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47) BmAS BAG AT, 7] SF) £3E wude] Al TFel EPuE vl A9 WE-E 4%
o wasta, 7] Fel LW wudel Az el THE B A, IF Ao wadte o
A & x2Fsh,

271 Al aFed £2FHE Gide

ZElF A (Calreticulin), ZEH 4-3|==A|golal, wEl ofdke] AFA(Prolyl 4-hydroxylase, beta
subunit precursor), =% Adolel F)polA|(Muscle creatine kinase), dEZZEH 243} A2l (Hemoglobin
alpha chain), s|== =% HE} A2l (Hemoglobin beta chain), €13+ H&EF 2, 3-H|AEAEFHA24E F

olAl Zg 2" F+x AQl A(Chain A, crystal structure of human erythrocyte 2, 3- bisphosphoglycerate
mutase), FFHAF 7]yolA] 3 o}8 3 fAFE(Similar to pyruvate kinase 3 isoform 3) % X ZE|o}E 265 o

o] E]ZJo}A| o}ek9] 4(Proteasome 26s ATPase subunit 4) & Hoj% bl gago|m,
A7) A2 Ed ETEEHE gwE o

’

Y5 HA A% 9zt 1 7Hob(Eukaryotic translation elongation factor 1 gamma), ¥|FBAF Z]uolA] 3
old 3 FAF=(Similar to pyruvate kinase 3 isoform 3), ¥l <3 1(Actin, alpha 1) 4%, v QZ=Hl
(Myoglobin), ¥AtAatj2f-elolA]l 1(Superoxide dismutase 1), oFdlHAF|UAl 52 a4 1(Adenylate kinase
isoenzyme 1), ¥2¥ A 249 FelolA] (Phosphoglycerate mutase), ¥|ZA]#541-2(Peroxiredoxin-2), &
YATA T FAFE(Similar to glyoxalase 1), W9 Aol Y @A (Translational ly-controlled tumor
protein) ¥ A¥xA FEME-3-A4t &44 F4(Cytosolic glycerol-3-phosphate dehydrogenase) & 4ok
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el 2 Aol gloiA,

47 olmA BA ARE wpgom 47 FFel L wuldel Al Lol TRHE Bl 49 JE-e)5
oz wastn, 47 FF TFE wudol A2 1§ EFHE Bud 4%, I 4K0% pus:
way; & 2ghe,

ZeelFd(Calreticulin), ZEZ 4-3|=FAlgolal, wWEr ofgt9] HAFA(Prolyl 4-hydroxylase, beta
subunit precursor), —<5 Adole F}olA] (Muscle creatine kinase), d|EFZEHl <yl A2l (Hemoglobin
alpha chain), dZ=24 wWE} A<l (Hemoglobin beta chain), AZF A 2, 3-H|AXAEFZAH AT F
olAl FA# 2" G2 A A(Chain A, crystal structure of human erythrocyte 2, 3- bisphosphoglycerate
mutase), I|FBAF Z|yolA 3 o} 3 FAFE(Similar to pyruvate kinase 3 isoform 3) % X =ZEHo}& 265 ol
o]g]go}A] o}t$] 4(Proteasome 26s ATPase subunit 4) & Aok &li}e] whaldoln,

27 A2 agel x3EE dide,

AHAYE HY A% 2% 1 7vh(Eukaryotic translation elongation factor 1 gamma), ¥FBAF 7]it}olA] 3
o}d 3 FAFE(Similar to pyruvate kinase 3 isoform 3), ¥l <3y} 1(Actin, alpha 1) 4%, v ZF=Hl
(Myoglobin), ¥tAt]AFEFolA]l 1(Superoxide dismutase 1), ofuld2b7|uA] SZ &4 1(Adenylate kinase
isoenzyme 1), EAFZZANEAY F-Elo}a] (Phosphoglycerate mutase), HFA|d5A1-2(Peroxiredoxin-2), &
2l SAEA T FAME(Similar to glyoxalase 1), W19 Aol FF @& (Translationally-controlled tumor
protein) ¥ AFEZA FEANZ-3-¢14F &4 &4 (Cytosolic glycerol-3-phosphate dehydrogenase) & Zo|l&®

Sl wudel AL Eow s Age] g A

7] & & of
Boubge Aol g el B AoR, H% S A% MAT F52 ol gate], Afo] WE-
A% A%AA WF A4 e sy A% el Ba ol

W F 7] &

Agow FEHE 17|90 A% By 7S AA 7] Y8, WEeke 49 grh 2eu WESS dEet
= AS WA HlE EHo] UmAA ®rh. &, Ao WEHL A dEEHE FAdA Assty W, W
AR g A% U WA w3y @ 74 vude] Mg & xes £ 9y wioltt,

olo] wal, WEd A g WAL UE avxte] HEE}F Eon | in|xle] MEwd wEl Wgge 7h7 o]
HE YESRT O vk vwd AEe d5E 9E5So] WAsow st AFd $EHE 49, dF 9
% HANA AE F20] futEle] A ARG A £ UL Wk o}, xuAE AAHoRE HIE
S 75l 9
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1bell Z=AE Hpe} o], AlAME 17](10)7F Fat 20T e 2% (x99 0.5T)E 7IAE WS oA 4847
, B8 3171(30)7F 1.0TC9 ==(L2aH9] 0. 5L>E MR = WA A 12412
0)9] AAl Aol 5.80( A 0.9%)9] F5(45)0] dA = 9},

>, ot 1
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i)
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2
xor
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fl
N
=

< EFEToltk. WA, Ao wmAdUe S5
(5200). ©lzd B Az SFo] 3@ dhwldo] A1 2Fo EIFEW(S210-Y),
FehE TH(S5220) .

rxpi

o

SH, WA Y A, §F] TFE wdo] Al 1F] ETFHA FOA(S210-N), BF 45 A
e wo] Al el EFHA owA, Al 1FW ol @ v
A, A%e W3 A% o wud 5 v

a ¥

U
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(¢}

FAFeR, Al ago ETHE @M ALS Calreticulin, Prolyl 4-hydroxylase, beta subunit precursor,
Muscle creatine kinase, Hemoglobin alpha chain, Hemoglobin beta chain, Chain A, crystal structure of
human erythrocyte 2, 3- bisphosphoglycerate mutase, Similar to pyruvate kinase 3 isoform 3 %
Proteasome 26s ATPase subunit 4 & ZHoj&= slufe] wiidd 4 it}

w3 A2 IFo ¥3tEE o ELS Eukaryotic translation elongation factor 1 gamma, Similar to
pyruvate kinase 3 isoform 3, Actin, alpha 1 4%, Myoglobin, Superoxide dismutase 1, Adenylate kinase
isoenzyme 1, Phosphoglycerate mutase, Peroxiredoxin-2, Similar to glyoxalase I, Translationally-

controlled tumor protein 2 Cytosolic glycerol-3-phosphate dehydrogenase % Zo]& d}}e] whaliae] <=

wEkA | SFo] T3 vl AS BAS Ay A4dt Al a2Fd E£EE 959 whulE Folx Hojw e
dldo] ¥y g, AFS WE-dlvge Aow ddd £ v, gz §F ¥3E gdS B3
A¥, e A2 g XFEE 15650 dld FolA Holk shube] wwidoe] ¥3E A9, AH2 ¥AS
d Aem wdkd 5 gl

st = 32 E dte] o AHA] oo mpE, wed BAUHS A os Hdystr] 9%k E5Eo|th

HA, ASo A AU S5 Hok g ol AR ET(S300). g W, AMHEAE &5 AR 200ul
o thal Protease inhibitor cocktail solution (GE Healthcare, Sweden)Z 10ul 747}5& 5 YAEYE ol &
3tod 14,000 g oA 30&3F FAE ST, A ool 9d] Aol FElEW, AFEAE SRl EElE AW

S AAzG. ASH AHto] AAF SN thafl, 50% Trichloroacetic Acid(TCA)E 100ul #H7}sle] 2z 4o
= 5 14,000 goll Al 101F YAEHE skal, TAl A AS AAS F -20CE W7y oA E(acetone) 500ul

F
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Z A7ste] 412 H 14,000 goll A 10%-3F QAR S 230 A AAFT,

S5 AAEYSY 53 B4S H0|a(S310), HAW B s 221 A7) F5He] A;ER(S320).

dE £, ARl dawgd g4 dis Aol A" AAE AASIL, 583 oFA|E(acetone) S 3
A7k, 28]al AFERF= 7 M ourea, 2 M thiourea, 4 % CHAPS, 1 % DIT, 30 mM Tris 2 a trace of
bromophenol blue®Z TA¥E AZ By 700ulS FAEZHE 40 HUlste] 225 A3 Helg.

AR S8 2dE B 17,000 gl 503 fAEE] F ASAE FEIT AR FEE 22S
Bradford(1976) o2 wid A=fs AAstar, 350ul MEWH o 72} SFAIE9] @i do] Ing FFstes:
EEE A},

aa AR AAE S5 Alged e 2aY AVd eSS AdE F Ut FAFoRE ) AMEAlE S5 A

2% Ettan IPGphor 3 apparatus (GE Healthcare, Sweden)& ©]-&3}%] Nonlinear pH 3-10 immobilized pH
gradient (IPG) strips (18 cm, GE Healthcare, Sweden)ol|A 1z} ] AA|gk 4= ¢lv}. olw, Ettan IPGphor
3 apparatus -2 100Vell A 3A17F, 200Vell Al 2A17F, 500Vell A 1A1%F, 1,000VellA 1A]ZF, 4,000Vell Al 1A17F
28,000Vl A 10A17+Y <= AT},

AFEA= IPG stripe] HBEEE 6M urea, 30 % (w/v) glycerol, 2 % (w/v) SDS, 0.05 M Tris-HCl (pH 8.8) H
1% (w/w) DIT& &fats &dA] 163 AAE 5 gt

a3 AEAE SEAIE] tiF] 9-16% linear gradient polyacrylamide gel “Zd-ellA] 120mA/geli 4N Fek
22 B8 E stk 23 vt B¢ &% AIEE 40% methanol@ 5% phosphoric acid® g g el A 24]
T RkgHo], A(gel)o]l Fd€T.

o]-gate] ol x| FAje] AFETH(S330). 2L oA A4

2219 A7) 4y A3 4 g
o] &3lo] 2o e iAol FhETH(S340) .

i)
ot
A
)
i
e
SUNNL
J

= 59, A}8AE= Coomassie brilliant blue G-2505 o]&3}o] 12417 B¢t A(gel)S M3 5 FHFS
G5t galgigy, aeal 239 ArjdEHe R Aol gel GS710 photometer (Bio-Rad, Hemel Hempstead,

UK)E o] g3alo] olux] A8 42383+ % Image Master 2D Platinum 6.0 (GE Healthcare, Sweden)ZE o]-&3&}o]
olujx] Exo] AAld, zF dAe] FX(spot volume)7} EAIZ R AJolE YRl dMAL A4S A,
A(gel)S Aeky o], Aol AAE FXE Ut

olw, AM&Ak= SAS(2002) ZE AL o] &3te] SAEAS FAT F vt 2P ARERE WS 2]

& o

¥ o

o
=
oA w5 U vwlde] {94 ol Student's T-test procedure (SAS, 2002)% &l

-+

(e}

o

G 3elS 9Jgk AFRAS 9, gelolA E2l®E @A spot 30 % acetonitrile® 3= 50 mM
g H A dARerE ol gete] Az

o
=}
=
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s
o
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S
e
o
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o
S
=
o
=4
@D
=
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o
i
Jé
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183l Choi 5(2003)9] WS o]&sle], Axy EAd ta] trypsin(Promega, Southampton, UK)* 2] ¥
Poros R2 % Oligo R3Z o]&3}o] AHAE i, 4800 MALDI-TOF/TOF mass spectrometer (Applied Biosystems,
CA, USA)E o]&3to] HFialol AAH 4 o). AMEAes HAFEAS S3 92 7 dulde] A gl
MASCOT (Matrix Science, USA)E ©]&3}o] NCBInr databaseol A &ld 4 Qdt}.

& vhal 2ol 2209 A/1GEHol AgHomA, Ble] BATEY ohyet SARPDY W BRE &

2~
= LN g
sick. webd, A% ARe T wude g Ages) 28 4 o
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"

Al
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[0050]

[0051]

translation

Eukaryotic

=3

101

spot

A

[0052]

elongation factor 1 gamma

100]H, %= 6b

A719% Az spot 10°]t}.

o

2

3l 2

)

% 6¢co Z=AIE upe} o], wE Eukaryotic

Aspoltt,

B
X
e

ZA3e] spot 108 AT

[0053]

ofy

23]

3
el
Aol o

Ae] spot 140]t}.
7] 9% A3 spot 145 HAF

pyruvate kinase 3 isoform 32 4

KN
.

translation elongation factor 1 gamma

+¥l Similar to pyruvate kinase 3 isoform 3

7196 A29] spot 14019,

9] spot 14° ¥

&

&

[0054]

22k A

;;—l_

% 7coll =A]E ule} o], WA Similar to

Astolt},

B
X
e

[0055]

23]

"

wir

~,

et¥ Actin, alpha 1, skeletal muscle

+5)

9] spot 16, 17, 18, 19¢] %
(spot 16), Actin, alpha 1, skeletal muscle(spot 17), Actin, alpha 1, skeletal muscle (spot 18), Actin,

T

[0056]

2}

A3 spot 16, 17, 18,

alpha 1, skeletal muscle (spot 19)

9] spot 16, 17, 18, 19°]H, % ghx P=-3

190]t}.

, & 8c WA = 8f

o =Al¥E wle} o], whl ZHActin, alpha 1, skeletal muscle, Actin, alpha 1, skeletal muscle, Actin,

jp

[0057]
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[0065]
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[0069]

[0070]

[0071]

[0072]

[0073]

[0074]

alpha 1, skeletal muscle ® Actin, alpha 1, skeletal musclel WY& 214 A 8o EAHow F3d AS

o 4 9.

3, & 9a A & 9cE 239 A7) 9% A9 spot 219 EEE Myoglobin ¥ AS Ausitt, & 9ax W
A5 AR g 23k A9 E Ae] spot 2101W, = 9be WE-dE A AR I 23 A7 E

Mg Aitoltt. &= 9coll mAlE npel o], @A Myoglobin
[}

% 10a A % 10cE 23 H7] 9% A9 spot 220 ZFE Superoxide dismutase 1 THaS HAwgir),
T 10at W A4S AR i 22 @719 % AT spot 22019, & 10bE WE-dE AF AR

2kl H719%F A9 spot 220|tt.

T 10cE Z+ A7l 9% AP spot 225 HAF B3 Aoty &= 10co] =AlE wie} o], whad
Superoxide dismutase 1& W& A& Az EAFARo=w F3E AL & 4 9},

g, L olla WA = e 249 A7) g& A39] spot 239 E3E Adenylate kinase isoenzyme 1 iz
S Adgdith. = 1lav ¥ A5 Alsd did 23l "719% A9 spot 2309, & 11bE WE-dlE A5
A zol tidt 23 W7]ds A3 spot 239]t}.

S & 12a WA & 12c+ 239 A7) 9% 2} spot 24°] ¥FE Phosphoglycerate mutase @ dg A
221 A7)d% Ao spot 2401, E 12hE WE-dT AS A8

2,

2

£ 12ce 7 7] 9F AFHO spot 245 AF AT Aotk = 12co] =AlE wkelk o], @A

[}
Phosphoglycerate mutase> 73 A& AR EFHo =2 ¥3e AL & 4 U},

=

3 &= 13a WA T 13gE 23 A7) 9% A spot 27 WA 319 F3E Peroxiredoxin-2(spot 27),
Similar to glyoxalase I(spot 28), Peroxiredoxin-2(spot 29), Translationally-controlled tumor
protein(spot 30) % Cytosolic glycerol-3-phosphate dehydrogenase(spot 31) @@l MHwsit}, T 13a:
W A8 AR g 223 @1719% AT spot 27 WA 31019, = 13b WE-slE A% Al w23}
A A7N9E A spot 27 WA 310]th,

Tg, = 13cw 7t A7) 9% A9 spot 27 HF
acs

Z}
KX
g

LA Adfolty. & 13col| EAlE upe} o], whulz

Peroxiredoxin-2< W& 25 Algo] EAZor ¥3ty AS <4 4 r}).

T 13de 7 A7) 9% A3 spot 288 AP B3 Adolrt. & 13do]l ZAIE mie} o], @A Similar

to glyoxalase 1 ¥% 2

L 13ee 4 A7 4F

Peroxiredoxin-2< 3% 4

T 13fe Z 7] 9% A9 spot 30& FE FAS Aol = 13fo] EAlE wRe} P

Translationally-controlled tumor protein W& 215 AlRo| EAFHo2 ¥3d AL & 4 do.

3, & 13ge 4 A7) 9% ZAFH9 spot 312 HFH B3 A
=

S
Cytosolic glycerol-3-phosphate dehydrogenase< % 215 A&

i 1 =
Aoz, = 6a WA = 13gell =AlE Ao me, JEd 155F9 dulde W A8 EdHo= ¥}
H A4S & k. wEbA, g9 A8 Az dE s A Ay, AEd 155 R dlE 5 Hojx 3}
Uk 23k A9, AFEAE e AS ARV W A5 ez w4 gl
A, = 14a WA &= 22c WE-T Aol EAAoR xeE A g 2xY A 9% Hdy A
o]},
TAHeR, & lda WA E ldew 22 A7) 95 A3 spot 1o ZFH Calreticul ingd &S At}
= Mat YF A5 AR Uit 239 d719%s A7) spot 10]H, = 14be We-dls AH Algd thst 23t
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4 A71dF5 AT spot 1401t}

E ldee Z4 A7) 9% AAe] spot 1& AY w3 Adolrr. & el EAIE wpsp o], A
o o~
= na

Calreticuline ¥5-3l%s 2§ A4 52

= oS
¥, &= 152 WA = 15cE 239 d7] 9% A9 spot 20] E3FA Prolyl 4-hydroxylase, beta subunit
precursor ¥MAS Al = 152 Y 2S5 AR U3 239 A7|9%E A9 spot 208, & 15b=
WE-gE A4 A= g3 2319 A7|95 A spot 20T},

= 16cE 7 A7) 9% 239 spot 25 AH EAI Aoty = 15co] TAIE ube} o], ©MA Prolyl 4-

= h
hydroxylase, beta subunit precursor< ¥&-dls & Ao EFHo2 ¥3d A& & F Ut}

% 16a WA = 16ce 22 7] 9% A7) spot 59l EFE Pyridoxine 5‘—phosphate oxidase @9 AS A

Wtk = 16ave W A5 A8l dig 2akd W95 A3 spot 501M, E 16bv We-dlls A& ARl

gk 22k A719%E A7 spot 50|t.

% 16cv= 7t A7) 95 AH9] spot 55 AH A Aol 16co] Z=AJH wpe} o], oA Pyridoxine
_‘1—;_’_ i

=
A =
5'-phosphate oxidase W&-3llE 2K Alme] E4Ao= x3d AS & 5 Ut

o

A

i)

17a WA = 17¢E 229 A7) 95 ZA79] spot 69 23H¥ Muscle creatine kinase T2
) 17av ¥4 A% Asd o 239 7195 23] spot 6019, = 17be= F&-315 2
A H7195 A3 spot 6°]Tt.

= 17cE 7 A7 9

[¢}
creatine kinase& 4

o ot

o 2
_qo
>

S

A7l spot 65 A A AFo|tt. & 17col EAlE upe} o], ThulE Muscle
-dlE 28 A5 ER¥oz ¥3E AS & & Ut

¥, & 18a WA = 18ctE 23 A7) d% A9 spot 7o E3HH Hemoglobln alpha chaingt¥ &S A
o E 18av WA A Almel i 249 A7|FE A spot 7olW, X 18be WE-3lE A& A=l g
22+ A719%E ZA¥e spot 70|t}.
T 18ce 7t W7 FE AT spot 78 HF AT Aoty & 18co| E=AIE uke} o], @ Hemoglobin
alpha chain ¥5-3l%5 25 A& X

3 & 192 WA & 19ce= 239 A7) d% A2 spot 8 ¥E Hemoglobin beta chainth¥] @S 4w
O = 19t W A Almel diE 228l d719% A3l spot 80]v, L 19b WE-slE A& Almel W

E 19ce 7t W7 95 2T spot 88 HF AT Aoty = 19co| E=AIE uke} o], T Hemoglobin
beta chain® W&s-3ls A& A5 EFHo= x3d AL & 5 Ut

% 20a WA E 20cE 23k A7) A% A spot 99 FE3IE Chain A, crystal structure of human
erythrocyte 2, 3- bisphosphoglycerate mutasett M-S AWty &= 20av= W 25 AR oigh 234 A
719%E 239 spot 90|, = 20bE WE-;ME A5 Almel tig 22k HA719E A spot 9o|Tt.

% 20ce 7t A7) 9 A spot 95 FAH #A Ayo|t), & 20co] EAlE wle} o], w@elA Chain A,
crystal structure of human erythrocyte 2, 3- bisphosphoglycerate mutasel WE-3i% 28 Ao EAZ
o2 ¥3d As & A

T 2la WA = 21cx 2219 A7) 9% A9 spot 119 ¥3% Similar to pyruvate kinase 3 isoform 3 &
WAS Ayttt = 2lat W AS AR Uigk 231 d7]9%E A spot 110]W, &= 21bE W3l 24
5 AR QQZﬂT.ﬁﬂ%%-QAA spot 11°]|T}.

% 2lce ZF A7l 95 2] spot 118 = FA¢E AFoltt, = 21col Z=A1E vpe} o], ©@¥lA Similar
to pyruvate kinase 3 isoform 32 W&-dls A5 AR 5Fo=2 x3dd AL & F v},

% 222 WA & 22c= 2319 A7) A% A spot 139] F3HE Proteasome 26s ATPase subunit 4 ©Hza-S
Agtt. ® 22a% ¥ A5 AR dig 22k d7)9E 23] spot 130]W, = 22be WE-IE AS AR

of gk 22 A7]d 5 A9l spot 13°]4}.

£ 22ce= 7 7] 9F AFHe spot 13 A 4

o

Asfoltt, &= 22co] TAE wpel o], whlA

_10_



[0092]

[0093]

[0094]

[0095]

14a WA &= 22go] =A1H ,
2 oQdnh. wEkA, o) AlS ARty

DEER

=

&
Aol ukel, 4

ey

off
1>

1 o po
o
A

©
ofy

o
re

ot

1
o
(o

Py
|o
ht!

SHA, et bhel 22 WA A& X oR x3E 15% R dlde gk FAH AFAHRE e
a1 & 13} gk
F 1
Spot Protein |Accessi |Species | Theoret |Theoret |Sequen|Score Matched | p-value |Functio
label 1D on ical MW|ical p/|ce ) n
number (kDa) covera peptide
ge (%)

10 Eukaryo | gi 19576 [Bos 50598 6.16 38 378 13 <0.05 Biosynt
tic 9122 taurus hesis
transla
tion
elongat
ion
factor
1 gamma
(EEF1G)

14 Similar |gil1940 |Sus 58509 |7.62 36 307 12 <0.05 Glycoly
to 38730 scrofa sis
pyruvat
e
kinase
3
isoform
3

16 Actin, |gil4501 |Homo 42366 |5.23 36 636 12 <0.05 Sarcome
alpha [881 sapiens ric
1, functio
skeleta n
1
muscle

17 Actin, |gil4501 |Homo 42366 |5.23 21 483 10 <0.05 Sar come
alpha [881 sapiens ric
1, functio
skeleta n
1
muscle

18 Actin, |gil4501 [Homo 42366 |5.23 51 633 13 <0.05 Sar come
alpha [881 sapiens ric
1, functio
skeleta n
1
muscle

19 Actin, |gil4501 |Homo 42366 |5.23 43 505 11 <0.05 Sarcome
alpha [881 sapiens ric
1, functio
skeleta n
1
muscle

21 Myoglob | gi14752 |Sus 17074 16.75 68 878 7 <0.05 Oxygen
in 3546 scrofa transpo

rt

22 Superox | gi 1508 |Sus 15408 |6.04 50 351 4 <0.05 Oxidati
ide 2144 scrofa on
dismuta reducti
se 1 on

_11_




[0096]

[0097]

on

££9l 10-1607104

23 Adenyla|gil1251 |Sus 21739 |8.38 42 370 7 <0.05 Creatin
te 51 scrofa e
kinase evergy
isoenzy metabol
me 1 ism

24 Phospho | gi 11497 |Homo 28773 18.86 27 109 4 <0.05 Glycoly
glycera | 04608 sapiens sis
te
mutase

27 Peroxir |gil1717 |Sus 14272 14.70 45 416 4 <0.05 Cell
edoxin- | 797 scrofa redox
2 homeost

asis

28 Similar |gil1940 |Sus 20888 |5.22 43 233 6 <0.05 Glyoxal
to 40450 scrofa ase
glyoxal system
ase |

29 Peroxir |gil1717 |Sus 14272 14.70 45 451 5 <0.05 Cell
edoxin— | 797 scrofa redox
2 homeost

asis

30 Transla |p61288 |Sus 19697 4.84 32 105 5 <0.05 Extrace
tionall scrofa llular
y- functio
control n
led
tumor
protein
(TCTP)

31 Cytosol | gi12149 |Sus 20336 |5.03 25 258 5 <0.05 Glycoly
ic 959 scrofa sis
glycero
1-3-
phospha
te
dehydro
genase

A AEd vel 22 WE-slEs A8 EAHow ¥3E 9 F=H A g A AFARE U
B el & 29 2t
#z 2
Spot Protein |Accessi |Species |Theoret |[Theoret |Sequenc |Score Matched | p~value |Functio
label 1D on ical MW|ical p/|e pept ide n
number (kDa) coverag
e (%)

1 Calreti |gi|1706 |Sus 12007 5.60 31 77 4 <0.05 |Cell
culin 140 scrofa signali

ng

2 Prolyl |gil2780 |Bos 57629 [4.80 21 125 9 <0.05 |Biosynt
4~ 6501 taurus hesis
hydroxy
lase,
beta
subunit
precurs
or

5 Pyridox | gi 8922 |Homo 30311 7.66 29 180 6 <0.05 |Biosysn
ine 5'-[498 sapiens thesis
phospha
te
oxidase

12 -



[0098]

[0099]

[0100]

[0101]

Ss=5361 10-1607104
6 Muscle |gil1940 |Sus 43260 |6.61 32 395 12 <0.05 |Energy
creatin | 18722 scrofa metabol
e ism
kinase
7 Hemoglo | gil1224 |Sus 15087 8.76 58 537 6 <0.05 Oxygen
bin 65 scrofa transpo
alpha rt
chain
8 Hemoglo | gi18092 |Sus 16082 6.76 76 876 9 <0.05 Oxygen
bin 83 scrofa transpo
beta rt
chain
9 Chain 2115269 |Homo 31222 6.28 39 413 7 <0.05 |Glycoly
A, 5673 sapiens sis
crystal
structu
re of
human
erythro
cyte 2,
3_
bisphos
phoglyc
erate
mutase
(BPGM)
11 Similar |gil1940 |Sus 58509 [7.62 41 416 16 <0.05 |Glycoly
to 38730 scrofa Sis
pyruvat
e
kinase
3
isoform
3
13 Proteas |gi|2574 |Rattus [47493 5.09 35 150 11 <0.05 Intrace
ome 26s|2677 norvegi llular
ATPase cus functio
subunit n
4
g e A4 ool whE A%e] 2 we meagen paANel AR AT 5 A,
NN B APs bR AA2E, A, e B3 el HE 3 F OEE AFse WA ok
WAoo = dolelE AAelH, 7]7)el o3& =5 (reading)o] 7Hsgt UH AL oujgitt. FAHoZE, A
=% gD oYl Ee 2afWE2 D, D, = txa, &Fdo] vxa, USB, wRe7k=, ROM
Sob 2e MANE BE bs Aol AFH AT 5 Aok,
Tk, o] deAe & wHo] wigA e AA] oo tete] EAlEt AWEUARE, B Uye Ades 5o AA
el @A opstm, FTHMANA FTFeh B wwe] aAS ool glol Fa WHe] Lah= s|w el
oA Bakel AL AR Aol s g WPAA} b A B, oefF MPAATL ¥ wne
%A Aol Agomre AEEoR ofssoxE ok ° ol
5ol g
10: XS 20: ¥
250 WS A WAL FF 30: WEH
40: 355 45: | EFol A w2 FF
110: &% 955 1200 A4 EEF-
130:22+ A7) s dAF 140: o]n]x] FAH
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