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Reference

Scan(s)

A42845 3-hydroxybutyrate dehydrogenase (EC 1.1.1.30)

Peptide

1- human (fragment)

2159 - 2176
2297 - 2299
2349 - 2351
2558 - 2560
2588 - 2590
2967 - 2989

K.YFDEK.I
R.SPYC#ITK.F
K.ELDSLNSDR.L
R.VVNISSM*LGR.M
R.YEM*YPLGVK.V
K.SFLPLIR.R

MH-+

701.31409
868.42331
1048.49060
1091.58775
1115.54415
845.52435

3-hydroxybutyrate dehydrogenase precursor; (R)-3-hydroxybutyrate

2dehydrogenase [Homo sapiens]

1444 - 1484
2159 - 2176
2297 - 2299
2326 - 2328
2349 - 2351
2558 - 2560
2588 - 2590
2967 - 2989

AAH11964 Unknown (protein for MGC:9788) [Homo

3sapiens]

4putative [Homo sapiens]

-.SSLKDPEK.-
K.YFDEK.I
R.SPYCH#ITK.F
K.VVEIVR.H
K.ELDSLNSDR.L
R.VVNISSM*LGR.M
R.YEM*YPLGVK.V
K.SFLPLIR.R

903.47821
701.31409
868.42331
714.45087
1048.49060
1091.58775
1115.54415
845.52435

DeltaM
(ppm)

-0.22224
-0.65087
-0.07104
-1.16992
-0.58237
-0.34074

-0.80303
-0.22224
-0.65087
-0.31782
-0.07104
-1.16992
-0.58237
-0.34074

z Type

NN NN NN

N NN DNDNDDNDDNDN

CID
CID
CID
CID
CID
CID

CID
CID
CID
CID
CID
CID
CID
CID

P (pro)

P (pep)

9.24E-05
1.40E-01
3.26E-01
9.19E-04
9.24E-05
1.65E-03
5.58E-01

1.68E-04
9.44E-01
2.40E-01
5.11E-01
6.80E-02
1.67E-03
1.68E-04
3.00E-03
7.73E-01

1.68E-04

3.89E-01

Score

XC

60.15
1.33
0.77
1.93
2.97
1.95
1.07

80.15
0.25
1.33
0.77
1.46
1.93
2.97
1.95
1.07

80.15

20.09

MW Accession

Sp

38112.3
310.5
47.1
210.6
830.2
268.5
125.2

38132.5
27.4
310.5
47.1
371.4
210.6
830.2
268.5
125.2

38116.5

2212.2

Peptide (Hits)
RSp lons

345719 6(60000)
5/8

3/12

7/16

14/18

8/16

4/12

R R R R R R

17738292 8(80000)
2/14

5/8

3/12

9/10

7/16

14/18

8/16

4/12

PR RPRRPRRPRRERN

15080429 8(80000)

553734 2(20000)
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Reference: huCD36 deglycosylated [MASS=54057]
Database: C:\Xcalibur'\database\CD36.fasta

Number of Amino Acids: 480 Monoisotopic MW: 54023.5 pI: 5.09

Protein:

MGCDRNCGLI AGAVIGAVLA VFGGILMPVG DLLIQKTIKK QVVLEEGTIA

FEKNWVKTGTE VYRQFWIFDV QNPQEVMMDS SNIQVKQRGP YTYRVRFLAK

EDVTQDAEDN TVSFLQPNGA IFEPSLSVGT EADDFTVLNL AVAAASHIYQ

NQFVQMILNS LINKSKSSMF QVRTLRELLW GYRDPFLSLV PYPVITTVGL

FYPYDNTADG VYKVFNGKDD ISKVAIIDTY KGKRDLSYWE SHCDMIDGTD

AASFPPFVEK SQVLQFFSSD ICRSIYAVFE SDVNLKGIPV YRFVLPSKAF

ASPVENPDNY CFCTEKIISK DCTSYGVLDI SKCKEGRPVY ISLPHFLYAS

PDVSEPIDGL NPNEEEHRTY LDIEPITGFT LQFAKRLQVN LLVKPSEKIQ

VLKNLKRNYI VPILWLDETG TIGDEKANMF RSQVTGKINL LGLIEMILLS

VGVVMFVAFM ISYCACRSKT IKDYKDDDDK

Protein Coverage:

Sequence MH+ % Mass AR AR

KQVVLEEGTIAFK 1461.83 2. 40 - 52 2idx

QVVLEEGTIAFK 1333.74 2.47 41 - 52 2.50

TGTEVYR 825.41 1.53 57 - 63 1.46

QFWIFDVQNPQEVMMDSSNIQVK 2783.32 5.15 64 - 86 4.79

GPYTYR 756.37 1.40 89 - 54 525

SSMFQVR 854 .42 1.568 167 - 173 1.46

ELLWGYR 936.49 1.73 177 - 183 1.46

DPFLSLVPYPVITTVGLFYPYDNTADGVYK 3352.67 6. 21 184 - 213 6.25

VFNGKDDISK 1122.58 2.08 214 - 223 2.08

DLSYWESHCDMIDGTDAASFPPFVEK 2960.28 5.48 235 - 260 5.42

SQVLQFFSSDICR 1529.74 2.83 261 - 273 2.7%

SIYAVFESDVNLK 1484.76 2.75 274 - 286 7 x|

GIPVYR 704.41 1.30 287 - 292 1.25

AFASPVENPDNYCFCTEK 2034.86 3T 299 - 316 375

DCTSYGVLDISK 1300.61 2.41 321 - 332 2.50

PVYISLPHFLYASPDVSEPIDGLNPNEEEHR 3534.72 6.54 338 - 368 6.46

TYLDIEPITGFTLQFAK 1957.03 3.62 369 - 385 3.54

RLQVNLLVK 1082.70 2.00 386 - 394 1.88

RLOQVNLLVKPSEK 1523 .93 2.82 386 - 398 2.71

LQVNLLVK 926.60 1.T2 387 - 394 1.67

LQVNLLVKPSEK 1367.83 2.53 387 - 398 2.50

NYIVPILWLDETGTIGDEK 2176.12 4.03 408 - 426 3.96

DYKDDDDK 1013.41 1.88 473 - 480 1.67
Totals: 31970.62 59.18 279 58.13
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File Configure Window Help

Workflow Tasks 1 ] Spectra |  Summary Statistics

LC..

Spectrum i Prec MW | Prec miz
11135162 17037418 5689212
1.1.1.3586.2 1983.8634| 496.9731
111385023 1450.6116| 7313131
11135935 14866479 4965566
View 1.3593.9 1983.8611| ©62.2943
13597.7 1657.7483| 5635901
Analysis Log... 13898.2 1436.7026| 479.9082
135997 1526.7629| 508.9283

Sesalt- 136052 1805.8774| 6029664
136066 1687.7483| 5635901
136067 1302.6407| 6523276

Poptide Sommany:~ 13608.2 12936705 4322308
136084 2 11845637 | 5932991
136107 14515934| 7318040
1.3611.3 1396.6210| 466.5476
13811 8 1510 8138 EN7 B4R

Best Sequence Modifications Theor MW
GTAMNP Oxi 17037434
CPFHQGGHDQSAGAGTTIR Carbamidomethyl(C)@1 1983.8606
GGESVNDQGAEDQR 14806128
EVCSGDTGHAEAVR Carbamidomethy!(C)@3 1486.6471
CPFHQGGHDQSAGAGTTIR Carbamidomethyl(C)@1 1983.8606
GTAMNPVDHPHGGGEGR 1687.7485
IHSEEDERPIGR 1436.7008
VHTSYHQAVTATGR 9 1526.7690
ALHAQNQPTETANAGQR 9| 1805.8768
GTAMNPVDH 1687.7485
AITSSAGNQTPEK 1302.6418
THGQPATPSTIGK 99( 1293.6677
Oxidation(M) 1184.5859
Deamidated(Q)@8 1461.5968
HVDCPGHADYVK Carbamidomethyl(C)@4 1396.6194
mrescconrencn C. i \@E O i 18108144

Spot-Based (MS only)...

Spot-Based (MS and MS/MS)...

Protein Summary...

blumvlwvololeolwlwlw|lw[o]s]al™

Peptide ID Hypotheses - 1.1.1.3516.2 Precursor MS Region

Conf * [ sc[ protN [ I Modifications ‘| theormw [ Theormiz| z [ amass |
99| 12| 120 GTAMNPVDHEHGGGEGR | oxidation(m@+ | 17037434 5689218 3| -o0017|

. N
565.7082 560.2543
5632141 569.5908
i b
569.9233 5302007
14 ~

Fragmentation Evidence for Peptide

[ [eTamoxinPVDHPHGGGEGR

Residue b b+2 y y+2
58.0287 29.56180| 1704.7507 862.8790
159.0764 80.0418| 1647.7292 824.3883
230.11386 115.5604| 1546.6815 773.8444
M[Oxi] 377.1489 189.0781| 1475.6444 738.3259
N 491.1919 246.0996| 1328.6090| 664.8082
588.2446 2946259 1214,5661 607.7867
687.3130 344.1802| 1117.5133 559.2603
802.3400 401.6736| 1018.4449( 509.7261
939.3989 470.2031 903.4180 4522126
1036.4517 518.7295 766.3591 383.6832
11735106 587.2589| 669.3063| 335.1568 4 1184.48 1280.57 1593.24 1689.80
1230.5320 615.7697 532.2474 266.6273 | “l | | I I II I ” H Il I ”I” I I
1287.5535 644.2804 475,2259 238.1166 1200 1300 1400 1500 1800 1700
13445750 6727911 418.2045 209.6059

253.09 3
. .

773.83 827.91 1321.51 1538.48
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N

Protein P

%Cov

Total %Cov (50)

77.88

77.88

51.36

51.36

51.36

51.36

51.36
37.28
37.28

37.28

37.28

35.21

34.36

34.36

34.36

34.36

34.36

59.57

64.45

43.72

45.28

43.72

45.29

45.29
36.48
36.89

36.48

36.48

36.49

33.38

31.25

32.88

33.39

32.88

54.61

59.08

43.72

45.29

43.72

45.29

45.29
31.68
32.03

31.68

31.68

30.28

31.16

29.17

30.69

31.16

30.69

%Cov

(95)

54.61

59.08

43.72

45.29

43.72

45.29

45.29
31.68
32.03

31.68

31.68

30.28

27.05

25.32

26.64

27.05

26.64

AccessionName

sp|P50440| GATM_HUMANGIycine amidinotransferase, mitochondrial 0S=Homo sapiens GN=GATM PE=1 SV=1

Isoform Cytoplasmic of Glycine amidinotransferase, mitochondrial 0S=Homo sapiens
sp|P50440-2 | GATM_HUMANGN=GATM

sp|P00761|TRYP_PIGTrypsin OS=Sus scrofa PE=1 SV=1

pdb[1FNI_A|[ A Chain A, Crystal Structure Of Porcine Beta Trypsin With 0.01%
cont|000143Polydocanol [Sus scrofa (contaminant)]

cont|000141spt[P00761| Trypsin precursor (EC 3.4.21.4) [Sus scrofa (contaminant)]

gi[2914482|pdb|1TFX|A Chain A, Complex Of The Second Kunitz Domain Of Tissue
cont|000040Factor Pathway Inhibitor With Porcine Trypsin [Sus scrofa (contaminant)]

gi[494360|pdb|1MCT|A Chain A, Trypsin (E.C.3.4.21.4) Complexed With Inhibitor
cont|000023From Bitter Gourd [Sus scrofa (Contaminant)]
sp|P04264|K2C1_HUMANKeratin, type Il cytoskeletal 1 0S=Homo sapiens GN=KRT1 PE=1 SV=6

sp|A5A6M6|K2C1_PANTRKeratin, type Il cytoskeletal 1 OS=Pan troglodytes GN=KRT1 PE=2 SV=1

cra|hCP1609934.2| keratin 1 (epidermolytic hyperkeratosis) [Homo sapiens
cont|000135(contaminant)]

cont|000134rf/|NP_006112.2| keratin 1 [Homo sapiens (contaminant)]

sp[P04264| K2C1_HUMAN Keratin, type Il cytoskeletal 1 (Cytokeratin 1) (K1) (CK 1)
cont|000132(67 kDa cytokeratin) (Hair alpha protein) [Homo sapiens (contaminant)]

sp|P13645|K1C10_HUMANKeratin, type I cytoskeletal 10 0S=Homo sapiens GN=KRT10 PE=1 SV=6
cra/hCP1812051 [ keratin 10 (epidermolytic hyperkeratosis; keratosis palmaris et
cont|000136plantaris) [Homo sapiens (contaminant)]

cont|000133pir| KRHUO| keratin 10, type I, cytoskeletal - human [Homo sapiens (contaminant)]

cont|000129trm[Q8N175| Keratin 10 [Homo sapiens (contaminant)]

spt|P13645| Keratin, type I cytoskeletal 10 (Cytokeratin 10) (K10) (CK 10) [Homo
cont|000122sapiens (contaminant)]

ot Report / Profein

Species
HUMAN

HUMAN
PIG

Sus scrofa
(contaminant)
Sus scrofa
(contaminant)

Sus scrofa
(contaminant)

Sus scrofa
(Contaminant)

HUMAN

PANTR

Homo sapiens
(contaminant)
Homo sapiens
(contaminant)

Homo sapiens
(contaminant)

HUMAN

Homo sapiens
(contaminant)
Homo sapiens
(contaminant)
Homo sapiens
(contaminant)
Homo sapiens
(contaminant)

Peptides
(95%)

90

90

54

54

54

54

54
30
30

30

30

29

23

23

23

23

23



Protein P

of Report / Peptide

Prec Theor Theor Theor

N Name Conf Sequence dMass MW Prec m/zMW m/z z Sc Spectrum Time
Glycine amidinotransferase,

mitochondrial 0S=Homo sapiens GN=GATM PE=1

SV=1; Isoform Cytoplasmic of Glycine

amidinotransferase, mitochondrial 0S=Homo

1sapiens GN=GATM 99  AENACVPPFTIEVK 0.000875 1573.782 787.8983 1573.781 787.8978 2 231.1.1.3508.4 31.567
1 99  AVAEIEEMCN -0.00123 1180.473 591.2437 1180.474 591.2443 2 151.1.1.3299.6 23.5869
1 99  AVAEIEEMCNILK -0.0003 1443.728 722.8711 1443.728 722.8712 2 181.1.1.34285 28.664
1 99  DFESTGLYSAMPR -0.00074 1488.655 745.3347 1488.656  745.335 2 181.1.1.34183 28.3554
1 99  DPLEEVIVGR 0.002104 1125.605 563.8098 1125.603 563.8088 2 161.1.1.3523.2 32.173
1 99  DPNPMHIDATF -0.0007 1272.544 637.2792 1272.544 637.2795 2 141.1.1.3413.3 28.164
1 99  DPNPMHIDATFN -0.00117 1386.586 694.3004 1386.587  694.301 2 181.1.1.3380.8 26.7868
1 99  FVTTEFEPCFDAA 0.002738 1532.652 767.3333 1532.649  767.332 2 131.1.1.3766.2 36.504
1 99  FVTTEFEPCFDAADFIR 0.00625 2063.936  688.986  2063.93 688.9839 3 181.1.1.3869.3 38.534
1 99  IIGPGIVLSNPDR 4.19E-05 1349.767 675.8906 1349.767 675.8906 2 161.1.1.3493.9 31.014
1 99  KAVAEIEEMCN -0.00266 1308.567 655.2905 1308.569 655.2917 2 161.1.1.3219.3 20.726
1 99  KAVAEIEEMCNILK -0.00017 1662.832 555.2846 1662.832 555.2846 3 161.1.1.3350.5 25.535
1 99  MADELYNQDYPIHSVEDR  -0.00374 2209.955 737.6589 2209.958 737.6602 3 221.1.1.3401.3 27.6648
1 99  NANSLGGGFHCWTC -0.00104 1579.629 790.8216  1579.63 790.8221 2 171.1.1.3444.4 29.145
1 99  NANSLGGGFHCWTCDVR  -0.00268 1949.823 650.9484 1949.826 650.9493 3 161.1.1.3404.7 27.7844
1 99  NSCAADDKATEPLPK -0.00167 161575 539.5905 1615.751  539.591 3 191.1.1.3164.2 19.6909
1 99  PCHQIDLFK 0.00205 1156.572 579.2933  1156.57 579.2922 2 151.1.1.3328.10 24.655
1 99  PLEEVIVGR 0.001193 1010.577 506.2959 1010.576 506.2953 2 121.1.1.3389.4 27.140
1 99  PNPMHIDATFN -0.00055  1271.56 636.7872  1271.56 636.7875 2 141.1.1.3324.7 24.4978
1 99  PTMADELYNQDYPIH 0.000157 1821.788 608.27 1821.788 608.27 3 141.1.1.3441.2 28.997
1 99  PTMADELYNQDYPIHSVEDR -0.00455 2408.054 803.6921 2408.059 803.6936 3 151.1.1.3405.11 27.833
1 99  QGGHYFPK 0.001294 915.4253 458.7199 915.4239 458.7192 2 121.1.1.3268.4 22.3349
1 99  RPDPIDWSLK 0.004542 1241.645 414.8889  1241.64 414.8874 3 101.1.1.3388.3 27.0951.



Quantitation  Window  Help -
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s Number of Proteins Detected
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Contaminated Samples

Mixture of Proteins/Peptides alias wrong
separation condition prior LC-MS

analyses
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File Edit View Display Options Actions Tools Help

%Dﬁ'rgvgvii L '“—iy’im \‘E $ £ 3¢ ¢ &
108
. mlm‘" RT: 0.01-133.35

DTA Information: 100
30-]

| Scans, Charge | Time (s) | o
2,42 =01 iy
4, +2 =01 0]
8,42 04 60-|
13, +3 =01
4, +2 =01 40
17,42 <04 sl
22, +2 <01
24,42 04
31, +3 =01 . . . 4 R AL I
32,42 =041 65 0 7
3¢ +2 <04 Time (min) 2
36, +2 =01
38, +2 =01
44, +2 <0.1 Database... indexed - CD36.fasta.hdr [10/26/2011) Filter(s)... distinct peptides ; protein probability<=0.5
57,42 01 Mods: (M* +15.99431) (C# +57.02146) (ENYTOD@ +266.26097)

59, +2 <041 l Reference l P (pro) I Score I Coverage | Mw Accession | Peptide (Hits) | ~
ﬁi’ :i :g: | Scan(s) | Peptide MH: | AM(ppm) [ z| Type | P(pep) | xC | |__sp RSp | lons | Count |
g ; I~ [S]hucD36 deglycosylated [MASS-54057] 1.1e-015 260.4 54022.6 26 (26000 0)
67, 42 =0 D 14416 K DYKDDDDK - 1013.40582 02 ¢ 25e-004 1897 3529 a4
99,42 =0 @439 K.IGTEVYR.Q 82541010 0.4 CID 2.0e-005 1635 1813 112
72,42 1) @ 485 K VFNGKDDISK.V 112257898 b 220008 2362 7107 12118
25,42 It @ 511 RGPYTYR.Y 756.36749 b 1 2e-004 1448 3480 710
7542 =01 @ 555 K SSMFQVR.T 87041381 b 20e-005 1375 5349 i 10012
00,42 U4 @689 K GPVYRF 704.40900 b 220004 1226 1878 i 710
83,42 20 @179 K SSMFQVR.T 854.41888 b 3.92-005 24150 8645 i 1112
88 42 =0 @184 K RLGVNLLYKPSEK | 1523 92676 cID 9.1e-007 £.069 12618 23i48
9422 =0 @ 1945 K RLGYNLLYK P 1082.70447 CiD 7.9e-005 2708 813 14416
96,42 <04 @ 1990 R LQYNLLVKPSEK | 136782568 o 420007 3559 8365 14522
98,42 @ 2081 K KQYVLEEGTIAFKN 146183118 b 7 3e-005 4476 10822 21148
19052 @216 RLQVNLLVKP 92650333 b 878005 2634 6295 i 13014
100,42 @ 2234 K AF ASPVENPDNY CH#FCATEK | 2143.90011 cb 6.42-011 6744 12632 | 2658
10452 @ 243 K DCATSYGYLDISK.C 1357 63040 cp 446008 3410 11898 i 17022
10652 @ 2265 K. QVVLEEGTIAFK N 133373821 <) 2.46-009 4280 68456 1722
10,42 @ 2494 R SIVAVFESDVNLK.G 148476318 b 138010 3961 17377 20024
13 2 : @ 2156 K SQVLGFFSSDICHR S 1586 76315 o 890011 3496 24919 21724
s ; @ 2524 R PYYISLPHFLY ASPDYSEPIDGLNPNEEEHR. T 353471753 b 11e-015 6198 809.5 37180
12002 @ 2597 R DLSYWESHCHDMIDGTDAASFPPFVEK S 3017 29680 cb 4.82-005 1250 284 | 600
12952 - @ 512 R QPAIFDYQNPQEVMAMDSSNIGV.Q 2799.31166 D 41e-008 2801 2169 i 15588
194,52 : @ 2650 RELLWGYRD 93649377 cp 43e-004 1053 1337 512
s : @ 2663 R QFWIFDYQNPQEVMMDSSNIGVI.Q 279931166 b 1 3e-004 2124 931 11188
148,42 @ x72 R TYLDIEPITGFTLQFAK R 1957.03174 b 1.6e-014 6567 30062 34154
’f"* 2 @ 201 R NYIVPILWLDETGTIGDEK A 217611719 b 442015 5172 19413 28136
@273 R.QPAIFDYQNPQEVMMDSSNIQVK @ 2783.31665 CD 1.0e-010 3538 3870 i
T T ey .y R 2 s

50

Relatve Abnidaice

2370 2553 3408  39.22 S \ - 108.22 44130

Number of traces: 1

1
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File Edit View Display Options Actions Tools Help

DE-B-B- &8 LpultEe B8 tre o X X E ?
y g DK

IIHIE“I I RT: 0.01-140.02

DTA Information: 1004
I Scans, Charge [ Time (s) I -
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52,+2 X Mods: (M* +15.99431) (C# +57.02146)

53, +2 . I I Reference P (pro) ] Score I Coverage I MW I Accession l Peptide (Hits) ] ~
63, +2 : | | seants) | Peptide |  mH+ | Am(pm) | z| Type | Ppep) | xc | Acn | sp | Rsp | lons | Count

foie [~ [# TRYP_PIG Trypsin 0S=Sus scrofa PE-1 SV=1 4.2¢-008 50.4 243938 P00761 5(50000)

68, +2 [~ [#] K2C1_HUMAN Keratin, type Il cytoskeletal 1 0S=H piens GN-KRT1 PE=1 SV=6 1.7e-007 1502 65998.9  P04264 15(150000)

70,+2 [~ [# K2C1_PANTR Keratin, type ll cytoskeletal 1 0S=Pan troglodytes GH-KRT1 PE=2 SV=1 1.7e-007 1202 65449.7  A5A6MS6 14 (12000 0)

78,42 [~ [# K1C10_CANFA Keratin, type | cytoskeletal 10 0S=Canis familiaris GN=KRT10 PE=2 SV=1 5.7e-007 100.1 57676.0 Q6EIZ0 10 (1000 0 0)

80, +2 [~ [# K1C10_MOUSE Keratin, type I cyt 10 0S=Mus lus GN=Krt10 PE=1 SV=3 5.7e-007 704 57735.0 P02535 7(70000)

86, +2 [~ [# K1C10_HUMAN Keratin, type I cyt 10 0S=H, jens GN-KRT10 PE=1 SV=6 7.7e-007 1301 58791.6 P13645 13 (13000 0)

91, +2 [~ ¥ K22E_HUMAH Keratin, type Il cytoskeletal 2 epidermal 0S=Homo sapiens GN=KRT2 PE=1 SV=2 8.0e-007 802 65393.2  P35908 8(80000)

95, +2 | [#] K2C1_CANFA Keratin, type Il cytoskeletal 1 0S=Canis familiaris GN=KRT1 PE=2 SV=1 8.0e-007 60.2 63751.0 QGEIY9 6 (60000)

97,+2 [~ [# K22E_CANFA Keratin, type Il cytoskeletal 2 epidermal 0S=Canis familiaris GN=KRT2 PE=2 SV=1 8.0€-007 302 64529.4 Q6EIZ1 3(30000)

100, +2 [~ [# K2C1_RAT Keratin, type Il cytoskeletal 1 0S=Rattus norvegicus GH=Krt1 PE=2 SV=1 8.0e-007 302 647910 Q6IMF3 3(30000)

102, +2 [~ [#] K2C1_MOUSE Keratin, type Il cytoskeletal 1 0S=Mus lus GH=Krt1 PE=1 SV=4 8.0e-007 202 655652 P04104 2(20000)

105, +2 [~ [# K2C1B_HUMAH Keratin, type Il cytoskeletal 1b OS=H jens GN=KRTT7 PE=1 SV=3 8.0-007 102 618635 Q72794 1(10000)

107,+3 [~ [# K2C1B_MOUSE Keratin, type Il cytoskeletal 1b 0S=Mus musculus GH=Krt77 PE=1 SV=1 8.0-007 102 61321.6 Q6IFZ6 1(10000)

110, +2 [~ [# K2C1B_RAT Keratin, type Il cytoskeletal 1b 0S=Rattus norvegicus GH=Krt77 PE=2 SV=1 8.0-007 102 57219.7 Q61G01 1(10000)

114,42 [~ [# K2C71_MOUSE Keratin, type Il cytoskeletal 71 0S=Mus musculus GN=Krt71 PE=1 SV=1 8.0e-007 102 573369  Q9ROH5 1(10000)

122,43 [~ [#] K22E_MOUSE Keratin, type Il cytoskeletal 2 epidermal 0S=Mus musculus GN=Krt2 PE=1 SV=1 3.2e-005 70879.8  Q3TTY5 2(20000)

129, +2 [~ [# K1C10_BOVIN Keratin, type | cytoskeletal 10 0S=Bos taurus GN=KRT10 PE=3 SV=1 416005 54815.1 P06394 8 (3000 0)

138, +3 r [#] K1C15_SHEEP Keratin, type | cytoskeletal 15 0S=Ovis aries GN=KRT15 PE=2 SV=1 4.1e-005 48740.2 077727 2(20000)

141,42 r [#] UP01_VITRO Unk protein 1 (Fr nt) 0S=Vitis rotundifolia PE=1 SV=1 4.9e-005 1392.7 P86104 1(10000)

146, +2 [~ [#] UP18_PSEMZ Uni protein 18 (Fragment) 0S=Pseudotsug iesii PE=1 SV=1 4.9¢-005 1392.7 P85925 1(10000)

147, +2 [~ [# K1C10_RAT Keratin, type | cytoskeletal 10 0S=Rattus norvegicus GH=Krt10 PE=2 SV=1 7.3e-005 . 56470.6  QBIFW6 (3000 0)

149, +2 [~ [# SCP_CHIOP Sar ic calcium-binding protein (Fragment) 0S=Chi etes opilio PE=1 SV=1 5.1e-004 3 8415  P86909 1(10000)

159, +3 [~ [# TRY1_CANFA Cationic trypsin 0S=Canis familiaris PE=2 SV=1 8.5¢-004 . 26152.9 P06871 1(10000)

156, +2 [~ [# K1C14_HUMAN Keratin, type | cyt 130S=H iens GN=KRT14 PE=1 SV=4 8.8¢-004 3 51529.4  P02533 2(20000)

158, +3 [~ [#] K1C15_MOUSE Keratin, type | cy 15 0S=Mus lus GN=Krt15 PE=1 SV=2 8.8¢-004 3 191072 Q61414 2(20000)
i I3 [#] K1C14_MOUSE Keratin, type | cyt 14 0S=Mus lus GN=Krt14 PE=1 SV=2 8.8e-004 R 52833.9 Q61781 1(10000)
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Protein Quantification by MS
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