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Vo= o+ Y5+ L+ Dy + A g +eg
o714, Y. #AFXA, p: AA AL, VS A - Adad, L EAAYGe a3, D =FYHA gk co-
variate, A: Animal Effects, e: Random Error ©]t}.

o= ¥AE SAWFA FY EBV FAE VTR F 4059 FuiA$e SAMZAN SAYTFABF) S
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(1) 12kY9 A719%5(First-dimension isoelectric focusing, IEF)

Z Ao A FE3F chE 100ugo] 80mM DTT, 0.5% IPG bufferE @i, rehydration solution®® ZA 3} A<
AA Fy7F 2442 3400, 2500 HEE ESES FH|ek9tE. AFR3F rehydration soluiond AL they 7
t}: Urea 7M, Thiourea 2.8M, CHAPS 4%, Bromophenol blue 0.002%(w/v). Pharmalyte 3~10-2 IPG buffer® of
Al AVE3ElY solutions WHE Aol HUFEEA] @kt o, IPG buffers ZF pHell Al =S rehydration
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SAGEAGBE) FEAFAEBE #9l0) weh A0E 49 20% B5sh 59 20% F3o BN 234 A
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spot o] FiidEel 2t BAFATe] GRS AAEI. 7] % 12 A @l i@ SAEA a
A AR As g AaAsE Hek

[xX 1]

Spot Ho. G EM4 BF
1768 0. 452 ns ns
1821 ns ns 0. 39983
1949 -0.419 —0. 44588+« -0.374
1996 -0.396 =0, 47958+« -0.320
2117 ns ns —0.33291*
2193 —0.437 —0. 8817w =0.7903
2245 -0.968 0. 97909 0.36944

EASCn, WaFd2HHA (M), SAYF2(BF), SHAY T (MS)

ng: not gignificant, #*! gignificant P=<0.01, =#:! gignificant P<0.05
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[ 2].
Spot ) HCBI Experimental Sequence o
Protein Hame ) Significance
Ho. Accegsion Mo,  pl/Mr(kDa) coverage(%)
Myogin,
light chain 1, :
1821 . AATZ2B717 4.69/26.0 21 High BF group
alkali; skeletal,
fast
2117 ALDOC protein AATO3035 7.69/43.5 11 Low BF group
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Mateh to: gil117306554 Score: 173
Unknown (protein for MGC:155238) [Bos taunrus]
Found in search of C:\YOO\06ms137 1521.pkl

Nominal mass :HKI: 21033; Calculated pI value: 4.96

NCBI BLAST search of gi[l117306554 against nr
Unformatted sequence string for pasting incto octher applications

Taxonomy: Bos taurus

Links to retrieve other entries containing this sequence from NCBI Entrez:
gi[14335454€ from Bogs taurus

gi|117306554 from Bos taurus

Fixed modifications: Carbamidomethyl (C)

Variable modification=s: Oxidation (M)

Cleavage by Trypein: cuts C-term =ide of ER unles= next residue is P
Sequence Coverage: 21%

Matched peptides shown in Bold Red

1 MAPKEDVEKF AAAAAPAPAP APAPAPAPAP PEEEKIDLSA IKIEFSEQQQ
51 DEFEEAFLLF DRTGECKITL SQVGDVLBAL GINPTNAEVK KVLGNPSNEE
101 MHARRIETEQ FLPMLQAISN NEDQGIYEDE VEGLRVFDEE CGHUTVHGAEL
151 RHVLATLGEK MKEEEVEALM AGQEDSNGCI NYEAFVKHIM SN

| Show predicted peptides also |

® Residue Number O Increasing Mass ' Decreasing Mass

Start - End Obhserved Mr (expt) Mr(calc) Delta Miss Sequence
48 - 62 €38.9792 1913.9158 1912.9319 0.9839 1 K.QQQPEFKEAFLLFDR.T (Ions score 52)
55 - 62 505.7719 1009.5282 1009.5232 0.0060 0 K.EAFLLFDR.T (Ions score 42)
68 - 78 600.8470 1199.6794 1199.6873 ~0.0073 0 EK.ITLSQVCDVLR.A (Ions scoze 68)
68 - 78 600.8498 1199.6850 1159,6873 ~0.0023 0 E.ITLSOVGDVLR.A (Iona score 68)
136 - 151 575.2761 1722.8125 1721.8406 0.9719 1 R.VFDEEGRGTVMGAELR.H (Ions score 11)
136 - 151 580.6096 1736.8070 1737.8355 0.9715 1

R.VFDREGHGTVMGAELR.H Oxidacion (M) (Icns score 12)
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MS/MS Fragmentation of QQQDEFKEAFLLFDR
Found in gi|117306554, Unknown (protein for MGC:155238) [Bos taurus]

Match to Query 6: 1913.915772 from(638.979200,3+) intensity(1087.3193)
Data file C: YOO06ms197_1921.pkl

Click mouse within plot area to zoomi:byfactor__oftwo about that point

Or. 0 o (2000 Da

5 3
b 2
_ K.
L B
o 3
ml
g |
g 3
- & 8 g
S - g @ - g
I E v 2
38 ig: €8 8 38
5: 8! 8 5 %& i
i 81 ¥ % > % g 8zu.§
=4 3 | Ll i .3 S350 %
g b abd, luli i - ] e T
LJ L L] L] L L T L) L T L L L T L LI T L}
(4] 500 1000 1500 2000

MS/MS Fragmentation of EAFLLFDR
Found in gif117306554, Unknown (protein for MGC:155238) [Bos taurus]

Match to Query 1: 1009.529248 from(505.771900,2+) intensity(412.3079)
Data file C: YOO'06ms197_1921 pki

Click mouse within plot area to zoom in by factor of two about that point

o, [LBtetfrom ] [o to 2000  |Da

b{I++,u(1)
===y . ()

_10_
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MS/MS Fragmentation of ITLSQVGDVLR
Found in gill 17306554, Unknown (protein for MGC:155238) [Bos taurus)

Match to Query 2: 1199679448 from(600.847000,2+) intensity(6528.6709)
Data file C:YOO'\06ms197_1921.pkl

Click mouse within plot area to zoom in by factor of two about that pomt

O, [Protttom ] [0 (2000 |Da

8
i

g

o 8

g 5 3

g 8 N

i >

(7

~y(10)

MS/MS Fragmentation of VFDKEGNGTVMGAELR
Found in gi{1 17306554, Unknown (protein for MGC:155238) [Bos taurus)

Match to Query 4: 1722.812472 from(575.278100,3+) intensity(1020.7277)
Data file C:YOO'\06ms197_1921 pkl

Cﬁckmmlsewixhi;plotafﬁto_zoomhbyfamoftwo about that pomt

Or, | Plotfrom | 0 'to 1700 Da | Fullrange
& o
- 5 X
& ' o
E ©
8 -1
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- § %
2 E R
g4 i g
h 3 w o
2. = i 8§
5 3
lJI‘llIlrllll - ll 'Illl
] 200 400 600 800 1000 1200 1400 1600
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Eba

Match to: gi|73587385 Score: 86
ALDOC protein [Bos taunrus]
Found in search of C:\YOO\06ms19%7 2117.pkl

MNominal mass (M_): 43536; Calculated pI value: T7.69

NCBI BLAST search of gi|735873B5 against nr
Unformatted seguence string for pasting into other applications

Taxonomy: Bos taurus

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M)

Cleavage by Trypsin: cuts C-term side of KR unless next residue is P
Sequence Coverage: 11%

Matched peptides shown in Bold Red

1 RSRGWNRSCR GSERELFLWL RSYLARDRTV TMPHSYPALS REQEKELSDI
51 ALRIVAPGKG ILAADESVGS MAKRLSQIGV ENTEENRRLY RQVLFSADDR
101 VERCIGGVIF FHEILYQKDD NGVPEVRTIQ DEGIVVGIRV DRUVVELAGT
151 DGETTTQGLD GLSERCAQYK KDGADFAEWR CVLEISERTP SALATLENAN
201 VLARYASICQ QNGIVPIVEP EILPDGDHDL KRCQYVTERV LAARVYRALSD
251 HHVYLEGILL KPNMVIPGHA CAIKYSFEEI AMAIVIALRR IVPPAVPGVI
301 FLSGGQSEEE ASLNLNAINR CPLPRPWALT FSYGRALQAS ALNAWRGOQD
351 NAGAATEEFI HRAEVNGLAA QGKYEGSGED GGAAVQSLYI ANHAY

[__Show predicted peptides also |

® Residue Number O Increasing Mass O Decreasing Mass

Start - End Observed Mr (expt) Mr (cale) Delta Miss Sequence
140 - 165 872.4274 2614.2604 2514.3085 -0.0481 1 KE.VDECVVPLAGTDGETTTRQCLDGLSER.C (Ions score 40)
143 = 163 7568.3545 2272.0417 2272.1182 =0.0765 0 K.GVWPLAGTDGETTTQGLDGLSER.C (Ions score 27)
185 - 204 T13.6760 2138.0062 2137.1834 0.8207 1 FK.ISERTPSALATIENANVLAR.Y (Ions score 18)
EHbb

MS/MS Fragmentation of VDKGVVPLAGTDGETTTIQGLDGLSER
Found in gi|73587385, ALDOC protein [Bos taurus]

Match to Query 9: 2614.260372 from(872.427400,3+) intensity(1404.9098)
Data file C: YOO'06ms197_2117 pki

Click mouse within plot area to zoom in by factor of two about that point

orlPain] o wow IDs

 JP 3
e = 2 2 - g
22532 7% 8 3
aagde 82 § 4 R
35E% @& 3 @ :
s £ 0% : & 2 g
288, Padgs 3 3
835 | 827 1 ¢ g
e BT 3!Iﬂ-gg g
=AY e Ds =
%'E%: tis[S34 3 3 2 2
N:\jl :: ral PR -3 p.:: - 8
: 8 Wi sl gﬁf‘% 3 g §
2 3 el ) BAlS M MG S B
5-‘ b :: :":.ﬁ' ' M I':g Agg:nlnﬁ
RN S IR
0 )il | Hi ji 33 3
] 400 800 1200 1600 2000
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MS/MS Fragmentation of GVVPLAGTDGETTTQGLDGLSER
Found in gi|73587385, ALDOC protein [Bos taurus]

Match to Query 8: 2272 041672 from(7358.354500,3+) intensity(1292.7356)
Data file C:YOO'06ms 197_2117 pkl

Click mouse within plot area to zoom in by factor of two about that point

on[BathomJfo w[190  |pa

e $
g :
> 3 8
0 = =2
% 3 + e
i a3 g
. g 83 g
3 g g4 a
F o) $'8 2
& : g i
™ ELY -~ ¢
a: Q! L
mat 7 4
-1 ~ ~
o X g
O
o 500 1000 1500

MS/MS Fragmentation of ISERTPSALAILENANVLAR
Found in gi73587385, ALDOC protein [Bos taurus]

Match to Query 7: 2138.006172 from(7 13.676000,3 +) intensity(1264.4703)
Data file C:'YOO'06ms197_2117 pkl

Click mouse within plot area to zoom in by factor of two about that point
o

- y(d)

I - b0(18)

E-prai2),boct2y
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-0.100 r

-0.200 r
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EEE

<110> Industry Acacemic Cooperation Foundation of KyungHee University
<120> Protein Marker Related with the BF for Improving economic traits
of Hanwoo
<160> 7
<170> KopatentIn 1.71
<210> 1
<211> 15
<212> PRT
<213> Bos taurus
<400> 1
GIn Gln Gln Asp Glu Phe Lys Glu Ala Phe Leu Leu Phe Asp Arg
1 5 10 15
<210> 2
<211> 11
<212> PRT
<213> Bos taurus
<400> 2
Ile Thr Leu Ser Gln Val Gly Asp Val Leu Arg
1 5 10
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<210> 3
<211> 16
<212> PRT

<213> Bos taurus

15

<400> 3

Val Phe Asp Lys Glu Gly Asn Gly Thr Val Met Gly Ala Glu Leu Arg
1 5 10

<210> 4

<211> 192

<212> PRT

<213> Bos taurus

<400> 4
Met Ala Pro Lys Lys Asp Val Lys Lys Pro
1 5 10

Ala Pro Ala Pro Ala Pro Ala Pro Ala Pro
20 25

Glu Glu Lys Ile Asp Leu Ser Ala Ile Lys
35 40

GIn Gln Asp Glu Phe Lys Glu Ala Phe Leu
50 55

Glu Cys Lys Ile Thr Leu Ser Gln Val Gly
65 70

Gly Thr Asn Pro Thr Asn Ala Glu Val Lys
85 90

Ser Asn Glu Glu Met Asn Ala Lys Lys Ile
100 105

Pro Met Leu Gln Ala Ile Ser Asn Asn Lys
115 120

Asp Phe Val Glu Gly Leu Arg Val Phe Asp

Ala

Ala

Ile

Leu

Asp

75

Lys

Asp

Lys

Ala Ala Ala Ala Pro
15

Pro Ala Pro Pro Lys
30

Glu Phe Ser Lys Gln
45

Phe Asp Arg Thr Gly
60

Val Leu Arg Ala Leu
80

Val Leu Gly Asn Pro
95

Phe Glu Gln Phe Leu
110

Gln Gly Thr Tyr Glu
125

Glu Gly Asn Gly Thr
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130 135 140

Val Met Gly Ala Glu Leu Arg His Val Leu Ala Thr Leu Gly Glu Lys
145 150 155 160

Met Lys Glu Glu Glu Val Glu Ala Leu Met Ala Gly Gln Glu Asp Ser
165 170 175

Asn Gly Cys Ile Asn Tyr Glu Ala Phe Val Lys His Ile Met Ser Asn

180 185 190
<210> 5
<211> 26
<212> PRT

<213> Bos taurus

<400> 5
Val Asp Lys Gly Val Val Pro Leu Ala Gly Thr Asp Gly Glu Thr Thr
1 5 10 15

Thr Gln Gly Leu Asp Gly Leu Ser Glu Arg
20 25

<210> 6
<211> 20
<212> PRT

<213> Bos taurus

<400> 6
Ile Ser Glu Arg Thr Pro Ser Ala Leu Ala Ile Leu Glu Asn Ala Asn
1 5 10 15

Val Leu Ala Arg
20

<210> 7
<211> 395
<212> PRT

<213> Bos taurus

<400> 7
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Arg Ser

Phe Leu

Pro His

Asp Ile
50

Asp Glu
65

Glu Asn

Ala Asp

Glu Thr

Ile Gln
130

Val Pro
145

Gly Leu

Ala Lys

Leu Ala

Cys Gln

210

Asp Gly
225

Arg Gly Trp Asn Arg Ser Cys
5

Trp Leu Arg Ser Tyr Leu Ala
20 25

Ser Tyr Pro Ala Leu Ser Ala
35 40

Ala Leu Arg Ile Val Ala Pro
55

Ser Val Gly Ser Met Ala Lys
70

Thr Glu Glu Asn Arg Arg Leu
85

Asp Arg Val Lys Lys Cys Ile
100 105

Leu Tyr Gln Lys Asp Asp Asn
115 120

Asp Lys Gly Ile Val Val Gly
135

Leu Ala Gly Thr Asp Gly Glu
150

Ser Glu Arg Cys Ala Gln Tyr
165

Trp Arg Cys Val Leu Lys Ile
180 185

Ile Leu Glu Asn Ala Asn Val
195 200

Gln Asn Gly Ile Val Pro Ile
215

Asp His Asp Leu Lys Arg Cys
230

Arg Gly Ser Glu Arg Glu Leu

10

Ala Asp Arg Thr

Glu Gln Lys Lys
45

Gly Lys Gly Ile
60

Arg Leu Ser Gln
75

Tyr Arg Gln Val
90

Gly Gly Val Ile

Gly Val Pro Phe
125

Ile Lys Val Asp
140

Thr Thr Thr Gln
155

Lys Lys Asp Gly
170

Ser Glu Arg Thr

Leu Ala Arg Tyr
205

Val Glu Pro Glu
220

GIn Tyr Val Thr
235

15

Val Thr
30

Glu Leu

Leu Ala

Leu Phe
95

Phe Phe
110

Val Arg

Lys Gly

Gly Leu

Ala Asp

175

Pro Ser

190

Ala Ser

Ile Leu

Glu Lys
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Met

Ser

Ser

His

Thr

Val

Asp

160

Phe

Pro

Val
240
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Leu Ala Ala

Gly Thr Leu

Ile Lys Tyr
275

Arg Arg Thr
290

Gly Gln Ser
305

Cys Pro Leu

Leu Gln Ala

Gly Ala Ala
355

Ala Ala GIn
370

Val Gln Ser
385

Val Tyr Lys
245

Leu Lys Pro
260

Ser Pro Glu

Val Pro Pro

Glu Glu Glu
310

Pro Arg Pro
325

Ser Ala Leu
340

Thr Glu Glu

Gly Lys Tyr

Leu Tyr Ile
390

Ala Leu Ser Asp His His Val Tyr Leu Glu
250 255

Asn Met Val Thr Pro Gly His Ala Cys Ala
265 270

Glu Ile Ala Met Ala Thr Val Thr Ala Leu
280 285

Ala Val Pro Gly Val Thr Phe Leu Ser Gly
295 300

Ala Ser Leu Asn Leu Asn Ala Ile Asn Arg
315 320

Trp Ala Leu Thr Phe Ser Tyr Gly Arg Ala
330 335

Asn Ala Trp Arg Gly Gln Gln Asp Asn Ala
345 350

Phe Ile Lys Arg Ala Glu Val Asn Gly Leu
360 365

Glu Gly Ser Gly Glu Asp Gly Gly Ala Ala
375 380

Ala Asn His Ala Tyr
395
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