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gene protein

COL4A2 collagen, type 1V, alpha 2

RPL12 ribosomal protein L12

HLA-DRB1 major histocompatibility complex, class I, DR beta 1

CAP1 CAP, adenylate cyclase-associated protein 1 (yeast)

AK1 adenylate kinase 1

MXRA7 matrix-remodelling associated 7

PSMD11 proteasome (prosome, macropain) 26S subunit, non-ATPase, 11
NFASC neurofascin

SDPR serum deprivation response

CHCHD4 coiled-coil-helix-coiled-coil-helix domain containing 4

SIRPB1 signal-regulatory protein beta 1

MAN2B2 mannosidase, alpha, class 2B, member 2

ISOC1 isochorismatase domain containing 1

LRRC49 leucine rich repeat containing 49

B4GALNT2 beta-1,4-N-acetyl-galactosaminyl transferase 2

CACNA2D2 calcium channel, voltage-dependent, alpha 2/delta subunit 2
HSD17B2  hydroxysteroid (17-beta) dehydrogenase 2

PLXDC1 plexin domain containing 1

SEH1L SEH1-like (S. cerevisiae)

BOTRIRAD R EL L 2 (K 2). 801 1D
35, 628 (784 %) D% o Td, FEkik
IS M QLR ANAE, NS, AT, T, ©
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7-.

R 3. Spectrum Mill ICLX2ERTOTF
IVRCLYREENZY, MBFP7OFFIVR
TREEhEWVWEZNIBEE Mascot ICEDHEE
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gene COL4A2 SDPR HLA-DRB1 PSMD11 LRRC49 PLXDC1
collagen, type IV, serum major proteasome 265 leucine rich plexin domain
. alpha 2 deprivation histocompatibilit subunit, non- repeat containing containing 1
protein response y complex, class ATPase, 11 49
il, DR beta 1
Spectrum Mill 133 3 99 10 2 1
Spectra
I’._"
N
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Immunohisto- Slzehw |
chemistry "_3‘;1-':3."5 )
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gene protein

COL6A3 collagen, type VI, alpha 3

HBB hemoglobin, beta

CL clusterin

DES desmin

ATP1A2 ATPase, Na+/K+ transporting, alpha 2 polypeptide

CAPZA2 capping protein {actin filament) muscle Z-line, alpha 2

D8N1 drebrin 1

CAl carbonic anhydrase |

EEF1A2 eukaryotic translation elongation factor 1 alpha 2

TAGLN2 transgelin 2

MFGE8 milk fat globule-EGF factor 8 protein

HYOU1 hypoxia up-regulated 1

PPP1CC protein phosphatase 1, catalytic subunit, gamma isozyme

RPLPO ribosomal protein, large, PO

CACNA2D1 calcium channel, voltage-dependent, alpha 2/delta subunit 1
EEF1G eukaryotic translation elongation factor 1 gamma

RHOB ras homolog family member 8

GNAI3 guanine nucleotide binding protein (G protein), alpha inhibiting activity polypeptide 3
CNN2 calponin 2

PSMB9 proteasome (prosome, macropain) subunit, beta type, 9 (large multifunctional peptidase 2)
GNA11 guanine nucleotide binding protein (G protein), alpha 11 {Gq class)
MFAP4 microfibrillar-associated protein 4

S100A8 $100 calcium binding protein A8

PNMA1 paraneoplastic Ma antigen 1

CORO1A coronin, actin binding protein, 1A

CRKL v-crk sarcoma virus CT10 oncogene homolog (avian)-like

LMAN2 lectin, mannose-binding 2

1GJ immunoglobulin J polypeptide, linker protein for immunoglobulin alpha and mu polypeptides
PIP prolactin-induced protein

ICAM2 intercellular adhesion molecule 2

PITPNA phosphatidylinositol transfer protein, alpha

RCN1 reticulocalbin 1, EF-hand calcium binding domain

SSR4 signal sequence receptor, delta

EVL Enah/Vasp-like

SEC13 SEC13 homolog (S. cerevisiae)

FCN1 ficolin {collagen/fibrinogen domain containing) 1

HLA-DPA1 major histocompatibility complex, class Il, DP alpha 1

SERPINB1 serpin peptidase inhibitor, clade B (ovalbumin), member 1

COoPS8 COP9 constitutive photomorphogenic homolog subunit 8 (Arabidopsis)
cPM carboxypeptidase M

EIFSA eukaryotic translation initiation factor SA

PRNP prion protein

SNTB2 syntrophin, beta 2 (dystrophin-associated protein A1, 59kDa, basic component 2)
RPL11 ribosomal protein L11

CNN1 calponin 1, basic, smooth muscie

LCN2 lipocalin 2

TYMP thymidine phosphorylase

FAM169A family with sequence similarity 169, member A

GMPS guanine monphosphate synthetase

S100AS $100 calcium binding protein A9

SUMF1 sulfatase modifying factor 1

TGFB1 transforming growth factor, beta 1

methylenetetrahydrofolate dehydrogenase (NADP+ dependent) 2, methenyltetrahydrofolate
cyclohydrolase
S100A7 $100 calcium bindini protein A7

MTHFD2
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gene protein

COL6A3 collagen, type VI, alpha 3

HBB hemoglobin, beta

CLy clusterin

CAPZA2 capping protein (actin filament) muscle Z-line, alpha 2

CAl carbonic anhydrase |

EEF1A2 eukaryotic translation elongation factor 1 alpha 2

TAGLN2 transgelin 2

CACNA2D1  calcium channel, voltage-dependent, alpha 2/delta subunit 1
RHOB ras homolog family member B

GNAI3 guanine nucleotide binding protein (G protein), alpha inhibiting activity polypeptide 3
GNA11 guanine nucleotide binding protein (G protein), alpha 11 (Gq class)
MFAP4 microfibrillar-associated protein 4

S100A8 $100 calcium binding protein A8

LMAN2 lectin, mannose-binding 2

1GJ immunoglobulin J polypeptide, linker protein for immunoglobulin alpha and mu polypeptides
PIP prolactin-induced protein

ICAM2 intercellular adhesion molecule 2

SERPINB1 serpin peptidase inhibitor, clade B (ovalbumin), member 1

CcPM carboxypeptidase M

PRNP prion protein

LCN2 lipocalin 2

S100A9 $100 calcium binding protein A9

S100A7 $100 calcium binding protein A7

-

Spectrum Mill(154protein) \
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gene protein

CLu clusterin

DES desmin

ATP1A2 ATPase, Na+/K+ transporting, alpha 2 polypeptide

CAPZA2 capping protein (actin filament) muscle Z-line, alpha 2

DBN1 drebrinl

EEF1A2 eukaryotictranslation elongation factor 1 alpha 2

TAGLN2 transgelin2

MFGES8 milk fat globule-EGF factor 8 protein

HYOU1 hypoxia up-regulated 1

PPP1CC protein phosphatase 1, catalytic subunit,gammaisozyme

RPLPO ribosomal protein, large, PO

CACNA2D1 calcium channel, voltage-dependent, alpha 2/delta subunit1

EEF1G eukaryotictranslation elongation factor 1 gamma

RHOB ras homolog family memberB

GNAI3 guanine nucleotide binding protein (G protein}, alpha inhibiting activity polypeptide 3
CNN2 calponin 2

PSMB9 proteasome (prosome, macropain) subunit, beta type, 9 (large multifunctional peptidase2)
GNA11 guanine nucleotide binding protein (G protein), alpha 11 (Gqclass) '
MFAP4 microfibrillar-associated protein 4

S100A8 $100 calcium binding protein A8

PNMA1 paraneoplastic Ma antigen 1

CORO1A coronin, actin binding protein, 1A

CRKL v-crk sarcoma virus CT10 oncogene homolog (avian)-like

LMAN2 lectin, mannose-binding 2

1GJ immunoglobulinl polypeptide, linker protein forimmunoglobulin alphaand mu polypeptides
PIP prolactin-induced protein

MYOZ1 myozenin 1

PITPNA phosphatidylinositol transfer protein, alpha

RCN1 reticulocalbin 1, EF-hand calcium binding domain

SSR4 signal sequence receptor, delta

SEC13 SEC13 homolog(S. cerevisiae)

LOH12CR1  loss of heterozygosity, 12, chromosomal region 1

COPS8 COP9 constitutive photomorphogenic homolog subunit 8 (Arabidopsis)

cPM carboxypeptidase M

EIFSA eukaryotictranslation initiation factor SA

PRNP prion protein

SNTB2 syntrophin, beta 2 (dystrophin-associated protein A1, 59kDa, basiccomponent 2)

RPL11 ribosomal protein L11

CNN1 calponin 1, basic, smooth muscle

LCN2 lipocalin2

TYMP thymidine phosphorylase

FAM169A family with sequence similarity 169, memberA

GMPS guanine monphosphate synthetase

S100A9 5100 calcium binding protein A9

SUMF1 sulfatase modifyingfactor1

TGFB1 transforming growth factor, beta 1

MTHFD2 methylenetetrahydrofolate dehydrogenase (NADP+ dependent) 2, methenyltetrahydrofolate cyclohydrolase




R
-3
~3

lons Score
140 1

120 A

100 A

80 1

60

40 1

20 1

731

1

1 366

0
1096

1461

CUARRE kR SRERIK 2 280 TIOTUR ST & GV 73 (o) St 653

‘| | COL6A3 Antibody
| ‘ L

Al I , 1
1827 2192 2557 2922
Sequence Numbers

(9 J[ne Iz 16 J[ s 1 na I na vz [

COLG6AS3 Structure

6 COL6A3 ¢ Mascot {Z & % ITons Score
Mascot {2 &k 5 COL6A3 DLl X7 F F D lons Score & 715¢. JFli3, COLGA3
PAOTE RSB % R d. NOtoNEN-ASRF A4 Y, TH: b)Y TLAY AL

L

BR6. YOARBRGTIOFTA - LBHT—4
N—REDLEE

Cui 5713, B boy AT T+ -2
v ASRRK T F A -4 L AEL, 1,320
BIETDS B 977 BET- M ARER(A & Iy L
THEENE I L ERL TV, v A5k
TEET 54 V30 Bide FRERIKIZE TRfEd 50
HEAELI OB EL S, HikTuFrt 102
T, Pl Er o hah -7 154 [ » o8
THIZDOWT e ApEkk 2 V0B F— 2 X —
ALDIRET-7 (B35). w7 AKRKEKT o5
A — L L DEE T, Spectrum Mill 12 & 3 71 bt
AT T A I ZAEPThbE S R, BIEHIEEL
ETHEEhEr oz 2 140D S5 5
47 2 130 i g AREk (AL Mascot 124 5t
SHTOTk Iy AT -4 & —FL 7 ().

R 7. COL6A3 D Mascot I L 23 BER
Collagen type IV alpha3 (% 7-# COL6A3)

i, Spectrum Mill # & U Mascot 12 & 3 T{ 4t i

TuFd I 2B HEO T R hE S h .

C5to CLC-ASMF A £ >,

COLGA3 3 5r i 34 JiIFED 8 130 P T
345, SDS LGRS 7 L TOSHEDIRIZIE, 10 T~
15 JiD} WD R 7 A4 Filis» o il &h T
7=. % Z T, Mascot {ZX 5 ~XTF F®D lons Score
ML (E6). Mascot 2L BXTF FDi
EMNRE, T3 A D 750 ~ 2,250 (FET B
HI LR E NS, £, HPA 2V COLGA3
HUADTEMES DO R T F FidlRE Eh T ks
> 7.
Z &=

PHETHIRIEO £ < SRR IZPINIR L A b h
328h5, b MY O SRR {0 T B
TaFA— 4, EHITEHREERKT 504D
WMl D7 a7t — L& EEMIZRIT L, IEH
IR IARRER (R & ILE L, N4 F 1 T3
2T 42 ATHIT 52 LT, MR
RWHENZKAZ M B 2 732 V(R0 F D o1 B R
HiE TEAHENYH S.

FEAE, IRMEMNIZHEL L2 LC-MS/MS & X 7 4



654 FrSlo ML W 129 %
FMOWB Z 12k T, JEMICREN T, BT
D83 PR NEST 5 2 e EL &
o, AT A — AOBEWEITIZ K- T, Bk
&ﬁ/n MO T - 28460, ThooF

4= A ORRUL, B iS4 d v — g —
PRI O T D e B T W E b,
Human Proteome Organization (HUPO) Dk b
M- KT TFA—LTOT s T D
'?fa‘ RO 70 7 A — 4% WHT§ 5 BRI

RT7aT s FEAGEL, £ < ORPERN; AR
fMM!lfi,;lw. L, ZOWPIeRiEE AR
FIRAT O FA I 2EMPTLES ELTHB Y,
ZD7WIZ, IR P TIRRER KD 70 7 4 — 4
AT L, JCRMTTRIOMT 7 a 74 — ANz & 0
2,725 B {z-r114:0> 6,686 & /38 2 T &l5EL 9,
TR IICRbE L2z kit e FSRER{ko & 22308
% Human Protein Atlas (hitp://www.proteinatlas.
org/) DRIz ED, 2 20 DTS
i &R IR L r iR A A L T — 4 X -

Z R L, 48l % Human Kidney and Urine
Proteome Project (HKUPP) @ = 7 [IZAML
T\ 3,

AT, Tt 7e 54 32 2T &
nrRikik 7 223 o (1% HPA M I B4k T
a7 Iy 2A0u§E &L, Ui 7o 74
I AMMTCRNEEh AR, kTS FA I
A2 TR Sk 801 A # 2734 RO T
F O A& BN U2, Gl {g & ot L,
2y ORI DONT, eeiIg % 7 8
CGRERIA, MTOEMSIAY, AN, YA, MITT
THIMAY, B) % 485l Lf Z DEH,
801 fHld # /3o DS 5 19D % v 3o Iz
DN, RIREN @2 h T &L 7.
Zh o, HPA 2 & 3 RG]
MNEZ NS, PikE)IOE T O F 4 — L5,
MR 2 2 L ZINIET B B 2, HIFkNT
D83y D& RS 212347 TH
0, A2 ZET L RLTORMAEG BN
WTEIBLEND 2 82T L XD - FEW
I TR kD —2 &0 A5, LA L, £
ROMPUZIE ZHTEY S D, R TS5

;115

SR 27 4 (2015) 11 H

AEMIZETH 551322 < DM S DK TE
U325z k0, AR AEatErAEC S 3
ffettA H 5. Spectrum Mill 12 & B 77
uFd Iy 2k 0l Eh s H, HPA OfET
kT aFA 27 22 BWLTRERARbE & h
g 3y (801 W) 55, 62814 (784 %)
D4 32 TUE, SRERIKLIIE O VTG IS, S5
<dﬂf§ AT, IR, BN, HEounghn
L ENEND 2 V3 TIOHIKI & B U &1

E’J L. Seikik 2 2232 {0 Spectrum Mill {2 &
AN Tasd 3o 2T Eh b, i
h7a 74 32 A TREDE & 0PI, ik
REMLT A5 v — Y 2 RIITRING B E0%
FRIKSHILERORA TH B 0l{EMEM A 2 e, k&
FOIETSERIK 2 S o TIOMITIZ T b ik
o RIRGENEET 2 2 WD D, ks 5DFF
AR IRIZIE, SRERIKD I & AT R &5 AHIRE

BEDOH A LRIRIKA & TATO S, Fluld)ivn
Ty TSRO o — ik &

T e, HIRRIMALRE (ANAE, 1NTTa L)
DHRAN L AL NhTENLH D, Th o EH
W B2, T BRAkE 27 4 2 L AHIRUA
S FIRIKE NN 2D THH L —H —
74 sax4¥s L 3 (laser micro dissection,
LMD) 4% 5. LMD k%75 12idL — % -1
ML E A B AU TH B0, L —H—
WGHZ LB 2 V30 HOAVENINE KB, &7,
1 ADF ERh 6o N BHREY I 30 25 4
ARETH B0, Skkik s 230 o4 (LS5
M 151212100 2 5 4 Z L LOHEEV AL 09
Thd. E612, dizksntkika VoD
ZEHEOUEM S MU T E L VPEITH S, /2, 1
AOFERA 6 MO BRI 302514 2
MISETH B, ERk2 V3o IO %75 12
13100 2 7 4 AL LORFRUIN 2 lTH B, &
512, Wiz & BRERIK 2 v P EPED g
it o &, SEkiky Y 7oz
3L OYHIH (TS Y,

Cui 6713, & FOKRKIkTIF4 — 25— 2
% Spectrum MilllZ K Bt 7534317 2
T T 6,197 D 2 v s o &bl L, RILY Y 7



B AR e P ARIRIE 2 V0 PO T BT & RIEHIRE L S (0D ok 655

RZDWT, Mascot (2L BT 7u 74 3
2 Z & UTCTThr L2850, 1,817 (27.1 %)
D7 a7t — L% L% Spectrum Mill T*(i
SKIRIAS At ke 2 v sy T B4
11.8% TdH - 7=H, Mascot TI3 181 % Tdh ‘) ,
R PPN O E (R NP o SA A (- &
Spectrum Mill Tid 2.3 %, Mascot T2 3.1% T
Hot, AT r4 I 2ClhiiEadhs s
Y RORLBEEE, MY 7 b x 7 % Spec -
trum Mill & Mascot TH#T % &, TDEfdHz A
ERXENDHYD, WiEREV I L2707 —F7
TFARTILTY) XLITIRFL T DB Z AR
MTHB D, PN OIE LRI &L L
s TR XN 4 232 TUTd, ik
LBRONMELTE LWL VSO PINTiET 5 2
&AL &, Mascot RT3 U TRPTRIIE D
STORETRNE 2 Y30 M E L EL{-T Y,
Zfbéﬁﬂﬁﬁfuri 7 ZTChE2 3
M, AT aF Ak 3 2 ZATChbEX Wk g vy
PRI oI EpmEhs.
X5z, T T4 —4, WTurt—at
DILBIZ BT, MSEZ /S TTRARIR % V8
PIOWADRIE X7, b O IR SRER AL
DPRUL, WMATTEROIZ e ha 2 &Y
<, ZOEMHER ORI T & 7 D ILEIR
BENMT S ENINMETDH B, AFRIZENHT
&, Tl 7a s 3 2 2 Clilbsahri e v
2O BPATITA I AT D 2 V580
P14 DS B, M7 o 74 —L L I L TL
g oo it 1211 (785 %) {F{ELTHD,
E 612 Mascot (Z kB P W7 sA 12 2T
& 54 M (964 %) ML THY, TTHIRR K
MWROENLEh 27 154 WD 2 V730 FDIFEA
ERMAENZ (AT D 2 V0P THB M
A & Rt SERIAY VT, LR Sy AR
TFLTOBTMEMEIIEETELZWLWI &2 6, IR
4 v 7L & MBS BIR0, LK 7 ORS¢ 0
PhiL v kDb, o2, FIRENIZIAET
B30 &EWSAIZET B -0121F, FERIEOVTONUIA
RBIEOPREINO L FEARYTH 5 T &AW
WTHHELIUbhs,

FER(RIZIE, RpOBUiD 2 32 BE G h,
ZOTOF A — LMD 7 A 8
R, TR, KERIZIEd B 2 L BAHET
59 RTOFA—LEDHEIZENT, 23 WD
2y (F3) Mmmichiy, ZThoidd
NC, MPEIZSGEHET B 230 ThH -7 I
HUZIESRER A 2 Vo I ifE L TE D, ZD 4
v 30 TO A L 1K & X0 § 5 2 WEEA
b3,

7 ZSERKIZ(EET 5 2 V3o Hid e Rk
KlZe tale salfEEr A o, ko574
VAT, SR oL 5 154 HD 2 o8
IPUZDOWTe o ANk K2 Vs 57— 4 X —
2 EDIE T 7=85U A2 5, Mascot 124 DT
Wit 7asA4 I ATRIEIN: 2 V30D
F—g e ZAFHAkTOF A — Lz 0L T
Wilsiz Xt 2 Vs o PUL 47 IMTE(EL 72 (38 6).
Zhooa )32 ozig, Clusterin Gl {z
%) CLU), Desmin Gz T-% DES) & &, %Kitk

FSERIA T E XM T B 2 2282 AL T
W5 ENG, b FARERKISEET 2SR
el xh s 21 Zho i, filkTaFA 3
2 ZDHHAORE RS, e o hkh -
FouffigtE At ian il & ho 7,

Collagen, type IV, alpha3 (i{Z % COL6A3)
13, Spectrum Mill % & Uf Mascot {2 & 3 TUht 904
TaFk I AIZ BT LM FEE & h .
COL6A3M™ (3 T hiH 3¢ HFIED 2 3o [T
H B A, SDS LK EI 7 L TOREOREIZIE, 10
Ji~15 DDA T4 Fiih SRl Eh
TWi. F 7/, Mascot ¥ — 4 D# W T3,
COLBA3 D il & fis#k A%, COLBA3 $i kD iy it
Med®g > srEL Tk (H7).
COLGAS L it et h iz,
COL6A3 D REMD — ATV i 7o 5 4 2
2 THBELTE D, fifk7o54 37 2T,
WARDFWNBADORTF FEFETEIENT
E o et AR &

O EHMoORKE T o FF -0 F - 4 X -
ARz T 38EE LT, PO iidlE v g
JIETIRER RS~ L O 5 5 KIS & st



656 BrblR it m129% w1y

BAEED, iklck3 3 7o 54— aiztind 3
2 2 230 PLOE TR SRR & BIETARD K
BEU, ROEHIEOIN 1220 WTHIEHEL6h
o BROFHIMEO 70 F A — LT = 4 N = X A
KT B2, KOO0 s b 7)U7‘7r :
yALHihTu T+ 10 20K TOFA 1Y
FHAADEBZZENMBTH D, FORY, 7'.’3
RED R T MABTCT & FERRRINIENCDRGIK, HGHEREHT
RIS F 7 —H—DFRIZ DD EEZS
ns.

- B

FRERATO T A — LD T T A 2
Ozfliiﬁul,xf”% A kT es A 2 2Tk
BILTE AL o8 V0 IZDONWTCEDEINE
BAT L 72, & M IEGSRERIAD TR & LT
—F XV T % Spectrum Mill ZJHWTEPE X
FTuTd = LENRTOT A - L LU 724
1,ﬁhVHﬁ7UTﬂ“azfummLéhé#
Y7 o5 3o 2RI 02 30
% 801 ﬂﬁl'y}fﬂfibt. Zhons5 190 (24 %)
D 37U, SRRz @A L X e, 801
il 5 %5, 628 fidl (784%) DE IR, A
RSO TR, 2hEFhodikic ka6
AL E A, THEHRERIKE TR 5 v - &
¥ 7B TERING BFEOSSRIASEB O RA T H
BSWHEEMTHD LW REIhL. HikToFH
37 ZATHIMOMBEN T XTREEh T AW
Yoo 154 (192%) & -7, 154 o %
VISOEDA L, METOF A — L LDz
VT, 80 BU LA (i (Ed B 4 Vi
THot. L MRTOTFH— L4, 29 ZARKIKT
574 —LDZENEFIDT T FH — 4 & DIz
BT, IR (HE$ B 4 o o (i, i
ROTEREEANC # VSV TIDNE{ET B Z & A9R
Mexde A, TURHRING & B 9Hiseth ol
EAEIET 5 2 &AM Sk, TR &
VB TSRk IA Y v L OERHUZ 513 B K
ML ALY, VikTa 74 32 2 TIRAET B
2 30 MOES T ANk iR & BB RO (%

TR 27 4 (2015) 11 H

BEY, BEHENOM A BUTHELLEZ 6N
7-.

#H O

Fi#s R HIZEL, THPYh & L finNday ok
W B2 7 © TR T IE PR BTG L B S5 9 BT 52 WP D i 2255 D
PRI &AM L b &Y

BEHRX

1) Su-Chien Chiang, Chia- Li Han, Kun - Hsing

Yu, Yu-Ju Chen and Kun - Pin Wu mail: Prio -

ritization of Cancer Marker Candidates Based on

the Immunohistochemistry Staining Images

Deposited in the Human Protein Atlas. PLoS One

Vol.8, No.11, P1 - 11, 2013.

Pontén F, Schwenk JM, Asplund A and Edqvist

PH: The Human Protein Atlas as a proteomic

resource for biomarker discovery, J Intern Med.

270: 428 - 446, 2011.

Melton L: Protein arrays: protcomics in multi -

plex. Nature 429: 101 - 107, 2004.

114 §% © Human Protein Organization (HUPO)

DY MR- T TFr—L T s b S

27 22 Mg 124: 55 - 64, 2010.

5) Farrah T, Deutsch EW, Omenn GS, Sun Z, Watts
JD, Yamamoto T, Shteynberg D, Harris MM and
Moritz RL: State of the human proteome in 2013
as viewed through Peptide Atlas: comparing the

2

~

3

~

-
~

kidney, urine, and plasma proteomes for the biol -
ogy - and disease - driven Human Proteome
Project. J Proteome Res 13: 60 - 75, 2014.

6) Miyamoto M, Yoshida Y, Taguchi I, Nagasaka Y,
Tasaki M, Zhang Y, Xu B, Nameta M, Sezaki H,
Cuellar LM, Osawa T, Morishita H, Sekiyama S,
Yaoita I, Kimura K and Yamamoto T: In - depth
proteomic profiling of the normal human kidney
glomerulus using two - dimensional protein pre -
fractionation in combination with liquid chro -
matography - tandem mass spectrometry. J
Proteome Res. 6: 3680 - 3690, 2007.

7) Cui Z, Yoshida Y, Xu B, Zhang Y, Nameta M,
Magdeldin S, Makiguchi T, Ikoma T, Fujinaka H,



8)

9)

10)

11)

B RN P AERIK 2 Lo TIOTTNUT T & RIZRIRRIE S s (LD JL e

Yaoita E and Yamamoto T Profiling and annota -
tion of human kidney glomerulus proteome.
Proteome Sci. 11: 13, 2013.

Nanjappa V, Thomas JK, Marimuthu A,
Muthusamy B, Radhakrishnan A, Sharma R,
Ahmad Khan A, Balakrishnan L, Sahasrabuddhe
NA, Kumar S, Jhaveri BN, Sheth KV, Kumar
Khatana R, Shaw PG, Srikanth SM, Mathur PP,
Shankar S, Nagaraja DD, Christopher R, Mathivanan
S, Raju R, Sirdeshmukh R, Chatterjee A, Simpson
RJ, Harsha HC, Pandey A and Prasad TS: Plasma
Proteome Database as a resource for proteomics
research: 2014 update. Nucleic Acids Res 42
(Database issue): 959 - 965, 2014.

Lennon R, Byron A, Humphries JD, Randles M],
Carisey A, Murphy S, Knight D, Brenchley PE,
Zent R and Humphries MJ: Global analysis
reveals the complexity of the human glomerular
extracellular matrix. ] Am Soc Nephrol 25:
939 - 951, 2014.

Adachi J, Kumar C, Zhang Y, Olsen JV and Mann
M: The human urinary proleome contains more
than 1500 proteins, including a large proportion
of membrane proteins. Genome Biol 7: R80, 2006.
Waanders LF, Chwalek K, Monetti M, Kumar C,
Lammert E and Mann M: Quantitative proteomic

12)

13)

14)

657

analysis of single pancreatic islets. Proc Natl
Acad Sci U S A 106: 18902 - 19807, 2009.

Rastaldi MP, Candiano G, Musante L, Bruschi M,
Armelloni S, Rimoldi L, Tardanico R, Sanna -
Cherchi S, Ferrario I, Montinaro V, Haupt R,
Parodi S, Carnevali M1, Allegri L, Camussi G,
Gesualdo L, Scolari I and Ghiggeri GM:
Glomerular clusterin is associated with PKC -
alpha/beta regulation and good outcome of mem -
branous glomerulonephritis in humans. Kidney
Int 70: 477 - 485, 2006.

Stamenkovic I, Skalli O and Gabbiani G:
Distribution of intermediate filament proteins in
normal and diseased human glomerulim. J Pathol
125: 465 - 475, 1986.

Chu ML, Zhang RZ, Pan TC, Stokes D, Conway
D, Kuo HJ, Glanville R, Mayer U, Mann K,
Deutzmann R and Timple R: Mosaic structure of
globular domains in the human type VI collagen
alpha 3 chain: similarity to von Willebrand factor,
fibronectin, actin, salivary proteins and aprotinin
type protease inhibitors. EMBO J. 9: 385 - 393,
1990.

CERR 27 1 11 15 H216)




