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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
EGIPpDQQR p38_Oxidation 2.15 2 528.2591 | 1055.5109 -0.71 16.88 | Trypsin
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
EGIPpDQQR P38»Carbonylation 2.39 2 527.2507 | 1053.4942 -1.73 15.80 | Trypsin
y62+
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
EGIpPDQQR P37»Carbonylation 1.73 2 527.2507 | 1053.4941 -1.85 18.43 | Trypsin
y62+
377.82
Ys
754.35
[M+2H-H,0]%*
518.05
by Ys
300.26 643.31
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Relative Abundance

Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
EGiPPDQQR I36—Carbonylation 2.18 2 527.2531 | 1053.4990 2.79 13.43 | Trypsin
y32+
370.86
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Relative Abundance

Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
ESTLhLVLR H®8-Oxidation 1.77 2 542.3115 | 1083.6158 0.04 24.09 | Trypsin
100
80 —
- [M+2H-H,0]?*
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
ESTLHIVLR Lsg»Carbonylation 2.57 2 541.3021 | 1081.5969 -2.98 21.07 | Trypsin
[M+2H-H,0]%*
532.51
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
EStLHLVLR T%.0xd'n 2.75 2 533.3046 | 1065.6019 -3.10 20.55 | Trypsin
[M+2H-NH,]?*
525.24
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
ESTLhLVLR H68—Asp 2.17 2 523.2972 | 1045.5872 -1.57 20.72 | Trypsin
Ys
615.36
Y3
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
ESTLHIVIR L%-Oxidation, L"*-Oxidation 2.14 2 550.3061 |1099.6049| -5.22 22.16 | Trypsin
[M+2H-H,0]?*
541.36
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
ESTLhLVLR H®-Dioxidation 1.79 2 550.3055 | 1099.6037 -6.33 20.42 | Trypsin
[M+2H-H,0-NH,]?*
532.38
ys-H,0
651.36
Ys
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Ye Y7
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
ESTLhLVLR H®8-Histidine ring open (+5) 2.00 2 536.8010 | 1072.5947 -4.74 22.56 | Trypsin
[M+2H-H,0-NH,]?*
518.92
Y,
288.31
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Relative Abundance

Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme

EstLHLVLRLRGG S%-Oxidation, T%-Oxd'n 2.32 3 488.9490 | 1464.8325 2.91 28.46 LysC

[M+3H-H,0-NH,]3*
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
EVEPSDTIeNVKAKIQ E“—Decarboxylation 2.63 2 885.4650 | 1769.9227 -3.05 28.22 LysC
[M+2H-H,0-NH,]?*
867.75
by
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
GkQLEDGR K48»Carbonylation 1.98 2 458.7275 | 916.4476 -0.78 14.51 | Trypsin
[M+2H-H,0-NH;]?*
441.24
Ys
Y2
232.15 589.21 b
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
IQDKEGIPpDQQR p3®_Dijoxidation 3.67 2 778.3890 | 1555.7707 -0.30 19.16 | Trypsin
Ye
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Relative Abundance

Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
IQDKEGiPPDQQR I36—Carbonylation 2.55 3 513.2579 | 1537.7591 -0.98 14.30 | Trypsin
y62+
370.89
100
80 -
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] y;2+-H,0
M 425.39
: Vit Y
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
LIFAGKQLEDGR F*-Oxidation 2.29 3 4549167 | 1362.7355 -1.58 16.12 | Trypsin
y102+
568.91
y92+
487.39
I;)3 b92+ y112+ b
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Relative Abundance

Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
mQIfvK M -Oxidation, F*-Oxidation 2.16 2 399.2154 | 797.4235 1.10 21.18 LysC
[M+2H-H,0]%*
390.48
100
80
- b3
_ 889.43
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
MQIfvK F*-Oxidation 1.97 2 391.2171 | 781.4269 -1.09 22.53 LysC
Ya
522.28
[M+2H-H,0]%*
382.88
b,
260.22
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
mQIFVK M®-Oxidation 1.77 1 781.4302 | 781.4302 3.23 22.04 GluC
[M+H-CH,SOH]*
717.45
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20
— b b5
] 5V, by 635.34
_ 389.25 393.28 536.13
_ b, N Ya
] 276.14 ‘ { 506.30
0 7 | J e ol | L ) ". i I.II Luds, |1 Ju |l ) || ]|- -l 1u m ..JI ik b ..l b D di bl
L L T L D L L L L O L L L L L L L L O L L L L O L L L L L L L L L L L
200 300 400 500 600 700

m/z

800



Relative Abundance

Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
mQIfvK Ml—Oxidation, F*-Oxidation 2.13 2 399.2150 | 797.4228 0.18 21.01 | Trypsin
[M+2H-H,0?*
390.47
100
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
MQIfvK F*-Oxidation 1.79 2 391.2177 | 781.4282 0.63 22.09 | Trypsin
Ya
522.22
[M+2H-H,0]%*
382.78
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Relative Abundance

[M+H-H,0]*
772.55

Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
mQIFVK M®-Oxidation 1.72 1 781.4271 | 781.4271 -0.84 12.65 | Trypsin
[M+H-CH,SOH]*
717.46
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
mQIFVK M®-Oxidation 1.96 2 391.2167 | 781.4261 -2.10 13.60 | Trypsin
[M+2H-CH,SOH]?*
359.85
[M+2H-H,0-NH,]?
373.95
Ya
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Y3
393.37
b, bs
Y, 276.85 b, 635.29
246.95 836.17 \L
1 l- i Jhl | |- N ) b ||- Y IN b |L bee s
L L L L L L L L L L L L L L I L L LB |
200 300 400 500 600 700



Relative Abundance

Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
mQIFVK M®-Oxidation 1.76 1 781.4271 | 781.4271 -0.84 21.33 LysC
[M+H-CH,SOH]*
717.59
100
80
60
40
20
__ b, Y3
] 389.29 39334 b, by
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
mQIFVKTL M®-Oxidation 2.84 2 498.2857 | 995.5641 4.63 25.08 GluC
[M+2H-H,0]%*
489.42
Ys
607.34
Y3
361.34 b
635.27
Ye
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b, bg
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
mQIFVKTLTGK M®-Oxidation 3.05 3 427.9143 | 1281.7283 3.66 23.55 GluC
[M+3H-CH,SOH]?*
406.84
[M+3H-H,0]3*
422.10 Vo2t
75 503.96
447.45
Y10-H,0% o
12 559.34 56800
324.14 Ys
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Relative Abundance

Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
mQIFVKTLTGK M®-Oxidation 2.80 3 427.9117 |1281.7207 -2.27 18.12 | Trypsin
[M+3H-CH,SOH]?*
406.86
100
80—
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40 —
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
mQIFVKTLTGKTITLEVEPSDTIENVKAK M®-Oxidation 5.18 4 813.1945 | 3249.7560 -2.84 22.06 | Trypsin
y112+
601.49
[M+4H-CH,SOH]*
797.69
b182+
1025.34
Yu
1201.65
b112+
911.29
bs
635.11
by
1078.60
bs
389.23
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Relative Abundance

Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
NVKAKIQDkeG k*3-Oxidation; E**-Decarboxylation | 3.10 2 608.3413 | 1215.6752 4.92 18.97 GluC
100
80
60 1 [M+2H-H,0J?*
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40 1
] bg
20 1 ; y 782751 897.54
— 6 .
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
NVKAKIQDKEGIPp p3®_Dijoxidation 2.54 3 523.6282 | 1568.8702 3.71 20.44 GluC
b122+
663.02
bg ¥y
654.44 (678.52
b133+
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Y
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
QLEDGrTLSDYNIQK R*-GIuSA 2.34 2 868.9171 | 1736.8270 -3.94 19.35 | Trypsin
Y10-H,0
1175.63
bs
543.20
[M+2H-H,0-NH,]?*
851.56
Ve \'Z Yo
665.37 867.48 10?[.62
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Relative Abundance

Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
tITLEVEPSDTIENVK T2.0xd'n 3.14 2 893.4609 | 1785.9145 1.54 25.96 LysC
Yo
1002.57
100+
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60
N Y10
N 1131.60
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. Y
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
TITIEVEPSDTIENVK L'>-Oxidation 3.44 2 902.4661 | 1803.9249 1.42 24.32 | Trypsin
Yo
1002.54
Y12
1359.67
Y10
1131.57
Y1
1230.62
bys
by 1657.82
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
TITLEVEPsDTIENVK SZO»Carbonylation 2.83 2 901.4577 | 1801.9081 0.83 24.64 | Trypsin
Yo
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b, bs
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558.26  657.40 1145.54
Y1
/ / / 1244.62
 S— | ,...'l.l.-l. .l.—e.‘l.l.l. .||..J..IT.L..*Ii..I-..l..l..ll..i.*.-l...L,A...*.-I..t..lll...l....l.
600 800 1000 1200 1400 1600

m/z

T
1800



Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
TITLEVePSDTIENVK E18—Decarboxylation 2.03 2 879.4589 | 1757.9105 -3.62 22.07 | Trypsin
[M+2H-H,0]%*
870.47
y1,2"-H,0
763.53
Y10
y9 1101.52 V11 Y12
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Relative Abundance
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
TLSDYNIQk K®3-Oxidation 2.56 2 549.2772 | 1097.5472 -0.17 21.30 | Trypsin
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Relative Abundance

Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
TLSDYNIgK Q%2-Deamidation 2.17 2 541.7697 | 1082.5320 -4.09 14.47 | Trypsin
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Sequence Modifications XCorr |Charge| m/z(Da) | MH+ (Da) | Am (ppm) [t (min)| Enzyme
tLSDYNIQK T%-0xd'n 2.13 1 1079.5325 | 1079.5325 -4.00 19.29 | Trypsin
b,
805.34
Ys
665.33
bg
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Y7
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