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No. Identification Positions  Peptide Sequence Mod Appm  Conf.Score BestASR IDType RT m/z Charge St. Mono Mass Exp. Avg Mass Exp. Mono Mass Theo. Missed Cleavages MSArea  Protein
103 1:L80-W81 =317.1739m 80-81 w None 1.95 98.8 1Ms2 1271 318182 1 317.1746 317.33 317.1739 1 523699.78 translated protein
111 1:H21-F29 = 901.4658m 21-29 HAGVISTAF None 135 100 1.1 mMs2 1512 451.741 2 901.467 901.85 901.4658 0 1436181 translated protein
122 1:V5-F8 = 514.2904m 5-8 VHLF None 15 99.6 1Ms2 195 515.298 1 514.2911 514.52 514.2904 1  835549.5 translated protein
123 1:L4-F8 = 627.3744m 4-8 LVHLF None -0.46 98.6 1Ms2 195 314.694 2 627.3741 627.65 627.3744 2 3351740.25 translated protein
129 1:G17-F29 = 1286.6619m[nor 17-29 GSQLHAGVISTAF nonspecific 2.06 100 1.4 MS2 20.64 64434 2 1286.6646 1287.3 1286.6619 1 1424578.5 translated protein
130 1:A72-L77 = 568.3584m 72-77 APVGLL None 2.06 99.8 1Ms2 20.75 569.367 1 568.3596 568.64 568.3584 1 4015463.25 translated protein
161 1:L66-W71 = 701.3748m([non: 66-71 LLPSSW nonspecific 2.08 100 1Mms2 23.62 702.384 1 701.3763 701.71 701.3748 2 2553038 translated protein
181 1:F3-F8=774.4428m 3-8 FLVHLF None 121 100 1Ms2 29.22 388229 2 774.4438 774.77 774.4428 3 1096006 translated protein
182 1:A78-W81 = 535.2795m 78-81 AFLW None 173 99.8 13 Ms2 29.73  536.288 1 535.2804 535.53 535.2795 2 1832013.25 translated protein
183 1:5105-1116 = 1345.7341m  105-116 SDKLLETEVSLL None 159 100 1.5 MSs2 29.95 673.875 2 1345.7362 1346.38 1345.7341 3 1675398.5 translated protein
207 1:184-194 = 1079. 84-94 L i 173 100 1.2 Ms2 3541 540.791 2 1079.567 1080.14 1079.5651 3 1119591 translated protein

Sequence Coverage Map - User Defined

Created on 09/09/22
Minimum MS Signal =0
Data File = Unknown-G.raw
Protease = Chymotrypsin

Proteins Number of MS Peaks MS Peak Area |Sequence Coverage Abundance (mol)
1:translated protein 11 100.0% 33.9% 100.00%
Unidentified 0 0.0%

Minimum Recovery = 0%

Minimum Recovery of Overlapping Peptides = 0%
Minimum Confidence = 0

Maximum Mass = 11000

Color code for peptide recovery
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No.103 LW (1+)

BPC: E:2022data\ZH\Unknown-G.raw N3 5689 Fragment Coverage Map
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RT (min)
>1:translated protein
10 20 30 40 s0 €0 70 80
MFFLVHLFTV KYHDPRGSQL HAGVISTAFH HLPDAQSPIC HLAPRKPRPGG FQEQLRCEPP RCLPRLLPSS WAPVGLLAFL
S0 100 110 120 130 140 1s0 160
WARLGASASF PAFLQSVVEG LQVLSDKLLE TEVSLLSCGP ALSCPCGVPA WGLHRVGTVT AHTGARPRGW QRGWQMGSAP
170 180
GFSGGAMRAG C
File: Unknown-G
F: FTMS + p ESI Full ms [200.0000-2000.0000] (12.71 min)
g 100- 317.1746
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File: Unknown-G S/N: 2408
F: FIMS + p ESI Full ms [200.0000-2000.0000]
g 100 303.8844
5
g 80 +
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o | 4792510 —149.3845 1151.1553 1476.8588 1809.9823 19458357
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Relative Abundance

File: Unknown-G NL:

Predicted +1, Peptide=LW 3.86E6
ai
5 0968
100 86.0964
Y1
50 1205.0972
159.0917 az
I l 272.1758
File: Unknown-G EI;GH
F: FTMS + ¢ ESI d Full ms2 318.1820@hcd27.00 [50.0000-670.0000] :
Experimental ID=1:L80-W81 = 317.1739m, +1, Peptide=LW
ai y
100 860971 205.0977
188.0710
50
. M
141.1023 2724770 2181818 44s 6110 603.7097
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No.111 HAGVISTAF (2+)

BPC: E:\2022data\ZH\Unknown-G.raw

NL: 35569

Fragment Coverage Map

HAGVISTAF (2+)

100+ 622 a2 Average Structural Resolution = 1.1 residues
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>1:translated protein
10 20 30 40 S0 €0 70 80
MFFLVHLFTV KYHDPRGSQL HAGVISTAFH HLPDAQSPIC HLAPKPRKPGG FQEQLRCEPP RCLPRLLPSS WAPVGLLAFL
-1] 100 110 120 130 140 1s0 160
WARLGASASF PAFLQSVVEG LQVLSDRKLLE TEVSLLSCGP ALSCPCGVPA WGLHRVGTVT AHTGARPRGW QRGWQMGSAP
170 180
GFSGGAMRAG C
File: Unknown-G
F: FTMS + p ESI Full ms [200.0000-2000.0000] (15.12 min)
g 100~ 901.4671
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File: Unknown-G S/N: 3155
F: FTMS + p ESI Fyl ms [200.0000-2000.0000]
g 100 451.7408
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c
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Relative Abundance
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File: Unknown-G
Predicted +2, Peptide=HAGVISTAF

y1 aa
o _166.0863 337.1983

110.0713 bz
a 666.3569
181.1084 Y2 bs be
237.1234 as
IO v R W
Ll L (| L L

L

L L

File: Unknown-G
F: FTMS + ¢ ESI d Full ms2 451.7408@hcd27.00 [62.6667-940.0000]
Experimental ID=1:H21-F29 = 901.4658m, +2, Peptide=HAGVISTAF
VA
_166.0866

ai bs

110.0718 266.1265 |
o 365.1925
209.1033 bs

424.8021 478.2770 648.3472 731.9827
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No0.122 VHLF (1+)

BPC: E:)\2022data\ZH\Unknown-G.raw

NL: 35569

46.22

Fragment Coverage Map
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40 Average Structural Resolution = 1.0 residues
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>1:translated protein
10 20 30 40 S0 €0 70 80
MFFLVHLFTV KYHDPRGSQL HAGVISTAFH HLPDAQSPIC HLAPRPRPGG FQEQLRCEPP RCLPRLLPSS WAPVGLLAFL
S0 100 110 120 130 140 150 160
WARLGASASF PAFLQSVVEG LQVLSDRLLE TEVSLLSCGP ALSCPCGVPA WGLHRVGTVT AHTGARPRGW QRGWQOMGSAP
170 180
GFSGGAMRAG C
File: Unknown-G
F: FTMS + p ESI Full ms [200.0000-2000.0000] (19.50 min)
g 100~ 627.3743
< ]
o 80
c
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File: Unknown-G S/N: 8268
F: HTMS + p ESI Full ms [200.0000-2000.0000]
g 100 203.1546
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o 804
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g ] +1 +1
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5 ] 515.2984 41
© 204 +1 528.3035 +2
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Relative Abundance
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File: Unknown-G
Predicted +1, Peptide=VHLF

b2
237.1346 M-F
368.2292
b
1350.2187
a1 Y V2 VE]
72.0808 166.0863 279.1703 1416.2292
i

1T .. | . ! . . |

M
515.2977
I

File: Unknown-G
F: FTMS + ¢ ESI d Full ms2 515.2991@hcd27.00 [50.0000-545.0000]
Experimental ID=1:V5-F8 = 514.2904m, +1, Peptide=VHLF

b
1237.1349

166.0613 - bs

209.1401 350.2190 s

110.0719 \ L 6.1701 416.2286
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No.123 LVHLF (2+)

BPC: E:

:\2022data\ZH\Unknown-G.raw

NL 25580

Fragment Coverage Map
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BO’: ) Average Structural Resolution = 1.0 residues
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g 1o 15 2 A RTa(‘o_ ) % P & B % [B15e703]>6.6e-04|p2.9e=04] 13e-04| BSl6er0|
>1:translated protein
10 20 30 40 S0 €0 70 8o
MFFLVHLFTV KYHDPRGSQL HAGVISTAFH HLPDAQSPIC HLAPRPRPGG FQEQLRCEPP RCLPRLLPSS WAPVGLLAFL
S0 100 110 120 130 140 150 160
WARLGASASF PAFLQSVVEG LQVLSDRLLE TEVSLLSCGP ALSCPCGVPA WGLHRVGTIVT AHTGARPRGW QRGWQMGSAP
170 180
GFSGGAMRAG C
File: Unknown-G
F: FTMS + p ESI Full ms [200.0000-2000.0000] (19.50 min)
g 100- 627.3742
= .
o 80
c
5 .
g 60
P ]
2 40
% e 514.2911
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File: Unknown-G S/N: 8755
F:+F1TMS + p ESI Full ms [200.0000-2000.0000]
g 100+ 203.1546
= .
o 80
c
=] .
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g ] 1 +1
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% ] 515.2984 41
@ 20 +1 528.3035 +2
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Relative Abundance
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File: Unknown-G
Predicted +2, Peptide=LVHLF

ai

86.0964 az
— 185.1648
223.1553
y i
166.0863 bs ve
y2 3502187 416.2292 Y4
N 2791703 [ C 515.2977

File: Unknown-G
F: FTMS + ¢ ESI d Full ms2 314.6950@hcd27.00 [50.0000-660.0000]
Experimental ID=1:L4-F8 = 627.3744m, +2, Peptide=LVHLF

a

86.0971
az
185.1653
ba
vi 350.2191
120.0812 y2 ‘ 5 j
i 166.0864 2791712 | 3p8.2307 4162302 51529085
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No.129 GSQLHAGVISTAF (2+)

Fragment Coverage Map
BPC: E\2022data\ZH\Unknown-G.raw o N 35580 GSQLHAGVISTAF (24)
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804 Average Structural Resolution = 1.4 residues
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° R (min) PR 1 1e-0: 7 1703 e+03] FEGEDA|
>1:translated protein
10 20 30 40 s0 €0 70 80
MFFLVHLFTV KYHDPRGSQL HAGVISTAFH HLPDAQSPIC HLAPRPRPGG FQEQLRCEPP RCLPRLLPSS WAPVGLLAFL
90 100 110 120 130 140 1s0 160
WARLGASASF PAFLQSVVEG LQVLSDRKLLE TEVSLLSCGP ALSCPCGVPA WGLHRVGTVT AHTGARPRGW QRGWQMGSAP
170 180
GFSGGAMRAG C
File: Unknown-G
F: FTMS + p ESI Full ms [200.0000-2000.0000] (20.64 min)
g 100 - 1286.6646
= b
o 80
=
E b
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° ]
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File: Unknown-G S/N: 6034
F: FTMS + p ESI Full ms [200.0090-2000.0000]
g 100 644.3395
2 ]
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c
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T “ +4
>
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Relative Abundance

NL:

File: Unknown-G 1.36E6

Predicted +2, Peptide=GSQLHAGVISTAF

b2
100, 145.0608 X
3
273.1193 b .
9
50 yz va X 750.3892 g35 4785
237.1234 6
| |l |,  1051.5532
0 |w n.ll A | : l l L1 i i

NL:

File: Unknown-G 2.62E4

F: FTMS + c ESI d Full ms2 644.3397@hcd27.00 [89.0000-1335.0000]
Experimental ID=1:G17-F29 = 1286.6619m[nonspecific], +2, Peptide=GSQLHAGVISTA

F be
100 y 750.3905
166.0867 Y2
1680867 Da7.1233 b
) be 863.4720
50 bs 2;22 pugs (5942985 —
432, 932.5009
‘ I | 2r3n9n | ‘ | : 1284.2561
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No.130 APVGLL (1+)

Fragment Coverage Map
BPC: E:\2022data\ZH\Unknown-G.raw N 35589 APVGLL (1+)
46.22
1007 _Arar Average Structural Resolution = 1.0 residues
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z 20 - A i
8,33l 70 1005 1400 1656 1969 2315 575 33lz1 2% w19 a0 | 5308 5530
£ SIC: E:\2022data\ZF\Unknown-G.raw N 27687 123456
2 2075 APVGLL
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0 ! R a e e A R B  a  AARRRAA NS L a e SAAR A Color Code for lon Intensity
° 1o 1 2 T “ ® %0 % 5705 5 1.9e-05] 599604 p5.1e-0:] EEGER0Y|
>1:translated protein
10 20 30 40 S0 €0 70 8o
MFFLVHLFTV KYHDPRGSQL HAGVISTAFH HLPDAQSPIC HLAPRPRPGG FQEQLRCEPP RCLPRLLPSS WAPVGLLAFL
S0 100 110 120 130 140 1so0 160
WARLGASASF PAFLQSVVEG LQVLSDRKLLE TEVSLLSCGP ALSCPCGVPA WGLHRVGTVT AHTGARPRGW QRGWQMGSAP
170 180
GFSGGAMRAG C
File: Unknown-G
F: FTMS + p ESI Full ms [200.0000-2000.0000] (20.75 min)
g 100 568.3596
= ]
o 80
c
3 ]
< 604
o ]
= 40
Ko b
@ 20
0] 667.2762 952.5972 15228127 1706.7681 2194.0576
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Mass
File: Unknown-G S/N: 13427
F: FTMS + p ESI Full gns [200.0000-2000.0000]
g 100 533.9503
g
- 80
c
3
< 60
[ +2
>
g 40 405,2047
& 20 +2 +1 +2
_223.0640 617.3152 854.3913 1062.9675 12855376 1617.4464  1832.7488
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Relative Abundance
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File: Unknown-G
Predicted +1, Peptide=APVGLL

ba bs
169.0972 /268.1656
Y1 bs
132.1019 A ya 438.2711
‘ 240.1707 302.2075 | Y4 ’
— 401.2758
” ‘1 X hll. . ‘ l . Ly l 569.3657
File: Unknown-G
F: FTMS + ¢ ESI d Full ms2 569.3669@hcd27.00 [50.0000-600.0000]
Experimental ID=1:A72-L77 = 568.3584m, +1, Peptide=APVGLL
b
169.0974
169. ve
v bs as 498.3292
410.27
132.1020 o 268.1659 410.2765 st
240.1710 438.2717
86.0971 \ 367.2343 |’J
| | I il | |I' . .M!| || JI‘ | : | - - ‘I ]
100 200 300 400 500
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No.161 LLPSSW (1+)

BPC: E:\2022data\ZH\Unknown-G.raw

NL: 35569

Fragment Coverage Map

LLPSSW (1+)

100 4622 Average Structural Resolution = 1.0 residues
] 4727
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£ O SC ER0Rae Unknown G raw NLAA7ET LLPSSW
-% 100— 2361
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601
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204
0 1,22 1930 2266|| 2660 3167 3236 4106 4620 4972 51.72 Color Code for Ion Intensity
P M e
RT (min) 2Lt = p2ieod
>1:translated protein
10 20 30 40 S0 €0 70 80
MFFLVHLFTV KYHDPRGSQL HAGVISTAFH HLPDAQSPIC HLAPKPRKPGG FQEQLRCEPP RCLPRLLPSS WAPVGLLAFL
S0 100 110 120 130 140 150 160
WARLGASASF PAFLQSVVEG LQVLSDKLLE TEVSLLSCGP ALSCPCGVPA WGLHRVGTVT AHTGARPRGW QRGWQMGSAP
170 180
GFSGGAMRAG C
File: Unknown-G
F: FTMS + p ESI Full ms [200.0000-2000.0000] (23.62 min)
g 100 701.3763
2 3
S 80
c
= 3
2 60
° ]
-% 40 4441135
S 3
@ 202748820 14215177
] I | 834.4140 l 2239.1357
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Mass
File: Unknown-G S/N: 3512
F: FTMS + p ESI Full ms [200.0000;2000.0000]
g 100 702.3835
C
S 80
g »
Q
< 60 355.0705 41
[}
2 40 445.1208
K +1 i +2
& 59 2539080 +3 711.7661 *3
ol ,{LL] A |} 294.8126 —747.3859 4458 3762 1422.5254 15401226 1735.4829 19962112
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File: Unknown-G
Predicted +1, Peptide=LLPSSW

Ya
476.2140
az T

199.1805

a

86.0964 y ya
— 205.0972 vy: 379.1612

292.1202 "%
1’ 1570972[ u/ | 2=

File: Unknown-G
F: FTMS + ¢ ESI d Full ms2 702.3835@hcd27.00 [50.0000-735.0000]
Experimental ID=1:L66-W71 = 701.3748m[nonspecific], +1, Peptide=LLPSSW

Ya
yo 476.2146
292.1294
az
1991809
VE]
379.1614 ys
‘ 860972 ‘ ‘ ‘ [, || 5532821 5892994
[ T [ T [ T [
100 300 400 500 600 700

m/z
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No.181 FLVHLF (2+)

BPC: E\2022data\ZH\Unknown-G.raw

Fragment Coverage Map

NL: 355E9

o FLVHLF (2+)
100 ey
80 [ Average Structural Resolution = 1.0 residues
60 5091
| 1 2 3 4 5 6
;] 79 511 SRR HAE:
8,18 79 1005 1400 1656 1969 2345 5795 33“21 249 401s azss | Il Js308 5539 SN
% SIC: E\2022data\ZH\Unknown-G.raw N 1os ¥ 0 s
E 100 29.21 FLVHLF
i 80; :
60;
40
20;
1 9.84 2423 3216 3586 4262
0 M A A 4 M A A A A Color Code for Ion Intensity
RT (min) eS| 29004 P12e-04| b5 1e-03| o003
>1:translated protein
10 20 30 40 S0 €0 70 80
MFFLVHLFTV KYHDPRGSQL HAGVISTAFH HLPDAQSPIC HLAPRPRPGG FQEQLRCEPP RCLPRLLPSS WAPVGLLAFL
S0 100 110 120 130 140 1s0 160
WARLGASASF PAFLQSVVEG LQVLSDRKLLE TEVSLLSCGP ALSCPCGVPA WGLHRVGTVT AHTGARPRGW QRGWQMGSAP
170 180

GFSGGAMRAG C

File: Unknown-G

F: FTMS + p ESI Full ms [200.0000-2000.0000] (29.22 min)

g 100+ 774.4438
g E
o 804
c
S ]
2 60
< ]
2 40
k] ]
Q
x 20
. 514.2013 1016iL5408 20420001 2284.1626
T | T | T | T T T J T J T T T T
400 600 800 1000 1200 1400 1600 1800 2000 2200 2400
Mass
File: Unknown-G S/N: 3130
F: FTMS + p ESI Full ms [200.0000-2000.0000]
g 100- 388.2292
o ]
8 80
3 60
< E +2
2 404 1022.0074
S ]
£ 204 4 4053600 12 i 1017 5480
o 1_263.9080 _ 4053690 5357335 7623948 (OUL5480] 4545 7465 1589.6801 1766,5297 1930,9456
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400 600 800 1000 1200 1400 1600 1800
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Relative Abundance
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File: Unknown-G
Predicted +2, Peptide=FLVHLF

aq

NL:
3.15E6

b-
120.0808 D51 1508
az
233.1648
v bs b
‘ ’ 166.0863 360.2282 497 2871 ys
l N N o 628.3817

File: Unknown-G
F: FTMS + c ESI d Full ms2 388.2293@hcd27.00 [54.0000-810.0000]
Experimental ID=1:F3-F8 = 774.4428m, +2, Peptide=FLVHLF

aq

NL:
1.59E5

bs
(20,0812 261.1611
az
233 1651
Y1 ya ba ys
|| 166.0861( A16.2258 497 0897 6283795 743.2758
L L R B | LA L AR R L
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No.182 AFLW (1+)

ws=  Fragment Coverage Map

BPC: E:\2022data\ZH\Unknown-G.raw
46,22

100
a0 = AFLW (14)
03 50.91 Average Structural Resolution = 1.3 residues
40
> 2] {90 | st.07
z 20 3321 5
2 ol 308 7% 1005 1400 185 1969 2815 5795 i NSAQA 4019 4369 | 5308 5530 ; :_"EL‘;
‘f SIC: E:\2022data\ZH\Unknown-G.raw N 1.95E7 4—15 3=
3 2
2 100, 2973
2 o .
80 123 4
60 AFLW
] b
“ (&2l 2]
20
] 656 092 1383 1824 2078 2804) 3177 3666 42.35 48.60 .
0 T T T T e T e e e e e T e e Color Code for Ion Intensity
5 10 15 20 25 30 35 40 45 50 55 =
RT (min) 6350435004 P20e-04|P1.1e-04| F6eR03]
>1:translated protein
10 20 30 40 So €0 70 80

MFFLVHLFTV KYHDPRGSQL HAGVISTAFH HLPDAQSPIC HLAPRPRPGG FQEQLRCEPP RCLPRLLPSS WAPVGLLAFL

S0 100 110 120 130 140 1s0 160
WARLGASASF PAFLQSVVEG LQVLSDRKLLE TEVSLLSCGP ALSCPCGVPA WGLHRVGTVT AHTGARPRGW QRGWQMGSAP

170 180
GFSGGAMRAG C

File: Unknown-G
F: FTMS + p ESI Full ms [200.0000-2000.0000] (29.73 min)

g 100- 535.2804
e E
S 80
=
5 E
2 60
S ]
2 40
5 E
8 503 610.3336
41 4441135 [6@2449 2625.3191 3051.4192
0 T T‘. T T T T T T T T T T T T T T T T T T T T T T T T
500 1000 1500 2000 2500 3000
Mass
File: Unknown-G S/N: 7529
F: FTMS + p ESI Full mg [200.0000-2000.0000]
g 100+ 536.2877
g E
- 804
c
5 E
2 60
[ 1 +1
>
5 407 403.1429 +1
e 203 . 611.3409 » 3
0 1_219.1748 635.2050 _1018.1470 13136694 1604,1821  1809.4730
T T T T T T T T T T T T T T T T
400 600 800 1000 1200 1400 1600 1800

m/z



Relative Abundance

NL:

File: Unknown-G 1.60E6

Predicted +1, Peptide=AFLW

az

100 191.1179

86.0964 Y4
205.0972
50 1 as

. L
File: Unknown-G
F: FTMS + ¢ ESI d Full ms2 536.2880@hcd27.00 [50.0000-565.0000]
Experimental ID=1:A78-W81 = 535.2795m, +1, Peptide=AFLW
b
219.1130 bs
100 ” 332.1963

az
86.0071 191.1179

Y2
50 318.1814
120.0810 299.0621

261.1598 465.2496
. L. :

NL:
1.13E5

415.0366
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No.183 SDKLLETEVSLL (2+)

BPC: E:\2022data\ZH\Unknown-G.raw N 35989
4622

100 e

80

sut 50,91

40
v 2] 47.90 | 51 07
z 20 3321
3 34.94
§ o135 7% 105 1400 1656 1968 2315 575 L " 4019 4369 | lds308 5539
£ SIC: E\2022dataZH\Unknown-G.raw N 21987
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3 1004 2995
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[ e o LA B o o e B e e B MU e B g e B e B s B B e B N AiRaasnsas:
5 10 15 20 25 30 35 40 45 50 55
RT (min)
>1:translated protein
10 20 30 40 S0

MFFLVHLFTV KYHDPRGSQL HAGVISTAFH

S0 100 110
WARLGASASF PAFLQSVVEG LQVLSDKLLE

170
GFSGGAMRAG C

180

File: Unknown-G

HLPDAQSPIC HLAPKPRPGG

120 130
TEVSLLSCGP ALSCPCGVPA

F: FTMS + p ESI Full ms [200.0000-2000.0000] (29.95 min)

Fragment Coverage Map
SDKLLETEVSLL (2+)

Average Structural Resolution = 1.5 residues

1 2 3 4 5 [ 7 8 @ 10 1 12
S—D—KHLHFEFT—EFVv—sHL+L
6 5 4 3 2 1

n 1 1 9 8 7

123456789101 12
SDKLLETEVSLL
b8(916.5)

Color Code for Ion Intensity
(586703 >4.5e-03] [p3.2e-03]p2.6¢-03] F20e03]

€0
FQEQLRCEPP

70 80
RCLPRLLPSS WAPVGLLAFL

140
WGLHRVGTVT

150 160
AHTGARPRGW QRGWOMGSAP

g 1005 1345,7365
3] ]
S 80
c
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2 604
< E
2 40
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S 0] 502.1893 1398.6477
1260.1240 641.3550 1016.5409 L 2568.3118
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File: Unknown-G S/N: 3181
F: FTMS + p ESI Full ms [209.0000-2000.0000]

g 100+ 602.1140
e ]
° 80
3 E +2
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< E
>
g 407 +3
e 207 . 452.5464 +2 I »

o 1.217.1050 | 100.3310 g57 1112 1017.5480 13467449 16202059 1750.3541 19441853
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File: Unknown-G
Predicted +2, Peptide=SDKLLETEVSLL

Y
132.1019

bs

as 787.4196

bs Yoo 01gg 5293344 N bs

L

bs
203, OGGT/ \ /( Be6.7 d _ 9164622 1% cage
..lll . ll .ul.l. ll ...u.l i b s oo

File: Unknown-G
F: FTMS + ¢ ESI d Full ms2 673.8756@hcd27.00 [93.0000-1395.0000]
Experimental ID=1:5105-L116 = 1345.7341m, +2, Peptide=SDKLLETEVSLL

VA

132.1021 V2
/ 2451860 |, o
444.2463
686 3718 1916.4606
‘ 331 1582 |‘ ‘ 1214]126[3
| i i i i [ i i [ i
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No0.207 LGASASFPAFL (2+)

Fragment Coverage Map
LGASASFPAFL (2+)

Average Structural Resolution = 1.2 residues
BPC: E:\2022data\ZH\Unknown-G.raw NL 3.55E9

1 — 9 10 11

© CFoats—ads—FhETALEHL

B 47.90 51.07 123456789%1011

20 33,21 [ LGASASFPAFL
] 316 706 1005 1400 1056 1969 2315 5765 2% w019 ae0 L5308 5539

0
SIC: E:\2022data\ZH\Unknown-G.raw NL:9.25E6

35.41

Relative Intensity

] 597 925 1178 1890 2076 2329 2885 04 272 4581 59,00 ;
Lo e e e R A e T s Color Code for Ion Intensity

15 20 25 30 35 40 45 50 55 1
RT i) o604 >5.0e-04]p26e=02| P1.4e+0:] FT2ER03]

>1:translated protein

10 20 30 40 S0 €0 70 80
MFFLVHLFTV KYHDPRGSQL HAGVISTAFH HLPDAQSPIC HLAPKPRPGG FQEQLRCEPP RCLPRLLPSS WAPVGLLAFL

S0 100 110 120 130 140 1s0 160
WARLGASASF PAFLQSVVEG LQVLSDRLLE TEVSLLSCGP ALSCPCGVPA WGLHRVGTIVT AHTGARPRGW QRGWQMGSAP

170 180
GFSGGAMRAG C

File: Unknown-G
F: FTMS + p ESI Full ms [200.0000-2000.0000] (35.41 min)

g 100 1079.5670
£ ]
- 8041
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v ]
£ 40
T 4 444.1133 1132.4784
r 20 l l
o:lw [ |
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Mass

File: Unknown-G S/N: 729

F: FTMS + p ES| Full ms [200.0000-2000.0000]
g 100 4451205
& 3
- 80 +4 988.1965 44
= 303 8842 —
2 6o 754.6269 1080.5743
2 __ 1080
(9] +4
§ 40 253 9079 567 2465 741 3092
£ 20 630 3258

0 o l Lbs |4 1157 0618 14817892  1694,9441 19825223
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Relative Abundance

File: Unknown-G
Predicted +2, Peptide=LGASASFPAFL

Y1
132.1019
100
b2
50 171.1128  ba
329.1820
bs
e | S
0 | L LA L h
File: Unknown-G
F: FTMS + ¢ ESI d Full ms2 540.7908@hcd27.00 [75.0000-1125.0000]
Experimental ID=1:L84-L94 = 1079.5651m[nonspecific], +2, Peptide=LGASASFPAFL
100 b2
171.1125
50 VAl Y2
132.1021 | 279.1705 g2 b, be
352.1942 634.3167 802.4111
0 ‘I L i : I| ——-rl/\’ ; II f/'l II’J ; 1?672629
200 400 600 800 1000

m/z
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BPC: E:\2022data\ZH\Unknown-C.raw NL: 4.28E8

33.23
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@ 804
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z ] 16.61 3404
o 604 :
= 19.70
K ]
[7)
@ 40 15.06

7T 301 548
20 )
420 605 i 17.70 21.05 26.59 035 36.32
] - 737 412,48 25.77 2771 i 40.18 43.70
1.10 S Mok Al L da T Ly A
0\\\w‘\w‘\‘\w‘\ww‘r‘w‘\w‘!w'\f\'\'\w'\‘\‘\‘ww\\\ LA ) L L e S e e e
5 10 15 20 25 30 35 40 45
RT (min)

No. Identification Positions  Peptide Sequence Mod Site Appm  Conf.Score BestASR IDType RT m/z Charge St. Mono Mass Exp. Avg Mass Exp. Mono Mass Theo. Missed Cleavages MS Area

101 1:G100-K107 = 858.4811m[nc 100-107 GLQVLSDK nonspecific 1.92 100 1.1 MS2 9.72  430.249 2 858.4827 858.8 858.4811 1 809016.06

131 1:v113-5117 = 517.3112m[no 113-117 VSLLS nonspecific 1.29 89.5 1Mms2 15.12 518319 1 517.3118 517.53 517.3112 0 379157.94

178 1:G100-E110 = 1213.6918m  100-110 GLQVLSDKLLE None 1.08 100 1.6 MS2 25.77 607.854 2 1213.6931 1214.29 1213.6918 1 2608572.25

193 1:G100-E110 = 1213.6918m(K 100-110 GLQVLSDKLLE '4340072 K107 1.05 100 1.8 MS2 32.25 629.357 2 1256.7003 1257.31 1256.699 1 737955.12

217 1:184-E99 = 1621.8352m[non 84-99 LGASASFPAFLQSVVE nonspecific 1.15 100 1.2 MS2 40.26  811.926 2 1621.837 1622.75 1621.8352 0 3005006.5

Sequence Coverage Map - User Defined

Created on 09/09/22
Minimum MS Signal =0
Data File = Unknown-C.raw
Protease = Glu-C

Proteins Number of MS Peaks MS Peak Area |Sequence Coverage Abundance (mol)
1:translated protein 5 100.0% 18.7% 100.00%
Unidentified 0 0.0%

Minimum Recovery = 0%

Minimum Recovery of Overlapping Peptides = 0%
Minimum Confidence = 0

Maximum Mass = 11000

Color code for peptide recovery
50.0%][>20.0%][>10.0%| [>5.0%]| [>2.0%)| F1.0%] [£0:5%] [>0.2%][>0.1%]| -0.0%]
| good | | fair || poor |

translated protein

123 4 5 6 7 8 9 1011 1213 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 38 30 40 41 42 43 44 45 46 47 48 49 50
MFFLVHLFTVKYHDPRGSQLHAGVISTAFHHLPDAQSPICHLAPKPKPGG

51 52 53 54 55 56 57 58 59 60 61 62 63 64 65 66 67 68 69 70 71 72 73 74 75 76 77 78 79 80 81 82 83 84 85 86 87 83 89 90 91 92 93 94 95 96 97 98 99 100

FQEQLRCEPPRCLPRLLPSSWAPVGLLAFLWARLGASASFPAFLQSVVEG
| 403 ‘E
B2

10 10 10 10 10 10 10 10 10 11 11 11 11 11 11 11 11 IT 11 12 12 12 12 12 12 12 12 12 12 13 13 13 13 13 13 13 13 13 13 14 14 14 14 14 14 14 14 14 14 15
1 23 456 78 90123456 78901 23456738901 23 45467890123 45¢6 71890

LQVLSDKLLETEVSLLSCGPALSCPCGVPAWGLHRVGTVTAHTGARPRGW




s8] 151
9.7

15 15 15 15 15 15 15 15 15 16 16 16 16 16 16 16 16 16 16 17 17
1 23 4 5 6 78 90123 456 7 89 01

QRGWQMGSAPGFSGGAMRAGC



N

Relative Intensity

100 4727
80
60
40 50,91
20] 1823
16.61 34.94 51.89
ol 301 518 g0 1508 % 1970 5195 2650 3035 | [ 4018 4370 |l s343
SIC: E:\2022data\ZH\Unknown-C raw L 68088
100 a7t
80
60
40
20
426 609 1371 1474 1569 2198 2743 2095 3325 3682 3936 4495 4980 5155
[JJE LSS R W R S A TR T o 0| I
10 15 20 5 30 35 4 45 5 55
RT (min)
>1:translated protein
10 20 30 40 S0

Relative Abundance

Relative Abundance

0.101 GLQVLSDK (2+)

BPC: E:\2022data\ZH\Unknown-C.raw
46.24

MFFLVHLFTV KRYHDPRGSQL HAGVISTAFH HLPDAQSPIC HLAPKPRPGG

S0 100 110 120 130

Fragment Coverage Map
GLQVLSDK (2+)

Average Structural Resolution = 1.1 residues

NL: 29269

1 2 3 4 5 6 7 8
Lo v tspix
8 7 6 5 4 3 2 1

12345678
GLQVLSDK
(2] yoes9.9) |

Color Code for Ion Intensity
[B3e703]>1.9e-05) P1.1e-03] 6 7e=04| BRER04]

€0 70 8o
FQEQLRCEPP RCLPRLLPSS WAPVGLLAFL

140 1so0 1€0

WARLGASASF PAFLQSVVEG LQVLSDRLLE TEVSLLSCGP ALSCPCGVPA WGLHRVGTVT AHTGARPRGW QRGWQMGSAP

170 180
GFSGGAMRAG C

File: Unknown-C
F: FTMS + p ESI Full ms [200.0000-2000.0000] (9.72 min)

100 858.4827
80
60 -]
40
20 911.3941
0. 1348.1653 461.2494  560.3183 583?769 782.4302 T 1091.5269
T T T T T T T T T T T T T T T T T T
400 500 600 700 800 900 1000 1100 1200
Mass
File: Unknown-C S/N: 4784
F: FTMS +.p ESI Full ms [200.0000-2000.0000]
100 360.7187
80
60 +1
40 462.2567
20 +3 +2 +1 +1
o] 3048055 456.7042]  680.3842 850.4902 12669548  1474.4198 1626.6158 1967.7736
T T T 1 T T T T T T T T T T T T T
400 600 800 1000 1200 1400 1600 1800

m/z



Relative Abundance

File: Unknown-C
Predicted +2, Peptide=GLQVLSDK

az

100 143.1179
y %
,
b: 349.1718  ya
50 _147.1128 171.1128 462.2558 y
5
y
] ’ l 444.2453 961.3242 0 2808
0 . Ll by L " I. L —
File: Unknown-C
F: FTMS + ¢ ESI d Full ms2 431.0859@hcd27.00 [60.0000-900.0000]
Experimental ID=1:G100-K107 = 858.4811m[nonspecific], +2, Peptide=GLQVLSDK
az
100 143.1181

50

Y1 2+
147.1130 V4 .
231.6324 == 462.2561 ¥>561.3251 é‘;g 3833

100 200 300 400 500 600 700 800

NL:
2.32E6
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No.131 VSLLS (1+)

BPC: E:\2022data\ZH\Unknown-C.raw

NL 29269

Fragment Coverage Map

VSLLS (1+)

1003 o 47.27
80 [ Average Structural Resolution = 1.0 residues
60
40; 5091 i 2.3 & 5
] vistitits
z 204 1661 1970 382 4 51,89 s 4 3 3
5 1 301 518 gos ‘5-51@,‘ | (" 2195 2659 3035 ﬂ s 4018 43.70 Ll 5343
£ O ST Evzgam A Unknown G raw N 4550 .
£ oo 1512 L23%s
€ o]
60;
404
20
01 304 19.40 2518 28,03 3425 3679 4049 4492 5071 53.72 Color Code for Ion Intensity
e T L I L L L L L A LA AL L AL A N AR A R AL J
5 10 15 20 25 RTa(rov| - 35 40 45 50 55 ]>2~2€*°‘||>1-79'°4||>l3°“‘°4||>1-°€*°4|_
>1:translated protein
10 20 30 40 S0 €0 70 80
MFFLVHLFTV KYHDPRGSQL HAGVISTAFH HLPDAQSPIC HLAPRKPRPGG FQEQLRCEPP RCLPRLLPSS WAPVGLLAFL
S0 100 110 120 130 140 1s0 160
WARLGASASF PAFLQSVVEG LQVLSDKLLE TEVSLLSCGP ALSCPCGVPA WGLHRVGTIVT AHTGARPRGW QRGWQMGSAP
170 180
GFSGGAMRAG C
File: Unknown-C
F: FTMS + p ESI Full ms [200.0000-2000.0000] (15.12 min)
g 100+ 1150.5894
= .
© 80
c
3 .
< 604
@ ]
2 40
© .
& 20 517.3118 1203.4993
7215.1444 397'3344 l 1097.4563 L
0 T T T 1 | T T T T T T T T T T T T T T T T T T
200 300 400 500 600 700 800 900 1000 1100 1200 1300 1400
Mass
File: Unknown-C S/N: 4848
F: FTMS + p ESI Full ms [299.0000-2000.0000]
g 100+ 576.3019
= .
o 80
c
3 60 1
g oo 2
2 40 621.8119
© . +1
[0]
€ 204 +1 398.1416 | *2 +1
012161517 | £02.7571 901.4990 11071667 1151.5956 14786807 1766,2509
T 1 T T T T T T T T T T 1 T T
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m/z
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File: Unknown-C
Predicted +1, Peptide=VSLLS

a

VE
79 0808 219.1339

az

159.1128 as

b2 272.1969

ys _ 187.1077
106.0499

I‘ ll.‘lll L

314.2074
1

File: Unknown-C
F: FTMS + ¢ ESI d Full ms2 518.3182@hcd27.00 [50.0000-545.0000]
Experimental ID=1:V113-S117 = 517.3112m[nonspecific], +1, Peptide=VSLLS

ai
72.0815

282.1815

bs

az y2 300.1917 2

159.1135 219.1349
——T1

107.0496

100 150 200 250 300 350 400 450
m/z

385.2802 450.7261
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No.178 GLQVLSDKLLE (2+)

BPC: E:\2022data\ZH\Unknown-C..raw

1661 1970 B2 3404
301 518 805 1506 (" 2195 2650 3035 |

Fragment Coverage Map
GLQVLSDKLLE (2+)

Average Structural Resolution = 1.6 residues
N 262
46.24
_ar27
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1 2 3 - 5 6 7 8 °
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11 10 ° 8 7 [ 5 4 3 2 1
50.91

51.89
4018 4370 [ 5343
NL: 35087

1234567891011

GLQVLSDKLLE

7 SIC: E:\2022dataZH\Unknown-C raw
2577

Relative Intensity

1212 1491 2002 2473|2632 3214
T T e T
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RT (min)

>1:translated protein

10
MFFLVHLFTV

20 30
RKYHDPRGSQL HAGVISTAFH

S0
WARLGASASF

100 110
PAFLQSVVEG LQVLSDKLLE

170
GFSGGAMRAG C

180

File: Unknown-C

M e A ColocCode for Lo liteasty
P % % % [P13e504][>5.6e-03][>5.7e=03] [>3.7¢~03] F25ex0d|
40 s0 €0 70 go

HLPDAQSPIC HLAPRPRPGG FQEQLRCEPP RCLPRLLPSS WAPVGLLAFL

120 130 140 1so 160
TEVSLLSCGP ALSCPCGVPA WGLHRVGTVT AHTGARPRGW QRGWQMGSAP

F: FTMS + p ESI Full ms [200.0000-2000.0000] (25.77 min)

g 100+ 1213,6931
o ]
S 80
c
< ]
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2 40
2 ] 2012.8965
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T T T T T T T T T T T T T T T T T T T T T T
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Mass
File: Unknown-C S/N: 9225
F: FTMS + p ESI Full ps [200.0000-2000.0000]
8 100 534.3263
2 ]
© 80
c
5 ]
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2 3 707.2469 :
2 40
o ] 3 2 2
3] + +
€ 204 +3 _1007.4555
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Relative Abundance

NL:

File: Unknown-C 1.69E6

Predicted +2, Peptide=GLQVLSDKLLE

az
143.117
1005 =77y
261.1445
b
50 171.1128 be ve
398.2398 ys 704.3825 3é717 4666 b
617.3504 — : 954.5618
0 ‘l L i L /ll T B | R - NL
File: Unknown-C 24‘7E4
F: FTMS + ¢ ESI d Full ms2 607.8539@hcd27.00 [84.0000-1260.0000] ‘
Experimental ID=1:G100-E110 = 1213.6918m, +2, Peptide=GLQVLSDKLLE
Y2
100 261.1432 |,
. _299.1722
143.1180 y7
> g§8 2402 20750 Yo 382\:’8’54659 32,4 5660
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No.193 GLQVLSDKLLE(K8+43.00720) (2+)

BPC: E:\2022data\ZH\Unknown-C.raw

NL: 2.028€

4624
4727

Fragment Coverage Map
GLQVLSDKLLE(K8+43.00720) (2+)

Average Structural Resolution = 1.8 residues

N2 B & s 6T & 9 el
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File: Unknown-C

F: FTMS + p ESI Full ms [200.0000-2000.0000] (32.25 min)
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File: Unknown-C 1.15E6

Predicted +2, Peptide=GLQVLSDKLLE(K8+43.00720)
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F: FTMS + ¢ ESI d Full ms2 629.3576@hcd27.00 [87.0000-1305.0000]
Experimental 1D53:G100-E110 = 1213.6918m(K107+43.0072), +2, Peptide=GLQVLSD
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No.217 LGASASFPAFLQSVVE (2+)

NL2.02E0

BPC: E:\2022data\ZH\Unknown-C.raw

Fragment Coverage Map
LGASASFPAFLQSVVE (2+)

Average Structural Resolution = 1.2 residues
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F: FTMS + p ESI Full ms [200.0000-2000.0000] (40.26 min)
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File: Unknown-C
Predicted +2, Peptide=LGASASFPP1§7 LQSVVE
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F: FTMS + ¢ ESI d Full ms2 811.9264@hcd27.00 [111.6667-1675.0000]
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R20220500809_MIDP16, Crpd 4255, +NSn(344.1867), 7.63 min  Seq: YHDPR
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R20220500809_MIDP16, Cmpd 25305, +MSn(814.8502), 31.19 min  Seq: GWQMGSAPGFSGGAMR  Mod: 4,0xidation[N] 15,Oxidation[M] q:
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R20220500809_MIDP16, Crpd 29276, +1ISn(806.8547), 35.79 min  Seq: GWQWGSAPGFSGGAWR lod: 15,0xidation[i]
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