.0
[BMP2] Baone morphogenetic protein 2 279 1.0 17085.6 47.4 1240.4 15.8 10.5
|[IFNBI] Interfaron beta 245 1.0 16826.3 | 2855.0 188933 | 22233 1300.3
|[[CXCR3] G-X-C chemokine receptor type 3 27.1 1.0 75814 | 4049 | 26315 107.8 246 |47 ERE
|[FATI] Protocadherin Fat 1 28.2 1.0 4316.0 251.5 1562.7 81.7 1.9
|FGF2] Haparin—binding growth factor 2 25.0 1.0 41813 173.8 1393.0 §1.9 26.4
I[TNIPZ] TNFAIP3-interacting protein 2 14.2 1.0 1847.5 522.3 3019.8 980.3 568.4 |TNFER®
|[IRF7} Interferon regulatory factor 7 35.7 1.0 1581.2 92.6 998.2 39.7 12.1
[lcoH4] Cadherin-4 18.2 1.0 1288.9 154.6 754.5 24.3 221 |NF-x BBUE
{1GFBP4] Insulin-like growth factorbinding protein 4 59.6 1.0 1717 127.0 743.9 66.3 12.2
|[WLS] Protsin wntless homol 342 1.0 11253 57.8 587.5 156.6 1.7
(PCDHB14] Protocadherin beta—14 32.7 1.0 930.2 0.0 4240 41.9 0.5 NF- x BB
[TTRAP] 5'-tyrosyl-DNA phosphodiesterase 17.2 1.0 608.3 36.2 6721 67.9 188 |NF-xBIDW
MEGF8] Multiple epidermal growth factor—like di protein 8 24.4 1.0 601.3 51.2 428.8 232.9 52.8
[IL18RAP] Interleukin-18 receptor accessory protein 30.2 1.0 465.4 106.1 351.0 558 299 m?r.ﬂlg‘aﬂ “SHERE.
[HIVEP3] Transcription factor HIVEP3 w8 | 10 | a1 | azes | 2oas3 | 3sia | e [ENES BHIM. A RE
[GIGYF2] PERQ amino acid-rich with GYF domain-containing protein2 | 187 10 | 375 | 269 | 307 | 106 24 |Growth factor binding protein
[HGFAC] Hepatocyte growth factor activator 23.8 1.0 351.8 128.6 793.7 35.5 6.9
[MST1] H growth factor—like protsin 169.4 1.0 335.3 48.4 139.6 159 8.0
[MED13L] Mediator of RNA polymerase I transcription subunit 13-like 25.7 1.0 317.7 79.9 117.3 96.1 1.1 Wnt & SHHL /LB
CDH1] Gadherin-1 336 1.0 3138 25.3 161.3 19.6 131 INF-« BRAM
0AS3] 2'-5'~oligoadenylate synthase 3 240 1.0 302.7 11.0 924.2 147 6.2  |INFBRE
[SHISAZ] Protein shisa—2 homolk 215 1.0 269.3 321 1835 103 18.1__|FGF, Wnt> 7+ IUIZBl S
FGTNNB‘] Catenin beta-1 31.0 1.0 2533 15.1 1239 8.8 3.7 Gadherrin, NF- x BEAE
[IRS1] Insulin receptor substrate | 22.1 1.0 2485 39.7 0.0 0.0 0.4
FETUB] Fetuin—B 72.8 1.0 2294 28.2 180.4 13.0 40  [HGFM® (AR RIRRRS)
[IGFBP2] Insulin-like growth factor—binding protein 2 101.3 1.0 2128 15.5 526.6 102.1 11.7
[IGF2] Insulin-tike growth factor Il 69.4 1.0 208.7 36.3 428.1 48.1 11.2
[RGNEF] Rho-guanine nucleatide exchange factor 203 10 | 2007 | s26 | saes | 277 15 ;7%?;’;5‘-:’%25*’”
[JUNB] Transcription factor jun—B 242 1.0 1863 23 583.2 18 08 |OMOREETEE
[WNT1] Proto-oncogene Wnt—1 26.0 1.0 185.5 119.2 645.9 29.0 10.5
[IGFBP3] Insulin—like growth factor-binding protein 3 102.9 1.0 163.0 55.4 185.9 30.5 9.1
|[CXXC4] CXXCtype zinc finger protein 4 26.6 1.0 158.0 12 200.2 10.5 3.8 |[Wnt LM
I[FLNB] Filamin—B 288 1.0 121.9 15.7 383.9 924 14.4
|(HTRA1] Serine protease HTRAI 31.5 1.0 118.1 5.1 51.2 5.1 3.1 |IGF, TGF 8 P
[[IGFI] Insulin-like growth factor IB 103.2 1.0 104.6 44.5 888.7 32.1 17.7
I[lGFﬂ Insulin—like growth factor [A 103.2 1.0 104.6 44.5 888.7 321 12.7
I[IGFzR] Cation—independent 6—phosph B 284 1.0 81.2 18.2 117.2 21.3 5.4
[FAT4] Protocadherin Fat 4 478 1.0 75.6 11.8 178.1 9.7 5.7
[VASN] Vasorin 38.1 1.0 8.6 14.3 1104 20.7 8.9 TGF B L+ IR
(TOM11.2] TOMi-like protein 2 283 i.0 66.2 25.9 419.2 18 1.1 Growth factor Bi:¥
[BMP2K] BMP-2-inducible protein kinase 15.1 1.0 64.0 0.1 26.4 1.9 29
[CXXC5)} CXXC-type zinc finger protein § 23.3 1.0 55.0 25.4 294 26 2.2 BMP4/Wnti 7 HILE L
{TGFBI] Transforming growth factor-beta-induced protein ig-h3 73.3 1.0 51.0 14.7 83.4 4.2 9.2
[MSTN] Growth/diffe jon factor 8 28.8 1.0 46.3 2.2 11.6 3.8 0.7 TGF 8 273')—
hNUlmL] Numb-like protein 25.7 1.0 31.3 17.1 746 9.7 3.0 NF-x BiJi
|[PCDHGB1] Protocadherin gamma-B1 20.3 1.0 322 9.3 46.6 4.8 29
|[CDH20] Cadherir-like protein 26 31.9 1.0 31.3 101 51.2 02 1.7
Euﬁbfll:!’zsl Insulin-like growth factor—binding protein complex acid labile 2723 10 304 159 538 76 34
I[lGFBPﬁ] Insulin—like growth factor—binding protein 5 459 1.0 26.5 4.9 48.7 4.6 20
‘[,E:"i?:il Epidermal growth factor receptor kinase substrate 8~tike 219 10 26.4 169.7 262 461 6.0
l_l;lGFBPI] Insulinike growth factor—binding protein 1 36.7 1.0 21.2 25.2 67.5 15.2 33
[CDH23] Gadherin—23 26.7 1.0 189 1.8 33 20 08
[HGS] Hepatocyte growth factor-regulated tyrosine kinase substrate 335 1.0 18.3 9.8 38.5 5.4 1.7
[WWP1] NEDD4-like E3 ubiguitin-protein ligase WWP1 214 1.0 15.1 9.5 274 4.0 3.2 TGFBRIS &%
lDFNGRI] Interferon gamma receptor | 25.0 1.0 10.0 35 23.7 3.2 1.9 NF- x BiE1E4t
[TAX1BP1] Tax!-binding protein 1 28.4 1.0 18 6.8 12.7 14.8 5.0 TNFRBHT RE— M
E::h:::}l Amincacyl tRNA synthase complex-interacting multifunctionat 238 10 21 109 198 16 27 TGF 8 L4+ LI
[DACT1] Dapper homolog 1 33.9 1.0 5.8 48 10.1 2.1 1.2 Wt & 4 ILIEB R
[FAT2] Protocadherin Fat 2 28.2 1.0 43 13.5 8.3 5.4 4.6
I’ﬁﬂAQ] Protein 5100-A9 84.7 1.0 4.3 3.1 11.4 26 1.9 NF- x BRI T CRRERE
|guznaz] Interleukin—12 receptor subunit beta-2 355 1.0 38 55 94 21 1.6
[PCDHAC2] Protocadherin alpha-G2 27.0 1.0 1.9 185.5 508.7 8.0 1282.8
FCSNKI AtL] Casein kinase | isoform alpha-fike 22.2 1.0 0.8 48 42 0.8 20 Wit 3
[CEL.SR3] Cadherin EGF LAG seven-pass G-type receptor 3 28.0 1.0 03 242 9.3 0.1 21
|[COH3] Cadherin-3 232 1.0 0.2 9.5 04 123 5.8
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[Protein code] Protein name Frotein L9 Protein function
score No.1 No.2 No.3 No.4 No.5 No.6
[NRIP1] Nuclear receptor-interacting protein | 25.9 1.0 977.8 395.1 1310.6 78.1 20.2 é—?ﬂ»ﬂ-ﬂgﬁﬁgiﬁﬁﬁ
[ESR1] Estrogen receptor 26.2 1.0 758.8 78.5 773.0 53.5 320
g p!
[TMF1] TATA element modulatory factor 29.7 10 aw12 | 127 | a147 | 618 194 |7 ';iv':'a:’?ﬁg“
[SH2D4A] SH2 domain-containing protein 4A 254 10 2431 | 161 | 3227 | 165 56 ;51;]"“'“ Baann
[NCOAB] Nuclear receptor coactivator 6 38.6 1.0 156.9 30.2 149.0 21.0 16.3  |Steroid coactivator
[SAFB2] Scaffold attachment factor B2 20.6 1.0 106.8 21.4 104.2 12.9 54 |TAASLREEKIDH
[PBXIP1] Pre-B—cell leukemia transcription factor-interacting protein 1 26.4 1.0 447 14.1 53.2 2.2 11.3  |TAMOSUBEE
[PIBF 1] Progesterone—induced-blocking factor 1 349 1.0 29.7 36.0 2217.2 14.8 49
7RO RBERLTFIL
[HIP1] Huntingtin-interacting protein 1 — Homo sapiens 28.2 1.0 27.6 447 235 0.5 105 =834 NMDAIKFHY
AMPASEZ 4 i
[SERPINAB] Corticosteroid-binding globulin 258.2 1.0 22.9 11.3 42.9 45 3.0
[GRLF1] Glucocorticoid receptor DNA-binding factor 1 434 1.0 218 52 399 9.4 1.5
[GH2] Growth hormone variant 23.8 1.0 14.2 5.3 56.5 5.2 3.0
[AKR1C1] Aldo—keto reductase family 1 member C1 — Homo sapiens 27.1 1.0 3.1 49 6.0 1.2 22 oY ATAVFEL
[AKR1G2] Aldo—keto reductase family | member C2 -~ Homo sapiens 27.1 1.0 3.1 49 6.0 12 22 |FUFRTUTEL
[AKR1C3] Aldo-keto reductase family 1 member C3 — Homo sapiens 27.1 1.0 3.1 4.9 6.0 1.2 22
[AKR1C4] Aldo—keto reductase family 1 member C4 - Homo sapiens 271 1.0 3 49 6.0 1.2 22 ToRAFUREE
[AIG1] Androgen—induced gene | protein 28.2 1.0 0.0 1364.3 584.6 1.9 485.7
R FAURBEAEDNZEERFTHER (FRERH)
Protein B y
" Protei . "
[Protein code] Protein name e N oo o oA NoE NS Protein function
[CLEC3B] Tetranectin 505.7 1.0 197.9 371.7 530.1 63.7 40.1
[OGN] Mimecan 60.9 1.0 160.0 12.1 110.9 8.7 39
f Leucine-rich proteoglycan
[LUM] Lumican 267.5 1.0 87.6 405 1236 147 48 |(iecolin. ostrogycind)
AR (Ca ) VBKBIEE
[AHSG] Alpha-2-HS-glycoprotein 791.9 1.0 585 310 890.5 66.8 421  |BEEMBKT S Fetuin-A &
#EE)
. AT U, R
[CHAD] Chendroadherin 76.6 1.0 37.0 4.9 111.6 115 85 1458 - 53
[PRG4] Proteoglycan 4 1254 1.0 36.3 240 724 25.2 10.1
I > = ~
T4 FEURBEAEOSEERITHERE (JILISUMEEERH)
Protein Bk
P i i Protein functi
[Protein code] Protein name s Not No2 No3 Nod Nos Nob rotein function
[KMO] Kynurenine 3-monooxygenase 26.3 1.0 38475 50.0 1297.4 10.8 1.9
[GRM6] Metabotropic glutamate receptor 6 21.9 1.0 1588.7 813.5 6579.3 355.2 67.7
[GRIA2] Glutamate receptor 2 26.2 1.0 398.5 0.1 0.0 0.4 0.1
[GRIN1] Glutamate [NMDA] receptor subunit zeta—1 26.3 1.0 365.6 10.6 205.5 19.0 14.7
[SLC1A2] Excitatory amino acid transporter 2 18.7 1.0 353.3 49.1 233.5 16.2 34
[GRM7] Metabotropic glutamate receptor 7 258 1.0 190.2 8.7 637.5 248 6.0
[GGT3P] Putative gamma-glutamyltranspeptidase 3 36.9 1.0 173.5 128 376.7 1.4 0.0
[QARS] Glutaminyl-tRNA synthetase 17.3 1.0 70.6 30.6 107.6 0.5 0.2
[GMPS] GMP synthase [glutamine—hydrolyzing] 18.6 1.0 68.3 6.3 473 6.0 0.0
[GLS2] Glutaminase liver isoform, mitochondrial 32.1 1.0 54.5 21.5 182.7 11.2 49
[GRIA3] Glutamate receptor 3 25.7 1.0 39.5 423 247.0 34.8 386.1
[GRIN3B] Glutamate [NMDA] receptor subunit 3B 17.0 1.0 29.5 25.9 3.7 22.8 4.2
[GGH] Gamma—glutamyl hydrolase 42.6 1.0 19.5 3.5 36.9 12.6 3.9
[GLUD1] Glutamate dehydrogenase 1, mitochondrial 40.6 1.0 15.6 3.4 235 23.3 1.8
[GLUD2] Glutamate dehydrogenase 2, mitochondrial 40.6 1.0 15.6 34 235 23.3 1.8
[GRIK4] Glutamate receptor, ionotropic kainate 4 15.6 1.0 3.2 2.2 6.1 0.7 0.0
[GRIA4] Glutamate receptor 4 22.1 0.0 23 0.0 5.2 04 0.1
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Protein Bt
P i P i Protein functi
iR ey score No.1 No.2 No.3 No.4 No.5 No.6 o e P
gCACNAZDS] Voltage-dependent calcium channel subunit alpha-2/delta— 18.1 10 16345 763.6 2000.4 73 0.0
[STIM1] Stromal interaction molecule 1 24.7 1.0 466.2 426.4 1018.5 208.6 1.4 IP3REEEMEL
[ATP2C1] Calcium—transporting ATPase type 2C member | 31.5 1.0 211.3 174.6 732.5 126.4 34.1
[ATP2A3] Sarcoplasmic/endoplasmic reticulum calcium ATPase 3 25.0 1.0 90.9 38.8 309.8 73.5 1.7
[TPCN1] Two pore calcium channel protein | 38.8 1.0 7286 342 151.7 224 32
[CACNA1B] Voltage-dependent N-type calcium channel subunit alpha-1B| 28.1 1.0 8.9 92.2 7.3 1.5 28
[CACNG2] Voltage-dependent calcium channel gamma—2 subunit 26.3 1.0 0.2 0.1 0.2 0.1 3.7

®6. FAURBEAHENSEERITHER (E43VHEEREH)

Protein BHE

Protei de] Proteil Protein functi

[Protein code] Protein name s o No2 Na Nod Nob NoB ein function
[SMARGCE1] SWI/SNF-related matrix—associated actin-dependent Py =
regulator of chromatin: subfamily E member 1 242 1.0 1981.0 2122 1075.6 190.4 46.8 E432D, TAROS B
[GGCX] Vitamin K-dependent gamma-carboxylase 28.1 1.0 1071.4 40.2 210 6.8 0.0
[CYP2R1] Vitamin D 25-hydroxylase 21.5 1.0 413.8 78.1 643.5 43.1 9.3
[GC] Vitamin D-binding protein 1027.6 1.0 375.1 28.0 136.6 11.6 43

R— . E43UD, TAROS Y, HE

[SNW1] SNW domain—containing protein 1 26.7 1.0 1189 5.8 72.7 53 0.1 SLFALR T+ L
[VDR] Vitamin D3 receptor 25.6 1.0 56.2 26.1 42.9 45.3 T2

R FAUREBEAHEOSEERIER (EREEEEH)

; ) Protein B : i
[Protein code] Protein name shire No N2 No3 N ~ e Protein function
[CNNM4] Metal transporter CNNM4 24.4 0.0 5.5 0.1 2.4 0.1 0.1
[SLC39A12] Zinc transporter ZIP12 224 0.0 1.2 0.0 7.6 0.3 0.0
[TF] Serotransferrin 1279.9 1.0 200.4 56.1 195.2 216 6.8
[COX17] Cytochrome ¢ oxidase copper chaperone 343 1.0 184.7 1129 21778 134.6 46.2
[CUTC] Copper homeostasis protein cutC homolog 30.9 1.0 171.5 259 419.2 7.8 1.1
[LTF] Lactotransferrin 31.3 1.0 72.2 31.4 76.5 11.8 48
[MFI2] Melanotransferrin 31.3 1.0 2.2 314 76.5 118 48 Fe.Zn %8
[ZDHHC13] Probable palmitoyltransferase ZDHHG13 26.2 1.0 29.0 19.4 70.5 8.7 3.2 Mg i§2%

R8. FAURBEHENSEERINHER(HOX HEERH)

Protei [
[Protein code] Protein name sr:or;n Nod Noz No. 3&&1 s Wt o Protein function
[GLI2] Zinc finger protein GLI2 18.4 100 | 12174 | 3333 | 19050 [ 1928 | sgs [ZEFTVEIED AR

R FHVREBAHEOSEERTBER (N Uy HEEBE)

’ $ Protein Bihk : :
[Protein code] Protein name L Noil No2 NG Nod e e Protein function
[HOXA10] Homeobox protein Hox-A10 26.2 1.0 398.5 0.1 0.0 0.4 0.1
[MGP] Matrix Gla protein 132.6 1.0 3253 29.1 416.0 1346 12.0 i 8 AL
[KDMS5A] Lysine-specific demethylase 5A 29.3 1.0 3249 3.1 35 12.2 0.8
[RBM15] Putative RNA-binding protein 15 24.2 1.0 257.1 121.3 106.3 12.5 9.8
[PITX2] Pituitary homeobox 2 40.5 1.0 240.1 45.3 292.7 1145 35.9
[NKX2-3] Homeobox protein Nkx-2.3 239 1.0 2274 6.5 1933.7 198.0 54.5
[CUX2] Homeobox protein cut—like 2 27.0 1.0 69.7 16.5 25.1 43 0.1
[EMX2] H box protein EMX2 24.2 1.0 28.1 6.0 43.2 81.1 248




®10. FAUREEHHEOSEERFHER (MIENTRIIR)

_ = Protein i . <
[Protein code] Protein name docs N No2 No3 Nod NoS Nob Protein function
[COL6A3]Collagen alpha—3(VI) chain 204 0.0 1.3 0.2 0.8 0.0 0.0
[PCDHA9]Protocadherin alpha-9 27.8 0.0 6.8 0.0 1.4 0.2 0.0
[COL29A1]Collagen alpha=5(V1) chain 29.6 0.0 0.8 0.7 28 0.7 0.1
[CSGALNACT1]Chondroitin sulfate N-acetylgalactosaminyltransferase 1 27.6 1.0 2838.5 2195 1698.2 1139 6.0
[ITGB8]Integrin beta-8 278 1.0 2817.0 215.1 2011.2 48 0.0
[COL24A1]Collagen alpha=1(XXIV) chain 215 1.0 983.6 1166.9 1878.3 572.0 3789
[POSTN] Periostin 17.2 1.0 8143 184.9 1063.4 38.1 40.9 ECM mineralization
[COL16A1]Collagen alpha—1(XVI) chain 22.3 1.0 808.7 263.2 20.2 202.7 100.0
[TLN2]Talin-2 36.5 1.0 534.4 9.9 699.8 76.0 45 AT EEE
[ITGAE]Integrin alpha—E 0.0 1.0 413.8 51.6 358.7 276.1 166.1
[VCL] Vinculin 57.3 1.0 391.0 5.9 232.6 6.4 6.3 A TT)AEE
[TNS1]Tensin—1 20.6 1.0 253.0 552.4 1246.1 551.3 2.6
[HABP2]Hyaluronan—binding protein 2 708.8 1.0 242.9 12.4 345.7 pal 6.2
[COL12A1]Collagen alpha—1(XII) chain 31.0 1.0 204.5 16.0 245.3 259 15.0
[TNXB]Tenascin—X 109.5 1.0 142.1 11.7 72.1 6.3 3.9
[PLOD2]Procollagen-lysine,2-oxoglutarate 5-dioxygenase 2 30.5 1.0 1374 40.0 2315 40.1 10.0
[ITIH3]Inter—alpha—trypsin inhibitor heavy chain H3 597.9 1.0 111.8 28.3 369.8 19.4 6.8 E7IOVEES
[ITGA4]Integrin alpha—4 15.5 1.0 107.4 270.8 4.1 68559.6 0.8
[COL10A1]Collagen alpha—1(X) chain 24.6 1.0 92.2 9.6 281.1 223 6.2
[ITIH2]Inter—alpha-trypsin inhibitor heavy chain H2 1498.5 1.0 90.6 25.1 231.2 23.7 6.6 E7ILOVEBES
[FREM1]JFRAS1-related extracellular matrix protein 1 21.3 1.0 82.8 28.5 0.2 8.8 3.7
[FN1] Fibronectin 1850.8 1.0 67.5 183.3 100.2 13.1 3.2
[VTN] Vitronectin 570.1 1.0 63.7 17.5 96.1 18.3 3.0
[ECM1] Extracellular matrix protein 1 84.7 1.0 63.0 208.8 1426 19.5 5.2
[COL4A5] Collagen alpha=5(IV) chain 22.3 1.0 61.7 2.8 9.2 14.8 7.0
[TNC] Tenascin 26.2 1.0 51.3 12.6 46.6 7.9 16.3
[LAMC3] Laminin subunit gamma-3 28.0 1.0 41.0 13.3 64.6 5.3 2.1
[PCOLCE] Procollagen C—endopeptidase enhancer 1 150.8 1.0 33.8 5.1 52.5 9.4 2.8
[LAMC2] Laminin subunit gamma-2 25.2 1.0 28.6 2.5 38 14 1.0
[COL6AB] Collagen alpha—6(V1) chain 45.1 1.0 176 5.4 18.4 6.0 1.9
[COL9A1]Collagen alpha—1(IX) chain 19.4 1.0 165 20.7 335 15.2 4.4
[MMP19] Matrix metalloproteinase—19 27.7 1.0 11.8 42 133 26 1.4 ECMH R
[ITGAX] Integrin alpha—X 19.1 1.0 9.8 10.8 14.8 3.5 2.6
[GSPG4] Chondroitin sulfate proteoglycan 4 27.2 1.0 9.7 5.5 25.6 25 0.5
[ITGA1] Integrin alpha-1 23.3 1.0 4.7 5.5 11.3 1.3 1.3
[LAMA4] Laminin subunit alpha—4 28.1 1.0 44 4.9 12.1 2.7 1.8
[GPCS] Glypican—5 220 1.0 34 5.2 10.0 25 1.6 AT BB E
[UBR4] E3 ubiquitin—protein ligase UBR4 23.3 0.0 05 1.0 1.6 0.5 0.3 A T79) RE
£ FAOBREEAEOSEERFTFER (HSP-7SFFUBREEERE)
s ; Protein B h :
[Protein code] Protein name waofs ol No2 No3 Nod Nob Nod Protein function
[PLA2GS] 85 kDa calcium—-independent phospholipase A2 19.3 0.0 58 0.6 0.7 0.0 0.0
szrﬁﬁﬁlsi;um:ga;ﬂ;‘” itak=4~phosphate-Hiriese G2 domein 16.5 10 | 190465 | 38258 | 1479 | 19900 | 2915
[ECEL1] Endothelin-converting enzyme-like 1 31.8 1.0 16975.0 263.5 19265.0 401.6 158.4
PGB - phoph st Sapf i esacss 257 10 | 17534 | 917 | 3620 87 43
Ei:(;s]ﬁf fu:zi?:\:;;iyal|nos|tol—4—phosphate 3-kinase C2 domain— 26.2 10 400.8 2322 748.7 185.1 29.8
[PIKFYVE] 1-phosphatidylinositol-3-phosphate 5-kinase 30.2 1.0 374.8 59.1 294.9 35.7 16.6
[PITPNM2] Membrane—associated phosphatidylinositol transfer protein 2 19.1 1.0 2135 6.6 6.9 a5 3.2
[MAPKAPKS] MAP kinase-activated protein kinase 5 33.9 1.0 197.3 17.2 727.3 346.0 2380.5
gPLCHZ] 1-phosphatidylinositol-4,5-bisphosphate phosphodiesterase eta— 30.9 10 1817 218 380.4 35.1 153
[GPLD 1] Phosphatidylinositol-glycan—specific phospholipase D 67.5 1.0 73.5 18.9 43.8 12.1 45
b SRS b diesterase 201 10 611 207 | nso | a2 58
[PNPLA8] Calcium—-independent phospholipase A2-gamma 14.4 1.0 44.9 15.5 160.4 224 0.0
[PREX1] Phosphat.idylinositol 3,4,5~trisphosphate-dependent Rac 277 10 263 129 470 56 27
exchanger 1 protein
EPLCH1] 1-phosphatidylinositol-4,5-bisphosphate phosphodiesterase eta-| o o 10 93 85 1.4 30 44
[PLD5] Inactive phospholipase D5 34.5 1.0 38 7.8 9.1 23 20
[EDN2] Endothelin—2 20.4 1.0 2.9 21 28 0.7 0.6
[PTGFR] Prostaglandin F2-alpha receptor 24.1 1.0 29 7.2 9.9 23 1.3
[TPTE2] Phosphatidylinositol-3,4,5-trisphosphate 3-phosphatase TPTE2 24.0 1.0 2.6 4.1 5.7 3.7 1.0
[PIK3R2] Phosphatidylinositol 3—kinase regulatory subunit beta 23.0 1.0 0.2 35 22 0.5 1.4
[PIK3(PA] Pho.sphatidyIinositol—4.5—bisphosphato 3-kinase catalytic 35.2 10 00 25 52 15 30
subunit alpha isoform
EZL{ECE:] 1-phosphatidylinositol-4,5-bisphosphate phosphodiesterase 932 10 00 00 205 41 23




K12 FAURBEEAEDNSEERTHER (Ephrin BEEAH)

5 G Protein R 5 g
[Protein code] Protein name S e I % | Nod | Nod NoS l NoB Protein function
[EPHA10] Ephrin type—A receptor 10 17.8 10 [ 2824 [ 3619 | 4212 1142 153.2 ARIR
T3 FHURBEAEOSERBHER (GABA BEEAH)
[Protein code] Protein name sl itk Protein function
score No.1 No.2 No.3 No.4 No.5 No.6
l[iEeA?ARAPLZ] Gamma-aminobutyric acid receptor—associated protein— 239 10 180.7 179 309.3 332 55 BRI
[GABRR1] Gamma—-aminobutyric acid receptor subunit rho-1 23.1 1.0 61.3 6.6 238 47 3.0
[GABBR2] Gamma-aminobutyric acid type B receptor subunit 2 20.7 1.0 14.9 5.4 22.1 0.8 0.1
K14 FIURBECEDSERMHEER (Zinc Finger Protein)
K 4 Protein | Peptide #ith ft (ng/plate) - <
Rt icoca] iYowinname score count No.1 No.2 No.3 No.4 No.5 No.6 Rigten fmeton
[ZNF236] Zinc finger protein 236 28.4 1 0.00 738.09 0.00 2.05 0.00 21.25
[ZFP64] Zinc finger protein 64 h log, isoft 1and 2 143 1 0.00 521.10 43.24 135.26 7.46 4.82
[IKZF5] Zinc finger protein Pegasus 309 1 0.00 468.27 0.00 308.03 29.76 2.48 =5 )
[ZNF107] Zinc finger protein 107 23.1 1 0.00 411.84 435 236.66 14.37 50.65
[ZNF672] Zinc finger protein 672 23.1 1 0.00 411.84 4.35 236.66 14.37 50.65
[ZNF862] Zinc finger protein 862 240 1 0.00 71.30 34.05 352.03 52.29 71.93
[ZFYVE27] Zinc finger FYVE domain—containing protein 27 36.1 1 0.00 42.50 48.63 327.09 130.28 8.32
[ZNF280D] Zinc finger protein 280D 235 1 0.00 0.00 250.59 0.00 251 1.59
[ZFX] Zinc finger X-chromosomal protein 233 1 0.35 794.04 0.30 0.00 0.76 0.57
(ZFY] Zinc finger Y-chromosomal protein 233 1 0.35 794.04 0.80 0.00 0.76 0.57
[ZC3H11A] Zinc finger CCCH domain—containing protein 11A 298 1 0.12 252.70 19.30 151.09 117.79 28.22
[ZNF98] Zinc finger protein 98 18.1 1 1.56 509.54 485 211.25 8.27 27.23
[ZNF99] Zinc finger protein 99 18.1 1 1.56 509.54 4.85 211.25 8.27 27.23
[ZNF397] Zinc finger protein 397 — Homo sapiens 234 1 1.95 483.48 15.28 254.68 19.57 2.67 EEDH
[ZNF142] Zinc finger protein 142 215 1 1.47 341.40 30.74 339.13 21.83 9.38
[ZNF568] Zinc finger protein 568 23.7 1 1.56 266.94 105.46 0.47 82.69 0.00
[ZSCANS5A] Zinc finger and SCAN domain—containing protein 5A 23.8 1 2.96 495.29 35.88 26.96 65.91 210
[HIVEP1] Zinc finger protein 40 20.2 1 1.02 170.51 92.86 333.69 22.01 244 T-cell activation
[PRDM2] PR domain zinc finger protein 2 153 1 0.16 21.27 78.17 102.59 149.62 31.62
[ZBTB12] Zinc finger and BTB domain—containing protein 12 245 1 0.96 124.37 39.90 256.89 133.58 6.07
[ZNF540] Zing finger protein 540 282 1 221 267.31 68.02 380.15 0.00 0.00
[ZNF613] Zinc finger protein 613 19.9 1 0.08 9.68 0.78 952.25 044 0.36
[ZNF573] Zinc finger protein 573 234 1 0.16 18.41 128.87 54.16 100.16 31.98
[ZFP112] Zinc finger protein 112 homolog 29.8 1 3.64 387.35 3.52 452.46 2.39 5.12
[ZSCAN18] Zing finger and SCAN domain—containing protein 18 28.3 1 6.74 608.34 0.17 192.18 6.55 0.76
[ZNF692] Zinc finger protein 692 330 1 4.05 307.30 52.11 355.96 10.88 0.00
[ZBTB1] Zinc finger and BTB domain-containing protein 1 15.9 1 224 151.54 82.33 399.45 22.90 0.00
[ZFPM1] Zinc finger protein ZFPM1 17.0 1 4.50 189.57 58.35 149.03 102.44 17.19
[ZKSCAN1] Zinc finger protein with KRAB and SCAN domains 1 21.3 1 5.99 228.63 74.90 0.00 1.14 111.25
[ZNF81] Zinc finger protein 81 35.1 1 4.84 173.03 55.23 380.81 38.07 12.95
(ZNF696] Zinc finger protein 636 204 1 8.47 24491 1.20 255.04 133.90 0.88
[ZBTB38] Zinc finger and BTB domain—containing protein 38 222 1 3.49 82,61 46.60 214.79 137.79 19.85
[ZNF790] Zinc finger protein 790 265 1 0.02 0.46 0.09 1.04 221.59 94.10
[ZNF548] Zinc finger protein 548 210 1 5.33 107.33 79.16 299.61 49.36 23.12
[ZNF665] Zinc finger protein 665 233 1 10.13 187.89 26.42 574.07 0.00 11.26
[ZNF362] Zinc finger protein 362 385 1 241 43.32 29.36 514.07 48.22 41.70
[ZNF318] Zinc finger protein 318 223 1 9.85 176.55 18.16 6.11 199.47 22.06
[ZKSCAN2] Zinc finger protein with KRAB and SCAN domains 2 23.7 1 2.80 46.50 59.46 131.45 79.60 91.16
[ZNF331] Zinc finger protein 331 22.3 1 10.83 175.90 14.95 549.81 26.65 12.31
[ZNF687] Zinc finger protein 687 21.1 1 757 122.52 45.60 228.23 109.34 23.58
[ZSCAN10] Zinc finger and SCAN domain—containing protein 10 25.6 1 11.90 173.08 41.58 400.99 40.20 14.73
[ZNF638] Zinc finger protein 638 15.2 1 8.36 97.98 101.45 224.92 38.02 30.38
[ZBTB24] Zinc finger and BTB domain—containing protein 24 29.1 2 9.39 103.40 83.31 184.12 64.77 37.10 BMP-induced transcription
[ZNF662] Zinc finger protein 662 17.1 1 4.65 41.44 72.62 122.11 83.48 76.46
[ZBTB20] Zinc finger and BTB domain—-containing, protein 20 18.7 1 14.07 123.52 32.80 513.15 26.80 18.77
[ZNF12] Zinc finger protein 12 38.2 2 18.17 136.81 69.06 271.69 57.06 15.36
[ZNF295] Zinc finger protein 295 39.5 1 8.25 28.81 18.87 48.80 270.34 2.82
[ZFHX3] Zinc finger homeobox protein 3 244 1 29.86 93.89 113.84 1.81 71.97 37.04 IEEHDH
[ZNF710] Zinc finger protein 710 198 1 40.05 118.68 14.41 56.08 106.18 85.43
[ZNF366] Zinc finger protein 366 243 2 21.88 31.52 55.47 352.67 74.09 26.55
[ZNF516] Zinc finger protein 516 174 1 5.58 7.58 1.72 820.05 40.66 0.27
[ZNF354C] Zinc finger protein 354C 305 1 81.27 87.95 58.43 229.08 17.43 39.00 Osteogenic effect Il
[ZNF292] Zing finger protein 292 25.0 1 45.88 41.18 100.58 348.96 495 13.07
[ZNF326] Zinc finger protein 326 228 1 57.32 45.84 72.68 139.28 43.11 61.55
[ZNFB16A] Zinc finger protein 816A 29.3 1 136.91 59.89 3.54 227.11 342 76.95
[ZNF462] Zinc finger protein 462 188 1 12.16 5.31 1.67 618.06 41.717 48.04
[ZKSCANS] Zinc finger protein with KRAB and SCAN domains 5 18.0 1 10.96 2.39 69.92 151.52 102.99 63.33
[ZNF592] Zing finger protein 592 15.2 1 16521 34.04 34.45 81.22 14.90 61.88
[ZNF689] Zinc finger protein 683 233 1 24.78 3.20 122.32 3.34 95.29 43.53
[ZNF644] Zinc finger protein 644 24.1 | 307.53 11.18 1.20 0.00 22.28 10.28
[ZFHX4] Zinc finger homeobox protein 4 20.7 1 279.71 9.30 22.74 33.40 10.97 9.24
[ZNF518B] Zinc finger protein 5188 212 1 10.83 0.16 83.04 348.53 55.33 21.79

—24




R15. FAURBEAENDZSEERNTHER (Ras BEERH)

: P Protein Bt " :
[Protein code] Protein name sty Nod No2 Nod Nod Nos NoB Protein function

[KSR1] Kinase suppressor of Ras 1 20.7 0.0 2.9 0.0 6.6 0.1 0.0

[RAB23] Ras-related protein Rab-23 31.7 0.0 0.0 1.8 0.1 0.0 0.4

[RASSF7] Ras association domain—containing protein 7 23.7 1.0 47711 83.5 1777.0 9.9 5.8

[SYNGAP1] Ras GTPase-activating protein SynGAP 24.6 1.0 4188.5 49.8 9388.4 1387.4 6.5

[RASGRP1] RAS guanyl-releasing protein | 31.2 1.0 1183.0 79.1 421.4 38.3 0.0

[LARP7] La-related protein 7 19.7 1.0 72.4 98.9 2750.0 267.8 0.8

[RALB] Ras-related protein Ral-B 223 1.0 58.2 6335.9 81.0 0.3 2.0
®16. FAVRBEBOHEDZEERMTER (ZOHMOEGERF)

& £ Protein BHE 3 ) ;
[Protein code] Protein name E Nol No2 No3 Nod Nos Nod Protein function

[FES] Tyrosine—protein kinase Fes/Fps 19.6 0.0 04 0.0 0.6 1.1 0.7

[SIPA1] Signal-induced proliferation-associated protein 1 18.2 1.0 3062.6 115.9 1320.3 52.0 19.9

[PANX2] Pannexin-2 — Homo sapiens 17.4 1.0 1335.6 9.1 145.9 30.4 217 Gap junction
[CHD1L] Chromodomain—helicase-DNA-binding protein 1-like 19.0 1.0 1261.6 202.1 14.1 91.9 9.3

[RICH2] Rho GTPase—activating protein RICH2 26.1 1.0 1029.7 69.5 610.8 215 14.9

[CHD9] Chromodomain—helicase-DNA-binding protein 9 26.6 1.0 626.0 55.5 1022.5 99.4 14.6 Fo{tE 5

[PAK4] Serine/threonine—protein kinase PAK 4 17.1 1.0 384.5 54.8 3294 11.8 5.8

[KAT2B] Histone acetyltransferase KAT2B 28.3 1.0 340.7 0.1 108.8 25 0.2

[ERN2] Serine/threonine-protein kinase/endoribonuclease IRE2 34.6 1.0 328.5 6.1 1568.9 0.0 1.2

[CCART1] Cell division cycle and apoptosis regulator protein 1 21.6 1.0 192.7 8.3 267.6 34 0.0

[AP2M1] AP-2 complex subunit mu 23.3 1.0 178.9 29.3 14 10.9 44

[GJA9] Gap junction alpha—9 protein 26.7 1.0 158.0 12.2 2184 10.5 04
t[)Pa:’:’i\?;i.:fBo]nferine/threonine—protein phosphatase 2B catalytic subunit 178 10 146.7 03 543 18 65
‘E:?:‘naaci(s')gﬂf;:ne/threonine-protoin phosphatase 2B catalytic subunit 178 10 146.7 03 543 18 65

[0DZ2] Teneurin—2 22.8 1.0 125.0 21.2 19.9 3.1 1.4

[FAMB83H] Protein FAM83H 19.3 1.0 98.7 17.2 174.6 21.5 3.0 I+ AL R Calcification

[SH3KBP1] SH3 domain-containing kinase—binding protein 1 220 1.0 92.1 27.0 96.9 35.3 15.1 Phosphatidylinositol B5&

[SH3PXD2A] SH3 and PX domain—containing protein 2A 17.4 1.0 85.5 11.8 85.8 231.4 6.5 Phosphatidylinositol BE

IASAPI] At-GAF with SH3 domaln; ANK repeat:and PH domairr-~ 202 10 63.6 270 81.7 89 40 Phosphatidylinositol B3
containing protein 1

[SPINKS5] Serine protease inhibitor Kazal-type 5 21.7 1.0 21.0 162.5 21.0 15.0 5.6 MRE

[STK24] Serine/threonine-protein kinase 24 244 1.0 14.4 8.8 20.1 6.4 42

[CHD5] Chromodomain—helicase-DNA-binding protein 5 26.0 1.0 144 96 17.6 323 0.2

[NFIL3] Nuclear factor interleukin—-3-regulated protein 31.5 1.0 14.1 39.3 643.9 56.2 35.7 B HREE I

[GIMAP1] GTPase IMAP family member 1 20.7 1.0 29 0.8 3.5 0.0 1.1




R171. ERREUVERIRICES T 5EEFOHEESF AT

B HEERTF BEERUV/ER#F
mEFBEFTEMHDIZN, PSIFRFVERBMBEURESEY A AV EE (RE)EMHTIRATOANE
RRERTHS. TFHAJUIERSEBERSERI CBEFHRADMEERET D,
MEANTFIME | MERUREESRS. RTFO/FES (T 45U, TUEZV O S) O RHIES T REEES
FRINL, ChiE. BHEEABRTOWNtT o423 = A TdH HDkk—1(Dickkopf-1)DFEIRETTHE T HEER. Wnt
SHFLEMSIL. BERBEREZE TSRS LCHERTIEEZLN TS,
BRIREIH TS, EEENEDHILL ™ LARIZOCBERMEND DAL LERINEREL. B BRI
TRROA Y RILEUIZEABRIRISH LU THINEIMICHER TS, -, RELICEET AL T4—2N L TEFHE
BOBEEEEMEL. BaS—42  ARTAALY Y FRATFARVFY, B TRV NI BEDEEE
FETLHEHEIC, HEAROBEEFNFNT S,
JosRFay BREFRET S,
FZRRFAY IS L ICHFEAETALETA—E2NLTBHFMBOEHEETIELIEVSBENHLH—F. BREERE

THELIHRELHD,

Al RARARILEY

WEMREEELELTERNESET D,

HGF

HGFIZAF#IREIC N X T H 0 Lk Rk ©mE AR M, DEMAe. B O Eia. &, miEa
MFCHEALTSHRAEMTHEEZRIET S, ERGICHLTE. RN -EFER~OSEERES
BLEITEKY, BEEERETIEZEALN TS,

IGF

IGF- 1L IR TR ERILEVICEPTEEZ T THBEINS, AEDFRE DM, HFICHA. B. .
B, M. RBRUMOMEBIZIGF-1DEEEZT5, AR HRMBICMA. IGF-1 [T EESR
%, MBIDNAS ZBET 5, IGF-2(LHFLE T, B, B R UHALYSBIhd, IGF-1EYL5
BRIZEAL. KATIEAUR) D D00EDRETHEET H. MAER TG DIGFDKXE 7 IXIGFBPIZ

&L T, IGFBPIFIGFEM QMRS I EEL/BNER-LTHY. IGFBPAIGFIZ#5E& T S L. IGFDIGFR
ADFEEPFEN T, IGFT FIUEELEH T 5, — . IGFBPAIGFOEAE AT 2BEL|ESH
THY. ThIZIGFBPHA HIIE LM T ) Y RITE AT HIET, BAANICIGFOREZ LR SE T,
IGFRAEE TEAIGF A AESHB-OTHAEEADLTVD, A VAU EIGF-IIXIRR UIGF-1RICHR T 5%
HtEEHE D, IGF-IIFIR, IGF-IRE UIGF-IRIZHEE B T 5, IGF-IRIGHRENICB R IFHEF G0 -0,
IGF-I/IGF-IRDFE S (£ 7 T ILEETIE AL, LLAIGF-IN YY) 7S AICESLTEY . IGFOERED Y
S FILIZIGF-IREIREDE S L LH>TIEADN TR EEZ LN TIVD,

FGF2

FGR2[E R MEMERSHPBOMEFEEL. BRI TEFMEBICHE T H2MEEEIEOL,. HRELTET
BERET HERER D, FGFR2V T ) VT BB MEENE BB ICTE O TREMIZHERT 5.

CTGF/CCN2

CONTFPR— LN BRET 73 —EMER BT AEABD 1D THY. HLLNIAT OMME 4y
S A ELCEE SN TS, R I3 L OIS BRI B 58 T DRI, BEE
BRSSO TE AL M E CORBE TN RET 5,

TGF-B
A== F73—

TGF-B A—/X—273)—(%, HBAL JFILEES FR-SmadD 35 Smad24°Smad3% &1L T HTGF-
B . FHFEL  NodalZED 4 JL—F ESmadl. Smad5. Smad8%EtE{L T ABMPEMISMSEEE T IL—TFIZK
RlEh b, BMP773)—IZ & QO ELEN S, BMP245 2 TS IL—T . BMP5-8% &4 )L— . Growth
and differentiation factor (GDF) 5-72 &7 IL—FIZHia{EEh b,

TGF- B [ZB#FAMEIZ DN TIZIBREEEN @ ENH D, Z{OMMBBIZH L THEENHERZER
FEE(T REDOME, HEOELOBERG I B TLEREERZE- TS, 254>, 24703
HFEDOHAN TN I ADEEEZRETHEHIC, TATFF—EEEEZNHT I &IcLYMBNA TR Y
ADNEWEERET D, BFMRZRHTILICEY, BRREFET S, TGF-8 T FILIFIR R UIRZ
BER(TARI-TAR-IMENLTEESND, B VAV ENRZRELLTHLNATLDA, R EUIRSZA
KIZTGF BZEERLTVREDEEZLNTINS, =, TURT U ETGF B LIEESRMMEEZHFOM. TOHE
RlE+a @RS TV,

BMPIZ B - BB ORELMIBFISEESLTVASM, ThLUSICEEORE . HIEBESEICHITH LR
BHEER, DEEBOMEREE, SETREZALTVS, BIRRERICEIBEALORSLEER
W IBMPEZBRADBEEFRBEAENZOON. FORRAEIIRFTRIAHMEEERO T TEMS
{EENBHGFIZEYREShAIENRTMON TS, FDfth. GDFEBMPZ 73 —ICB T HEEBEMME R
THY, BHRFEEEZEF D,




#£17. BRRUBRINICES5 T 2ERFOMEELERARE (BE)

BRHBEERT

BERUERMF

FILEAZUEE

A ILAIUE(GIL) LR IR AR ISV TR EEME L THREET M. GUEERD T TV FIEE-KE
AL RBLTVAEARBEN TS, Gluld B FHROMIIE L (CRBET INMDAL T4—%D
B DGIURENTL TOME R EERERL, IR B MM L TlXcystine/Glu antiporter (xCT) Zf L TH
EisERERTCEICEY, BREERET S,

Glu T FILEZTIRDBE (GUR) [FHFH L EBIEA A/ Oy R (GIUR) LRMREH R O AR AO
Ev4HE (mGIuR) (2K RIEH . iGIURIZE |N-methyl-D-aspartic acid (NMDA)B 2 {4 L JEREZMEL T 4—IC
SEEND, BIEIZIENMDAL T H—1(NR-1) ENR2A-DMTFETEL . B FICIFAMPAR! EKARINEFHET D,
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