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Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptides being kept. Y axis is the
corresponding FDR. 

Figure 2. PSM score distribution. (a) Distribution of PEAKS peptide score; (b) Scatterplot of PEAKS peptide
score versus precursor mass error. 

(a) (b)

Table 1. Statistics of data.

http://www.bioinfor.com/false-discovery-rate-fdr-curve-peaksdb/
http://www.bioinfor.com/psm-score-distribution/
User
Typewriter
Ara h 1 GEL BAND RAW

User
Typewriter
ALLERGEN GEL BANDS PROCESSED/CRUNCHED EACH AS A SEPARATE SAMPLE
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#Scans
#Features

Identified
#Peptides #Sequences

#Proteins*

MS1 MS/MS #Chimera #PSMs #Scans #Features** Groups All Top
Total 4978 7621 1342 11980 3438 3305 877 293 123 3 5 4
raw

peanut 4978 7621 1342 11980 3438 3305 877 293 123 3 5 4

* proteins with significant peptides are used in counts.
 ** features are identified by DB search only.

 
Figure 3. Sample overlap for Proteins and Peptides (up to 8 samples). (a) All Proteins; (b) Top Proteins; (c)
Peptides; 

(a)
Not applicable to only one sample

(b)
Not applicable to only one sample

(c)
Not applicable to only one sample

Figure 4. Distribution of peptide feature detection. (a) Feature m/z distribution; (b) Feature RT distribution.

(a) (b)

Figure 5. Distribution of identified peptide features. (a) Feature abundance distribution; (b) De novo
sequencing validation. 

(a) (b)

http://www.bioinfor.com/venn-diagramtable/
http://www.bioinfor.com/de-novo-result-validation/
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Table 2. Result filtration parameters.
Peptide -10lgP ≥26.8
PTM Ascore ≥50
Protein -10lgP ≥20
Proteins unique peptides ≥2
De novo score(%) ≥50%

Table 3. Statistics of filtered result.
FDR (Peptide-Spectrum Matches) 0.1%
FDR (Peptide Sequences) 0.7%
FDR (Protein Group) 0.0%
De Novo Only Spectra 368

Table 4. PTM profile.
Name ∆Mass Position #PSM -10lgP Abundance AScore

Deamidation .98 NQ 250 111.24 6.8E7 25.66

Carbamidomethyl 57.02 C 190 120.22 7.23E6 1000.00

Oxidation 15.99 M 184 110.46  30.46

HydPro 15.99 P 47 65.62 2.67E6 1000.00

Dethiomethyl -48.00 M 36 96.95 4.28E6 1000.00

Carbamylation 43.01 K,N-term 33 80.77 1.79E6 252.86

Amidine 41.03 N-term 31 59.92 2.02E6 1000.00

Methylation(KR) 14.02 KR 29 64.78 2.03E6 69.38

Methylation(others) 14.02 CDHST 25 88.98  33.98

Dehydration -18.01 DST,C-term 24 52.23 6.18E6 1000.00

Ammonia loss -17.03 N 14 99.83 6.34E5 11.10

Pyro-glu from Q -17.03 N-term 8 65.38 9.23E5 1000.00

Oxidation 15.99 HW 7 56.30  1000.00

Acetylation 42.01 K 5 41.87 1.17E6 13.38

Methyl+Deamidated 15.00 Q 4 43.55 5.72E6 121.92

3. Experiment Control
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Figure 6. Precursor mass error of peptide-spectrum matches (PSM) in filtered result. (a) Distribution of
precursor mass error in ppm; (b) Scatterplot of precursor m/z versus precursor mass error in ppm. 

(a) (b)

Table 5. Number of identified peptides in each sample by the number of missed cleavages.

Missed Cleavages 0 1 2 3 4+
raw peanut 93 152 48 0 0

4. Other Information
Table 6. Search parameters.
Search Engine Name: PEAKS

 Parent Mass Error Tolerance: 10.0 ppm
 Fragment Mass Error Tolerance: 0.5 Da
 Precursor Mass Search Type: monoisotopic

 Enzyme: Trypsin
 Max Missed Cleavages: 2

 Digest Mode: Unspecific
 Fixed Modifications: 

   Carbamidomethylation: 57.02
 Variable Modifications: 

   Deamidation (NQ): 0.98
   Oxidation (M): 15.99

   Hydroxylation Pro: 15.99
   Acetylation (K): 42.01

   Acetylation (Protein N-term): 42.01
   Acetylation (N-term): 42.01

 

Table 7. Instrument parameters.
Fractions: OB5939 H1 raw.raw, OB5940 H1 raw.raw, OB5941 H1 raw.

 raw
 Ion Source: ESI(nano-spray)

 Fragmentation Mode: CID, CAD(y and b ions)
 MS Scan Mode: FT-ICR/Orbitrap

 MS/MS Scan Mode: Linear Ion Trap
 

http://www.bioinfor.com/experiment-control/
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  Amidation: -0.98
  Beta-methylthiolation: 45.99
  and 305 more...
Max Variable PTM Per Peptide: 5
Database: Uniprot_Peanut-3818_Jul18
Taxon: All
Contaminant Database: contaminantsMQ_mar19
Searched Entry: 1723
FDR Estimation: Enabled
De novo score(%) threshold: 15
Peptide hit threshold (-10logP): 30.0
Peaks run ID: 12
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Charge: 2 - 15
Process: true
Associate chimera: yes

Protein List

Protein Accession Contains:
Protein Description Contains:
Protein Sample Area >=
Protein PTM Contains:

Protein
Group

Protein
ID Accession -10lgP Coverage

(%)
Coverage (%) raw

peanut
Area raw
peanut #Peptides #Unique #Spec raw

peanut PTM Avg.
Mass Description

1 3 P43237|ALL11_ARAHY 509.70 67 67 3.3474E8 97 11 3098 Y 70283 Allergen Ara h 1, clone P17 OS=Arachis hypogaea OX=3818 PE=1
SV=1

1 2 tr|B3IXL2|B3IXL2_ARAHY 509.70 67 67 3.3474E8 97 11 3098 Y 70283 Main allergen Ara h1 OS=Arachis hypogaea OX=3818 PE=2 SV=1

5 7 tr|E5G076|E5G076_ARAHY 456.46 57 57 1.3782E7 63 2 1104 Y 70788 Ara h 1 allergen OS=Arachis hypogaea OX=3818 GN=ara h 1 PE=4
SV=1

7 12 tr|A0A290FZZ3|A0A290FZZ3_ARAHY 118.71 11 11 1.9568E5 2 2 2 N 41532 Resistance protein (Fragment) OS=Arachis hypogaea OX=3818 PE
=2 SV=1

total 4 proteins

P43237|ALL11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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Supporting Peptides:

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NPQLQDLDMMLTC(+57.02)VEIK.E N 120.22 2046.9788 17 -6.3 1024.4902 2 37.10 1 F1:1864
OB5939

H1
raw.raw

1.3638E7 5 5 415 431 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIK.E N 118.64 2175.0737 18 -1.1 1088.5430 2 34.52 2 F2:1751
OB5940

H1
raw.raw

4.131E6 3 3 414 431 Carbamidomethylation

C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.EQEWEEEEEDEEEEGSNR.E N 117.85 2280.8413 18 4.3 1141.4329 2 28.23 1 F1:1323
OB5939

H1
raw.raw

4.2916E6 3 3 473 490 PEAKS
DB

R.NTLEAAFNAEFNEIR.R N 114.83 1737.8322 15 -0.4 869.9230 2 34.89 2 F2:1770
OB5940

H1
raw.raw

1.3513E7 6 6 313 327 PEAKS
DB

K.HADADNILVIQQGQATVTVANGNNRK.S N 114.12 2746.4111 26 3.2 916.4806 3 29.15 1 F1:1378
OB5939

H1
raw.raw

4.7574E7 8 8 223 248 PEAKS
DB

K.HADADNILVIQQGQATVTVAN(+.98)GNNRK.S N 111.24 2747.3950 26 5.5 916.8107 3 29.51 1 F1:1400
OB5939

H1
raw.raw

3.8297E8 20 20 223 248

N21:De
amidati
on (N
Q):26.3
1

PEAKS
DB

K.HADADNILVIQQGQATVTVANGNNR.K N 111.11 2618.3162 25 5.0 1310.1719 2 30.00 2 F2:1473
OB5940

H1
raw.raw

6.2545E6 3 3 223 247 PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 110.46 2062.9736 17 -5.3 1032.4886 2 36.07 2 F2:1840
OB5940

H1
raw.raw

3.4606E5 2 2 415 431 Carbamidomethylation

M9:Oxi
dation
(M):30.
46;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 109.22 2242.0364 20 -1.8 1122.0234 2 33.79 2 F2:1706
OB5940

H1
raw.raw

1.7538E7 15 15 282 301 Oxidation (M)

M3:Oxi
dation
(M):10
00.00

PEAKS
DB

K.ISMPVNTPGQFEDFFPASSR.D N 107.66 2226.0415 20 1.7 1114.0299 2 35.27 2 F2:1792
OB5940

H1
raw.raw

2.1717E8 29 29 282 301 PEAKS
DB

R.IFLAGDKDNVIDQIEK.Q N 103.70 1816.9570 16 -1.1 909.4848 2 32.03 1 F1:1588
OB5939

H1
raw.raw

7.5151E8 30 30 536 551 PEAKS
DB

K.HADADNILVIQQGQATVTVAN(-17.03)GNNRK.S N 99.83 2729.3845 26 0.5 1365.7002 2 28.96 2 F2:1400
OB5940

H1
raw.raw

9.5179E6 6 6 223 248

N21:A
mmoni
a-loss
(N):18.
53

PEAKS
PTM

R.IFLAGDKDNVIDQIEKQAK.D N 99.61 2144.1477 19 1.7 715.7244 3 32.37 1 F1:1571
OB5939

H1
raw.raw

5.6465E7 7 7 536 554 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.AMVIVVVNKGTGNLELVAVR.K N 99.39 2081.2031 20 -3.5 694.7392 3 33.79 2 F2:1711
OB5940

H1
raw.raw

6.8972E7 9 9 444 463 PEAKS
DB

K.GSEEEDITNPINLRDGEPDLSNNFGR.L N 98.56 2887.3220 26 2.3 963.4502 3 32.73 1 F1:1590
OB5939

H1
raw.raw

4.549E7 8 8 380 405 PEAKS
DB

K.SFNLDEGHALRIPSGFISYILNR.H N 98.27 2618.3604 23 -1.1 873.7931 3 37.47 2 F2:1880
OB5940

H1
raw.raw

1.7034E8 24 23 249 271 PEAKS
DB

R.KSFNLDEGHALRIPSGFISYILNR.H N 97.91 2746.4553 24 -2.1 916.4905 3 36.16 1 F1:1802
OB5939

H1
raw.raw

8.5492E6 5 5 248 271 PEAKS
DB

R.VLLEENAGGEQEER.G N 97.22 1571.7427 14 2.5 786.8806 2 26.75 1 F1:1224
OB5939

H1
raw.raw

1.2414E7 3 3 329 342 PEAKS
DB

R.DQSSYLQGFSR.N N 97.09 1286.5891 11 -3.0 644.2999 2 30.18 2 F2:1484
OB5940

H1
raw.raw

6.1544E7 13 13 302 312 PEAKS
DB

K.AM(-48.00)VIVVVNKGTGNLELVAVR.K N 96.95 2033.1997 20 1.4 678.7415 3 30.71 2 F2:1519
OB5940

H1
raw.raw

1.7497E7 6 6 444 463 Dethiomethyl

M2:Det
hiomet
hyl:100
0.00

PEAKS
PTM

K.SFNLDEGHALR.I N 96.68 1257.6101 11 1.8 629.8135 2 27.87 1 F1:1301
OB5939

H1
raw.raw

7.3788E7 15 15 249 259 PEAKS
DB

K.AMVIVVVNKGTGNLELVAVRK.E N 96.39 2209.2981 21 -2.2 737.4384 3 31.97 2 F2:1628
OB5940

H1
raw.raw

2.8068E8 12 12 444 464 PEAKS
DB

K.AM(+15.99)VIVVVNKGTGNLELVAVR.K N 95.84 2097.1980 20 -2.2 1049.6040 2 32.73 3 F3:1638
OB5941

H1
raw.raw

3.1624E7 6 6 444 463 Oxidation (M)

M2:Oxi
dation
(M):10
00.00

PEAKS
DB

R.IPSGFISYILNR.H N 93.86 1378.7609 12 1.2 690.3885 2 36.74 2 F2:1881
OB5940

H1
raw.raw

1.7713E8 5 5 260 271 PEAKS
DB

R.RVLLEENAGGEQEER.G N 93.51 1727.8438 15 0.4 576.9554 3 24.77 2 F2:1156
OB5940

H1
raw.raw

1.346E5 5 5 328 342 PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 92.80 3371.6387 29 -2.9 1686.8218 2 37.92 1 F1:1910
OB5939

H1
raw.raw

1.8404E8 11 11 415 443 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.KSFNLDEGHALR.I N 89.31 1385.7051 12 1.9 693.8611 2 25.26 2 F2:1181
OB5940

H1
raw.raw

3.3181E6 6 6 248 259 PEAKS
DB

K.KGSEEEDITNPINLRDGEPDLSNNFGR.L N 89.20 3015.4170 27 -0.8 1006.1455 3 31.46 1 F1:1545
OB5939

H1
raw.raw

7.9044E7 10 10 379 405 PEAKS
DB

K.NPQLQDLDMMLTC(+14.02)VEIK.E N 88.98 2003.9730 17 -4.9 1002.9888 2 37.72 2 F2:1938
OB5940

H1
raw.raw

6.7012E5 2 2 415 431

C13:Me
thylatio
n(other
s):33.9
8

PEAKS
PTM

R.NTLEAAFNAEFNEIRR.V N 86.44 1893.9332 16 -3.6 947.9705 2 35.28 1 F1:1741
OB5939

H1
raw.raw

3.2153E8 22 22 313 328 PEAKS
DB

K.HADADNILVIQQGQATVTVANGN(-17.03)NRK.S N 85.41 2729.3845 26 -3.3 1365.6951 2 29.38 3 F3:1432
OB5941

H1
raw.raw

2.4846E6 2 2 223 248

N23:A
mmoni
a-loss
(N):0.0
0

PEAKS
PTM

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.DLAFPGSGEQVEK.L N 85.12 1375.6619 13 1.9 688.8395 2 29.66 2 F2:1451
OB5940

H1
raw.raw

6.5078E7 3 3 555 567 PEAKS
DB

K.NPQLQDLDMM(-48.00)LTC(+57.02)VEIK.E N 85.01 1998.9755 17 0.5 1000.4955 2 32.73 1 F1:1599
OB5939

H1
raw.raw

1.7365E7 6 6 415 431 Carbamidomethylation

M10:De
thiomet
hyl:27.
96;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
PTM

R.VLLEENAGGEQEERGQR.R N 84.92 1912.9238 17 1.8 957.4709 2 25.31 3 F3:1182
OB5941

H1
raw.raw

1.9929E6 6 6 329 345 PEAKS
DB

R.SSDNEGVIVKVSKEHVQELTK.H N 84.86 2325.2175 21 1.3 776.0808 3 28.31 3 F3:1362
OB5941

H1
raw.raw

1.2881E5 2 2 351 371 PEAKS
DB

K.KGSEEEDITNPINLR.D N 84.79 1713.8533 15 3.6 857.9370 2 28.42 2 F2:1374
OB5940

H1
raw.raw

1.1329E7 7 7 379 393 PEAKS
DB

K.KNPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 84.57 3515.7285 30 -2.7 879.9370 4 34.52 2 F2:1755
OB5940

H1
raw.raw

2.6704E6 3 3 414 443 Carbamidomethylation

M11:Ox
idation
(M):30.
46;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.DGEPDLSNNFGR.L N 84.53 1319.5742 12 0.4 660.7947 2 29.14 1 F1:1381
OB5939

H1
raw.raw

3.3217E6 3 3 394 405 PEAKS
DB

K.AM(+15.99)VIVVVNKGTGNLELVAVRK.E N 83.52 2225.2930 21 -2.3 1113.6512 2 31.28 1 F1:1523
OB5939

H1
raw.raw

4.3919E7 8 8 444 464 Oxidation (M)

M2:Oxi
dation
(M):10
00.00

PEAKS
DB

R.EGEQEWGTPGSEVREETSR.N Y 82.53 2161.9512 19 4.3 1081.9875 2 27.69 1 F1:1291
OB5939

H1
raw.raw

2.0963E7 6 6 147 165 PEAKS
DB

K.HADADNILVIQQGQATVTVAN(+.98)GNNR.K N 82.15 2619.3000 25 -1.2 1310.6558 2 30.35 2 F2:1535
OB5940

H1
raw.raw

5.2956E6 1 1 223 247

N21:De
amidati
on (N
Q):7.32

PEAKS
DB

R.EGEQEWGTPGSEVR.E Y 81.97 1559.6852 14 1.4 780.8510 2 27.35 2 F2:1310
OB5940

H1
raw.raw

8.022E5 3 3 147 160 PEAKS
DB

K.KNPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 81.97 2191.0686 18 0.5 1096.5421 2 32.43 2 F2:1621
OB5940

H1
raw.raw

1.9806E5 1 1 414 431 Carbamidomethylation

M11:Ox
idation
(M):9.3
4;C14:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
DB

K.EGALMLPHFNSK.A N 81.44 1342.6703 12 4.0 672.3451 2 30.40 1 F1:1456
OB5939

H1
raw.raw

9.7706E6 3 3 432 443 PEAKS
DB

K.QAKDLAFPGSGEQVEK.L N 81.31 1702.8525 16 1.8 852.4351 2 26.85 3 F3:1278
OB5941

H1
raw.raw

1.3516E6 7 7 552 567 PEAKS
DB

K.GSEEEDITNPINLR.D N 80.86 1585.7583 14 2.4 793.8883 2 30.52 2 F2:1506
OB5940

H1
raw.raw

3.0736E6 3 3 380 393 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.H(+43.01)(+14.02)ADADNILVIQQGQATVTVANGNNRK.S N 80.77 2803.4324 26 -1.3 935.4835 3 29.92 3 F3:1452
OB5941

H1
raw.raw

2.1221E6 2 2 223 248

H1:Car
bamyla
tion:25
2.86;H
1:Meth
ylation
(other
s):25.6
6

PEAKS
PTM

K.AMVIVVVNK.G N 78.49 971.5837 9 0.9 486.7996 2 29.32 2 F2:1448
OB5940

H1
raw.raw

9.4803E6 3 3 444 452 PEAKS
DB

F.LAGDKDNVIDQIEK.Q N 78.09 1556.8046 14 -6.1 779.4048 2 31.62 2 F2:1564
OB5940

H1
raw.raw

4.6126E6 2 2 538 551 PEAKS
DB

K.KNPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 77.76 2191.0686 18 0.6 1096.5422 2 33.03 1 F1:1615
OB5939

H1
raw.raw

0 0 0 414 431 Carbamidomethylation

M10:Ox
idation
(M):14.
02;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.IPSGFISYILNRHDNQNLR.V N 77.66 2256.1763 19 3.4 1129.0992 2 33.47 1 F1:1643
OB5939

H1
raw.raw

3.1228E8 24 24 260 278 PEAKS
DB

R.GRREQEWEEEEEDEEEEGSNR.E N 77.42 2650.0649 21 0.3 884.3625 3 25.64 2 F2:1205
OB5940

H1
raw.raw

2.3251E6 7 7 470 490 PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 75.51 3387.6335 29 -1.5 1130.2168 3 36.17 3 F3:1926
OB5941

H1
raw.raw

2.5418E7 3 3 415 443 Carbamidomethylation

M9:Oxi
dation
(M):10.
11;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.EGALM(+15.99)LPHFNSK.A N 74.93 1358.6653 12 2.1 680.3414 2 29.74 3 F3:1443
OB5941

H1
raw.raw

2.0704E6 3 3 432 443 Oxidation (M)

M5:Oxi
dation
(M):10
00.00

PEAKS
DB

R.LFEVKPDKKNPQLQDLDMMLTC(+57.02)VEIK.E N 74.78 3131.6069 26 3.7 1044.8801 3 33.97 2 F2:1716
OB5940

H1
raw.raw

3.7773E6 3 3 406 431 Carbamidomethylation

C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 74.26 3515.7285 30 -0.8 879.9387 4 35.84 1 F1:1790
OB5939

H1
raw.raw

5.1448E6 2 2 414 443 Carbamidomethylation;
Oxidation (M)

C14:Ca
rbamid
omethy
lation:1
000.00;
M23:Ox
idation
(M):69.
38

PEAKS
DB

K.HADADNILVIQQGQATVTVANGNN(+.98)RK.S N 73.98 2747.3950 26 1.9 916.8074 3 39.56 2 F2:2095
OB5940

H1
raw.raw

5.4145E5 4 4 223 248

N24:De
amidati
on (N
Q):14.0
2

PEAKS
DB

K.GTGNLELVAVRK.E N 73.67 1255.7249 12 0.9 628.8702 2 26.85 3 F3:1263
OB5941

H1
raw.raw

1.0553E7 7 7 453 464 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 72.71 3387.6335 29 3.8 1130.2228 3 37.84 2 F2:1902
OB5940

H1
raw.raw

8.789E6 3 3 415 443 Carbamidomethylation

M10:Ox
idation
(M):14.
02;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.GTGNLELVAVR.K N 71.83 1127.6299 11 0.2 564.8223 2 29.32 2 F2:1429
OB5940

H1
raw.raw

1.0095E7 3 3 453 463 PEAKS
DB

R.NNPFYFPSR.R N 71.25 1140.5352 9 0.9 571.2754 2 30.89 2 F2:1528
OB5940

H1
raw.raw

1.2382E7 4 4 166 174 PEAKS
DB

R.VLLEENAGGEQEERGQRR.R N 71.19 2069.0249 18 2.1 690.6837 3 25.31 3 F3:1186
OB5941

H1
raw.raw

1.1654E6 2 2 329 346 PEAKS
DB

I.PSGFISYILNR.H N 70.27 1265.6768 11 2.4 633.8472 2 36.17 2 F2:1844
OB5940

H1
raw.raw

2.1876E5 2 2 261 271 PEAKS
DB

R.EETSRNNPFYFPSRR.F N 69.88 1898.9023 15 1.2 633.9755 3 27.17 2 F2:1289
OB5940

H1
raw.raw

7.2799E6 5 5 161 175 PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 69.58 3387.6335 29 -9.3 1130.2080 3 36.62 2 F2:1874
OB5940

H1
raw.raw

2.6984E7 4 4 415 443 Carbamidomethylation;
Oxidation (M)

C13:Ca
rbamid
omethy
lation:1
000.00;
M22:Ox
idation
(M):69.
89

PEAKS
DB

K.ISMPVNTPGQ(+.98)FEDFFPASSR.D N 68.89 2227.0254 20 6.4 1114.5271 2 63.55 3 F3:3427
OB5941

H1
raw.raw

9.613E3 2 2 282 301

Q10:De
amidati
on (N
Q):33.2
6

PEAKS
DB

R.REQEWEEEEEDEEEEGSNR.E N 68.88 2436.9424 19 2.8 1219.4819 2 26.47 3 F3:1258
OB5941

H1
raw.raw

3.0427E4 2 2 472 490 PEAKS
DB

R.IPSGFISY(+125.90)ILNR.H N 68.75 1504.6575 12 1.5 753.3372 2 37.84 2 F2:1946
OB5940

H1
raw.raw

9.8548E5 2 2 260 271 Iodination

Y8:Iodi
nation:
1000.0
0

PEAKS
PTM

R.NTLEAAFNAEFN(+.98)EIRR.V N 68.73 1894.9172 16 -3.7 948.4624 2 32.73 3 F3:1640
OB5941

H1
raw.raw

4.5098E6 3 3 313 328 Deamidation (NQ)

N12:De
amidati
on (N
Q):55.2
1

PEAKS
DB

R.N(+.98)TLEAAFNAEFNEIRR.V N 67.69 1894.9172 16 2.2 948.4680 2 35.88 1 F1:1787
OB5939

H1
raw.raw

6.2604E7 1 1 313 328 Deamidation (NQ)

N1:Dea
midatio
n (NQ):
61.82

PEAKS
DB

R.NNPFYFPSRR.F N 67.53 1296.6364 10 1.5 649.3264 2 28.95 1 F1:1356
OB5939

H1
raw.raw

1.2601E8 9 9 166 175 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.KNPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 66.89 3515.7285 30 -3.1 879.9366 4 35.44 2 F2:1830
OB5940

H1
raw.raw

7.3362E6 2 2 414 443 Carbamidomethylation

M10:Ox
idation
(M):11.
06;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.HADADNILVIQQGQATVTVANGN(+.98)NRK.S N 66.81 2747.3950 26 3.3 916.8087 3 44.43 3 F3:2322
OB5941

H1
raw.raw

2.5002E7 10 10 223 248

N23:De
amidati
on (N
Q):17.0
1

PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 66.20 3499.7336 30 -0.1 875.9406 4 36.52 3 F3:1868
OB5941

H1
raw.raw

1.1425E7 3 3 414 443 Carbamidomethylation

C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.HADADNILVIQQGQ(+.98)ATVTVANGNNRK.S N 66.16 2747.3950 26 5.1 916.8103 3 44.47 1 F1:2283
OB5939

H1
raw.raw

5.1832E5 2 2 223 248

Q14:De
amidati
on (N
Q):17.3
7

PEAKS
DB

K.SVSKKGSEEEDITNPINLR.D N 66.11 2115.0808 19 2.6 706.0361 3 27.22 3 F3:1299
OB5941

H1
raw.raw

6.5352E4 2 2 375 393 PEAKS
DB

R.VLLEEN(+.98)AGGEQEER.G N 66.02 1572.7267 14 -3.7 787.3677 2 26.82 2 F2:1276
OB5940

H1
raw.raw

0 0 0 329 342 Deamidation (NQ)

N6:Dea
midatio
n (NQ):
71.64

PEAKS
DB

R.IVQIEARPNTLVLPK.H Y 65.77 1690.0140 15 -3.0 846.0117 2 30.24 3 F3:1474
OB5941

H1
raw.raw

2.8055E8 18 18 208 222 PEAKS
DB

R.EGEQEWGTP(+15.99)GSEVREETSR.N Y 65.62 2177.9460 19 1.3 726.9902 3 26.28 3 F3:1241
OB5941

H1
raw.raw

4.9462E6 6 6 147 165 Hydroxylation Pro

P9:Hyd
roxylati
on Pro:
1000.0
0

PEAKS
DB

K.Q(-17.03)FQNLQNHR.I N 65.38 1166.5581 9 2.4 584.2877 2 28.05 1 F1:1306
OB5939

H1
raw.raw

3.4214E6 3 3 199 207 Pyro-glu from Q

Q1:Pyr
o-glu fr
om Q:1
000.00

PEAKS
PTM

K.NPQLQDLDMMLTCVEIK(+14.02)EGALMLPHFNSK.A N 64.78 3328.6328 29 1.8 1110.5536 3 38.03 2 F2:1959
OB5940

H1
raw.raw

1.6164E7 6 6 415 443 Methylation(KR)

K17:Me
thylatio
n(KR):
77.78

PEAKS
PTM

I.FLAGDKDNVIDQIEK.Q N 64.24 1703.8729 15 -1.7 852.9423 2 32.19 1 F1:1574
OB5939

H1
raw.raw

1.36E6 3 3 537 551 PEAKS
DB

R.EETSRNNPFYFPSR.R N 63.62 1742.8011 14 -0.9 581.9405 3 29.89 1 F1:1419
OB5939

H1
raw.raw

6.2933E4 1 1 161 174 PEAKS
DB

R.I(+27.99)FLAGDKDNVIDQIEK.Q N 63.40 1844.9519 16 5.2 923.4880 2 36.16 3 F3:1844
OB5941

H1
raw.raw

0 0 0 536 551 Formylation
I1:For
mylatio
n:77.93

PEAKS
PTM

L.AGDKDNVIDQIEK.Q N 63.17 1443.7205 13 -3.1 722.8653 2 32.19 1 F1:1560
OB5939

H1
raw.raw

9.2796E5 2 2 539 551 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.I(+43.01)S(+14.02)MPVNTPGQFEDFFPASSR.D N 62.82 2283.0630 20 -0.1 1142.5387 2 35.84 1 F1:1793
OB5939

H1
raw.raw

7.6784E5 1 1 282 301 Carbamylation;
Methylation(others)

I1:Carb
amylati
on:100
0.00;S
2:Meth
ylation
(other
s):86.1
6

PEAKS
PTM

R.IPSGFISYILN(-17.03)R.H N 62.55 1361.7343 12 1.4 681.8754 2 37.47 2 F2:1926
OB5940

H1
raw.raw

5.558E5 2 2 260 271 Ammonia-loss (N)

N11:A
mmoni
a-loss
(N):10
00.00

PEAKS
PTM

K.HADADNILVIQQGQ(+.98)ATVTVAN(+.98)GNNRK.S N 62.38 2748.3792 26 2.7 917.1361 3 32.55 3 F3:1635
OB5941

H1
raw.raw

5.5427E5 2 2 223 248

Q14:De
amidati
on (N
Q):32.2
8;N21:
Deamid
ation
(NQ):1
4.04

PEAKS
DB

R.SSDNEGVIVK.V N 62.38 1046.5244 10 0.3 524.2697 2 22.95 2 F2:1057
OB5940

H1
raw.raw

2.5465E5 3 3 351 360 PEAKS
DB

K.AM(+15.99)VIVVVNK.G N 62.22 987.5787 9 0.3 494.7968 2 26.41 2 F2:1234
OB5940

H1
raw.raw

8.6851E5 3 3 444 452 Oxidation (M)

M2:Oxi
dation
(M):10
00.00

PEAKS
DB

A.GDKDNVIDQIEK.Q N 62.19 1372.6833 12 -2.8 687.3470 2 32.19 1 F1:1561
OB5939

H1
raw.raw

1.5319E6 3 3 540 551 PEAKS
DB

F.NLDEGHALR.I N 62.08 1023.5097 9 1.8 512.7631 2 27.87 1 F1:1303
OB5939

H1
raw.raw

1.5945E6 3 3 251 259 PEAKS
DB

Q.GQATVTVAN(+.98)GNNRK.S N 62.04 1429.7273 14 -1.0 715.8702 2 28.79 2 F2:1402
OB5940

H1
raw.raw

6.6423E5 3 3 235 248

N9:Dea
midatio
n (NQ):
41.83

PEAKS
DB

A.FPGSGEQVEK.L N 61.40 1076.5138 10 5.5 539.2672 2 30.23 1 F1:1449
OB5939

H1
raw.raw

6.3559E4 1 1 558 567 PEAKS
DB

K.HADADNILVIQ(+.98)Q(+.98)GQATVTVAN(+.98)GNNRK.S N 60.41 2749.3630 26 9.6 917.4704 3 30.18 2 F2:1540
OB5940

H1
raw.raw

4.3875E6 1 1 223 248

Q11:De
amidati
on (N
Q):26.5
2;Q12:
Deamid
ation
(NQ):1
8.53;N
21:Dea
midatio
n (NQ):
14.04

PEAKS
DB

K.SFNLDEGHALRIPSGFISYILNRHDNQNLR.V N 60.12 3495.7759 30 -1.0 700.1617 5 36.35 2 F2:1862
OB5940

H1
raw.raw

7.0033E7 8 8 249 278 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NPQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 60.12 3388.6174 29 -2.4 1130.5437 3 36.35 2 F2:1874
OB5940

H1
raw.raw

6.4476E5 1 1 415 443 Carbamidomethylation;
Oxidation (M)

Q5:Dea
midatio
n (NQ):
9.86;C
13:Car
bamido
methyl
ation:1
000.00;
M22:Ox
idation
(M):54.
40

PEAKS
DB

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 60.05 3403.6284 29 -4.3 1135.5452 3 35.63 3 F3:1818
OB5941

H1
raw.raw

7.9921E5 1 1 415 443 Oxidation (M);
Carbamidomethylation

M9:Oxi
dation
(M):49.
25;M1
0:Oxida
tion
(M):53.
09;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.NPQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 59.95 3372.6226 29 5.7 1125.2212 3 37.84 2 F2:1936
OB5940

H1
raw.raw

5.4487E7 3 3 415 443 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
32.28;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.I(+41.03)P(+15.99)SGFISYILNR.H N 59.92 1435.7823 12 -3.1 718.8962 2 36.92 1 F1:1841
OB5939

H1
raw.raw

1.5727E7 4 4 260 271

Amidination of lysines
or N-terminal amines
with methyl
acetimidate;
Hydroxylation Pro

I1:Ami
dinatio
n of lysi
nes or
N-termi
nal ami
nes wit
h meth
yl aceti
midate:
1000.0
0;P2:H
ydroxyl
ation Pr
o:1000.
00

PEAKS
PTM

K.A(+41.03)M(+15.99)VIVVVNKGTGNLELVAVR.K N 59.12 2138.2246 20 -4.5 1070.1147 2 33.90 2 F2:1710
OB5940

H1
raw.raw

5.8929E6 3 3 444 463

Amidination of lysines
or N-terminal amines
with methyl
acetimidate; Oxidation
(M)

A1:Ami
dinatio
n of lysi
nes or
N-termi
nal ami
nes wit
h meth
yl aceti
midate:
170.86;
M2:Oxi
dation
(M):10
00.00

PEAKS
PTM

K.IRPEGREGEQEWGTPGSEVREETSR.N Y 58.78 2870.3542 25 1.1 957.7931 3 27.23 3 F3:1290
OB5941

H1
raw.raw

4.3127E6 4 4 141 165 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

E.PDLSNNFGR.L N 58.76 1018.4832 9 -0.1 510.2488 2 31.24 3 F3:1545
OB5941

H1
raw.raw

4.0306E6 3 3 397 405 PEAKS
DB

K.HADADNILVIQQ(+.98)GQ(+.98)ATVTVAN(+.98)GNNRK.S N 56.82 2749.3630 26 9.6 917.4704 3 30.18 2 F2:1487
OB5940

H1
raw.raw

4.3875E6 1 1 223 248

Q12:De
amidati
on (N
Q):14.0
2;Q14:
Deamid
ation
(NQ):1
3.03;N
21:Dea
midatio
n (NQ):
11.10

PEAKS
DB

K.ISMPVNTPGQFEDFFPASSRDQSSYLQGFSR.N N 56.52 3494.6201 31 3.0 1748.3225 2 35.84 1 F1:1789
OB5939

H1
raw.raw

9.3656E7 16 16 282 312 PEAKS
DB

K.H(+42.01)(+15.99)ADADNILVIQQGQATVTVANGNNRK.S N 56.30 2804.4165 26 -2.5 1403.2120 2 29.79 1 F1:1416
OB5939

H1
raw.raw

2.4794E5 1 1 223 248 Acetylation (N-term);
Oxidation (HW)

H1:Ace
tylation
(N-ter
m):100
0.00;H
1:Oxida
tion (H
W):100
0.00

PEAKS
PTM

K.HADADN(+.98)ILVIQQGQATVTVANGNNRK.S N 55.97 2747.3950 26 3.7 916.8090 3 50.62 1 F1:2616
OB5939

H1
raw.raw

5.4571E5 5 5 223 248

N6:Dea
midatio
n (NQ):
42.57

PEAKS
DB

K.ISMP(+15.99)VNTPGQFEDFFPASSRDQSSYLQGFSR.N N 55.83 3510.6150 31 2.3 1171.2150 3 34.95 1 F1:1731
OB5939

H1
raw.raw

0 0 0 282 312

P4:Hyd
roxylati
on Pro:
49.79

PEAKS
DB

K.ISM(-48.00)PVNTPGQFEDFFPASSR.D N 55.62 2178.0381 20 0.2 727.0201 3 32.37 1 F1:1577
OB5939

H1
raw.raw

3.0139E7 6 6 282 301 Dethiomethyl

M3:Det
hiomet
hyl:100
0.00

PEAKS
PTM

K.N(+.98)PQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 55.55 3372.6226 29 5.7 1125.2212 3 37.84 2 F2:1983
OB5940

H1
raw.raw

1.3378E7 1 1 415 443 Carbamidomethylation

N1:Dea
midatio
n (NQ):
14.04;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.HADADNILVIQ(+.98)QGQATVTVAN(+.98)GNNRK.S N 55.03 2748.3792 26 5.1 1375.2039 2 31.28 1 F1:1539
OB5939

H1
raw.raw

2.1986E5 2 2 223 248

Q11:De
amidati
on (N
Q):15.1
0;N21:
Deamid
ation
(NQ):1
7.01

PEAKS
DB

K.HADADNILVIQ(+.98)QGQATVTVANGNNRK.S N 55.00 2747.3950 26 5.9 916.8110 3 45.04 3 F3:2357
OB5941

H1
raw.raw

2.5167E4 1 1 223 248

Q11:De
amidati
on (N
Q):9.34

PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 54.50 3403.6284 29 4.5 1135.5552 3 36.52 3 F3:1873
OB5941

H1
raw.raw

6.8814E5 2 2 415 443 Carbamidomethylation

M10:Ox
idation
(M):12.
28;C1
3:Carb
amido
methyl
ation:1
000.00;
M22:Ox
idation
(M):28.
29

PEAKS
DB

R.EQEWEEEEEDEEEEGSNREVR.R N 54.08 2665.0535 21 2.4 889.3606 3 27.87 1 F1:1308
OB5939

H1
raw.raw

4.4193E5 2 2 473 493 PEAKS
DB

K.HADADNILVIQQ(+.98)GQATVTVANGNNRK.S N 53.63 2747.3950 26 1.9 916.8074 3 39.56 2 F2:2225
OB5940

H1
raw.raw

5.559E5 4 4 223 248

Q12:De
amidati
on (N
Q):11.2
4

PEAKS
DB

N.PFYFPSRR.F N 53.53 1068.5504 8 3.3 535.2842 2 28.95 1 F1:1360
OB5939

H1
raw.raw

3.1024E6 3 3 168 175 PEAKS
DB

R.LFEVKPDKKNPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 53.37 3147.6018 26 -4.4 787.9042 4 32.55 3 F3:1633
OB5941

H1
raw.raw

2.1681E6 3 3 406 431 Carbamidomethylation

M19:Ox
idation
(M):17.
01;C2
2:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.HADADNILVIQQ(+.98)GQATVTVAN(+.98)GNNRK.S N 52.71 2748.3792 26 3.1 1375.2010 2 30.08 3 F3:1495
OB5941

H1
raw.raw

1.5758E6 1 1 223 248

Q12:De
amidati
on (N
Q):27.5
8;N21:
Deamid
ation
(NQ):1
5.73

PEAKS
DB

K.NPQLQDLDMMLTCVEIK(+14.02)EGALM(+15.99)LPHFNSK.A N 52.56 3344.6277 29 4.1 837.1677 4 37.13 2 F2:1903
OB5940

H1
raw.raw

1.5437E6 1 1 415 443 Oxidation (M)

K17:Me
thylatio
n(KR):
24.93;
M22:Ox
idation
(M):51.
99

PEAKS
PTM

K.ISM(+15.99)PVNTPGQFEDFFPASSRDQ(+.98)SSYLQGFSR.N N 52.28 3511.5989 31 4.3 1171.5453 3 34.92 1 F1:1731
OB5939

H1
raw.raw

1.6252E6 1 1 282 312 Oxidation (M)

M3:Oxi
dation
(M):10
00.00;
Q22:De
amidati
on (N
Q):20.9
3

PEAKS
DB

R.NT(-18.01)LEAAFNAEFNEIRR.V N 52.23 1875.9227 16 -2.4 626.3134 3 33.43 2 F2:1683
OB5940

H1
raw.raw

1.354E7 3 3 313 328 Dehydration

T2:Deh
ydratio
n:1000.
00

PEAKS
PTM

L.EAAFNAEFNEIRR.V N 52.09 1565.7585 13 -4.7 783.8829 2 34.06 1 F1:1677
OB5939

H1
raw.raw

1.7113E6 2 2 316 328 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.LFEVKPDK.K N 51.87 974.5436 8 0.9 488.2795 2 25.40 1 F1:1153
OB5939

H1
raw.raw

7.0978E5 6 6 406 413 PEAKS
DB

R.WGPAEPR.E Y 51.81 811.3976 7 1.2 406.7066 2 25.31 3 F3:1167
OB5941

H1
raw.raw

1.2136E6 3 3 109 115 PEAKS
DB

K.AM(-48.00)VIVVVNKGTGNLELVAVRK.E N 51.58 2161.2947 21 1.4 1081.6561 2 29.80 3 F3:1453
OB5941

H1
raw.raw

6.785E6 4 4 444 464 Dethiomethyl

M2:Det
hiomet
hyl:100
0.00

PEAKS
PTM

R.IFLAGDKDNVIDQIEK(+14.02)(+43.01).Q N 51.42 1873.9785 16 1.0 937.9974 2 32.37 1 F1:1563
OB5939

H1
raw.raw

1.103E7 1 1 536 551 Methylation(C-term);
Carbamylation

K16:Me
thylatio
n(C-ter
m):100
0.00;K
16:Car
bamyla
tion:16
4.73

PEAKS
PTM

K.HADADNILVIQQGQAT(-18.01)VTVAN(+.98)GNNRK.S N 51.33 2729.3845 26 -1.3 910.8009 3 31.10 3 F3:1500
OB5941

H1
raw.raw

8.3833E5 2 2 223 248

T16:De
hydrati
on:11.9
9;N21:
Deamid
ation
(NQ):1
3.67

PEAKS
PTM

K.S(+43.01)(+14.02)FNLDEGHALR.I N 51.03 1314.6316 11 0.8 658.3236 2 27.58 3 F3:1340
OB5941

H1
raw.raw

4.5043E6 4 4 249 259 Carbamylation;
Methylation(others)

S1:Car
bamyla
tion:10
00.00;
S1:Met
hylation
(other
s):109.
97

PEAKS
PTM

K.NPQLQDLDMM(+15.99)LTCVEIK(+14.02).E N 51.01 2019.9679 17 -7.0 1010.9842 2 37.36 1 F1:1877
OB5939

H1
raw.raw

0 0 0 415 431 Methylation(KR)

M10:Ox
idation
(M):11.
06;K1
7:Meth
ylation
(KR):1
000.00

PEAKS
PTM

R.RVLLEENAGGEQEERGQR.R N 50.12 2069.0249 18 2.1 690.6837 3 24.88 2 F2:1165
OB5940

H1
raw.raw

2.8524E5 1 1 328 345 PEAKS
DB

K.KNPQLQDLDMM(-48.00)LTC(+57.02)VEIK.E N 49.96 2127.0703 18 1.7 710.0319 3 30.71 2 F2:1521
OB5940

H1
raw.raw

3.3467E6 2 2 414 431 Carbamidomethylation

M11:De
thiomet
hyl:14.
02;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
PTM

N.LDEGHALR.I N 49.09 909.4668 8 0.6 455.7409 2 27.35 2 F2:1312
OB5940

H1
raw.raw

3.1446E4 1 1 252 259 PEAKS
DB

K.KNPQLQDLDMMLTCVEIK(+14.02)EGALMLPHFNSK.A N 49.06 3456.7278 30 2.7 865.1915 4 36.90 2 F2:1892
OB5940

H1
raw.raw

3.1386E5 1 1 414 443 Methylation(KR)

K18:Me
thylatio
n(KR):
50.90

PEAKS
PTM

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFN(+.98)SK.A N 48.99 3388.6174 29 5.0 848.1659 4 36.17 3 F3:1849
OB5941

H1
raw.raw

7.0919E6 2 2 415 443 Carbamidomethylation;
Deamidation (NQ)

M10:Ox
idation
(M):0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00;N2
7:Dea
midatio
n (NQ):
51.54

PEAKS
DB

K.HADADNILVIQQ(+.98)GQATVTVANGNN(+.98)RK.S N 48.74 2748.3792 26 8.9 917.1418 3 48.01 1 F1:2471
OB5939

H1
raw.raw

2.2044E4 1 1 223 248

Q12:De
amidati
on (N
Q):23.1
0;N24:
Deamid
ation
(NQ):0.
00

PEAKS
DB

R.LFEVKPDKKNPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 48.67 3163.5967 26 2.1 791.9081 4 32.37 1 F1:1585
OB5939

H1
raw.raw

6.4006E5 1 1 406 431 Oxidation (M);
Carbamidomethylation

M18:Ox
idation
(M):10
00.00;
M19:Ox
idation
(M):10
00.00;
C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 48.60 3403.6284 29 2.2 851.9163 4 36.24 2 F2:1851
OB5940

H1
raw.raw

3.928E6 2 2 415 443 Carbamidomethylation;
Oxidation (M)

M9:Oxi
dation
(M):10.
11;C1
3:Carb
amido
methyl
ation:1
000.00;
M22:Ox
idation
(M):53.
09

PEAKS
DB

N.TPGQFEDFFPASSR.D N 48.49 1584.7208 14 -0.2 793.3676 2 35.63 3 F3:1821
OB5941

H1
raw.raw

2.7376E5 1 1 288 301 PEAKS
DB

K.ISMP(+15.99)VNTPGQFEDFFPASSR.D N 48.39 2242.0364 20 6.5 1122.0327 2 45.36 1 F1:2277
OB5939

H1
raw.raw

8.1169E4 2 2 282 301

P4:Hyd
roxylati
on Pro:
33.81

PEAKS
DB

R.NTLEAAFN(+.98)AEFNEIRR.V N 48.19 1894.9172 16 -0.3 948.4656 2 32.92 1 F1:1570
OB5939

H1
raw.raw

1.5926E6 1 1 313 328

N8:Dea
midatio
n (NQ):
8.26

PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALMLPHFN(+.98)SK.A N 47.92 3372.6226 29 7.4 844.1691 4 37.85 2 F2:1914
OB5940

H1
raw.raw

5.3901E7 2 2 415 443 Carbamidomethylation;
Deamidation (NQ)

C13:Ca
rbamid
omethy
lation:1
000.00;
N27:De
amidati
on (N
Q):61.8
4

PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.ISMP(+15.99)VNTPGQ(+.98)FEDFFPASSR.D N 47.82 2243.0205 20 6.2 1122.5245 2 50.73 1 F1:2643
OB5939

H1
raw.raw

0 0 0 282 301

P4:Hyd
roxylati
on Pro:
38.03;
Q10:De
amidati
on (N
Q):19.5
6

PEAKS
DB

R.SKQFQNLQNHR.I Y 47.59 1398.7117 11 1.0 467.2450 3 24.31 2 F2:1132
OB5940

H1
raw.raw

2.9256E4 3 3 197 207 PEAKS
DB

R.K(+43.01)(+14.02)SFNLDEGHALR.I N 47.09 1442.7266 12 -0.4 481.9159 3 25.70 3 F3:1209
OB5941

H1
raw.raw

2.261E5 3 3 248 259 Carbamylation;
Methylation(KR)

K1:Car
bamyla
tion:10
00.00;
K1:Met
hylation
(KR):1
60.69

PEAKS
PTM

K.ISM(+15.99)PVNTPGQFEDFFPASSRDQSSYLQGFSR.N N 47.05 3510.6150 31 4.2 1171.2172 3 34.34 2 F2:1739
OB5940

H1
raw.raw

6.0177E6 2 2 282 312 Oxidation (M)

M3:Oxi
dation
(M):10
00.00

PEAKS
DB

K.QFQNLQNHR.I N 46.78 1183.5846 9 0.4 592.7998 2 23.96 2 F2:1106
OB5940

H1
raw.raw

7.7423E4 5 5 199 207 PEAKS
DB

D.KDNVIDQIEK.Q N 46.62 1200.6350 10 -0.8 601.3243 2 25.89 3 F3:1225
OB5941

H1
raw.raw

4.877E4 2 2 542 551 PEAKS
DB

K.AMVIVVVN(+.98)KGTGNLELVAVRK.E N 46.54 2210.2820 21 9.6 737.7750 3 33.10 3 F3:1695
OB5941

H1
raw.raw

8.2125E6 2 2 444 464

N8:Dea
midatio
n (NQ):
41.87

PEAKS
DB

Q.GQATVTVANGNNRK.S N 46.45 1428.7433 14 -0.2 715.3788 2 29.02 3 F3:1412
OB5941

H1
raw.raw

1.3861E5 2 2 235 248 PEAKS
DB

R.EQEWEEEEEDEEEEGSNREVRR.Y N 46.42 2821.1545 22 1.8 941.3939 3 26.75 1 F1:1227
OB5939

H1
raw.raw

3.455E6 3 3 473 494 PEAKS
DB

K.Q(-17.03)AKDLAFPGSGEQVEK.L N 45.78 1685.8260 16 0.9 843.9211 2 29.97 1 F1:1427
OB5939

H1
raw.raw

0 0 0 552 567 Pyro-glu from Q

Q1:Pyr
o-glu fr
om Q:1
000.00

PEAKS
PTM

K.HADAD(-18.01)NILVIQQGQATVTVANGNNRK.S N 45.35 2728.4004 26 3.5 910.4772 3 28.70 2 F2:1390
OB5940

H1
raw.raw

0 0 0 223 248
D5:Deh
ydratio
n:30.36

PEAKS
PTM

K.KN(+.98)PQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 44.87 2192.0527 18 9.2 1097.0437 2 32.33 2 F2:1621
OB5940

H1
raw.raw

8.5764E4 1 1 414 431 Carbamidomethylation

N2:Dea
midatio
n (NQ):
14.04;
M11:Ox
idation
(M):0.0
0;C14:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
DB

R.KSFNLDEGHALRIPSGFISYILN(+.98)R.H N 44.70 2747.4395 24 4.5 687.8702 4 36.15 3 F3:1837
OB5941

H1
raw.raw

1.1013E6 1 1 248 271

N23:De
amidati
on (N
Q):0.00

PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.IRPEGREGEQEWGTPGSEVR.E Y 44.50 2268.0881 20 1.1 757.0375 3 26.28 3 F3:1248
OB5941

H1
raw.raw

7.4174E4 2 2 141 160 PEAKS
DB

W.GTPGSEVREETSR.N Y 44.35 1403.6641 13 3.5 702.8417 2 27.60 3 F3:1327
OB5941

H1
raw.raw

7.5188E4 1 1 153 165 PEAKS
DB

K.A(+41.03)M(+15.99)VIVVVNKGTGNLELVAVRK.E N 44.32 2266.3196 21 -1.6 1134.1653 2 32.33 2 F2:1602
OB5940

H1
raw.raw

5.361E7 7 7 444 464

Amidination of lysines
or N-terminal amines
with methyl
acetimidate; Oxidation
(M)

A1:Ami
dinatio
n of lysi
nes or
N-termi
nal ami
nes wit
h meth
yl aceti
midate:
161.20;
M2:Oxi
dation
(M):10
00.00

PEAKS
PTM

V.QIEARPNTLVLPK.H Y 43.15 1477.8616 13 -3.7 739.9353 2 30.24 3 F3:1485
OB5941

H1
raw.raw

1.0391E6 3 3 210 222 PEAKS
DB

R.LFEVKPDKK.N N 43.08 1102.6385 9 1.1 552.3271 2 24.94 3 F3:1179
OB5941

H1
raw.raw

2.3087E5 2 2 406 414 PEAKS
DB

N.TLEAAFNAEFNEIRR.V N 43.00 1779.8904 15 -3.0 890.9498 2 32.91 3 F3:1655
OB5941

H1
raw.raw

4.3913E5 1 1 314 328 PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALM(-48.00)LPHFNSK.A N 42.94 3323.6353 29 -1.0 831.9153 4 35.81 3 F3:1829
OB5941

H1
raw.raw

2.5446E6 1 1 415 443 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00;
M22:De
thiomet
hyl:30.
24

PEAKS
PTM

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 42.69 2243.0205 20 7.6 1122.5260 2 49.72 2 F2:2625
OB5940

H1
raw.raw

0 0 0 282 301 Oxidation (M)

M3:Oxi
dation
(M):10
00.00;
N6:Dea
midatio
n (NQ):
25.70

PEAKS
DB

K.KNPQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 42.58 3500.7175 30 0.4 1167.9136 3 36.34 2 F2:1850
OB5940

H1
raw.raw

5.0176E5 1 1 414 443 Carbamidomethylation

Q6:Dea
midatio
n (NQ):
14.04;
C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.REQEWEEEEEDEEEEGSN(+.98)R.E N 42.55 2437.9265 19 7.6 813.6556 3 26.55 1 F1:1226
OB5939

H1
raw.raw

3.9265E4 1 1 472 490

N18:De
amidati
on (N
Q):0.00

PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NPQLQDLDMMLTC(+57.02)VEIK(+43.01)EGALMLPHFNSK(+14.02).A N 42.54 3428.6602 29 -4.2 1143.8892 3 37.82 3 F3:1939
OB5941

H1
raw.raw

1.0346E6 1 1 415 443 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00;
K17:Ca
rbamyl
ation:1
0.80;K
29:Met
hylation
(KR):1
0.80

PEAKS
PTM

K.HADADNILVIQ(+.98)QGQ(+.98)ATVTVANGNNRK.S N 42.52 2748.3792 26 3.1 917.1365 3 57.24 2 F2:3064
OB5940

H1
raw.raw

0 0 0 223 248

Q11:De
amidati
on (N
Q):0.0
0;Q14:
Deamid
ation
(NQ):0.
00

PEAKS
DB

R.IFLAGDKDNVIDQIEK(+43.01)QAK(+14.02).D N 42.41 2201.1692 19 2.7 734.7323 3 32.55 1 F1:1581
OB5939

H1
raw.raw

3.5153E6 1 1 536 554

K16:Ca
rbamyl
ation:0.
00;K1
9:Meth
ylation
(KR):0.
00

PEAKS
PTM

K.GTGNLELVAVRKEQQQR.G N 41.95 1925.0442 17 1.8 642.6898 3 26.36 1 F1:1214
OB5939

H1
raw.raw

1.4197E5 3 3 453 469 PEAKS
DB

R.IFLAGDKDNVIDQIEK(+14.02)Q(+.98)AK(+42.01).D N 41.87 2201.1580 19 3.1 734.7289 3 31.83 2 F2:1588
OB5940

H1
raw.raw

3.595E6 2 2 536 554

K16:Me
thylatio
n(KR):
13.38;
Q17:De
amidati
on (N
Q):25.1
1;K19:
Acetyla
tion
(K):13.
38

PEAKS
PTM

K.D(+43.01)(+14.02)LAFPGSGEQVEK.L N 41.75 1432.6833 13 3.8 717.3517 2 30.92 1 F1:1485
OB5939

H1
raw.raw

2.8695E5 1 1 555 567 Carbamylation;
Methylation(others)

D1:Car
bamyla
tion:16
6.34;D
1:Meth
ylation
(other
s):102.
87

PEAKS
PTM

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 41.66 1817.9410 16 9.1 909.9861 2 66.49 2 F2:3489
OB5940

H1
raw.raw

4.5271E4 3 3 536 551

Q13:De
amidati
on (N
Q):38.6
7

PEAKS
DB

L.DEGHALR.I N 40.78 796.3828 7 2.3 399.1996 2 27.48 2 F2:1315
OB5940

H1
raw.raw

2.4528E4 1 1 253 259 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.HADADNILVIQ(+.98)QGQATVTVANGN(+.98)NRK.S N 40.70 2748.3792 26 8.8 917.1417 3 55.82 2 F2:2975
OB5940

H1
raw.raw

2.5591E3 1 1 223 248

Q11:De
amidati
on (N
Q):0.0
0;N23:
Deamid
ation
(NQ):0.
00

PEAKS
DB

K.ISMPVN(+.98)TPGQFEDFFPASSR.D N 40.63 2227.0254 20 9.3 1114.5303 2 58.23 3 F3:3170
OB5941

H1
raw.raw

2.6294E4 2 2 282 301

N6:Dea
midatio
n (NQ):
42.89

PEAKS
DB

R.IFLAGD(+14.02)K(+43.01)DNVIDQIEK.Q N 40.36 1873.9785 16 -5.0 937.9919 2 32.19 3 F3:1583
OB5941

H1
raw.raw

4.0088E7 4 4 536 551 Carbamylation

D6:Met
hylation
(other
s):24.3
2;K7:C
arbamy
lation:5
7.71

PEAKS
PTM

K.KN(+.98)PQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 40.34 3500.7175 30 7.1 876.1929 4 36.26 2 F2:1847
OB5940

H1
raw.raw

2.213E6 1 1 414 443 Carbamidomethylation

N2:Dea
midatio
n (NQ):
0.00;C
14:Car
bamido
methyl
ation:1
000.00

PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLP(+15.99)HFNSK.A N 40.24 3403.6284 29 -10.2 851.9057 4 36.72 1 F1:1838
OB5939

H1
raw.raw

0 0 0 415 443 Carbamidomethylation;
Hydroxylation Pro

M9:Oxi
dation
(M):26.
02;C1
3:Carb
amido
methyl
ation:1
000.00;
P24:Hy
droxyla
tion Pr
o:63.93

PEAKS
DB

R.ESHFVSARPQSQSP(+15.99)SSPEKEDQEEEN.Q N 40.09 2973.2859 26 -2.5 992.1001 3 25.16 1 F1:1143
OB5939

H1
raw.raw

0 0 0 574 599

P14:Hy
droxyla
tion Pr
o:29.32

PEAKS
DB

K.SFN(+.98)LDEGHALRIPSGFISYILNR.H N 39.87 2619.3445 23 9.3 655.8495 4 38.22 1 F1:1947
OB5939

H1
raw.raw

1.0439E6 2 2 249 271

N3:Dea
midatio
n (NQ):
39.81

PEAKS
DB

T.PGQFEDFFPASSR.D N 39.65 1483.6731 13 -1.3 742.8429 2 40.34 2 F2:2103
OB5940

H1
raw.raw

3.5787E3 1 1 289 301 PEAKS
DB

K.EGALM(-48.00)LPHFNSK.A N 38.72 1294.6670 12 2.0 432.5638 3 28.31 3 F3:1348
OB5941

H1
raw.raw

1.3523E6 1 1 432 443 Dethiomethyl

M5:Det
hiomet
hyl:100
0.00

PEAKS
PTM

K.ISMPVNTPGQ(+.98)FEDFFPASSRDQSSYLQGFSR.N N 38.62 3495.6040 31 6.7 1166.2164 3 54.16 3 F3:2883
OB5941

H1
raw.raw

0 0 0 282 312

Q10:De
amidati
on (N
Q):5.38

PEAKS
DB

R.DQS(-18.01)SYLQGFSR.N N 38.22 1268.5785 11 7.0 635.3010 2 30.87 1 F1:1484
OB5939

H1
raw.raw

0 0 0 302 312
S3:Deh
ydratio
n:33.98

PEAKS
PTM

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.N(+.98)PQ(+.98)LQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 37.95 3389.6016 29 9.0 848.4153 4 36.92 1 F1:1851
OB5939

H1
raw.raw

8.517E6 2 2 415 443 Carbamidomethylation

N1:Dea
midatio
n (NQ):
11.12;
Q3:Dea
midatio
n (NQ):
0.00;C
13:Car
bamido
methyl
ation:1
000.00;
M22:Ox
idation
(M):24.
93

PEAKS
DB

K.SFN(+.98)LDEGHALRIPSGFISYILNRHDNQNLR.V N 37.76 3496.7600 30 -3.9 700.3566 5 36.38 1 F1:1849
OB5939

H1
raw.raw

7.9247E5 1 1 249 278

N3:Dea
midatio
n (NQ):
20.27

PEAKS
DB

R.E(-18.01)GEQEWGTPGSEVREETSR.N Y 37.06 2143.9407 19 2.9 715.6562 3 27.17 2 F2:1294
OB5940

H1
raw.raw

9.0561E4 1 1 147 165 Pyro-glu from E

E1:Pyro
-glu fro
m E:10
00.00

PEAKS
PTM

K.NPQLQDLDMM(-48.00)LTC(+57.02)VEIKEGALMLPHFNSK.A N 36.81 3323.6353 29 0.8 1108.8866 3 35.97 3 F3:1833
OB5941

H1
raw.raw

5.0189E6 2 2 415 443 Carbamidomethylation

M10:De
thiomet
hyl:8.1
4;C13:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
PTM

R.LFEVKPDKKN(+.98)PQLQDLDMMLTC(+57.02)VEIK.E N 36.71 3132.5908 26 9.3 1567.3173 2 34.35 3 F3:1745
OB5941

H1
raw.raw

2.2872E5 1 1 406 431 Carbamidomethylation

N10:De
amidati
on (N
Q):14.0
4;C22:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
DB

R.IVQIEAR(+28.03)PN(+.98)TLVLPK.H Y 36.70 1719.0294 15 0.1 860.5220 2 30.00 2 F2:1445
OB5940

H1
raw.raw

1.1278E7 2 2 208 222 Dimethylation(KR);
Deamidation (NQ)

R7:Dim
ethylati
on(KR):
71.07;
N9:Dea
midatio
n (NQ):
90.21

PEAKS
PTM

R.ESHFVSARPQSQSP(+15.99)SSPEKEDQEEE.N N 36.67 2859.2429 25 2.6 954.0907 3 24.51 2 F2:1151
OB5940

H1
raw.raw

1.0898E4 1 1 574 598

P14:Hy
droxyla
tion Pr
o:12.33

PEAKS
DB

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 36.40 2078.9688 17 1.1 1040.4928 2 33.80 3 F3:1701
OB5941

H1
raw.raw

0 0 0 415 431 Oxidation (M);
Carbamidomethylation

M9:Oxi
dation
(M):10
00.00;
M10:Ox
idation
(M):10
00.00;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.IVQIEARPNTLVLP(+15.99)K(-.98)(+42.01).H Y 36.38 1747.0355 15 -2.4 874.5229 2 30.35 2 F2:1460
OB5940

H1
raw.raw

8.4907E6 1 1 208 222
Hydroxylation Pro;
Amidation; Acetylation
(K)

P14:Hy
droxyla
tion Pr
o:74.5
5;K15:
Amidati
on:100
0.00;K
15:Acet
ylation
(K):100
0.00

PEAKS
PTM

R.N(-17.03)NPFYFPSRR.F N 36.19 1279.6097 10 -0.4 427.5437 3 28.25 2 F2:1369
OB5940

H1
raw.raw

1.5243E5 1 1 166 175

N1:Am
monia-l
oss
(N):0.0
0

PEAKS
PTM

K.AM(+31.99)VIVVVNKGTGNLELVAVRK.E N 36.16 2241.2878 21 1.1 748.1041 3 31.46 1 F1:1540
OB5939

H1
raw.raw

1.7223E5 1 1 444 464 Sulphone

M2:Sul
phone:
1000.0
0

PEAKS
PTM

K.NPQ(+.98)LQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 36.11 3372.6226 29 9.4 1125.2253 3 40.75 1 F1:2064
OB5939

H1
raw.raw

5.8612E5 1 1 415 443 Carbamidomethylation

Q3:Dea
midatio
n (NQ):
0.00;C
13:Car
bamido
methyl
ation:1
000.00

PEAKS
DB

K.N(+.98)PQ(+.98)LQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 35.87 3373.6067 29 9.1 1687.8259 2 38.03 2 F2:1999
OB5940

H1
raw.raw

2.685E5 1 1 415 443 Carbamidomethylation

N1:Dea
midatio
n (NQ):
3.13;Q
3:Dea
midatio
n (NQ):
5.47;C
13:Car
bamido
methyl
ation:1
000.00

PEAKS
DB

T.PGSEVREETSR.N Y 35.66 1245.5948 11 1.9 623.8059 2 27.69 1 F1:1287
OB5939

H1
raw.raw

8.4353E4 2 2 155 165 PEAKS
DB

K.EGALMLPH(+14.02)FNSK.A N 35.50 1356.6860 12 1.3 679.3512 2 30.49 3 F3:1499
OB5941

H1
raw.raw

2.5433E4 1 1 432 443 Methylation(others)

H8:Met
hylation
(other
s):53.5
3

PEAKS
PTM

I.PSGFISYILNRHDNQNLR.V N 35.49 2143.0923 18 4.0 715.3742 3 33.53 1 F1:1645
OB5939

H1
raw.raw

0 0 0 261 278 PEAKS
DB

R.VLLE(+21.98)ENAGGEQEER.G N 35.40 1593.7246 14 -0.7 797.8690 2 26.03 2 F2:1239
OB5940

H1
raw.raw

1.529E5 3 3 329 342

E4:Sodi
um add
uct:40.
00

PEAKS
PTM

K.KGSEEEDIT(-18.01)N(+.98)PINLR.D N 35.32 1696.8268 15 0.0 566.6162 3 29.14 1 F1:1369
OB5939

H1
raw.raw

6.926E4 1 1 379 393

T9:Deh
ydratio
n:11.5
0;N10:
Deamid
ation
(NQ):2
5.67

PEAKS
PTM

total 247 peptides



11/23/21, 10:28 AM proteins

file:///C:/Users/Katarina/PeaksExports/Ara h 1 gel for peanut PTM_PEAKS PTM_13/protein.html 25/70

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NP(+15.99)QLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 35.20 3403.6284 29 -3.4 851.9115 4 35.28 1 F1:1792
OB5939

H1
raw.raw

1.7685E6 1 1 415 443 Carbamidomethylation

P2:Hyd
roxylati
on Pro:
48.46;
M10:Ox
idation
(M):11.
06;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.SFNLDEGH(+15.99)ALRIPSGFISYILNR.H N 35.13 2634.3555 23 -0.4 879.1254 3 38.33 2 F2:1974
OB5940

H1
raw.raw

0 0 0 249 271 Oxidation (HW)

H8:Oxi
dation
(HW):1
000.00

PEAKS
PTM

K.KGSEEEDITN(-17.03)PINLR.D N 34.98 1696.8268 15 3.3 566.6180 3 28.85 3 F3:1397
OB5941

H1
raw.raw

3.0405E5 1 1 379 393

N10:A
mmoni
a-loss
(N):40.
63

PEAKS
PTM

K.HADADNILVIQQ(-18.01).G N 34.95 1317.6677 12 -4.9 659.8379 2 29.56 3 F3:1421
OB5941

H1
raw.raw

1.0066E5 1 1 223 234 Dehydration

Q12:De
hydrati
on:76.1
8

PEAKS
PTM

K.GT(-18.01)GNLELVAVRK.E N 34.88 1237.7142 12 0.9 413.5790 3 26.41 2 F2:1259
OB5940

H1
raw.raw

7.6712E5 3 3 453 464 Dehydration

T2:Deh
ydratio
n:1000.
00

PEAKS
PTM

K.NPQLQDLDM(-48.00)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 34.70 3323.6353 29 8.1 831.9229 4 35.72 2 F2:1816
OB5940

H1
raw.raw

1.6745E6 2 2 415 443 Carbamidomethylation

M9:Det
hiomet
hyl:17.
01;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
PTM

R.IFLAGDKDNVIDQ(+15.00)IEK(+42.01).Q N 34.39 1873.9673 16 -4.1 937.9871 2 31.58 2 F2:1569
OB5940

H1
raw.raw

0 0 0 536 551
Deamidation followed
by a methylation;
Acetylation (K)

Q13:De
amidati
on follo
wed by
a meth
ylation:
72.09;
K16:Ac
etylatio
n (K):9
7.49

PEAKS
PTM

K.HADADN(+.98)ILVIQQGQATVTVAN(+.98)GNNRK.S N 34.16 2748.3792 26 8.9 917.1418 3 48.01 1 F1:2528
OB5939

H1
raw.raw

2.2044E4 1 1 223 248

N6:Dea
midatio
n (NQ):
10.34;
N21:De
amidati
on (N
Q):14.0
4

PEAKS
DB

N.PQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 34.02 3257.5957 28 0.9 815.4069 4 37.83 3 F3:1952
OB5941

H1
raw.raw

2.5417E5 1 1 416 443 Carbamidomethylation

C12:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.PNTLVLPK.H N 33.50 880.5382 8 0.4 441.2766 2 27.53 2 F2:1313
OB5940

H1
raw.raw

8.6509E4 1 1 215 222 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.IFLAGD(-18.01)KDNVIDQIEK.Q N 33.20 1798.9464 16 -2.5 600.6546 3 31.45 2 F2:1554
OB5940

H1
raw.raw

1.217E6 1 1 536 551
D6:Deh
ydratio
n:31.02

PEAKS
PTM

K.G(+43.01)T(+14.02)GNLELVAVRK.E N 33.06 1312.7462 12 -0.8 657.3799 2 26.85 3 F3:1280
OB5941

H1
raw.raw

3.165E5 2 2 453 464 Carbamylation;
Methylation(others)

G1:Car
bamyla
tion:14
8.28;T
2:Meth
ylation
(other
s):59.3
0

PEAKS
PTM

R.IPSGFISYILN(+.98)RHDNQNLR.V N 33.06 2257.1604 19 9.2 565.3026 4 35.09 3 F3:1797
OB5941

H1
raw.raw

1.752E6 1 1 260 278

N11:De
amidati
on (N
Q):16.7
6

PEAKS
DB

R.REQEWEEEEEDEEEEGSNREVR.R N 33.06 2821.1545 22 3.9 941.3958 3 26.47 3 F3:1247
OB5941

H1
raw.raw

1.8551E6 1 1 472 493 PEAKS
DB

R.IPSGFISYILN(+.98)R(+14.02)H(+42.01)DNQNLR.V N 32.77 2313.1865 19 6.8 579.3079 4 33.29 1 F1:1633
OB5939

H1
raw.raw

2.3452E7 3 3 260 278

N11:De
amidati
on (N
Q):35.1
3;R12:
Methyla
tion(K
R):45.2
5;H13:
Acetyla
tion (T
SCYH):
27.86

PEAKS
PTM

Q.IEARPNTLVLPK.H Y 32.24 1349.8030 12 2.2 675.9103 2 30.40 1 F1:1461
OB5939

H1
raw.raw

7.0908E5 2 2 211 222 PEAKS
DB

K.HADADNILVIQQGQ(+.98)ATVTVANGNN(+.98)RK.S N 32.00 2748.3792 26 7.7 917.1407 3 55.56 2 F2:2966
OB5940

H1
raw.raw

0 0 0 223 248

Q14:De
amidati
on (N
Q):19.0
5;N24:
Deamid
ation
(NQ):0.
00

PEAKS
DB

R.EGEQEW(+15.99)GTPGSEVREETSR.N Y 31.83 2177.9460 19 2.6 1089.9832 2 26.55 1 F1:1197
OB5939

H1
raw.raw

2.78E4 1 1 147 165 Oxidation (HW)

W6:Oxi
dation
(HW):1
000.00

PEAKS
PTM

K.AMVIVVVNK(-1.03)GTGNLELVAVR.K N 31.46 2080.1714 20 4.3 1041.0974 2 33.79 2 F2:1738
OB5940

H1
raw.raw

2.5754E7 1 1 444 463
Lysine oxidation to
aminoadipic
semialdehyde

K9:Lysi
ne oxid
ation to
aminoa
dipic se
mialdeh
yde:10
00.00

PEAKS
PTM

K.HADADNILVIQQGQATVTVANGN(+.98)N(+.98)RK.S N 31.37 2748.3792 26 5.7 917.1389 3 45.07 1 F1:2318
OB5939

H1
raw.raw

5.4428E3 1 1 223 248

N23:De
amidati
on (N
Q):0.0
0;N24:
Deamid
ation
(NQ):0.
00

PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.IFLAGDKDNVID.Q N 31.18 1318.6769 12 1.8 660.3469 2 31.65 1 F1:1537
OB5939

H1
raw.raw

9.3082E4 1 1 536 547 PEAKS
DB

R.EREEDWRQPR.E N 31.07 1399.6592 10 0.1 467.5604 3 24.77 3 F3:1154
OB5941

H1
raw.raw

2.8345E4 1 1 118 127 PEAKS
DB

K.S(-18.01)FNLDEGHALRIPSGFISYILNR.H N 30.52 2600.3499 23 -0.3 651.0945 4 37.85 1 F1:1904
OB5939

H1
raw.raw

4.9973E5 1 1 249 271
S1:Deh
ydratio
n:11.12

PEAKS
PTM

R.EGEQEWGT(-18.01)PGSEVREETSR.N Y 30.04 2143.9407 19 2.2 1072.9800 2 27.69 1 F1:1293
OB5939

H1
raw.raw

4.5095E4 1 1 147 165
T8:Deh
ydratio
n:20.70

PEAKS
PTM

K.SFNLDEGHALRIPS.G N 29.93 1554.7791 14 -4.8 778.3931 2 30.79 2 F2:1515
OB5940

H1
raw.raw

5.213E3 1 1 249 262 PEAKS
DB

K.HADADNILVIQQGQATVT(-18.01)VANGNNR.K N 29.88 2600.3054 25 -2.7 867.7734 3 30.76 3 F3:1503
OB5941

H1
raw.raw

3.2843E5 1 1 223 247

T18:De
hydrati
on:22.8
5

PEAKS
PTM

K.NPQLQDLDM(-48.00)MLTC(+57.02)VEIK.E N 29.75 1998.9755 17 -0.6 667.3320 3 34.07 2 F2:1713
OB5940

H1
raw.raw

8.006E5 1 1 415 431 Carbamidomethylation

M9:Det
hiomet
hyl:0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
PTM

R.EDWRRPSHQQPR.K N 29.71 1590.7764 12 -0.3 398.7013 4 24.94 3 F3:1169
OB5941

H1
raw.raw

1.2481E4 1 1 128 139 PEAKS
DB

R.SSDNEGVIVK(+43.01)VSK(+14.02)EHVQELTK.H N 29.63 2382.2390 21 0.9 795.0876 3 28.31 3 F3:1368
OB5941

H1
raw.raw

5.0291E4 1 1 351 371

K10:Ca
rbamyl
ation:5.
08;K1
3:Meth
ylation
(KR):5.
08

PEAKS
PTM

N.NPFYFPSRR.F N 29.59 1182.5934 9 1.6 395.2057 3 28.08 2 F2:1358
OB5940

H1
raw.raw

2.5271E4 1 1 167 175 PEAKS
DB

R.IVQIEARPNTLVLP(+15.99)K.H Y 29.48 1706.0090 15 1.6 854.0131 2 29.82 1 F1:1418
OB5939

H1
raw.raw

0 0 0 208 222

P14:Hy
droxyla
tion Pr
o:43.89

PEAKS
DB

total 247 peptides



11/23/21, 10:28 AM proteins

file:///C:/Users/Katarina/PeaksExports/Ara h 1 gel for peanut PTM_PEAKS PTM_13/protein.html 28/70

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.N(+.98)PQ(+.98)LQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 29.44 3390.5854 29 3.7 848.6568 4 38.47 3 F3:1982
OB5941

H1
raw.raw

0 0 0 415 443 Deamidation (NQ);
Carbamidomethylation

N1:Dea
midatio
n (NQ):
62.42;
Q3:Dea
midatio
n (NQ):
65.92;
Q5:Dea
midatio
n (NQ):
60.92;
M10:Ox
idation
(M):12.
28;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.HADADNILVIQQGQATVTVANGNNR(+14.02)K(+43.99).S N 29.12 2804.4165 26 -3.2 1403.2111 2 29.38 3 F3:1435
OB5941

H1
raw.raw

2.4694E5 1 1 223 248 Methylation(KR)

R25:Me
thylatio
n(KR):
1000.0
0;K26:
Carbox
ylation
(DKW):
41.02

PEAKS
PTM

R.EQEW(+15.99)EEEEEDEEEEGSNR.E N 29.12 2296.8362 18 4.4 1149.4304 2 27.05 1 F1:1252
OB5939

H1
raw.raw

0 0 0 473 490 Oxidation (HW)

W4:Oxi
dation
(HW):1
000.00

PEAKS
PTM

K.HADADNILVIQQGQAT(-18.01)VTVANGNNR.K N 29.07 2600.3054 25 -1.0 867.7748 3 30.11 2 F2:1479
OB5940

H1
raw.raw

0 0 0 223 247
T16:De
hydrati
on:0.00

PEAKS
PTM

R.E(-18.01)QEWEEEEEDEEEEGSNREVRR.Y N 28.92 2803.1440 22 2.8 935.3912 3 28.31 3 F3:1363
OB5941

H1
raw.raw

2.9497E4 1 1 473 494 Pyro-glu from E

E1:Pyro
-glu fro
m E:10
00.00

PEAKS
PTM

K.KN(+.98)P(+15.99)Q(+.98)LQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 28.66 3518.6804 30 -5.1 880.6729 4 37.59 1 F1:1890
OB5939

H1
raw.raw

0 0 0 414 443 Deamidation (NQ);
Carbamidomethylation

N2:Dea
midatio
n (NQ):
55.07;P
3:Hydr
oxylatio
n Pro:4
3.60;Q
4:Dea
midatio
n (NQ):
57.68;
Q6:Dea
midatio
n (NQ):
58.78;
C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.H(+42.01)(+15.99)ADADNILVIQQGQATVTVAN(+.98)GNNRK.S N 28.60 2805.4006 26 9.3 1403.7207 2 30.57 1 F1:1450
OB5939

H1
raw.raw

9.6068E4 1 1 223 248 Acetylation (N-term);
Oxidation (HW)

H1:Ace
tylation
(N-ter
m):100
0.00;H
1:Oxida
tion (H
W):100
0.00;N
21:Dea
midatio
n (NQ):
14.04

PEAKS
PTM

R.NTLEAAFNAEFNEIRRVLLEENAGGEQEER.G N 28.52 3447.6653 30 -1.2 1150.2277 3 38.03 2 F2:1966
OB5940

H1
raw.raw

1.3831E5 1 1 313 342 PEAKS
DB

R.ESHFVSARPQSQSP(+15.99)SSP(+15.99)EKEDQEEEN.Q N 28.43 2989.2808 26 0.3 997.4344 3 24.81 3 F3:1156
OB5941

H1
raw.raw

0 0 0 574 599

P14:Hy
droxyla
tion Pr
o:17.9
1;P17:
Hydrox
ylation
Pro:28.
14

PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+58.01)VEIK.E N 28.36 2063.9578 17 -3.4 1032.9827 2 37.19 1 F1:1881
OB5939

H1
raw.raw

2.5393E4 1 1 415 431 Carboxymethyl

M10:Ox
idation
(M):8.6
9;C13:
Carbox
ymethy
l:1000.
00

PEAKS
PTM

K.DLAFPGSGEQVEK(+14.02)LIK(+43.01).N N 28.34 1786.9464 16 -3.8 894.4771 2 32.91 3 F3:1654
OB5941

H1
raw.raw

6.9695E5 1 1 555 570

K13:Me
thylatio
n(KR):
4.52;K
16:Car
bamyla
tion:4.5
2

PEAKS
PTM

K.KN(+.98)PQ(+.98)LQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 28.34 3501.7017 30 6.9 1168.2493 3 36.92 1 F1:1845
OB5939

H1
raw.raw

2.5153E5 1 1 414 443 Carbamidomethylation

N2:Dea
midatio
n (NQ):
0.00;Q
4:Dea
midatio
n (NQ):
0.00;C
14:Car
bamido
methyl
ation:1
000.00

PEAKS
DB

K.N(+.98)PQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 27.69 3388.6174 29 8.6 1130.5562 3 39.33 3 F3:2085
OB5941

H1
raw.raw

8.4125E5 1 1 415 443 Carbamidomethylation

N1:Dea
midatio
n (NQ):
0.00;M
9:Oxida
tion
(M):0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.SKQ(+.98)FQN(+.98)LQ(+.98)NHR.I Y 27.06 1401.6637 11 2.0 468.2294 3 24.91 1 F1:1129
OB5939

H1
raw.raw

2.0347E3 1 1 197 207

Q3:Dea
midatio
n (NQ):
14.04;
N6:Dea
midatio
n (NQ):
11.06;
Q8:Dea
midatio
n (NQ):
16.66

PEAKS
DB

K.SFNLD(+53.92)EGHALR.I N 26.85 1311.5294 11 -0.8 438.1834 3 27.41 2 F2:1311
OB5940

H1
raw.raw

0 0 0 249 259

D5:Rep
laceme
nt of 2
protons
by iron:
20.92

PEAKS
PTM

total 247 peptides

tr|B3IXL2|B3IXL2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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Supporting Peptides:

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NPQLQDLDMMLTC(+57.02)VEIK.E N 120.22 2046.9788 17 -6.3 1024.4902 2 37.10 1 F1:1864
OB5939

H1
raw.raw

1.3638E7 5 5 415 431 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIK.E N 118.64 2175.0737 18 -1.1 1088.5430 2 34.52 2 F2:1751
OB5940

H1
raw.raw

4.131E6 3 3 414 431 Carbamidomethylation

C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.EQEWEEEEEDEEEEGSNR.E N 117.85 2280.8413 18 4.3 1141.4329 2 28.23 1 F1:1323
OB5939

H1
raw.raw

4.2916E6 3 3 473 490 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.NTLEAAFNAEFNEIR.R N 114.83 1737.8322 15 -0.4 869.9230 2 34.89 2 F2:1770
OB5940

H1
raw.raw

1.3513E7 6 6 313 327 PEAKS
DB

K.HADADNILVIQQGQATVTVANGNNRK.S N 114.12 2746.4111 26 3.2 916.4806 3 29.15 1 F1:1378
OB5939

H1
raw.raw

4.7574E7 8 8 223 248 PEAKS
DB

K.HADADNILVIQQGQATVTVAN(+.98)GNNRK.S N 111.24 2747.3950 26 5.5 916.8107 3 29.51 1 F1:1400
OB5939

H1
raw.raw

3.8297E8 20 20 223 248

N21:De
amidati
on (N
Q):26.3
1

PEAKS
DB

K.HADADNILVIQQGQATVTVANGNNR.K N 111.11 2618.3162 25 5.0 1310.1719 2 30.00 2 F2:1473
OB5940

H1
raw.raw

6.2545E6 3 3 223 247 PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 110.46 2062.9736 17 -5.3 1032.4886 2 36.07 2 F2:1840
OB5940

H1
raw.raw

3.4606E5 2 2 415 431 Carbamidomethylation

M9:Oxi
dation
(M):30.
46;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 109.22 2242.0364 20 -1.8 1122.0234 2 33.79 2 F2:1706
OB5940

H1
raw.raw

1.7538E7 15 15 282 301 Oxidation (M)

M3:Oxi
dation
(M):10
00.00

PEAKS
DB

K.ISMPVNTPGQFEDFFPASSR.D N 107.66 2226.0415 20 1.7 1114.0299 2 35.27 2 F2:1792
OB5940

H1
raw.raw

2.1717E8 29 29 282 301 PEAKS
DB

R.IFLAGDKDNVIDQIEK.Q N 103.70 1816.9570 16 -1.1 909.4848 2 32.03 1 F1:1588
OB5939

H1
raw.raw

7.5151E8 30 30 536 551 PEAKS
DB

K.HADADNILVIQQGQATVTVAN(-17.03)GNNRK.S N 99.83 2729.3845 26 0.5 1365.7002 2 28.96 2 F2:1400
OB5940

H1
raw.raw

9.5179E6 6 6 223 248

N21:A
mmoni
a-loss
(N):18.
53

PEAKS
PTM

R.IFLAGDKDNVIDQIEKQAK.D N 99.61 2144.1477 19 1.7 715.7244 3 32.37 1 F1:1571
OB5939

H1
raw.raw

5.6465E7 7 7 536 554 PEAKS
DB

K.AMVIVVVNKGTGNLELVAVR.K N 99.39 2081.2031 20 -3.5 694.7392 3 33.79 2 F2:1711
OB5940

H1
raw.raw

6.8972E7 9 9 444 463 PEAKS
DB

K.GSEEEDITNPINLRDGEPDLSNNFGR.L N 98.56 2887.3220 26 2.3 963.4502 3 32.73 1 F1:1590
OB5939

H1
raw.raw

4.549E7 8 8 380 405 PEAKS
DB

K.SFNLDEGHALRIPSGFISYILNR.H N 98.27 2618.3604 23 -1.1 873.7931 3 37.47 2 F2:1880
OB5940

H1
raw.raw

1.7034E8 24 23 249 271 PEAKS
DB

R.KSFNLDEGHALRIPSGFISYILNR.H N 97.91 2746.4553 24 -2.1 916.4905 3 36.16 1 F1:1802
OB5939

H1
raw.raw

8.5492E6 5 5 248 271 PEAKS
DB

R.VLLEENAGGEQEER.G N 97.22 1571.7427 14 2.5 786.8806 2 26.75 1 F1:1224
OB5939

H1
raw.raw

1.2414E7 3 3 329 342 PEAKS
DB

R.DQSSYLQGFSR.N N 97.09 1286.5891 11 -3.0 644.2999 2 30.18 2 F2:1484
OB5940

H1
raw.raw

6.1544E7 13 13 302 312 PEAKS
DB

K.AM(-48.00)VIVVVNKGTGNLELVAVR.K N 96.95 2033.1997 20 1.4 678.7415 3 30.71 2 F2:1519
OB5940

H1
raw.raw

1.7497E7 6 6 444 463 Dethiomethyl

M2:Det
hiomet
hyl:100
0.00

PEAKS
PTM

total 247 peptides



11/23/21, 10:28 AM proteins

file:///C:/Users/Katarina/PeaksExports/Ara h 1 gel for peanut PTM_PEAKS PTM_13/protein.html 33/70

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.SFNLDEGHALR.I N 96.68 1257.6101 11 1.8 629.8135 2 27.87 1 F1:1301
OB5939

H1
raw.raw

7.3788E7 15 15 249 259 PEAKS
DB

K.AMVIVVVNKGTGNLELVAVRK.E N 96.39 2209.2981 21 -2.2 737.4384 3 31.97 2 F2:1628
OB5940

H1
raw.raw

2.8068E8 12 12 444 464 PEAKS
DB

K.AM(+15.99)VIVVVNKGTGNLELVAVR.K N 95.84 2097.1980 20 -2.2 1049.6040 2 32.73 3 F3:1638
OB5941

H1
raw.raw

3.1624E7 6 6 444 463 Oxidation (M)

M2:Oxi
dation
(M):10
00.00

PEAKS
DB

R.IPSGFISYILNR.H N 93.86 1378.7609 12 1.2 690.3885 2 36.74 2 F2:1881
OB5940

H1
raw.raw

1.7713E8 5 5 260 271 PEAKS
DB

R.RVLLEENAGGEQEER.G N 93.51 1727.8438 15 0.4 576.9554 3 24.77 2 F2:1156
OB5940

H1
raw.raw

1.346E5 5 5 328 342 PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 92.80 3371.6387 29 -2.9 1686.8218 2 37.92 1 F1:1910
OB5939

H1
raw.raw

1.8404E8 11 11 415 443 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.KSFNLDEGHALR.I N 89.31 1385.7051 12 1.9 693.8611 2 25.26 2 F2:1181
OB5940

H1
raw.raw

3.3181E6 6 6 248 259 PEAKS
DB

K.KGSEEEDITNPINLRDGEPDLSNNFGR.L N 89.20 3015.4170 27 -0.8 1006.1455 3 31.46 1 F1:1545
OB5939

H1
raw.raw

7.9044E7 10 10 379 405 PEAKS
DB

K.NPQLQDLDMMLTC(+14.02)VEIK.E N 88.98 2003.9730 17 -4.9 1002.9888 2 37.72 2 F2:1938
OB5940

H1
raw.raw

6.7012E5 2 2 415 431

C13:Me
thylatio
n(other
s):33.9
8

PEAKS
PTM

R.NTLEAAFNAEFNEIRR.V N 86.44 1893.9332 16 -3.6 947.9705 2 35.28 1 F1:1741
OB5939

H1
raw.raw

3.2153E8 22 22 313 328 PEAKS
DB

K.HADADNILVIQQGQATVTVANGN(-17.03)NRK.S N 85.41 2729.3845 26 -3.3 1365.6951 2 29.38 3 F3:1432
OB5941

H1
raw.raw

2.4846E6 2 2 223 248

N23:A
mmoni
a-loss
(N):0.0
0

PEAKS
PTM

K.DLAFPGSGEQVEK.L N 85.12 1375.6619 13 1.9 688.8395 2 29.66 2 F2:1451
OB5940

H1
raw.raw

6.5078E7 3 3 555 567 PEAKS
DB

K.NPQLQDLDMM(-48.00)LTC(+57.02)VEIK.E N 85.01 1998.9755 17 0.5 1000.4955 2 32.73 1 F1:1599
OB5939

H1
raw.raw

1.7365E7 6 6 415 431 Carbamidomethylation

M10:De
thiomet
hyl:27.
96;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
PTM

R.VLLEENAGGEQEERGQR.R N 84.92 1912.9238 17 1.8 957.4709 2 25.31 3 F3:1182
OB5941

H1
raw.raw

1.9929E6 6 6 329 345 PEAKS
DB

R.SSDNEGVIVKVSKEHVQELTK.H N 84.86 2325.2175 21 1.3 776.0808 3 28.31 3 F3:1362
OB5941

H1
raw.raw

1.2881E5 2 2 351 371 PEAKS
DB

K.KGSEEEDITNPINLR.D N 84.79 1713.8533 15 3.6 857.9370 2 28.42 2 F2:1374
OB5940

H1
raw.raw

1.1329E7 7 7 379 393 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.KNPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 84.57 3515.7285 30 -2.7 879.9370 4 34.52 2 F2:1755
OB5940

H1
raw.raw

2.6704E6 3 3 414 443 Carbamidomethylation

M11:Ox
idation
(M):30.
46;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.DGEPDLSNNFGR.L N 84.53 1319.5742 12 0.4 660.7947 2 29.14 1 F1:1381
OB5939

H1
raw.raw

3.3217E6 3 3 394 405 PEAKS
DB

K.AM(+15.99)VIVVVNKGTGNLELVAVRK.E N 83.52 2225.2930 21 -2.3 1113.6512 2 31.28 1 F1:1523
OB5939

H1
raw.raw

4.3919E7 8 8 444 464 Oxidation (M)

M2:Oxi
dation
(M):10
00.00

PEAKS
DB

R.EGEQEWGTPGSEVREETSR.N Y 82.53 2161.9512 19 4.3 1081.9875 2 27.69 1 F1:1291
OB5939

H1
raw.raw

2.0963E7 6 6 147 165 PEAKS
DB

K.HADADNILVIQQGQATVTVAN(+.98)GNNR.K N 82.15 2619.3000 25 -1.2 1310.6558 2 30.35 2 F2:1535
OB5940

H1
raw.raw

5.2956E6 1 1 223 247

N21:De
amidati
on (N
Q):7.32

PEAKS
DB

R.EGEQEWGTPGSEVR.E Y 81.97 1559.6852 14 1.4 780.8510 2 27.35 2 F2:1310
OB5940

H1
raw.raw

8.022E5 3 3 147 160 PEAKS
DB

K.KNPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 81.97 2191.0686 18 0.5 1096.5421 2 32.43 2 F2:1621
OB5940

H1
raw.raw

1.9806E5 1 1 414 431 Carbamidomethylation

M11:Ox
idation
(M):9.3
4;C14:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
DB

K.EGALMLPHFNSK.A N 81.44 1342.6703 12 4.0 672.3451 2 30.40 1 F1:1456
OB5939

H1
raw.raw

9.7706E6 3 3 432 443 PEAKS
DB

K.QAKDLAFPGSGEQVEK.L N 81.31 1702.8525 16 1.8 852.4351 2 26.85 3 F3:1278
OB5941

H1
raw.raw

1.3516E6 7 7 552 567 PEAKS
DB

K.GSEEEDITNPINLR.D N 80.86 1585.7583 14 2.4 793.8883 2 30.52 2 F2:1506
OB5940

H1
raw.raw

3.0736E6 3 3 380 393 PEAKS
DB

K.H(+43.01)(+14.02)ADADNILVIQQGQATVTVANGNNRK.S N 80.77 2803.4324 26 -1.3 935.4835 3 29.92 3 F3:1452
OB5941

H1
raw.raw

2.1221E6 2 2 223 248

H1:Car
bamyla
tion:25
2.86;H
1:Meth
ylation
(other
s):25.6
6

PEAKS
PTM

K.AMVIVVVNK.G N 78.49 971.5837 9 0.9 486.7996 2 29.32 2 F2:1448
OB5940

H1
raw.raw

9.4803E6 3 3 444 452 PEAKS
DB

F.LAGDKDNVIDQIEK.Q N 78.09 1556.8046 14 -6.1 779.4048 2 31.62 2 F2:1564
OB5940

H1
raw.raw

4.6126E6 2 2 538 551 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.KNPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 77.76 2191.0686 18 0.6 1096.5422 2 33.03 1 F1:1615
OB5939

H1
raw.raw

0 0 0 414 431 Carbamidomethylation

M10:Ox
idation
(M):14.
02;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.IPSGFISYILNRHDNQNLR.V N 77.66 2256.1763 19 3.4 1129.0992 2 33.47 1 F1:1643
OB5939

H1
raw.raw

3.1228E8 24 24 260 278 PEAKS
DB

R.GRREQEWEEEEEDEEEEGSNR.E N 77.42 2650.0649 21 0.3 884.3625 3 25.64 2 F2:1205
OB5940

H1
raw.raw

2.3251E6 7 7 470 490 PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 75.51 3387.6335 29 -1.5 1130.2168 3 36.17 3 F3:1926
OB5941

H1
raw.raw

2.5418E7 3 3 415 443 Carbamidomethylation

M9:Oxi
dation
(M):10.
11;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.EGALM(+15.99)LPHFNSK.A N 74.93 1358.6653 12 2.1 680.3414 2 29.74 3 F3:1443
OB5941

H1
raw.raw

2.0704E6 3 3 432 443 Oxidation (M)

M5:Oxi
dation
(M):10
00.00

PEAKS
DB

R.LFEVKPDKKNPQLQDLDMMLTC(+57.02)VEIK.E N 74.78 3131.6069 26 3.7 1044.8801 3 33.97 2 F2:1716
OB5940

H1
raw.raw

3.7773E6 3 3 406 431 Carbamidomethylation

C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 74.26 3515.7285 30 -0.8 879.9387 4 35.84 1 F1:1790
OB5939

H1
raw.raw

5.1448E6 2 2 414 443 Carbamidomethylation;
Oxidation (M)

C14:Ca
rbamid
omethy
lation:1
000.00;
M23:Ox
idation
(M):69.
38

PEAKS
DB

K.HADADNILVIQQGQATVTVANGNN(+.98)RK.S N 73.98 2747.3950 26 1.9 916.8074 3 39.56 2 F2:2095
OB5940

H1
raw.raw

5.4145E5 4 4 223 248

N24:De
amidati
on (N
Q):14.0
2

PEAKS
DB

K.GTGNLELVAVRK.E N 73.67 1255.7249 12 0.9 628.8702 2 26.85 3 F3:1263
OB5941

H1
raw.raw

1.0553E7 7 7 453 464 PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 72.71 3387.6335 29 3.8 1130.2228 3 37.84 2 F2:1902
OB5940

H1
raw.raw

8.789E6 3 3 415 443 Carbamidomethylation

M10:Ox
idation
(M):14.
02;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.GTGNLELVAVR.K N 71.83 1127.6299 11 0.2 564.8223 2 29.32 2 F2:1429
OB5940

H1
raw.raw

1.0095E7 3 3 453 463 PEAKS
DB

R.NNPFYFPSR.R N 71.25 1140.5352 9 0.9 571.2754 2 30.89 2 F2:1528
OB5940

H1
raw.raw

1.2382E7 4 4 166 174 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.VLLEENAGGEQEERGQRR.R N 71.19 2069.0249 18 2.1 690.6837 3 25.31 3 F3:1186
OB5941

H1
raw.raw

1.1654E6 2 2 329 346 PEAKS
DB

I.PSGFISYILNR.H N 70.27 1265.6768 11 2.4 633.8472 2 36.17 2 F2:1844
OB5940

H1
raw.raw

2.1876E5 2 2 261 271 PEAKS
DB

R.EETSRNNPFYFPSRR.F N 69.88 1898.9023 15 1.2 633.9755 3 27.17 2 F2:1289
OB5940

H1
raw.raw

7.2799E6 5 5 161 175 PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 69.58 3387.6335 29 -9.3 1130.2080 3 36.62 2 F2:1874
OB5940

H1
raw.raw

2.6984E7 4 4 415 443 Carbamidomethylation;
Oxidation (M)

C13:Ca
rbamid
omethy
lation:1
000.00;
M22:Ox
idation
(M):69.
89

PEAKS
DB

K.ISMPVNTPGQ(+.98)FEDFFPASSR.D N 68.89 2227.0254 20 6.4 1114.5271 2 63.55 3 F3:3427
OB5941

H1
raw.raw

9.613E3 2 2 282 301

Q10:De
amidati
on (N
Q):33.2
6

PEAKS
DB

R.REQEWEEEEEDEEEEGSNR.E N 68.88 2436.9424 19 2.8 1219.4819 2 26.47 3 F3:1258
OB5941

H1
raw.raw

3.0427E4 2 2 472 490 PEAKS
DB

R.IPSGFISY(+125.90)ILNR.H N 68.75 1504.6575 12 1.5 753.3372 2 37.84 2 F2:1946
OB5940

H1
raw.raw

9.8548E5 2 2 260 271 Iodination

Y8:Iodi
nation:
1000.0
0

PEAKS
PTM

R.NTLEAAFNAEFN(+.98)EIRR.V N 68.73 1894.9172 16 -3.7 948.4624 2 32.73 3 F3:1640
OB5941

H1
raw.raw

4.5098E6 3 3 313 328 Deamidation (NQ)

N12:De
amidati
on (N
Q):55.2
1

PEAKS
DB

R.N(+.98)TLEAAFNAEFNEIRR.V N 67.69 1894.9172 16 2.2 948.4680 2 35.88 1 F1:1787
OB5939

H1
raw.raw

6.2604E7 1 1 313 328 Deamidation (NQ)

N1:Dea
midatio
n (NQ):
61.82

PEAKS
DB

R.NNPFYFPSRR.F N 67.53 1296.6364 10 1.5 649.3264 2 28.95 1 F1:1356
OB5939

H1
raw.raw

1.2601E8 9 9 166 175 PEAKS
DB

K.KNPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 66.89 3515.7285 30 -3.1 879.9366 4 35.44 2 F2:1830
OB5940

H1
raw.raw

7.3362E6 2 2 414 443 Carbamidomethylation

M10:Ox
idation
(M):11.
06;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.HADADNILVIQQGQATVTVANGN(+.98)NRK.S N 66.81 2747.3950 26 3.3 916.8087 3 44.43 3 F3:2322
OB5941

H1
raw.raw

2.5002E7 10 10 223 248

N23:De
amidati
on (N
Q):17.0
1

PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 66.20 3499.7336 30 -0.1 875.9406 4 36.52 3 F3:1868
OB5941

H1
raw.raw

1.1425E7 3 3 414 443 Carbamidomethylation

C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.HADADNILVIQQGQ(+.98)ATVTVANGNNRK.S N 66.16 2747.3950 26 5.1 916.8103 3 44.47 1 F1:2283
OB5939

H1
raw.raw

5.1832E5 2 2 223 248

Q14:De
amidati
on (N
Q):17.3
7

PEAKS
DB

K.SVSKKGSEEEDITNPINLR.D N 66.11 2115.0808 19 2.6 706.0361 3 27.22 3 F3:1299
OB5941

H1
raw.raw

6.5352E4 2 2 375 393 PEAKS
DB

R.VLLEEN(+.98)AGGEQEER.G N 66.02 1572.7267 14 -3.7 787.3677 2 26.82 2 F2:1276
OB5940

H1
raw.raw

0 0 0 329 342 Deamidation (NQ)

N6:Dea
midatio
n (NQ):
71.64

PEAKS
DB

R.IVQIEARPNTLVLPK.H Y 65.77 1690.0140 15 -3.0 846.0117 2 30.24 3 F3:1474
OB5941

H1
raw.raw

2.8055E8 18 18 208 222 PEAKS
DB

R.EGEQEWGTP(+15.99)GSEVREETSR.N Y 65.62 2177.9460 19 1.3 726.9902 3 26.28 3 F3:1241
OB5941

H1
raw.raw

4.9462E6 6 6 147 165 Hydroxylation Pro

P9:Hyd
roxylati
on Pro:
1000.0
0

PEAKS
DB

K.Q(-17.03)FQNLQNHR.I N 65.38 1166.5581 9 2.4 584.2877 2 28.05 1 F1:1306
OB5939

H1
raw.raw

3.4214E6 3 3 199 207 Pyro-glu from Q

Q1:Pyr
o-glu fr
om Q:1
000.00

PEAKS
PTM

K.NPQLQDLDMMLTCVEIK(+14.02)EGALMLPHFNSK.A N 64.78 3328.6328 29 1.8 1110.5536 3 38.03 2 F2:1959
OB5940

H1
raw.raw

1.6164E7 6 6 415 443 Methylation(KR)

K17:Me
thylatio
n(KR):
77.78

PEAKS
PTM

I.FLAGDKDNVIDQIEK.Q N 64.24 1703.8729 15 -1.7 852.9423 2 32.19 1 F1:1574
OB5939

H1
raw.raw

1.36E6 3 3 537 551 PEAKS
DB

R.EETSRNNPFYFPSR.R N 63.62 1742.8011 14 -0.9 581.9405 3 29.89 1 F1:1419
OB5939

H1
raw.raw

6.2933E4 1 1 161 174 PEAKS
DB

R.I(+27.99)FLAGDKDNVIDQIEK.Q N 63.40 1844.9519 16 5.2 923.4880 2 36.16 3 F3:1844
OB5941

H1
raw.raw

0 0 0 536 551 Formylation
I1:For
mylatio
n:77.93

PEAKS
PTM

L.AGDKDNVIDQIEK.Q N 63.17 1443.7205 13 -3.1 722.8653 2 32.19 1 F1:1560
OB5939

H1
raw.raw

9.2796E5 2 2 539 551 PEAKS
DB

K.I(+43.01)S(+14.02)MPVNTPGQFEDFFPASSR.D N 62.82 2283.0630 20 -0.1 1142.5387 2 35.84 1 F1:1793
OB5939

H1
raw.raw

7.6784E5 1 1 282 301 Carbamylation;
Methylation(others)

I1:Carb
amylati
on:100
0.00;S
2:Meth
ylation
(other
s):86.1
6

PEAKS
PTM

R.IPSGFISYILN(-17.03)R.H N 62.55 1361.7343 12 1.4 681.8754 2 37.47 2 F2:1926
OB5940

H1
raw.raw

5.558E5 2 2 260 271 Ammonia-loss (N)

N11:A
mmoni
a-loss
(N):10
00.00

PEAKS
PTM

K.HADADNILVIQQGQ(+.98)ATVTVAN(+.98)GNNRK.S N 62.38 2748.3792 26 2.7 917.1361 3 32.55 3 F3:1635
OB5941

H1
raw.raw

5.5427E5 2 2 223 248

Q14:De
amidati
on (N
Q):32.2
8;N21:
Deamid
ation
(NQ):1
4.04

PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.SSDNEGVIVK.V N 62.38 1046.5244 10 0.3 524.2697 2 22.95 2 F2:1057
OB5940

H1
raw.raw

2.5465E5 3 3 351 360 PEAKS
DB

K.AM(+15.99)VIVVVNK.G N 62.22 987.5787 9 0.3 494.7968 2 26.41 2 F2:1234
OB5940

H1
raw.raw

8.6851E5 3 3 444 452 Oxidation (M)

M2:Oxi
dation
(M):10
00.00

PEAKS
DB

A.GDKDNVIDQIEK.Q N 62.19 1372.6833 12 -2.8 687.3470 2 32.19 1 F1:1561
OB5939

H1
raw.raw

1.5319E6 3 3 540 551 PEAKS
DB

F.NLDEGHALR.I N 62.08 1023.5097 9 1.8 512.7631 2 27.87 1 F1:1303
OB5939

H1
raw.raw

1.5945E6 3 3 251 259 PEAKS
DB

Q.GQATVTVAN(+.98)GNNRK.S N 62.04 1429.7273 14 -1.0 715.8702 2 28.79 2 F2:1402
OB5940

H1
raw.raw

6.6423E5 3 3 235 248

N9:Dea
midatio
n (NQ):
41.83

PEAKS
DB

A.FPGSGEQVEK.L N 61.40 1076.5138 10 5.5 539.2672 2 30.23 1 F1:1449
OB5939

H1
raw.raw

6.3559E4 1 1 558 567 PEAKS
DB

K.HADADNILVIQ(+.98)Q(+.98)GQATVTVAN(+.98)GNNRK.S N 60.41 2749.3630 26 9.6 917.4704 3 30.18 2 F2:1540
OB5940

H1
raw.raw

4.3875E6 1 1 223 248

Q11:De
amidati
on (N
Q):26.5
2;Q12:
Deamid
ation
(NQ):1
8.53;N
21:Dea
midatio
n (NQ):
14.04

PEAKS
DB

K.SFNLDEGHALRIPSGFISYILNRHDNQNLR.V N 60.12 3495.7759 30 -1.0 700.1617 5 36.35 2 F2:1862
OB5940

H1
raw.raw

7.0033E7 8 8 249 278 PEAKS
DB

K.NPQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 60.12 3388.6174 29 -2.4 1130.5437 3 36.35 2 F2:1874
OB5940

H1
raw.raw

6.4476E5 1 1 415 443 Carbamidomethylation;
Oxidation (M)

Q5:Dea
midatio
n (NQ):
9.86;C
13:Car
bamido
methyl
ation:1
000.00;
M22:Ox
idation
(M):54.
40

PEAKS
DB

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 60.05 3403.6284 29 -4.3 1135.5452 3 35.63 3 F3:1818
OB5941

H1
raw.raw

7.9921E5 1 1 415 443 Oxidation (M);
Carbamidomethylation

M9:Oxi
dation
(M):49.
25;M1
0:Oxida
tion
(M):53.
09;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NPQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 59.95 3372.6226 29 5.7 1125.2212 3 37.84 2 F2:1936
OB5940

H1
raw.raw

5.4487E7 3 3 415 443 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
32.28;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.I(+41.03)P(+15.99)SGFISYILNR.H N 59.92 1435.7823 12 -3.1 718.8962 2 36.92 1 F1:1841
OB5939

H1
raw.raw

1.5727E7 4 4 260 271

Amidination of lysines
or N-terminal amines
with methyl
acetimidate;
Hydroxylation Pro

I1:Ami
dinatio
n of lysi
nes or
N-termi
nal ami
nes wit
h meth
yl aceti
midate:
1000.0
0;P2:H
ydroxyl
ation Pr
o:1000.
00

PEAKS
PTM

K.A(+41.03)M(+15.99)VIVVVNKGTGNLELVAVR.K N 59.12 2138.2246 20 -4.5 1070.1147 2 33.90 2 F2:1710
OB5940

H1
raw.raw

5.8929E6 3 3 444 463

Amidination of lysines
or N-terminal amines
with methyl
acetimidate; Oxidation
(M)

A1:Ami
dinatio
n of lysi
nes or
N-termi
nal ami
nes wit
h meth
yl aceti
midate:
170.86;
M2:Oxi
dation
(M):10
00.00

PEAKS
PTM

K.IRPEGREGEQEWGTPGSEVREETSR.N Y 58.78 2870.3542 25 1.1 957.7931 3 27.23 3 F3:1290
OB5941

H1
raw.raw

4.3127E6 4 4 141 165 PEAKS
DB

E.PDLSNNFGR.L N 58.76 1018.4832 9 -0.1 510.2488 2 31.24 3 F3:1545
OB5941

H1
raw.raw

4.0306E6 3 3 397 405 PEAKS
DB

K.HADADNILVIQQ(+.98)GQ(+.98)ATVTVAN(+.98)GNNRK.S N 56.82 2749.3630 26 9.6 917.4704 3 30.18 2 F2:1487
OB5940

H1
raw.raw

4.3875E6 1 1 223 248

Q12:De
amidati
on (N
Q):14.0
2;Q14:
Deamid
ation
(NQ):1
3.03;N
21:Dea
midatio
n (NQ):
11.10

PEAKS
DB

K.ISMPVNTPGQFEDFFPASSRDQSSYLQGFSR.N N 56.52 3494.6201 31 3.0 1748.3225 2 35.84 1 F1:1789
OB5939

H1
raw.raw

9.3656E7 16 16 282 312 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.H(+42.01)(+15.99)ADADNILVIQQGQATVTVANGNNRK.S N 56.30 2804.4165 26 -2.5 1403.2120 2 29.79 1 F1:1416
OB5939

H1
raw.raw

2.4794E5 1 1 223 248 Acetylation (N-term);
Oxidation (HW)

H1:Ace
tylation
(N-ter
m):100
0.00;H
1:Oxida
tion (H
W):100
0.00

PEAKS
PTM

K.HADADN(+.98)ILVIQQGQATVTVANGNNRK.S N 55.97 2747.3950 26 3.7 916.8090 3 50.62 1 F1:2616
OB5939

H1
raw.raw

5.4571E5 5 5 223 248

N6:Dea
midatio
n (NQ):
42.57

PEAKS
DB

K.ISMP(+15.99)VNTPGQFEDFFPASSRDQSSYLQGFSR.N N 55.83 3510.6150 31 2.3 1171.2150 3 34.95 1 F1:1731
OB5939

H1
raw.raw

0 0 0 282 312

P4:Hyd
roxylati
on Pro:
49.79

PEAKS
DB

K.ISM(-48.00)PVNTPGQFEDFFPASSR.D N 55.62 2178.0381 20 0.2 727.0201 3 32.37 1 F1:1577
OB5939

H1
raw.raw

3.0139E7 6 6 282 301 Dethiomethyl

M3:Det
hiomet
hyl:100
0.00

PEAKS
PTM

K.N(+.98)PQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 55.55 3372.6226 29 5.7 1125.2212 3 37.84 2 F2:1983
OB5940

H1
raw.raw

1.3378E7 1 1 415 443 Carbamidomethylation

N1:Dea
midatio
n (NQ):
14.04;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.HADADNILVIQ(+.98)QGQATVTVAN(+.98)GNNRK.S N 55.03 2748.3792 26 5.1 1375.2039 2 31.28 1 F1:1539
OB5939

H1
raw.raw

2.1986E5 2 2 223 248

Q11:De
amidati
on (N
Q):15.1
0;N21:
Deamid
ation
(NQ):1
7.01

PEAKS
DB

K.HADADNILVIQ(+.98)QGQATVTVANGNNRK.S N 55.00 2747.3950 26 5.9 916.8110 3 45.04 3 F3:2357
OB5941

H1
raw.raw

2.5167E4 1 1 223 248

Q11:De
amidati
on (N
Q):9.34

PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 54.50 3403.6284 29 4.5 1135.5552 3 36.52 3 F3:1873
OB5941

H1
raw.raw

6.8814E5 2 2 415 443 Carbamidomethylation

M10:Ox
idation
(M):12.
28;C1
3:Carb
amido
methyl
ation:1
000.00;
M22:Ox
idation
(M):28.
29

PEAKS
DB

R.EQEWEEEEEDEEEEGSNREVR.R N 54.08 2665.0535 21 2.4 889.3606 3 27.87 1 F1:1308
OB5939

H1
raw.raw

4.4193E5 2 2 473 493 PEAKS
DB

K.HADADNILVIQQ(+.98)GQATVTVANGNNRK.S N 53.63 2747.3950 26 1.9 916.8074 3 39.56 2 F2:2225
OB5940

H1
raw.raw

5.559E5 4 4 223 248

Q12:De
amidati
on (N
Q):11.2
4

PEAKS
DB

N.PFYFPSRR.F N 53.53 1068.5504 8 3.3 535.2842 2 28.95 1 F1:1360
OB5939

H1
raw.raw

3.1024E6 3 3 168 175 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.LFEVKPDKKNPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 53.37 3147.6018 26 -4.4 787.9042 4 32.55 3 F3:1633
OB5941

H1
raw.raw

2.1681E6 3 3 406 431 Carbamidomethylation

M19:Ox
idation
(M):17.
01;C2
2:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.HADADNILVIQQ(+.98)GQATVTVAN(+.98)GNNRK.S N 52.71 2748.3792 26 3.1 1375.2010 2 30.08 3 F3:1495
OB5941

H1
raw.raw

1.5758E6 1 1 223 248

Q12:De
amidati
on (N
Q):27.5
8;N21:
Deamid
ation
(NQ):1
5.73

PEAKS
DB

K.NPQLQDLDMMLTCVEIK(+14.02)EGALM(+15.99)LPHFNSK.A N 52.56 3344.6277 29 4.1 837.1677 4 37.13 2 F2:1903
OB5940

H1
raw.raw

1.5437E6 1 1 415 443 Oxidation (M)

K17:Me
thylatio
n(KR):
24.93;
M22:Ox
idation
(M):51.
99

PEAKS
PTM

K.ISM(+15.99)PVNTPGQFEDFFPASSRDQ(+.98)SSYLQGFSR.N N 52.28 3511.5989 31 4.3 1171.5453 3 34.92 1 F1:1731
OB5939

H1
raw.raw

1.6252E6 1 1 282 312 Oxidation (M)

M3:Oxi
dation
(M):10
00.00;
Q22:De
amidati
on (N
Q):20.9
3

PEAKS
DB

R.NT(-18.01)LEAAFNAEFNEIRR.V N 52.23 1875.9227 16 -2.4 626.3134 3 33.43 2 F2:1683
OB5940

H1
raw.raw

1.354E7 3 3 313 328 Dehydration

T2:Deh
ydratio
n:1000.
00

PEAKS
PTM

L.EAAFNAEFNEIRR.V N 52.09 1565.7585 13 -4.7 783.8829 2 34.06 1 F1:1677
OB5939

H1
raw.raw

1.7113E6 2 2 316 328 PEAKS
DB

R.LFEVKPDK.K N 51.87 974.5436 8 0.9 488.2795 2 25.40 1 F1:1153
OB5939

H1
raw.raw

7.0978E5 6 6 406 413 PEAKS
DB

R.WGPAEPR.E Y 51.81 811.3976 7 1.2 406.7066 2 25.31 3 F3:1167
OB5941

H1
raw.raw

1.2136E6 3 3 109 115 PEAKS
DB

K.AM(-48.00)VIVVVNKGTGNLELVAVRK.E N 51.58 2161.2947 21 1.4 1081.6561 2 29.80 3 F3:1453
OB5941

H1
raw.raw

6.785E6 4 4 444 464 Dethiomethyl

M2:Det
hiomet
hyl:100
0.00

PEAKS
PTM

R.IFLAGDKDNVIDQIEK(+14.02)(+43.01).Q N 51.42 1873.9785 16 1.0 937.9974 2 32.37 1 F1:1563
OB5939

H1
raw.raw

1.103E7 1 1 536 551 Methylation(C-term);
Carbamylation

K16:Me
thylatio
n(C-ter
m):100
0.00;K
16:Car
bamyla
tion:16
4.73

PEAKS
PTM

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.HADADNILVIQQGQAT(-18.01)VTVAN(+.98)GNNRK.S N 51.33 2729.3845 26 -1.3 910.8009 3 31.10 3 F3:1500
OB5941

H1
raw.raw

8.3833E5 2 2 223 248

T16:De
hydrati
on:11.9
9;N21:
Deamid
ation
(NQ):1
3.67

PEAKS
PTM

K.S(+43.01)(+14.02)FNLDEGHALR.I N 51.03 1314.6316 11 0.8 658.3236 2 27.58 3 F3:1340
OB5941

H1
raw.raw

4.5043E6 4 4 249 259 Carbamylation;
Methylation(others)

S1:Car
bamyla
tion:10
00.00;
S1:Met
hylation
(other
s):109.
97

PEAKS
PTM

K.NPQLQDLDMM(+15.99)LTCVEIK(+14.02).E N 51.01 2019.9679 17 -7.0 1010.9842 2 37.36 1 F1:1877
OB5939

H1
raw.raw

0 0 0 415 431 Methylation(KR)

M10:Ox
idation
(M):11.
06;K1
7:Meth
ylation
(KR):1
000.00

PEAKS
PTM

R.RVLLEENAGGEQEERGQR.R N 50.12 2069.0249 18 2.1 690.6837 3 24.88 2 F2:1165
OB5940

H1
raw.raw

2.8524E5 1 1 328 345 PEAKS
DB

K.KNPQLQDLDMM(-48.00)LTC(+57.02)VEIK.E N 49.96 2127.0703 18 1.7 710.0319 3 30.71 2 F2:1521
OB5940

H1
raw.raw

3.3467E6 2 2 414 431 Carbamidomethylation

M11:De
thiomet
hyl:14.
02;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
PTM

N.LDEGHALR.I N 49.09 909.4668 8 0.6 455.7409 2 27.35 2 F2:1312
OB5940

H1
raw.raw

3.1446E4 1 1 252 259 PEAKS
DB

K.KNPQLQDLDMMLTCVEIK(+14.02)EGALMLPHFNSK.A N 49.06 3456.7278 30 2.7 865.1915 4 36.90 2 F2:1892
OB5940

H1
raw.raw

3.1386E5 1 1 414 443 Methylation(KR)

K18:Me
thylatio
n(KR):
50.90

PEAKS
PTM

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFN(+.98)SK.A N 48.99 3388.6174 29 5.0 848.1659 4 36.17 3 F3:1849
OB5941

H1
raw.raw

7.0919E6 2 2 415 443 Carbamidomethylation;
Deamidation (NQ)

M10:Ox
idation
(M):0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00;N2
7:Dea
midatio
n (NQ):
51.54

PEAKS
DB

K.HADADNILVIQQ(+.98)GQATVTVANGNN(+.98)RK.S N 48.74 2748.3792 26 8.9 917.1418 3 48.01 1 F1:2471
OB5939

H1
raw.raw

2.2044E4 1 1 223 248

Q12:De
amidati
on (N
Q):23.1
0;N24:
Deamid
ation
(NQ):0.
00

PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.LFEVKPDKKNPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 48.67 3163.5967 26 2.1 791.9081 4 32.37 1 F1:1585
OB5939

H1
raw.raw

6.4006E5 1 1 406 431 Oxidation (M);
Carbamidomethylation

M18:Ox
idation
(M):10
00.00;
M19:Ox
idation
(M):10
00.00;
C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 48.60 3403.6284 29 2.2 851.9163 4 36.24 2 F2:1851
OB5940

H1
raw.raw

3.928E6 2 2 415 443 Carbamidomethylation;
Oxidation (M)

M9:Oxi
dation
(M):10.
11;C1
3:Carb
amido
methyl
ation:1
000.00;
M22:Ox
idation
(M):53.
09

PEAKS
DB

N.TPGQFEDFFPASSR.D N 48.49 1584.7208 14 -0.2 793.3676 2 35.63 3 F3:1821
OB5941

H1
raw.raw

2.7376E5 1 1 288 301 PEAKS
DB

K.ISMP(+15.99)VNTPGQFEDFFPASSR.D N 48.39 2242.0364 20 6.5 1122.0327 2 45.36 1 F1:2277
OB5939

H1
raw.raw

8.1169E4 2 2 282 301

P4:Hyd
roxylati
on Pro:
33.81

PEAKS
DB

R.NTLEAAFN(+.98)AEFNEIRR.V N 48.19 1894.9172 16 -0.3 948.4656 2 32.92 1 F1:1570
OB5939

H1
raw.raw

1.5926E6 1 1 313 328

N8:Dea
midatio
n (NQ):
8.26

PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALMLPHFN(+.98)SK.A N 47.92 3372.6226 29 7.4 844.1691 4 37.85 2 F2:1914
OB5940

H1
raw.raw

5.3901E7 2 2 415 443 Carbamidomethylation;
Deamidation (NQ)

C13:Ca
rbamid
omethy
lation:1
000.00;
N27:De
amidati
on (N
Q):61.8
4

PEAKS
DB

K.ISMP(+15.99)VNTPGQ(+.98)FEDFFPASSR.D N 47.82 2243.0205 20 6.2 1122.5245 2 50.73 1 F1:2643
OB5939

H1
raw.raw

0 0 0 282 301

P4:Hyd
roxylati
on Pro:
38.03;
Q10:De
amidati
on (N
Q):19.5
6

PEAKS
DB

R.SKQFQNLQNHR.I Y 47.59 1398.7117 11 1.0 467.2450 3 24.31 2 F2:1132
OB5940

H1
raw.raw

2.9256E4 3 3 197 207 PEAKS
DB

R.K(+43.01)(+14.02)SFNLDEGHALR.I N 47.09 1442.7266 12 -0.4 481.9159 3 25.70 3 F3:1209
OB5941

H1
raw.raw

2.261E5 3 3 248 259 Carbamylation;
Methylation(KR)

K1:Car
bamyla
tion:10
00.00;
K1:Met
hylation
(KR):1
60.69

PEAKS
PTM

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.ISM(+15.99)PVNTPGQFEDFFPASSRDQSSYLQGFSR.N N 47.05 3510.6150 31 4.2 1171.2172 3 34.34 2 F2:1739
OB5940

H1
raw.raw

6.0177E6 2 2 282 312 Oxidation (M)

M3:Oxi
dation
(M):10
00.00

PEAKS
DB

K.QFQNLQNHR.I N 46.78 1183.5846 9 0.4 592.7998 2 23.96 2 F2:1106
OB5940

H1
raw.raw

7.7423E4 5 5 199 207 PEAKS
DB

D.KDNVIDQIEK.Q N 46.62 1200.6350 10 -0.8 601.3243 2 25.89 3 F3:1225
OB5941

H1
raw.raw

4.877E4 2 2 542 551 PEAKS
DB

K.AMVIVVVN(+.98)KGTGNLELVAVRK.E N 46.54 2210.2820 21 9.6 737.7750 3 33.10 3 F3:1695
OB5941

H1
raw.raw

8.2125E6 2 2 444 464

N8:Dea
midatio
n (NQ):
41.87

PEAKS
DB

Q.GQATVTVANGNNRK.S N 46.45 1428.7433 14 -0.2 715.3788 2 29.02 3 F3:1412
OB5941

H1
raw.raw

1.3861E5 2 2 235 248 PEAKS
DB

R.EQEWEEEEEDEEEEGSNREVRR.Y N 46.42 2821.1545 22 1.8 941.3939 3 26.75 1 F1:1227
OB5939

H1
raw.raw

3.455E6 3 3 473 494 PEAKS
DB

K.Q(-17.03)AKDLAFPGSGEQVEK.L N 45.78 1685.8260 16 0.9 843.9211 2 29.97 1 F1:1427
OB5939

H1
raw.raw

0 0 0 552 567 Pyro-glu from Q

Q1:Pyr
o-glu fr
om Q:1
000.00

PEAKS
PTM

K.HADAD(-18.01)NILVIQQGQATVTVANGNNRK.S N 45.35 2728.4004 26 3.5 910.4772 3 28.70 2 F2:1390
OB5940

H1
raw.raw

0 0 0 223 248
D5:Deh
ydratio
n:30.36

PEAKS
PTM

K.KN(+.98)PQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 44.87 2192.0527 18 9.2 1097.0437 2 32.33 2 F2:1621
OB5940

H1
raw.raw

8.5764E4 1 1 414 431 Carbamidomethylation

N2:Dea
midatio
n (NQ):
14.04;
M11:Ox
idation
(M):0.0
0;C14:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
DB

R.KSFNLDEGHALRIPSGFISYILN(+.98)R.H N 44.70 2747.4395 24 4.5 687.8702 4 36.15 3 F3:1837
OB5941

H1
raw.raw

1.1013E6 1 1 248 271

N23:De
amidati
on (N
Q):0.00

PEAKS
DB

K.IRPEGREGEQEWGTPGSEVR.E Y 44.50 2268.0881 20 1.1 757.0375 3 26.28 3 F3:1248
OB5941

H1
raw.raw

7.4174E4 2 2 141 160 PEAKS
DB

W.GTPGSEVREETSR.N Y 44.35 1403.6641 13 3.5 702.8417 2 27.60 3 F3:1327
OB5941

H1
raw.raw

7.5188E4 1 1 153 165 PEAKS
DB

K.A(+41.03)M(+15.99)VIVVVNKGTGNLELVAVRK.E N 44.32 2266.3196 21 -1.6 1134.1653 2 32.33 2 F2:1602
OB5940

H1
raw.raw

5.361E7 7 7 444 464

Amidination of lysines
or N-terminal amines
with methyl
acetimidate; Oxidation
(M)

A1:Ami
dinatio
n of lysi
nes or
N-termi
nal ami
nes wit
h meth
yl aceti
midate:
161.20;
M2:Oxi
dation
(M):10
00.00

PEAKS
PTM

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

V.QIEARPNTLVLPK.H Y 43.15 1477.8616 13 -3.7 739.9353 2 30.24 3 F3:1485
OB5941

H1
raw.raw

1.0391E6 3 3 210 222 PEAKS
DB

R.LFEVKPDKK.N N 43.08 1102.6385 9 1.1 552.3271 2 24.94 3 F3:1179
OB5941

H1
raw.raw

2.3087E5 2 2 406 414 PEAKS
DB

N.TLEAAFNAEFNEIRR.V N 43.00 1779.8904 15 -3.0 890.9498 2 32.91 3 F3:1655
OB5941

H1
raw.raw

4.3913E5 1 1 314 328 PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALM(-48.00)LPHFNSK.A N 42.94 3323.6353 29 -1.0 831.9153 4 35.81 3 F3:1829
OB5941

H1
raw.raw

2.5446E6 1 1 415 443 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00;
M22:De
thiomet
hyl:30.
24

PEAKS
PTM

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 42.69 2243.0205 20 7.6 1122.5260 2 49.72 2 F2:2625
OB5940

H1
raw.raw

0 0 0 282 301 Oxidation (M)

M3:Oxi
dation
(M):10
00.00;
N6:Dea
midatio
n (NQ):
25.70

PEAKS
DB

K.KNPQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 42.58 3500.7175 30 0.4 1167.9136 3 36.34 2 F2:1850
OB5940

H1
raw.raw

5.0176E5 1 1 414 443 Carbamidomethylation

Q6:Dea
midatio
n (NQ):
14.04;
C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.REQEWEEEEEDEEEEGSN(+.98)R.E N 42.55 2437.9265 19 7.6 813.6556 3 26.55 1 F1:1226
OB5939

H1
raw.raw

3.9265E4 1 1 472 490

N18:De
amidati
on (N
Q):0.00

PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIK(+43.01)EGALMLPHFNSK(+14.02).A N 42.54 3428.6602 29 -4.2 1143.8892 3 37.82 3 F3:1939
OB5941

H1
raw.raw

1.0346E6 1 1 415 443 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00;
K17:Ca
rbamyl
ation:1
0.80;K
29:Met
hylation
(KR):1
0.80

PEAKS
PTM

K.HADADNILVIQ(+.98)QGQ(+.98)ATVTVANGNNRK.S N 42.52 2748.3792 26 3.1 917.1365 3 57.24 2 F2:3064
OB5940

H1
raw.raw

0 0 0 223 248

Q11:De
amidati
on (N
Q):0.0
0;Q14:
Deamid
ation
(NQ):0.
00

PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.IFLAGDKDNVIDQIEK(+43.01)QAK(+14.02).D N 42.41 2201.1692 19 2.7 734.7323 3 32.55 1 F1:1581
OB5939

H1
raw.raw

3.5153E6 1 1 536 554

K16:Ca
rbamyl
ation:0.
00;K1
9:Meth
ylation
(KR):0.
00

PEAKS
PTM

K.GTGNLELVAVRKEQQQR.G N 41.95 1925.0442 17 1.8 642.6898 3 26.36 1 F1:1214
OB5939

H1
raw.raw

1.4197E5 3 3 453 469 PEAKS
DB

R.IFLAGDKDNVIDQIEK(+14.02)Q(+.98)AK(+42.01).D N 41.87 2201.1580 19 3.1 734.7289 3 31.83 2 F2:1588
OB5940

H1
raw.raw

3.595E6 2 2 536 554

K16:Me
thylatio
n(KR):
13.38;
Q17:De
amidati
on (N
Q):25.1
1;K19:
Acetyla
tion
(K):13.
38

PEAKS
PTM

K.D(+43.01)(+14.02)LAFPGSGEQVEK.L N 41.75 1432.6833 13 3.8 717.3517 2 30.92 1 F1:1485
OB5939

H1
raw.raw

2.8695E5 1 1 555 567 Carbamylation;
Methylation(others)

D1:Car
bamyla
tion:16
6.34;D
1:Meth
ylation
(other
s):102.
87

PEAKS
PTM

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 41.66 1817.9410 16 9.1 909.9861 2 66.49 2 F2:3489
OB5940

H1
raw.raw

4.5271E4 3 3 536 551

Q13:De
amidati
on (N
Q):38.6
7

PEAKS
DB

L.DEGHALR.I N 40.78 796.3828 7 2.3 399.1996 2 27.48 2 F2:1315
OB5940

H1
raw.raw

2.4528E4 1 1 253 259 PEAKS
DB

K.HADADNILVIQ(+.98)QGQATVTVANGN(+.98)NRK.S N 40.70 2748.3792 26 8.8 917.1417 3 55.82 2 F2:2975
OB5940

H1
raw.raw

2.5591E3 1 1 223 248

Q11:De
amidati
on (N
Q):0.0
0;N23:
Deamid
ation
(NQ):0.
00

PEAKS
DB

K.ISMPVN(+.98)TPGQFEDFFPASSR.D N 40.63 2227.0254 20 9.3 1114.5303 2 58.23 3 F3:3170
OB5941

H1
raw.raw

2.6294E4 2 2 282 301

N6:Dea
midatio
n (NQ):
42.89

PEAKS
DB

R.IFLAGD(+14.02)K(+43.01)DNVIDQIEK.Q N 40.36 1873.9785 16 -5.0 937.9919 2 32.19 3 F3:1583
OB5941

H1
raw.raw

4.0088E7 4 4 536 551 Carbamylation

D6:Met
hylation
(other
s):24.3
2;K7:C
arbamy
lation:5
7.71

PEAKS
PTM

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.KN(+.98)PQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 40.34 3500.7175 30 7.1 876.1929 4 36.26 2 F2:1847
OB5940

H1
raw.raw

2.213E6 1 1 414 443 Carbamidomethylation

N2:Dea
midatio
n (NQ):
0.00;C
14:Car
bamido
methyl
ation:1
000.00

PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLP(+15.99)HFNSK.A N 40.24 3403.6284 29 -10.2 851.9057 4 36.72 1 F1:1838
OB5939

H1
raw.raw

0 0 0 415 443 Carbamidomethylation;
Hydroxylation Pro

M9:Oxi
dation
(M):26.
02;C1
3:Carb
amido
methyl
ation:1
000.00;
P24:Hy
droxyla
tion Pr
o:63.93

PEAKS
DB

R.ESHFVSARPQSQSP(+15.99)SSPEKEDQEEEN.Q N 40.09 2973.2859 26 -2.5 992.1001 3 25.16 1 F1:1143
OB5939

H1
raw.raw

0 0 0 574 599

P14:Hy
droxyla
tion Pr
o:29.32

PEAKS
DB

K.SFN(+.98)LDEGHALRIPSGFISYILNR.H N 39.87 2619.3445 23 9.3 655.8495 4 38.22 1 F1:1947
OB5939

H1
raw.raw

1.0439E6 2 2 249 271

N3:Dea
midatio
n (NQ):
39.81

PEAKS
DB

T.PGQFEDFFPASSR.D N 39.65 1483.6731 13 -1.3 742.8429 2 40.34 2 F2:2103
OB5940

H1
raw.raw

3.5787E3 1 1 289 301 PEAKS
DB

K.EGALM(-48.00)LPHFNSK.A N 38.72 1294.6670 12 2.0 432.5638 3 28.31 3 F3:1348
OB5941

H1
raw.raw

1.3523E6 1 1 432 443 Dethiomethyl

M5:Det
hiomet
hyl:100
0.00

PEAKS
PTM

K.ISMPVNTPGQ(+.98)FEDFFPASSRDQSSYLQGFSR.N N 38.62 3495.6040 31 6.7 1166.2164 3 54.16 3 F3:2883
OB5941

H1
raw.raw

0 0 0 282 312

Q10:De
amidati
on (N
Q):5.38

PEAKS
DB

R.DQS(-18.01)SYLQGFSR.N N 38.22 1268.5785 11 7.0 635.3010 2 30.87 1 F1:1484
OB5939

H1
raw.raw

0 0 0 302 312
S3:Deh
ydratio
n:33.98

PEAKS
PTM

K.N(+.98)PQ(+.98)LQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 37.95 3389.6016 29 9.0 848.4153 4 36.92 1 F1:1851
OB5939

H1
raw.raw

8.517E6 2 2 415 443 Carbamidomethylation

N1:Dea
midatio
n (NQ):
11.12;
Q3:Dea
midatio
n (NQ):
0.00;C
13:Car
bamido
methyl
ation:1
000.00;
M22:Ox
idation
(M):24.
93

PEAKS
DB

K.SFN(+.98)LDEGHALRIPSGFISYILNRHDNQNLR.V N 37.76 3496.7600 30 -3.9 700.3566 5 36.38 1 F1:1849
OB5939

H1
raw.raw

7.9247E5 1 1 249 278

N3:Dea
midatio
n (NQ):
20.27

PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.E(-18.01)GEQEWGTPGSEVREETSR.N Y 37.06 2143.9407 19 2.9 715.6562 3 27.17 2 F2:1294
OB5940

H1
raw.raw

9.0561E4 1 1 147 165 Pyro-glu from E

E1:Pyro
-glu fro
m E:10
00.00

PEAKS
PTM

K.NPQLQDLDMM(-48.00)LTC(+57.02)VEIKEGALMLPHFNSK.A N 36.81 3323.6353 29 0.8 1108.8866 3 35.97 3 F3:1833
OB5941

H1
raw.raw

5.0189E6 2 2 415 443 Carbamidomethylation

M10:De
thiomet
hyl:8.1
4;C13:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
PTM

R.LFEVKPDKKN(+.98)PQLQDLDMMLTC(+57.02)VEIK.E N 36.71 3132.5908 26 9.3 1567.3173 2 34.35 3 F3:1745
OB5941

H1
raw.raw

2.2872E5 1 1 406 431 Carbamidomethylation

N10:De
amidati
on (N
Q):14.0
4;C22:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
DB

R.IVQIEAR(+28.03)PN(+.98)TLVLPK.H Y 36.70 1719.0294 15 0.1 860.5220 2 30.00 2 F2:1445
OB5940

H1
raw.raw

1.1278E7 2 2 208 222 Dimethylation(KR);
Deamidation (NQ)

R7:Dim
ethylati
on(KR):
71.07;
N9:Dea
midatio
n (NQ):
90.21

PEAKS
PTM

R.ESHFVSARPQSQSP(+15.99)SSPEKEDQEEE.N N 36.67 2859.2429 25 2.6 954.0907 3 24.51 2 F2:1151
OB5940

H1
raw.raw

1.0898E4 1 1 574 598

P14:Hy
droxyla
tion Pr
o:12.33

PEAKS
DB

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 36.40 2078.9688 17 1.1 1040.4928 2 33.80 3 F3:1701
OB5941

H1
raw.raw

0 0 0 415 431 Oxidation (M);
Carbamidomethylation

M9:Oxi
dation
(M):10
00.00;
M10:Ox
idation
(M):10
00.00;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.IVQIEARPNTLVLP(+15.99)K(-.98)(+42.01).H Y 36.38 1747.0355 15 -2.4 874.5229 2 30.35 2 F2:1460
OB5940

H1
raw.raw

8.4907E6 1 1 208 222
Hydroxylation Pro;
Amidation; Acetylation
(K)

P14:Hy
droxyla
tion Pr
o:74.5
5;K15:
Amidati
on:100
0.00;K
15:Acet
ylation
(K):100
0.00

PEAKS
PTM

R.N(-17.03)NPFYFPSRR.F N 36.19 1279.6097 10 -0.4 427.5437 3 28.25 2 F2:1369
OB5940

H1
raw.raw

1.5243E5 1 1 166 175

N1:Am
monia-l
oss
(N):0.0
0

PEAKS
PTM

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.AM(+31.99)VIVVVNKGTGNLELVAVRK.E N 36.16 2241.2878 21 1.1 748.1041 3 31.46 1 F1:1540
OB5939

H1
raw.raw

1.7223E5 1 1 444 464 Sulphone

M2:Sul
phone:
1000.0
0

PEAKS
PTM

K.NPQ(+.98)LQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 36.11 3372.6226 29 9.4 1125.2253 3 40.75 1 F1:2064
OB5939

H1
raw.raw

5.8612E5 1 1 415 443 Carbamidomethylation

Q3:Dea
midatio
n (NQ):
0.00;C
13:Car
bamido
methyl
ation:1
000.00

PEAKS
DB

K.N(+.98)PQ(+.98)LQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 35.87 3373.6067 29 9.1 1687.8259 2 38.03 2 F2:1999
OB5940

H1
raw.raw

2.685E5 1 1 415 443 Carbamidomethylation

N1:Dea
midatio
n (NQ):
3.13;Q
3:Dea
midatio
n (NQ):
5.47;C
13:Car
bamido
methyl
ation:1
000.00

PEAKS
DB

T.PGSEVREETSR.N Y 35.66 1245.5948 11 1.9 623.8059 2 27.69 1 F1:1287
OB5939

H1
raw.raw

8.4353E4 2 2 155 165 PEAKS
DB

K.EGALMLPH(+14.02)FNSK.A N 35.50 1356.6860 12 1.3 679.3512 2 30.49 3 F3:1499
OB5941

H1
raw.raw

2.5433E4 1 1 432 443 Methylation(others)

H8:Met
hylation
(other
s):53.5
3

PEAKS
PTM

I.PSGFISYILNRHDNQNLR.V N 35.49 2143.0923 18 4.0 715.3742 3 33.53 1 F1:1645
OB5939

H1
raw.raw

0 0 0 261 278 PEAKS
DB

R.VLLE(+21.98)ENAGGEQEER.G N 35.40 1593.7246 14 -0.7 797.8690 2 26.03 2 F2:1239
OB5940

H1
raw.raw

1.529E5 3 3 329 342

E4:Sodi
um add
uct:40.
00

PEAKS
PTM

K.KGSEEEDIT(-18.01)N(+.98)PINLR.D N 35.32 1696.8268 15 0.0 566.6162 3 29.14 1 F1:1369
OB5939

H1
raw.raw

6.926E4 1 1 379 393

T9:Deh
ydratio
n:11.5
0;N10:
Deamid
ation
(NQ):2
5.67

PEAKS
PTM

K.NP(+15.99)QLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 35.20 3403.6284 29 -3.4 851.9115 4 35.28 1 F1:1792
OB5939

H1
raw.raw

1.7685E6 1 1 415 443 Carbamidomethylation

P2:Hyd
roxylati
on Pro:
48.46;
M10:Ox
idation
(M):11.
06;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.SFNLDEGH(+15.99)ALRIPSGFISYILNR.H N 35.13 2634.3555 23 -0.4 879.1254 3 38.33 2 F2:1974
OB5940

H1
raw.raw

0 0 0 249 271 Oxidation (HW)

H8:Oxi
dation
(HW):1
000.00

PEAKS
PTM

total 247 peptides



11/23/21, 10:28 AM proteins

file:///C:/Users/Katarina/PeaksExports/Ara h 1 gel for peanut PTM_PEAKS PTM_13/protein.html 50/70

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.KGSEEEDITN(-17.03)PINLR.D N 34.98 1696.8268 15 3.3 566.6180 3 28.85 3 F3:1397
OB5941

H1
raw.raw

3.0405E5 1 1 379 393

N10:A
mmoni
a-loss
(N):40.
63

PEAKS
PTM

K.HADADNILVIQQ(-18.01).G N 34.95 1317.6677 12 -4.9 659.8379 2 29.56 3 F3:1421
OB5941

H1
raw.raw

1.0066E5 1 1 223 234 Dehydration

Q12:De
hydrati
on:76.1
8

PEAKS
PTM

K.GT(-18.01)GNLELVAVRK.E N 34.88 1237.7142 12 0.9 413.5790 3 26.41 2 F2:1259
OB5940

H1
raw.raw

7.6712E5 3 3 453 464 Dehydration

T2:Deh
ydratio
n:1000.
00

PEAKS
PTM

K.NPQLQDLDM(-48.00)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 34.70 3323.6353 29 8.1 831.9229 4 35.72 2 F2:1816
OB5940

H1
raw.raw

1.6745E6 2 2 415 443 Carbamidomethylation

M9:Det
hiomet
hyl:17.
01;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
PTM

R.IFLAGDKDNVIDQ(+15.00)IEK(+42.01).Q N 34.39 1873.9673 16 -4.1 937.9871 2 31.58 2 F2:1569
OB5940

H1
raw.raw

0 0 0 536 551
Deamidation followed
by a methylation;
Acetylation (K)

Q13:De
amidati
on follo
wed by
a meth
ylation:
72.09;
K16:Ac
etylatio
n (K):9
7.49

PEAKS
PTM

K.HADADN(+.98)ILVIQQGQATVTVAN(+.98)GNNRK.S N 34.16 2748.3792 26 8.9 917.1418 3 48.01 1 F1:2528
OB5939

H1
raw.raw

2.2044E4 1 1 223 248

N6:Dea
midatio
n (NQ):
10.34;
N21:De
amidati
on (N
Q):14.0
4

PEAKS
DB

N.PQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 34.02 3257.5957 28 0.9 815.4069 4 37.83 3 F3:1952
OB5941

H1
raw.raw

2.5417E5 1 1 416 443 Carbamidomethylation

C12:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.PNTLVLPK.H N 33.50 880.5382 8 0.4 441.2766 2 27.53 2 F2:1313
OB5940

H1
raw.raw

8.6509E4 1 1 215 222 PEAKS
DB

R.IFLAGD(-18.01)KDNVIDQIEK.Q N 33.20 1798.9464 16 -2.5 600.6546 3 31.45 2 F2:1554
OB5940

H1
raw.raw

1.217E6 1 1 536 551
D6:Deh
ydratio
n:31.02

PEAKS
PTM

K.G(+43.01)T(+14.02)GNLELVAVRK.E N 33.06 1312.7462 12 -0.8 657.3799 2 26.85 3 F3:1280
OB5941

H1
raw.raw

3.165E5 2 2 453 464 Carbamylation;
Methylation(others)

G1:Car
bamyla
tion:14
8.28;T
2:Meth
ylation
(other
s):59.3
0

PEAKS
PTM

R.IPSGFISYILN(+.98)RHDNQNLR.V N 33.06 2257.1604 19 9.2 565.3026 4 35.09 3 F3:1797
OB5941

H1
raw.raw

1.752E6 1 1 260 278

N11:De
amidati
on (N
Q):16.7
6

PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.REQEWEEEEEDEEEEGSNREVR.R N 33.06 2821.1545 22 3.9 941.3958 3 26.47 3 F3:1247
OB5941

H1
raw.raw

1.8551E6 1 1 472 493 PEAKS
DB

R.IPSGFISYILN(+.98)R(+14.02)H(+42.01)DNQNLR.V N 32.77 2313.1865 19 6.8 579.3079 4 33.29 1 F1:1633
OB5939

H1
raw.raw

2.3452E7 3 3 260 278

N11:De
amidati
on (N
Q):35.1
3;R12:
Methyla
tion(K
R):45.2
5;H13:
Acetyla
tion (T
SCYH):
27.86

PEAKS
PTM

Q.IEARPNTLVLPK.H Y 32.24 1349.8030 12 2.2 675.9103 2 30.40 1 F1:1461
OB5939

H1
raw.raw

7.0908E5 2 2 211 222 PEAKS
DB

K.HADADNILVIQQGQ(+.98)ATVTVANGNN(+.98)RK.S N 32.00 2748.3792 26 7.7 917.1407 3 55.56 2 F2:2966
OB5940

H1
raw.raw

0 0 0 223 248

Q14:De
amidati
on (N
Q):19.0
5;N24:
Deamid
ation
(NQ):0.
00

PEAKS
DB

R.EGEQEW(+15.99)GTPGSEVREETSR.N Y 31.83 2177.9460 19 2.6 1089.9832 2 26.55 1 F1:1197
OB5939

H1
raw.raw

2.78E4 1 1 147 165 Oxidation (HW)

W6:Oxi
dation
(HW):1
000.00

PEAKS
PTM

K.AMVIVVVNK(-1.03)GTGNLELVAVR.K N 31.46 2080.1714 20 4.3 1041.0974 2 33.79 2 F2:1738
OB5940

H1
raw.raw

2.5754E7 1 1 444 463
Lysine oxidation to
aminoadipic
semialdehyde

K9:Lysi
ne oxid
ation to
aminoa
dipic se
mialdeh
yde:10
00.00

PEAKS
PTM

K.HADADNILVIQQGQATVTVANGN(+.98)N(+.98)RK.S N 31.37 2748.3792 26 5.7 917.1389 3 45.07 1 F1:2318
OB5939

H1
raw.raw

5.4428E3 1 1 223 248

N23:De
amidati
on (N
Q):0.0
0;N24:
Deamid
ation
(NQ):0.
00

PEAKS
DB

R.IFLAGDKDNVID.Q N 31.18 1318.6769 12 1.8 660.3469 2 31.65 1 F1:1537
OB5939

H1
raw.raw

9.3082E4 1 1 536 547 PEAKS
DB

R.EREEDWRQPR.E N 31.07 1399.6592 10 0.1 467.5604 3 24.77 3 F3:1154
OB5941

H1
raw.raw

2.8345E4 1 1 118 127 PEAKS
DB

K.S(-18.01)FNLDEGHALRIPSGFISYILNR.H N 30.52 2600.3499 23 -0.3 651.0945 4 37.85 1 F1:1904
OB5939

H1
raw.raw

4.9973E5 1 1 249 271
S1:Deh
ydratio
n:11.12

PEAKS
PTM

R.EGEQEWGT(-18.01)PGSEVREETSR.N Y 30.04 2143.9407 19 2.2 1072.9800 2 27.69 1 F1:1293
OB5939

H1
raw.raw

4.5095E4 1 1 147 165
T8:Deh
ydratio
n:20.70

PEAKS
PTM

K.SFNLDEGHALRIPS.G N 29.93 1554.7791 14 -4.8 778.3931 2 30.79 2 F2:1515
OB5940

H1
raw.raw

5.213E3 1 1 249 262 PEAKS
DB

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.HADADNILVIQQGQATVT(-18.01)VANGNNR.K N 29.88 2600.3054 25 -2.7 867.7734 3 30.76 3 F3:1503
OB5941

H1
raw.raw

3.2843E5 1 1 223 247

T18:De
hydrati
on:22.8
5

PEAKS
PTM

K.NPQLQDLDM(-48.00)MLTC(+57.02)VEIK.E N 29.75 1998.9755 17 -0.6 667.3320 3 34.07 2 F2:1713
OB5940

H1
raw.raw

8.006E5 1 1 415 431 Carbamidomethylation

M9:Det
hiomet
hyl:0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
PTM

R.EDWRRPSHQQPR.K N 29.71 1590.7764 12 -0.3 398.7013 4 24.94 3 F3:1169
OB5941

H1
raw.raw

1.2481E4 1 1 128 139 PEAKS
DB

R.SSDNEGVIVK(+43.01)VSK(+14.02)EHVQELTK.H N 29.63 2382.2390 21 0.9 795.0876 3 28.31 3 F3:1368
OB5941

H1
raw.raw

5.0291E4 1 1 351 371

K10:Ca
rbamyl
ation:5.
08;K1
3:Meth
ylation
(KR):5.
08

PEAKS
PTM

N.NPFYFPSRR.F N 29.59 1182.5934 9 1.6 395.2057 3 28.08 2 F2:1358
OB5940

H1
raw.raw

2.5271E4 1 1 167 175 PEAKS
DB

R.IVQIEARPNTLVLP(+15.99)K.H Y 29.48 1706.0090 15 1.6 854.0131 2 29.82 1 F1:1418
OB5939

H1
raw.raw

0 0 0 208 222

P14:Hy
droxyla
tion Pr
o:43.89

PEAKS
DB

K.N(+.98)PQ(+.98)LQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 29.44 3390.5854 29 3.7 848.6568 4 38.47 3 F3:1982
OB5941

H1
raw.raw

0 0 0 415 443 Deamidation (NQ);
Carbamidomethylation

N1:Dea
midatio
n (NQ):
62.42;
Q3:Dea
midatio
n (NQ):
65.92;
Q5:Dea
midatio
n (NQ):
60.92;
M10:Ox
idation
(M):12.
28;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.HADADNILVIQQGQATVTVANGNNR(+14.02)K(+43.99).S N 29.12 2804.4165 26 -3.2 1403.2111 2 29.38 3 F3:1435
OB5941

H1
raw.raw

2.4694E5 1 1 223 248 Methylation(KR)

R25:Me
thylatio
n(KR):
1000.0
0;K26:
Carbox
ylation
(DKW):
41.02

PEAKS
PTM

R.EQEW(+15.99)EEEEEDEEEEGSNR.E N 29.12 2296.8362 18 4.4 1149.4304 2 27.05 1 F1:1252
OB5939

H1
raw.raw

0 0 0 473 490 Oxidation (HW)

W4:Oxi
dation
(HW):1
000.00

PEAKS
PTM

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.HADADNILVIQQGQAT(-18.01)VTVANGNNR.K N 29.07 2600.3054 25 -1.0 867.7748 3 30.11 2 F2:1479
OB5940

H1
raw.raw

0 0 0 223 247
T16:De
hydrati
on:0.00

PEAKS
PTM

R.E(-18.01)QEWEEEEEDEEEEGSNREVRR.Y N 28.92 2803.1440 22 2.8 935.3912 3 28.31 3 F3:1363
OB5941

H1
raw.raw

2.9497E4 1 1 473 494 Pyro-glu from E

E1:Pyro
-glu fro
m E:10
00.00

PEAKS
PTM

K.KN(+.98)P(+15.99)Q(+.98)LQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 28.66 3518.6804 30 -5.1 880.6729 4 37.59 1 F1:1890
OB5939

H1
raw.raw

0 0 0 414 443 Deamidation (NQ);
Carbamidomethylation

N2:Dea
midatio
n (NQ):
55.07;P
3:Hydr
oxylatio
n Pro:4
3.60;Q
4:Dea
midatio
n (NQ):
57.68;
Q6:Dea
midatio
n (NQ):
58.78;
C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.H(+42.01)(+15.99)ADADNILVIQQGQATVTVAN(+.98)GNNRK.S N 28.60 2805.4006 26 9.3 1403.7207 2 30.57 1 F1:1450
OB5939

H1
raw.raw

9.6068E4 1 1 223 248 Acetylation (N-term);
Oxidation (HW)

H1:Ace
tylation
(N-ter
m):100
0.00;H
1:Oxida
tion (H
W):100
0.00;N
21:Dea
midatio
n (NQ):
14.04

PEAKS
PTM

R.NTLEAAFNAEFNEIRRVLLEENAGGEQEER.G N 28.52 3447.6653 30 -1.2 1150.2277 3 38.03 2 F2:1966
OB5940

H1
raw.raw

1.3831E5 1 1 313 342 PEAKS
DB

R.ESHFVSARPQSQSP(+15.99)SSP(+15.99)EKEDQEEEN.Q N 28.43 2989.2808 26 0.3 997.4344 3 24.81 3 F3:1156
OB5941

H1
raw.raw

0 0 0 574 599

P14:Hy
droxyla
tion Pr
o:17.9
1;P17:
Hydrox
ylation
Pro:28.
14

PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+58.01)VEIK.E N 28.36 2063.9578 17 -3.4 1032.9827 2 37.19 1 F1:1881
OB5939

H1
raw.raw

2.5393E4 1 1 415 431 Carboxymethyl

M10:Ox
idation
(M):8.6
9;C13:
Carbox
ymethy
l:1000.
00

PEAKS
PTM

K.DLAFPGSGEQVEK(+14.02)LIK(+43.01).N N 28.34 1786.9464 16 -3.8 894.4771 2 32.91 3 F3:1654
OB5941

H1
raw.raw

6.9695E5 1 1 555 570

K13:Me
thylatio
n(KR):
4.52;K
16:Car
bamyla
tion:4.5
2

PEAKS
PTM

total 247 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.KN(+.98)PQ(+.98)LQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 28.34 3501.7017 30 6.9 1168.2493 3 36.92 1 F1:1845
OB5939

H1
raw.raw

2.5153E5 1 1 414 443 Carbamidomethylation

N2:Dea
midatio
n (NQ):
0.00;Q
4:Dea
midatio
n (NQ):
0.00;C
14:Car
bamido
methyl
ation:1
000.00

PEAKS
DB

K.N(+.98)PQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 27.69 3388.6174 29 8.6 1130.5562 3 39.33 3 F3:2085
OB5941

H1
raw.raw

8.4125E5 1 1 415 443 Carbamidomethylation

N1:Dea
midatio
n (NQ):
0.00;M
9:Oxida
tion
(M):0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
DB

R.SKQ(+.98)FQN(+.98)LQ(+.98)NHR.I Y 27.06 1401.6637 11 2.0 468.2294 3 24.91 1 F1:1129
OB5939

H1
raw.raw

2.0347E3 1 1 197 207

Q3:Dea
midatio
n (NQ):
14.04;
N6:Dea
midatio
n (NQ):
11.06;
Q8:Dea
midatio
n (NQ):
16.66

PEAKS
DB

K.SFNLD(+53.92)EGHALR.I N 26.85 1311.5294 11 -0.8 438.1834 3 27.41 2 F2:1311
OB5940

H1
raw.raw

0 0 0 249 259

D5:Rep
laceme
nt of 2
protons
by iron:
20.92

PEAKS
PTM

total 247 peptides

tr|E5G076|E5G076_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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Supporting Peptides:

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

total 145 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NPQLQDLDMMLTC(+57.02)VEIK.E N 120.22 2046.9788 17 -6.3 1024.4902 2 37.10 1 F1:1864
OB5939

H1
raw.raw

1.3638E7 5 5 420 436 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIK.E N 118.64 2175.0737 18 -1.1 1088.5430 2 34.52 2 F2:1751
OB5940

H1
raw.raw

4.131E6 3 3 419 436 Carbamidomethylation

C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.EQEWEEEEEDEEEEGSNR.E N 117.85 2280.8413 18 4.3 1141.4329 2 28.23 1 F1:1323
OB5939

H1
raw.raw

4.2916E6 3 3 478 495 PEAKS
DB

R.NTLEAAFNAEFNEIR.R N 114.83 1737.8322 15 -0.4 869.9230 2 34.89 2 F2:1770
OB5940

H1
raw.raw

1.3513E7 6 6 316 330 PEAKS
DB

K.HADADNILVIQQGQATVTVANGNNR.R N 111.11 2618.3162 25 5.0 1310.1719 2 30.00 2 F2:1473
OB5940

H1
raw.raw

6.2545E6 3 3 229 253 PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 110.46 2062.9736 17 -5.3 1032.4886 2 36.07 2 F2:1840
OB5940

H1
raw.raw

3.4606E5 2 2 420 436 Carbamidomethylation

M9:Oxi
dation
(M):30.
46;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.KGSEEEGDITNPINLR.E N 104.81 1770.8748 16 3.1 886.4474 2 28.08 2 F2:1364
OB5940

H1
raw.raw

2.2478E7 7 7 383 398 PEAKS
DB

R.VLLEENAGGEQEER.G N 97.22 1571.7427 14 2.5 786.8806 2 26.75 1 F1:1224
OB5939

H1
raw.raw

1.2414E7 3 3 332 345 PEAKS
DB

R.DQSSYLQGFSR.N N 97.09 1286.5891 11 -3.0 644.2999 2 30.18 2 F2:1484
OB5940

H1
raw.raw

6.1544E7 13 13 305 315 PEAKS
DB

R.RVLLEENAGGEQEER.G N 93.51 1727.8438 15 0.4 576.9554 3 24.77 2 F2:1156
OB5940

H1
raw.raw

1.346E5 5 5 331 345 PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 92.80 3371.6387 29 -2.9 1686.8218 2 37.92 1 F1:1910
OB5939

H1
raw.raw

1.8404E8 11 11 420 448 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.GSEEEGDITNPINLR.E N 92.57 1642.7798 15 -1.0 822.3964 2 30.18 2 F2:1508
OB5940

H1
raw.raw

9.2673E6 3 3 384 398 PEAKS
DB

K.NPQLQDLDMMLTC(+14.02)VEIK.E N 88.98 2003.9730 17 -4.9 1002.9888 2 37.72 2 F2:1938
OB5940

H1
raw.raw

6.7012E5 2 2 420 436

C13:Me
thylatio
n(other
s):33.9
8

PEAKS
PTM

R.EGEQEWGTPGSHVR.E N 87.00 1567.7015 14 0.5 784.8585 2 25.51 3 F3:1193
OB5941

H1
raw.raw

5.178E5 6 6 153 166 PEAKS
DB

R.NTLEAAFNAEFNEIRR.V N 86.44 1893.9332 16 -3.6 947.9705 2 35.28 1 F1:1741
OB5939

H1
raw.raw

3.2153E8 22 22 316 331 PEAKS
DB

K.DLAFPGSGEQVEK.L N 85.12 1375.6619 13 1.9 688.8395 2 29.66 2 F2:1451
OB5940

H1
raw.raw

6.5078E7 3 3 560 572 PEAKS
DB

total 145 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NPQLQDLDMM(-48.00)LTC(+57.02)VEIK.E N 85.01 1998.9755 17 0.5 1000.4955 2 32.73 1 F1:1599
OB5939

H1
raw.raw

1.7365E7 6 6 420 436 Carbamidomethylation

M10:De
thiomet
hyl:27.
96;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
PTM

R.VLLEENAGGEQEERGQR.R N 84.92 1912.9238 17 1.8 957.4709 2 25.31 3 F3:1182
OB5941

H1
raw.raw

1.9929E6 6 6 332 348 PEAKS
DB

K.KNPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 84.57 3515.7285 30 -2.7 879.9370 4 34.52 2 F2:1755
OB5940

H1
raw.raw

2.6704E6 3 3 419 448 Carbamidomethylation

M11:Ox
idation
(M):30.
46;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.SVSKKGSEEEGDITNPINLR.E N 83.99 2172.1023 20 0.7 725.0419 3 27.21 3 F3:1286
OB5941

H1
raw.raw

1.3763E5 2 2 379 398 PEAKS
DB

K.HADADNILVIQQGQATVTVAN(+.98)GNNR.R N 82.15 2619.3000 25 -1.2 1310.6558 2 30.35 2 F2:1535
OB5940

H1
raw.raw

5.2956E6 1 1 229 253

N21:De
amidati
on (N
Q):7.32

PEAKS
DB

K.KNPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 81.97 2191.0686 18 0.5 1096.5421 2 32.43 2 F2:1621
OB5940

H1
raw.raw

1.9806E5 1 1 419 436 Carbamidomethylation

M11:Ox
idation
(M):9.3
4;C14:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
DB

K.EGALMLPHFNSK.A N 81.44 1342.6703 12 4.0 672.3451 2 30.40 1 F1:1456
OB5939

H1
raw.raw

9.7706E6 3 3 437 448 PEAKS
DB

K.QAKDLAFPGSGEQVEK.L N 81.31 1702.8525 16 1.8 852.4351 2 26.85 3 F3:1278
OB5941

H1
raw.raw

1.3516E6 7 7 557 572 PEAKS
DB

K.KNPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 77.76 2191.0686 18 0.6 1096.5422 2 33.03 1 F1:1615
OB5939

H1
raw.raw

0 0 0 419 436 Carbamidomethylation

M10:Ox
idation
(M):14.
02;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.GRREQEWEEEEEDEEEEGSNR.E N 77.42 2650.0649 21 0.3 884.3625 3 25.64 2 F2:1205
OB5940

H1
raw.raw

2.3251E6 7 7 475 495 PEAKS
DB

R.IVQIEAKPNTLVLPK.H N 76.21 1662.0079 15 5.0 832.0154 2 29.90 2 F2:1463
OB5940

H1
raw.raw

3.0833E8 29 29 214 228 PEAKS
DB

total 145 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 75.51 3387.6335 29 -1.5 1130.2168 3 36.17 3 F3:1926
OB5941

H1
raw.raw

2.5418E7 3 3 420 448 Carbamidomethylation

M9:Oxi
dation
(M):10.
11;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.EGALM(+15.99)LPHFNSK.A N 74.93 1358.6653 12 2.1 680.3414 2 29.74 3 F3:1443
OB5941

H1
raw.raw

2.0704E6 3 3 437 448 Oxidation (M)

M5:Oxi
dation
(M):10
00.00

PEAKS
DB

R.LFEVKPDKKNPQLQDLDMMLTC(+57.02)VEIK.E N 74.78 3131.6069 26 3.7 1044.8801 3 33.97 2 F2:1716
OB5940

H1
raw.raw

3.7773E6 3 3 411 436 Carbamidomethylation

C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 74.26 3515.7285 30 -0.8 879.9387 4 35.84 1 F1:1790
OB5939

H1
raw.raw

5.1448E6 2 2 419 448 Carbamidomethylation;
Oxidation (M)

C14:Ca
rbamid
omethy
lation:1
000.00;
M23:Ox
idation
(M):69.
38

PEAKS
DB

K.GTGNLELVAVRK.E N 73.67 1255.7249 12 0.9 628.8702 2 26.85 3 F3:1263
OB5941

H1
raw.raw

1.0553E7 7 7 458 469 PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 72.71 3387.6335 29 3.8 1130.2228 3 37.84 2 F2:1902
OB5940

H1
raw.raw

8.789E6 3 3 420 448 Carbamidomethylation

M10:Ox
idation
(M):14.
02;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.GTGNLELVAVR.K N 71.83 1127.6299 11 0.2 564.8223 2 29.32 2 F2:1429
OB5940

H1
raw.raw

1.0095E7 3 3 458 468 PEAKS
DB

R.NNPFYFPSR.R N 71.25 1140.5352 9 0.9 571.2754 2 30.89 2 F2:1528
OB5940

H1
raw.raw

1.2382E7 4 4 172 180 PEAKS
DB

R.VLLEENAGGEQEERGQRR.W N 71.19 2069.0249 18 2.1 690.6837 3 25.31 3 F3:1186
OB5941

H1
raw.raw

1.1654E6 2 2 332 349 PEAKS
DB

R.EETSRNNPFYFPSRR.F N 69.88 1898.9023 15 1.2 633.9755 3 27.17 2 F2:1289
OB5940

H1
raw.raw

7.2799E6 5 5 167 181 PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 69.58 3387.6335 29 -9.3 1130.2080 3 36.62 2 F2:1874
OB5940

H1
raw.raw

2.6984E7 4 4 420 448 Carbamidomethylation;
Oxidation (M)

C13:Ca
rbamid
omethy
lation:1
000.00;
M22:Ox
idation
(M):69.
89

PEAKS
DB

R.REQEWEEEEEDEEEEGSNR.E N 68.88 2436.9424 19 2.8 1219.4819 2 26.47 3 F3:1258
OB5941

H1
raw.raw

3.0427E4 2 2 477 495 PEAKS
DB

total 145 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.NTLEAAFNAEFN(+.98)EIRR.V N 68.73 1894.9172 16 -3.7 948.4624 2 32.73 3 F3:1640
OB5941

H1
raw.raw

4.5098E6 3 3 316 331 Deamidation (NQ)

N12:De
amidati
on (N
Q):55.2
1

PEAKS
DB

R.N(+.98)TLEAAFNAEFNEIRR.V N 67.69 1894.9172 16 2.2 948.4680 2 35.88 1 F1:1787
OB5939

H1
raw.raw

6.2604E7 1 1 316 331 Deamidation (NQ)

N1:Dea
midatio
n (NQ):
61.82

PEAKS
DB

R.NNPFYFPSRR.F N 67.53 1296.6364 10 1.5 649.3264 2 28.95 1 F1:1356
OB5939

H1
raw.raw

1.2601E8 9 9 172 181 PEAKS
DB

K.KNPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 66.89 3515.7285 30 -3.1 879.9366 4 35.44 2 F2:1830
OB5940

H1
raw.raw

7.3362E6 2 2 419 448 Carbamidomethylation

M10:Ox
idation
(M):11.
06;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 66.20 3499.7336 30 -0.1 875.9406 4 36.52 3 F3:1868
OB5941

H1
raw.raw

1.1425E7 3 3 419 448 Carbamidomethylation

C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.VLLEEN(+.98)AGGEQEER.G N 66.02 1572.7267 14 -3.7 787.3677 2 26.82 2 F2:1276
OB5940

H1
raw.raw

0 0 0 332 345 Deamidation (NQ)

N6:Dea
midatio
n (NQ):
71.64

PEAKS
DB

R.Q(-17.03)FQNLQNHR.I N 65.38 1166.5581 9 2.4 584.2877 2 28.05 1 F1:1306
OB5939

H1
raw.raw

3.4214E6 3 3 205 213 Pyro-glu from Q

Q1:Pyr
o-glu fr
om Q:1
000.00

PEAKS
PTM

K.NPQLQDLDMMLTCVEIK(+14.02)EGALMLPHFNSK.A N 64.78 3328.6328 29 1.8 1110.5536 3 38.03 2 F2:1959
OB5940

H1
raw.raw

1.6164E7 6 6 420 448 Methylation(KR)

K17:Me
thylatio
n(KR):
77.78

PEAKS
PTM

E.VSKEHVEELTK.H N 64.44 1297.6877 11 0.8 433.5702 3 24.82 1 F1:1120
OB5939

H1
raw.raw

1.1352E5 6 6 365 375 PEAKS
DB

R.EETSRNNPFYFPSR.R N 63.62 1742.8011 14 -0.9 581.9405 3 29.89 1 F1:1419
OB5939

H1
raw.raw

6.2933E4 1 1 167 180 PEAKS
DB

A.FPGSGEQVEK.L N 61.40 1076.5138 10 5.5 539.2672 2 30.23 1 F1:1449
OB5939

H1
raw.raw

6.3559E4 1 1 563 572 PEAKS
DB

K.NPQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 60.12 3388.6174 29 -2.4 1130.5437 3 36.35 2 F2:1874
OB5940

H1
raw.raw

6.4476E5 1 1 420 448 Carbamidomethylation;
Oxidation (M)

Q5:Dea
midatio
n (NQ):
9.86;C
13:Car
bamido
methyl
ation:1
000.00;
M22:Ox
idation
(M):54.
40

PEAKS
DB

total 145 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 60.05 3403.6284 29 -4.3 1135.5452 3 35.63 3 F3:1818
OB5941

H1
raw.raw

7.9921E5 1 1 420 448 Oxidation (M);
Carbamidomethylation

M9:Oxi
dation
(M):49.
25;M1
0:Oxida
tion
(M):53.
09;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.SRQFQNLQNHR.I N 59.95 1426.7178 11 1.0 476.5803 3 24.41 2 F2:1135
OB5940

H1
raw.raw

1.5724E4 2 2 203 213 PEAKS
DB

K.NPQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 59.95 3372.6226 29 5.7 1125.2212 3 37.84 2 F2:1936
OB5940

H1
raw.raw

5.4487E7 3 3 420 448 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
32.28;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.N(+.98)PQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 55.55 3372.6226 29 5.7 1125.2212 3 37.84 2 F2:1983
OB5940

H1
raw.raw

1.3378E7 1 1 420 448 Carbamidomethylation

N1:Dea
midatio
n (NQ):
14.04;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.EGEQEWGTPGSHVREETSR.N N 55.42 2169.9675 19 1.4 724.3308 3 26.17 1 F1:1192
OB5939

H1
raw.raw

2.1848E6 5 5 153 171 PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 54.50 3403.6284 29 4.5 1135.5552 3 36.52 3 F3:1873
OB5941

H1
raw.raw

6.8814E5 2 2 420 448 Carbamidomethylation

M10:Ox
idation
(M):12.
28;C1
3:Carb
amido
methyl
ation:1
000.00;
M22:Ox
idation
(M):28.
29

PEAKS
DB

R.EQEWEEEEEDEEEEGSNREVR.R N 54.08 2665.0535 21 2.4 889.3606 3 27.87 1 F1:1308
OB5939

H1
raw.raw

4.4193E5 2 2 478 498 PEAKS
DB

R.WGPAGPR.E N 53.83 739.3765 7 -0.2 370.6955 2 24.50 2 F2:1143
OB5940

H1
raw.raw

2.1628E5 2 2 115 121 PEAKS
DB

N.PFYFPSRR.F N 53.53 1068.5504 8 3.3 535.2842 2 28.95 1 F1:1360
OB5939

H1
raw.raw

3.1024E6 3 3 174 181 PEAKS
DB

total 145 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.LFEVKPDKKNPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 53.37 3147.6018 26 -4.4 787.9042 4 32.55 3 F3:1633
OB5941

H1
raw.raw

2.1681E6 3 3 411 436 Carbamidomethylation

M19:Ox
idation
(M):17.
01;C2
2:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.NPQLQDLDMMLTCVEIK(+14.02)EGALM(+15.99)LPHFNSK.A N 52.56 3344.6277 29 4.1 837.1677 4 37.13 2 F2:1903
OB5940

H1
raw.raw

1.5437E6 1 1 420 448 Oxidation (M)

K17:Me
thylatio
n(KR):
24.93;
M22:Ox
idation
(M):51.
99

PEAKS
PTM

R.NT(-18.01)LEAAFNAEFNEIRR.V N 52.23 1875.9227 16 -2.4 626.3134 3 33.43 2 F2:1683
OB5940

H1
raw.raw

1.354E7 3 3 316 331 Dehydration

T2:Deh
ydratio
n:1000.
00

PEAKS
PTM

L.EAAFNAEFNEIRR.V N 52.09 1565.7585 13 -4.7 783.8829 2 34.06 1 F1:1677
OB5939

H1
raw.raw

1.7113E6 2 2 319 331 PEAKS
DB

K.IRPEGREGEQEWGTPGSHVR.E N 51.92 2276.1045 20 0.7 570.0338 4 26.47 3 F3:1255
OB5941

H1
raw.raw

1.9287E5 1 1 147 166 PEAKS
DB

R.LFEVKPDK.K N 51.87 974.5436 8 0.9 488.2795 2 25.40 1 F1:1153
OB5939

H1
raw.raw

7.0978E5 6 6 411 418 PEAKS
DB

R.IVQIEAKP(+15.99)NTLVLPK.H N 51.31 1678.0028 15 -2.8 840.0063 2 29.56 3 F3:1444
OB5941

H1
raw.raw

9.9803E5 2 2 214 228 Hydroxylation Pro

P8:Hyd
roxylati
on Pro:
65.06

PEAKS
DB

K.K(+43.01)(+14.02)GSEEEGDITNPINLR.E N 51.26 1827.8962 16 0.6 914.9559 2 28.50 3 F3:1391
OB5941

H1
raw.raw

2.757E5 2 2 383 398 Carbamylation;
Methylation(KR)

K1:Car
bamyla
tion:10
00.00;
K1:Met
hylation
(KR):1
68.07

PEAKS
PTM

K.NPQLQDLDMM(+15.99)LTCVEIK(+14.02).E N 51.01 2019.9679 17 -7.0 1010.9842 2 37.36 1 F1:1877
OB5939

H1
raw.raw

0 0 0 420 436 Methylation(KR)

M10:Ox
idation
(M):11.
06;K1
7:Meth
ylation
(KR):1
000.00

PEAKS
PTM

R.RVLLEENAGGEQEERGQR.R N 50.12 2069.0249 18 2.1 690.6837 3 24.88 2 F2:1165
OB5940

H1
raw.raw

2.8524E5 1 1 331 348 PEAKS
DB

K.KNPQLQDLDMM(-48.00)LTC(+57.02)VEIK.E N 49.96 2127.0703 18 1.7 710.0319 3 30.71 2 F2:1521
OB5940

H1
raw.raw

3.3467E6 2 2 419 436 Carbamidomethylation

M11:De
thiomet
hyl:14.
02;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
PTM

K.KNPQLQDLDMMLTCVEIK(+14.02)EGALMLPHFNSK.A N 49.06 3456.7278 30 2.7 865.1915 4 36.90 2 F2:1892
OB5940

H1
raw.raw

3.1386E5 1 1 419 448 Methylation(KR)

K18:Me
thylatio
n(KR):
50.90

PEAKS
PTM

total 145 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFN(+.98)SK.A N 48.99 3388.6174 29 5.0 848.1659 4 36.17 3 F3:1849
OB5941

H1
raw.raw

7.0919E6 2 2 420 448 Carbamidomethylation;
Deamidation (NQ)

M10:Ox
idation
(M):0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00;N2
7:Dea
midatio
n (NQ):
51.54

PEAKS
DB

R.LFEVKPDKKNPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 48.67 3163.5967 26 2.1 791.9081 4 32.37 1 F1:1585
OB5939

H1
raw.raw

6.4006E5 1 1 411 436 Oxidation (M);
Carbamidomethylation

M18:Ox
idation
(M):10
00.00;
M19:Ox
idation
(M):10
00.00;
C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 48.60 3403.6284 29 2.2 851.9163 4 36.24 2 F2:1851
OB5940

H1
raw.raw

3.928E6 2 2 420 448 Carbamidomethylation;
Oxidation (M)

M9:Oxi
dation
(M):10.
11;C1
3:Carb
amido
methyl
ation:1
000.00;
M22:Ox
idation
(M):53.
09

PEAKS
DB

N.TPGQFEDFFPASSR.D N 48.49 1584.7208 14 -0.2 793.3676 2 35.63 3 F3:1821
OB5941

H1
raw.raw

2.7376E5 1 1 291 304 PEAKS
DB

R.NTLEAAFN(+.98)AEFNEIRR.V N 48.19 1894.9172 16 -0.3 948.4656 2 32.92 1 F1:1570
OB5939

H1
raw.raw

1.5926E6 1 1 316 331

N8:Dea
midatio
n (NQ):
8.26

PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALMLPHFN(+.98)SK.A N 47.92 3372.6226 29 7.4 844.1691 4 37.85 2 F2:1914
OB5940

H1
raw.raw

5.3901E7 2 2 420 448 Carbamidomethylation;
Deamidation (NQ)

C13:Ca
rbamid
omethy
lation:1
000.00;
N27:De
amidati
on (N
Q):61.8
4

PEAKS
DB

R.QFQNLQNHR.I N 46.78 1183.5846 9 0.4 592.7998 2 23.96 2 F2:1106
OB5940

H1
raw.raw

7.7423E4 5 5 205 213 PEAKS
DB

R.EQEWEEEEEDEEEEGSNREVRR.Y N 46.42 2821.1545 22 1.8 941.3939 3 26.75 1 F1:1227
OB5939

H1
raw.raw

3.455E6 3 3 478 499 PEAKS
DB

K.Q(-17.03)AKDLAFPGSGEQVEK.L N 45.78 1685.8260 16 0.9 843.9211 2 29.97 1 F1:1427
OB5939

H1
raw.raw

0 0 0 557 572 Pyro-glu from Q

Q1:Pyr
o-glu fr
om Q:1
000.00

PEAKS
PTM

total 145 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

V.QIEAKPNTLVLPK.H N 45.72 1449.8555 13 -3.5 725.9325 2 29.92 3 F3:1467
OB5941

H1
raw.raw

1.2647E6 3 3 216 228 PEAKS
DB

K.KN(+.98)PQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 44.87 2192.0527 18 9.2 1097.0437 2 32.33 2 F2:1621
OB5940

H1
raw.raw

8.5764E4 1 1 419 436 Carbamidomethylation

N2:Dea
midatio
n (NQ):
14.04;
M11:Ox
idation
(M):0.0
0;C14:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
DB

R.I(+42.01)VQ(+15.00)IEAKPNTLVLPK.H N 43.55 1719.0182 15 6.6 860.5220 2 30.00 2 F2:1474
OB5940

H1
raw.raw

1.6151E7 3 3 214 228
Acetylation (N-term);
Deamidation followed
by a methylation

I1:Acet
ylation
(N-ter
m):100
0.00;Q
3:Dea
midatio
n follow
ed by a
methyl
ation:1
21.92

PEAKS
PTM

R.LFEVKPDKK.N N 43.08 1102.6385 9 1.1 552.3271 2 24.94 3 F3:1179
OB5941

H1
raw.raw

2.3087E5 2 2 411 419 PEAKS
DB

N.TLEAAFNAEFNEIRR.V N 43.00 1779.8904 15 -3.0 890.9498 2 32.91 3 F3:1655
OB5941

H1
raw.raw

4.3913E5 1 1 317 331 PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALM(-48.00)LPHFNSK.A N 42.94 3323.6353 29 -1.0 831.9153 4 35.81 3 F3:1829
OB5941

H1
raw.raw

2.5446E6 1 1 420 448 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00;
M22:De
thiomet
hyl:30.
24

PEAKS
PTM

R.WGP(+15.99)AGPR.E N 42.77 755.3714 7 -0.4 378.6928 2 22.57 2 F2:1037
OB5940

H1
raw.raw

3.1259E3 1 1 115 121

P3:Hyd
roxylati
on Pro:
22.34

PEAKS
DB

K.KNPQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 42.58 3500.7175 30 0.4 1167.9136 3 36.34 2 F2:1850
OB5940

H1
raw.raw

5.0176E5 1 1 419 448 Carbamidomethylation

Q6:Dea
midatio
n (NQ):
14.04;
C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.REQEWEEEEEDEEEEGSN(+.98)R.E N 42.55 2437.9265 19 7.6 813.6556 3 26.55 1 F1:1226
OB5939

H1
raw.raw

3.9265E4 1 1 477 495

N18:De
amidati
on (N
Q):0.00

PEAKS
DB

total 145 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NPQLQDLDMMLTC(+57.02)VEIK(+43.01)EGALMLPHFNSK(+14.02).A N 42.54 3428.6602 29 -4.2 1143.8892 3 37.82 3 F3:1939
OB5941

H1
raw.raw

1.0346E6 1 1 420 448 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00;
K17:Ca
rbamyl
ation:1
0.80;K
29:Met
hylation
(KR):1
0.80

PEAKS
PTM

K.GTGNLELVAVRKEQQQR.G N 41.95 1925.0442 17 1.8 642.6898 3 26.36 1 F1:1214
OB5939

H1
raw.raw

1.4197E5 3 3 458 474 PEAKS
DB

K.D(+43.01)(+14.02)LAFPGSGEQVEK.L N 41.75 1432.6833 13 3.8 717.3517 2 30.92 1 F1:1485
OB5939

H1
raw.raw

2.8695E5 1 1 560 572 Carbamylation;
Methylation(others)

D1:Car
bamyla
tion:16
6.34;D
1:Meth
ylation
(other
s):102.
87

PEAKS
PTM

K.KN(+.98)PQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 40.34 3500.7175 30 7.1 876.1929 4 36.26 2 F2:1847
OB5940

H1
raw.raw

2.213E6 1 1 419 448 Carbamidomethylation

N2:Dea
midatio
n (NQ):
0.00;C
14:Car
bamido
methyl
ation:1
000.00

PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLP(+15.99)HFNSK.A N 40.24 3403.6284 29 -10.2 851.9057 4 36.72 1 F1:1838
OB5939

H1
raw.raw

0 0 0 420 448 Carbamidomethylation;
Hydroxylation Pro

M9:Oxi
dation
(M):26.
02;C1
3:Carb
amido
methyl
ation:1
000.00;
P24:Hy
droxyla
tion Pr
o:63.93

PEAKS
DB

R.ESHFVSARPQSQSP(+15.99)SSPEKEDQEEEN.Q N 40.09 2973.2859 26 -2.5 992.1001 3 25.16 1 F1:1143
OB5939

H1
raw.raw

0 0 0 579 604

P14:Hy
droxyla
tion Pr
o:29.32

PEAKS
DB

T.PGQFEDFFPASSR.D N 39.65 1483.6731 13 -1.3 742.8429 2 40.34 2 F2:2103
OB5940

H1
raw.raw

3.5787E3 1 1 292 304 PEAKS
DB

K.EGALM(-48.00)LPHFNSK.A N 38.72 1294.6670 12 2.0 432.5638 3 28.31 3 F3:1348
OB5941

H1
raw.raw

1.3523E6 1 1 437 448 Dethiomethyl

M5:Det
hiomet
hyl:100
0.00

PEAKS
PTM

R.DQS(-18.01)SYLQGFSR.N N 38.22 1268.5785 11 7.0 635.3010 2 30.87 1 F1:1484
OB5939

H1
raw.raw

0 0 0 305 315
S3:Deh
ydratio
n:33.98

PEAKS
PTM

total 145 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.N(+.98)PQ(+.98)LQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 37.95 3389.6016 29 9.0 848.4153 4 36.92 1 F1:1851
OB5939

H1
raw.raw

8.517E6 2 2 420 448 Carbamidomethylation

N1:Dea
midatio
n (NQ):
11.12;
Q3:Dea
midatio
n (NQ):
0.00;C
13:Car
bamido
methyl
ation:1
000.00;
M22:Ox
idation
(M):24.
93

PEAKS
DB

R.WGPAGP(+15.99)R.E N 37.74 755.3714 7 0.0 378.6930 2 23.87 3 F3:1097
OB5941

H1
raw.raw

7.3229E3 1 1 115 121

P6:Hyd
roxylati
on Pro:
32.97

PEAKS
DB

K.NPQLQDLDMM(-48.00)LTC(+57.02)VEIKEGALMLPHFNSK.A N 36.81 3323.6353 29 0.8 1108.8866 3 35.97 3 F3:1833
OB5941

H1
raw.raw

5.0189E6 2 2 420 448 Carbamidomethylation

M10:De
thiomet
hyl:8.1
4;C13:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
PTM

R.LFEVKPDKKN(+.98)PQLQDLDMMLTC(+57.02)VEIK.E N 36.71 3132.5908 26 9.3 1567.3173 2 34.35 3 F3:1745
OB5941

H1
raw.raw

2.2872E5 1 1 411 436 Carbamidomethylation

N10:De
amidati
on (N
Q):14.0
4;C22:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
DB

R.ESHFVSARPQSQSP(+15.99)SSPEKEDQEEE.N N 36.67 2859.2429 25 2.6 954.0907 3 24.51 2 F2:1151
OB5940

H1
raw.raw

1.0898E4 1 1 579 603

P14:Hy
droxyla
tion Pr
o:12.33

PEAKS
DB

R.E(-18.01)GEQEWGTPGSHVR.E N 36.58 1549.6909 14 -1.7 775.8514 2 27.60 3 F3:1325
OB5941

H1
raw.raw

5.8319E4 1 1 153 166 Pyro-glu from E

E1:Pyro
-glu fro
m E:10
00.00

PEAKS
PTM

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 36.40 2078.9688 17 1.1 1040.4928 2 33.80 3 F3:1701
OB5941

H1
raw.raw

0 0 0 420 436 Oxidation (M);
Carbamidomethylation

M9:Oxi
dation
(M):10
00.00;
M10:Ox
idation
(M):10
00.00;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.N(-17.03)NPFYFPSRR.F N 36.19 1279.6097 10 -0.4 427.5437 3 28.25 2 F2:1369
OB5940

H1
raw.raw

1.5243E5 1 1 172 181

N1:Am
monia-l
oss
(N):0.0
0

PEAKS
PTM

total 145 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.NPQ(+.98)LQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 36.11 3372.6226 29 9.4 1125.2253 3 40.75 1 F1:2064
OB5939

H1
raw.raw

5.8612E5 1 1 420 448 Carbamidomethylation

Q3:Dea
midatio
n (NQ):
0.00;C
13:Car
bamido
methyl
ation:1
000.00

PEAKS
DB

K.N(+.98)PQ(+.98)LQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 35.87 3373.6067 29 9.1 1687.8259 2 38.03 2 F2:1999
OB5940

H1
raw.raw

2.685E5 1 1 420 448 Carbamidomethylation

N1:Dea
midatio
n (NQ):
3.13;Q
3:Dea
midatio
n (NQ):
5.47;C
13:Car
bamido
methyl
ation:1
000.00

PEAKS
DB

Q.IEAKPNTLVLPK.H N 35.55 1321.7969 12 -4.5 661.9028 2 29.65 2 F2:1449
OB5940

H1
raw.raw

6.4226E5 2 2 217 228 PEAKS
DB

K.EGALMLPH(+14.02)FNSK.A N 35.50 1356.6860 12 1.3 679.3512 2 30.49 3 F3:1499
OB5941

H1
raw.raw

2.5433E4 1 1 437 448 Methylation(others)

H8:Met
hylation
(other
s):53.5
3

PEAKS
PTM

R.VLLE(+21.98)ENAGGEQEER.G N 35.40 1593.7246 14 -0.7 797.8690 2 26.03 2 F2:1239
OB5940

H1
raw.raw

1.529E5 3 3 332 345

E4:Sodi
um add
uct:40.
00

PEAKS
PTM

K.NP(+15.99)QLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 35.20 3403.6284 29 -3.4 851.9115 4 35.28 1 F1:1792
OB5939

H1
raw.raw

1.7685E6 1 1 420 448 Carbamidomethylation

P2:Hyd
roxylati
on Pro:
48.46;
M10:Ox
idation
(M):11.
06;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.HADADNILVIQQ(-18.01).G N 34.95 1317.6677 12 -4.9 659.8379 2 29.56 3 F3:1421
OB5941

H1
raw.raw

1.0066E5 1 1 229 240 Dehydration

Q12:De
hydrati
on:76.1
8

PEAKS
PTM

K.GT(-18.01)GNLELVAVRK.E N 34.88 1237.7142 12 0.9 413.5790 3 26.41 2 F2:1259
OB5940

H1
raw.raw

7.6712E5 3 3 458 469 Dehydration

T2:Deh
ydratio
n:1000.
00

PEAKS
PTM

K.NPQLQDLDM(-48.00)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 34.70 3323.6353 29 8.1 831.9229 4 35.72 2 F2:1816
OB5940

H1
raw.raw

1.6745E6 2 2 420 448 Carbamidomethylation

M9:Det
hiomet
hyl:17.
01;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
PTM

total 145 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

N.PQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 34.02 3257.5957 28 0.9 815.4069 4 37.83 3 F3:1952
OB5941

H1
raw.raw

2.5417E5 1 1 421 448 Carbamidomethylation

C12:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.IVQ(+.98)IEAKPNTLVLPK.H N 33.90 1662.9919 15 6.7 832.5088 2 31.45 2 F2:1578
OB5940

H1
raw.raw

3.0057E5 1 1 214 228

Q3:Dea
midatio
n (NQ):
13.11

PEAKS
DB

K.AMVIVVINK(+43.01)GTGNLELVAVRK.E Y 33.56 2266.3196 21 -2.3 756.4454 3 32.33 2 F2:1600
OB5940

H1
raw.raw

9.4705E6 1 1 449 469 Carbamylation

K9:Car
bamyla
tion:73.
08

PEAKS
PTM

K.PNTLVLPK.H N 33.50 880.5382 8 0.4 441.2766 2 27.53 2 F2:1313
OB5940

H1
raw.raw

8.6509E4 1 1 221 228 PEAKS
DB

K.G(+43.01)T(+14.02)GNLELVAVRK.E N 33.06 1312.7462 12 -0.8 657.3799 2 26.85 3 F3:1280
OB5941

H1
raw.raw

3.165E5 2 2 458 469 Carbamylation;
Methylation(others)

G1:Car
bamyla
tion:14
8.28;T
2:Meth
ylation
(other
s):59.3
0

PEAKS
PTM

R.REQEWEEEEEDEEEEGSNREVR.R N 33.06 2821.1545 22 3.9 941.3958 3 26.47 3 F3:1247
OB5941

H1
raw.raw

1.8551E6 1 1 477 498 PEAKS
DB

K.KGSEEEGDIT(-18.01)N(+.98)PINLR.E N 33.05 1753.8483 16 2.8 585.6250 3 28.08 2 F2:1354
OB5940

H1
raw.raw

8.0018E5 2 2 383 398

T10:De
hydrati
on:25.8
6;N11:
Deamid
ation
(NQ):3
2.46

PEAKS
PTM

R.EREEDWRQPR.E N 31.07 1399.6592 10 0.1 467.5604 3 24.77 3 F3:1154
OB5941

H1
raw.raw

2.8345E4 1 1 124 133 PEAKS
DB

R.EGEQEW(+15.99)GTPGSHVREETSR.N N 30.97 2185.9624 19 1.0 729.6621 3 25.31 3 F3:1191
OB5941

H1
raw.raw

3.6705E4 1 1 153 171

W6:Oxi
dation
(HW):1
2.65

PEAKS
PTM

K.HADADNILVIQQGQATVT(-18.01)VANGNNR.R N 29.88 2600.3054 25 -2.7 867.7734 3 30.76 3 F3:1503
OB5941

H1
raw.raw

3.2843E5 1 1 229 253

T18:De
hydrati
on:22.8
5

PEAKS
PTM

K.NPQLQDLDM(-48.00)MLTC(+57.02)VEIK.E N 29.75 1998.9755 17 -0.6 667.3320 3 34.07 2 F2:1713
OB5940

H1
raw.raw

8.006E5 1 1 420 436 Carbamidomethylation

M9:Det
hiomet
hyl:0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
PTM

R.EDWRRPSHQQPR.K N 29.71 1590.7764 12 -0.3 398.7013 4 24.94 3 F3:1169
OB5941

H1
raw.raw

1.2481E4 1 1 134 145 PEAKS
DB

N.NPFYFPSRR.F N 29.59 1182.5934 9 1.6 395.2057 3 28.08 2 F2:1358
OB5940

H1
raw.raw

2.5271E4 1 1 173 181 PEAKS
DB

total 145 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.IVQIEAKPNTLVLP(+15.99)K(-.98)(+42.01).H N 29.49 1719.0294 15 3.0 860.5245 2 30.75 1 F1:1437
OB5939

H1
raw.raw

4.8723E6 1 1 214 228
Hydroxylation Pro;
Amidation; Acetylation
(K)

P14:Hy
droxyla
tion Pr
o:62.3
9;K15:
Amidati
on:100
0.00;K
15:Acet
ylation
(K):66.
64

PEAKS
PTM

K.N(+.98)PQ(+.98)LQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 29.44 3390.5854 29 3.7 848.6568 4 38.47 3 F3:1982
OB5941

H1
raw.raw

0 0 0 420 448 Deamidation (NQ);
Carbamidomethylation

N1:Dea
midatio
n (NQ):
62.42;
Q3:Dea
midatio
n (NQ):
65.92;
Q5:Dea
midatio
n (NQ):
60.92;
M10:Ox
idation
(M):12.
28;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.EQEW(+15.99)EEEEEDEEEEGSNR.E N 29.12 2296.8362 18 4.4 1149.4304 2 27.05 1 F1:1252
OB5939

H1
raw.raw

0 0 0 478 495 Oxidation (HW)

W4:Oxi
dation
(HW):1
000.00

PEAKS
PTM

K.HADADNILVIQQGQAT(-18.01)VTVANGNNR.R N 29.07 2600.3054 25 -1.0 867.7748 3 30.11 2 F2:1479
OB5940

H1
raw.raw

0 0 0 229 253
T16:De
hydrati
on:0.00

PEAKS
PTM

R.E(-18.01)QEWEEEEEDEEEEGSNREVRR.Y N 28.92 2803.1440 22 2.8 935.3912 3 28.31 3 F3:1363
OB5941

H1
raw.raw

2.9497E4 1 1 478 499 Pyro-glu from E

E1:Pyro
-glu fro
m E:10
00.00

PEAKS
PTM

K.KN(+.98)P(+15.99)Q(+.98)LQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 28.66 3518.6804 30 -5.1 880.6729 4 37.59 1 F1:1890
OB5939

H1
raw.raw

0 0 0 419 448 Deamidation (NQ);
Carbamidomethylation

N2:Dea
midatio
n (NQ):
55.07;P
3:Hydr
oxylatio
n Pro:4
3.60;Q
4:Dea
midatio
n (NQ):
57.68;
Q6:Dea
midatio
n (NQ):
58.78;
C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.NTLEAAFNAEFNEIRRVLLEENAGGEQEER.G N 28.52 3447.6653 30 -1.2 1150.2277 3 38.03 2 F2:1966
OB5940

H1
raw.raw

1.3831E5 1 1 316 345 PEAKS
DB

total 145 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

R.ESHFVSARPQSQSP(+15.99)SSP(+15.99)EKEDQEEEN.Q N 28.43 2989.2808 26 0.3 997.4344 3 24.81 3 F3:1156
OB5941

H1
raw.raw

0 0 0 579 604

P14:Hy
droxyla
tion Pr
o:17.9
1;P17:
Hydrox
ylation
Pro:28.
14

PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+58.01)VEIK.E N 28.36 2063.9578 17 -3.4 1032.9827 2 37.19 1 F1:1881
OB5939

H1
raw.raw

2.5393E4 1 1 420 436 Carboxymethyl

M10:Ox
idation
(M):8.6
9;C13:
Carbox
ymethy
l:1000.
00

PEAKS
PTM

K.DLAFPGSGEQVEK(+14.02)LIK(+43.01).N N 28.34 1786.9464 16 -3.8 894.4771 2 32.91 3 F3:1654
OB5941

H1
raw.raw

6.9695E5 1 1 560 575

K13:Me
thylatio
n(KR):
4.52;K
16:Car
bamyla
tion:4.5
2

PEAKS
PTM

K.KN(+.98)PQ(+.98)LQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 28.34 3501.7017 30 6.9 1168.2493 3 36.92 1 F1:1845
OB5939

H1
raw.raw

2.5153E5 1 1 419 448 Carbamidomethylation

N2:Dea
midatio
n (NQ):
0.00;Q
4:Dea
midatio
n (NQ):
0.00;C
14:Car
bamido
methyl
ation:1
000.00

PEAKS
DB

K.N(+.98)PQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 27.69 3388.6174 29 8.6 1130.5562 3 39.33 3 F3:2085
OB5941

H1
raw.raw

8.4125E5 1 1 420 448 Carbamidomethylation

N1:Dea
midatio
n (NQ):
0.00;M
9:Oxida
tion
(M):0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
DB

R.IFLAGDKDNVVDQIEK(+71.04).Q Y 27.67 1873.9785 16 -7.1 625.6624 3 32.19 3 F3:1586
OB5941

H1
raw.raw

4.3111E6 1 1 541 556

K16:Pr
opiona
mide
(K, X@
N-ter
m):31.
37

PEAKS
PTM

R.EGEQEWGTP(+15.99)GSHVREETSR.N N 27.48 2185.9624 19 1.1 729.6622 3 24.88 2 F2:1169
OB5940

H1
raw.raw

1.6768E4 1 1 153 171 Hydroxylation Pro

P9:Hyd
roxylati
on Pro:
1000.0
0

PEAKS
DB

R.IVQIEAKPNT(-18.01)LVLPK.H N 27.41 1643.9974 15 6.1 549.0098 3 30.06 1 F1:1436
OB5939

H1
raw.raw

1.3913E6 1 1 214 228 Dehydration

T10:De
hydrati
on:100
0.00

PEAKS
PTM

total 145 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
raw

peanut
#Feature

#Feature
raw

peanut
Start End PTM AScore Found

By

K.K(+58.01)GSEEEGDITNPINLR.E N 27.35 1828.8802 16 6.8 915.4536 2 28.67 3 F3:1391
OB5941

H1
raw.raw

8.3578E4 1 1 383 398 Carboxymethyl (KW,
X@N-term)

K1:Car
boxyme
thyl (K
W, X@N
-term):
1000.0
0

PEAKS
PTM

total 145 peptides

tr|A0A290FZZ3|A0A290FZZ3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area raw peanut #Feature #Feature raw peanut Start End PTM AScore Found By

R.LTGTVPSSLSLLTQLTQLK.L Y 87.74 1999.1565 19 -0.9 1000.5846 2 38.02 1 F1:1918 OB5939 H1 raw.raw 1.9568E5 1 1 121 139 PEAKS DB

K.IFNLDLSNNLLVDPFPEMNVK.G Y 42.96 2431.2456 21 4.1 1216.6350 2 39.67 1 F1:2010 OB5939 H1 raw.raw 0 0 0 256 276 PEAKS DB

total 2 peptides

Peptide List
 
 

Prepared with PEAKS ™ (bioinfor.com)
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Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptides being kept. Y axis is the
corresponding FDR. 

Figure 2. PSM score distribution. (a) Distribution of PEAKS peptide score; (b) Scatterplot of PEAKS peptide
score versus precursor mass error. 

(a) (b)

Table 1. Statistics of data.
#Scans #Features Identified #Peptides #Sequences

http://www.bioinfor.com/false-discovery-rate-fdr-curve-peaksdb/
http://www.bioinfor.com/psm-score-distribution/
User
Typewriter
Ara h 1 GEL BAND ROASTED
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#Proteins*

MS1 MS/MS #Chimera #PSMs #Scans #Features** Groups All Top
Total 5509 7162 1123 12747 3058 2940 918 344 126 2 4 3

roasted
peanut 5509 7162 1123 12747 3058 2940 918 344 126 2 4 3

* proteins with significant peptides are used in counts.
 ** features are identified by DB search only.

 
Figure 3. Sample overlap for Proteins and Peptides (up to 8 samples). (a) All Proteins; (b) Top Proteins; (c)
Peptides; 

(a)
Not applicable to only one sample

(b)
Not applicable to only one sample

(c)
Not applicable to only one sample

Figure 4. Distribution of peptide feature detection. (a) Feature m/z distribution; (b) Feature RT distribution.

(a) (b)

Figure 5. Distribution of identified peptide features. (a) Feature abundance distribution; (b) De novo
sequencing validation. 

(a) (b)

http://www.bioinfor.com/venn-diagramtable/
http://www.bioinfor.com/de-novo-result-validation/
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Table 2. Result filtration parameters.
Peptide -10lgP ≥25.5
PTM Ascore ≥50
Protein -10lgP ≥20
Proteins unique peptides ≥2
De novo score(%) ≥50%

Table 3. Statistics of filtered result.
FDR (Peptide-Spectrum Matches) 0.1%
FDR (Peptide Sequences) 0.9%
FDR (Protein Group) 0.0%
De Novo Only Spectra 608

Table 4. PTM profile.
Name ∆Mass Position #PSM -10lgP Abundance AScore

Carbamidomethyl 57.02 C 303 116.47 4.22E6 1000.00

Oxidation 15.99 M 232 116.10 3.41E6 26.02

Deamidation .98 NQ 114 101.58 2.7E6 24.32

HydPro 15.99 P 104 84.52 1.07E7 41.53

Methylation(KR) 14.02 KR 46 85.42 3.72E5 1000.00

Carbamylation 43.01 K,N-term 39 55.95 3.83E4 1000.00

Oxidation 15.99 HW 34 86.71 3.36E5 1000.00

Amidine 41.03 N-term 34 59.87 1.04E7 1000.00

Methylation(others) 14.02 CDEHST 31 93.65 1.36E6 33.98

Dehydration -18.01 DSTY 27 68.93 1.92E5 40.00

Oxidation 15.99 DKNRY 19 57.68 3.67E5 51.51

Dethiomethyl -48.00 M 19 76.61 1.43E6 14.02

Formylation 27.99 K,N-term 15 78.41 1.02E6 98.75

Pyro-glu from E -18.01 N-term 12 60.61 1.12E5 1000.00

Dihydroxy 31.99 RW 10 60.54  21.02

Cation:Fe[II] 53.92 DE 9 50.61  20.92

Pyro-glu from Q -17.03 N-term 9 65.43 2.88E4 1000.00

Ammonia loss -17.03 N 8 72.17 7.61E5 1000.00

Sodium 21.98 E 7 48.97 1.59E5 9.34

Acetylation 42.01 K 5 77.03  1000.00
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3. Experiment Control
Figure 6. Precursor mass error of peptide-spectrum matches (PSM) in filtered result. (a) Distribution of
precursor mass error in ppm; (b) Scatterplot of precursor m/z versus precursor mass error in ppm. 

(a) (b)

Table 5. Number of identified peptides in each sample by the number of missed cleavages.

Missed Cleavages 0 1 2 3 4+
roasted peanut 143 154 47 0 0

4. Other Information
Table 6. Search parameters.
Search Engine Name: PEAKS

 Parent Mass Error Tolerance: 10.0 ppm
 Fragment Mass Error Tolerance: 0.5 Da
 Precursor Mass Search Type: monoisotopic

 Enzyme: Trypsin
 Max Missed Cleavages: 2

 Digest Mode: Unspecific
 Fixed Modifications: 

   Carbamidomethylation: 57.02
 Variable Modifications: 

   Deamidation (NQ): 0.98
   Oxidation (M): 15.99

   Hydroxylation Pro: 15.99

Table 7. Instrument parameters.
Fractions: OB5954 H1 Ro.raw, OB5955 H1 Ro.raw, OB5956 H1 Ro.raw

 
Ion Source: ESI(nano-spray)

 Fragmentation Mode: CID, CAD(y and b ions)
 MS Scan Mode: FT-ICR/Orbitrap

 MS/MS Scan Mode: Linear Ion Trap
 

http://www.bioinfor.com/experiment-control/


11/23/21, 10:33 AM proteins

file:///C:/Users/Katarina/PeaksExports/Ara h 1 gel for peanut PTM_PEAKS PTM_16/protein.html 5/80

  Acetylation (K): 42.01
  Acetylation (Protein N-term): 42.01
  Acetylation (N-term): 42.01
  Amidation: -0.98
  Beta-methylthiolation: 45.99
  and 305 more...
Max Variable PTM Per Peptide: 5
Database: Uniprot_Peanut-3818_Jul18
Taxon: All
Contaminant Database: contaminantsMQ_mar19
Searched Entry: 1723
FDR Estimation: Enabled
De novo score(%) threshold: 15
Peptide hit threshold (-10logP): 30.0
Peaks run ID: 15
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Charge: 2 - 15
Process: true
Associate chimera: yes

Protein List

Protein Accession Contains:
Protein Description Contains:
Protein Sample Area >=
Protein PTM Contains:

Protein
Group

Protein
ID Accession -10lgP Coverage

(%)
Coverage (%) roasted

peanut
Area roasted

peanut #Peptides #Unique #Spec roasted
peanut PTM Avg.

Mass Description

2 3 P43237|ALL11_ARAHY 493.02 64 64 1.2143E8 93 10 2819 Y 70283 Allergen Ara h 1, clone P17 OS=Arachis hypogaea OX=3818 PE=1 S
V=1

2 2 tr|B3IXL2|B3IXL2_ARAHY 493.02 64 64 1.2143E8 93 10 2819 Y 70283 Main allergen Ara h1 OS=Arachis hypogaea OX=3818 PE=2 SV=1

4 7 tr|E5G076|E5G076_ARAHY 440.15 48 48 3.4977E6 58 3 1319 Y 70788 Ara h 1 allergen OS=Arachis hypogaea OX=3818 GN=ara h 1 PE=4
SV=1

total 3 proteins

P43237|ALL11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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Supporting Peptides:

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.EQEWEEEEEDEEEEGSNR.E N 117.09 2280.8413 18 3.3 1141.4316 2 28.28 5 F5:1371
OB5955

H1
Ro.raw

4.6914E6 7 7 473 490 PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIK.E N 116.47 2175.0737 18 3.2 1088.5476 2 35.21 5 F5:1788
OB5955

H1
Ro.raw

1.5503E7 6 6 414 431 Carbamidomethylation

C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 116.10 2062.9736 17 5.0 1032.4993 2 34.71 6 F6:1780
OB5956

H1
Ro.raw

1.155E7 4 4 415 431 Carbamidomethylation

M10:Ox
idation
(M):30.
46;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 115.70 2062.9736 17 -4.7 1032.4893 2 36.62 4 F4:1873
OB5954

H1
Ro.raw

3.8486E6 3 3 415 431 Carbamidomethylation

M9:Oxi
dation
(M):30.
46;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIK.E N 112.86 2046.9788 17 0.2 1024.4968 2 37.11 6 F6:1959
OB5956

H1
Ro.raw

3.5075E7 10 10 415 431 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.NTLEAAFNAEFNEIR.R N 112.69 1737.8322 15 1.4 869.9246 2 35.64 6 F6:1825
OB5956

H1
Ro.raw

1.2023E7 6 6 313 327 PEAKS
DB

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 109.35 2242.0364 20 8.1 1122.0345 2 34.52 6 F6:1771
OB5956

H1
Ro.raw

2.1717E7 8 8 282 301 Oxidation (M)

M3:Oxi
dation
(M):10
00.00

PEAKS
DB

K.ISMPVNTPGQFEDFFPASSR.D N 107.77 2226.0415 20 0.9 1114.0291 2 35.86 4 F4:1823
OB5954

H1
Ro.raw

8.7375E7 15 15 282 301 PEAKS
DB

K.HADADNILVIQQGQATVTVANGNNRK.S N 104.88 2746.4111 26 3.3 916.4807 3 29.36 4 F4:1435
OB5954

H1
Ro.raw

3.9035E6 4 4 223 248 PEAKS
DB

total 287 peptides



11/23/21, 10:33 AM proteins

file:///C:/Users/Katarina/PeaksExports/Ara h 1 gel for peanut PTM_PEAKS PTM_16/protein.html 8/80

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.KGSEEEDITNPINLRDGEPDLSNNFGR.L N 103.39 3015.4170 27 3.4 1006.1497 3 31.62 4 F4:1565
OB5954

H1
Ro.raw

1.1819E7 10 10 379 405 PEAKS
DB

K.KNPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 103.13 2191.0686 18 3.6 1096.5455 2 34.71 6 F6:1781
OB5956

H1
Ro.raw

1.4412E6 4 4 414 431 Carbamidomethylation

M10:Ox
idation
(M):27.
96;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.IFLAGDKDNVIDQIEK.Q N 102.67 1816.9570 16 6.5 909.4917 2 32.54 4 F4:1630
OB5954

H1
Ro.raw

4.3939E8 47 47 536 551 PEAKS
DB

K.HADADNILVIQQGQATVTVAN(+.98)GNNRK.S N 101.58 2747.3950 26 3.3 916.8086 3 29.66 4 F4:1454
OB5954

H1
Ro.raw

4.7756E6 7 7 223 248

N21:De
amidati
on (N
Q):31.9
1

PEAKS
DB

K.AMVIVVVNKGTGNLELVAVR.K N 99.57 2081.2031 20 -0.4 1041.6084 2 34.57 4 F4:1751
OB5954

H1
Ro.raw

3.4777E7 8 8 444 463 PEAKS
DB

K.GSEEEDITNPINLRDGEPDLSNNFGR.L N 98.43 2887.3220 26 -0.7 963.4473 3 32.67 6 F6:1660
OB5956

H1
Ro.raw

1.2511E7 5 5 380 405 PEAKS
DB

K.SFNLDEGHALR.I N 97.07 1257.6101 11 3.0 629.8142 2 28.04 4 F4:1388
OB5954

H1
Ro.raw

1.1757E8 21 21 249 259 PEAKS
DB

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 96.89 2078.9688 17 6.6 1040.4985 2 33.82 6 F6:1726
OB5956

H1
Ro.raw

7.6578E4 2 2 415 431 Oxidation (M);
Carbamidomethylation

M9:Oxi
dation
(M):10
00.00;
M10:Ox
idation
(M):10
00.00;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.AM(+15.99)VIVVVNKGTGNLELVAVR.K N 96.06 2097.1980 20 3.4 1049.6099 2 32.98 5 F5:1656
OB5955

H1
Ro.raw

2.4028E7 6 6 444 463 Oxidation (M)

M2:Oxi
dation
(M):10
00.00

PEAKS
DB

R.VLLEENAGGEQEER.G N 95.38 1571.7427 14 2.2 786.8804 2 26.92 4 F4:1300
OB5954

H1
Ro.raw

3.043E7 6 6 329 342 PEAKS
DB

K.KNPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 95.29 2191.0686 18 3.1 1096.5449 2 32.98 5 F5:1657
OB5955

H1
Ro.raw

1.9358E6 4 4 414 431 Carbamidomethylation

M11:Ox
idation
(M):23.
10;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.SFNLDEGHALRIPSGFISYILNR.H N 95.27 2618.3604 23 1.9 873.7957 3 37.65 6 F6:1935
OB5956

H1
Ro.raw

7.1821E7 11 11 249 271 PEAKS
DB

R.DQSSYLQGFSR.N N 94.26 1286.5891 11 -0.9 644.3013 2 30.91 4 F4:1531
OB5954

H1
Ro.raw

9.6573E7 19 19 302 312 PEAKS
DB

R.RVLLEENAGGEQEER.G N 93.77 1727.8438 15 0.2 576.9553 3 25.30 5 F5:1185
OB5955

H1
Ro.raw

8.7628E5 6 6 328 342 PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.NPQLQDLDMMLTC(+14.02)VEIK.E N 93.65 2003.9730 17 2.7 1002.9965 2 38.33 5 F5:1965
OB5955

H1
Ro.raw

5.8314E6 4 4 415 431

C13:Me
thylatio
n(other
s):33.9
8

PEAKS
PTM

R.IFLAGDKDNVIDQIEKQAK.D N 92.18 2144.1477 19 -2.1 715.7217 3 32.42 5 F5:1625
OB5955

H1
Ro.raw

1.615E6 3 3 536 554 PEAKS
DB

R.IPSGFISYILNR.H N 92.13 1378.7609 12 1.1 690.3885 2 37.47 6 F6:1945
OB5956

H1
Ro.raw

4.5588E8 9 9 260 271 PEAKS
DB

K.AMVIVVVNKGTGNLELVAVRK.E N 91.52 2209.2981 21 4.7 737.4434 3 32.59 4 F4:1633
OB5954

H1
Ro.raw

1.2306E8 14 14 444 464 PEAKS
DB

R.KSFNLDEGHALR.I N 88.41 1385.7051 12 1.3 693.8607 2 26.06 5 F5:1228
OB5955

H1
Ro.raw

5.4977E6 6 6 248 259 PEAKS
DB

R.REQEWEEEEEDEEEEGSNR.E N 88.08 2436.9424 19 0.6 813.3219 3 26.73 4 F4:1278
OB5954

H1
Ro.raw

9.3919E5 7 7 472 490 PEAKS
DB

R.EQEW(+15.99)EEEEEDEEEEGSNR.E N 86.71 2296.8362 18 2.5 1149.4282 2 27.64 6 F6:1309
OB5956

H1
Ro.raw

1.0675E6 3 3 473 490 Oxidation (HW)

W4:Oxi
dation
(HW):1
000.00

PEAKS
PTM

K.KGSEEEDITNPINLR.D N 86.46 1713.8533 15 4.2 857.9375 2 29.29 4 F4:1432
OB5954

H1
Ro.raw

8.9159E6 6 6 379 393 PEAKS
DB

K.NPQLQDLDM(+15.99)MLTCVEIK(+14.02).E N 85.42 2019.9679 17 2.2 1010.9934 2 37.33 4 F4:1920
OB5954

H1
Ro.raw

7.9299E5 2 2 415 431 Methylation(KR)

M9:Oxi
dation
(M):21.
94;K1
7:Meth
ylation
(KR):1
000.00

PEAKS
PTM

K.DLAFPGSGEQVEK.L N 85.27 1375.6619 13 -0.7 688.8377 2 30.39 4 F4:1498
OB5954

H1
Ro.raw

9.2216E7 3 3 555 567 PEAKS
DB

R.VLLEEN(+.98)AGGEQEER.G N 85.22 1572.7267 14 2.8 787.3728 2 27.46 6 F6:1340
OB5956

H1
Ro.raw

6.8644E5 3 3 329 342 Deamidation (NQ)

N6:Dea
midatio
n (NQ):
121.37

PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 85.17 3371.6387 29 -4.9 1686.8184 2 38.00 5 F5:1955
OB5955

H1
Ro.raw

1.5541E8 10 10 415 443 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.DGEPDLSNNFGR.L N 84.59 1319.5742 12 0.6 660.7948 2 29.29 4 F4:1422
OB5954

H1
Ro.raw

7.8399E6 3 3 394 405 PEAKS
DB

K.ISMP(+15.99)VNTPGQFEDFFPASSR.D N 84.52 2242.0364 20 -2.0 1122.0232 2 34.47 5 F5:1814
OB5955

H1
Ro.raw

1.0743E7 2 2 282 301

P4:Hyd
roxylati
on Pro:
42.89

PEAKS
DB

R.EGEQEWGTPGSEVREETSR.N Y 84.24 2161.9512 19 4.4 1081.9877 2 27.86 4 F4:1344
OB5954

H1
Ro.raw

4.0932E7 7 7 147 165 PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 83.17 3387.6335 29 -0.6 1130.2178 3 37.70 4 F4:1939
OB5954

H1
Ro.raw

9.055E7 6 6 415 443 Carbamidomethylation

M9:Oxi
dation
(M):26.
02;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.NTLEAAFNAEFNEIRR.V N 81.08 1893.9332 16 -2.6 947.9714 2 34.11 5 F5:1711
OB5955

H1
Ro.raw

2.8495E8 15 15 313 328 PEAKS
DB

R.GRREQEWEEEEEDEEEEGSNR.E N 80.86 2650.0649 21 1.1 884.3632 3 26.73 4 F4:1280
OB5954

H1
Ro.raw

8.7144E5 6 6 470 490 PEAKS
DB

R.EGEQEWGTPGSEVR.E Y 80.82 1559.6852 14 1.4 780.8510 2 28.04 4 F4:1358
OB5954

H1
Ro.raw

3.4069E6 3 3 147 160 PEAKS
DB

K.EGALMLPHFNSK.A N 80.31 1342.6703 12 2.3 672.3440 2 30.63 5 F5:1504
OB5955

H1
Ro.raw

1.4317E7 5 5 432 443 PEAKS
DB

K.SFNLDEGH(+15.99)ALR.I N 80.04 1273.6051 11 -0.5 637.8095 2 30.29 4 F4:1491
OB5954

H1
Ro.raw

9.1981E5 2 2 249 259 Oxidation (HW)

H8:Oxi
dation
(HW):1
000.00

PEAKS
PTM

R.LFEVKPDKKNPQLQDLDMMLTC(+57.02)VEIK.E N 78.90 3131.6069 26 -4.0 1044.8721 3 34.65 5 F5:1756
OB5955

H1
Ro.raw

5.2558E6 4 4 406 431 Carbamidomethylation

C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.I(+27.99)FLAGDKDNVIDQIEK.Q N 78.41 1844.9519 16 -2.1 923.4813 2 36.23 4 F4:1853
OB5954

H1
Ro.raw

2.4413E6 3 3 536 551 Formylation
I1:For
mylatio
n:98.75

PEAKS
PTM

K.GSEEEDITNPINLR.D N 78.13 1585.7583 14 2.3 793.8882 2 31.16 5 F5:1548
OB5955

H1
Ro.raw

3.4694E6 3 3 380 393 PEAKS
DB

F.LAGDKDNVIDQIEK.Q N 78.02 1556.8046 14 -6.3 779.4047 2 32.21 6 F6:1629
OB5956

H1
Ro.raw

5.4762E6 4 4 538 551 PEAKS
DB

K.AMVIVVVNK.G N 77.85 971.5837 9 -0.8 486.7987 2 30.10 5 F5:1540
OB5955

H1
Ro.raw

7.1402E6 3 3 444 452 PEAKS
DB

R.VAK(+42.01)ISMPVNTPGQFEDFFPASSR.D N 77.03 2566.2524 23 0.5 1284.1342 2 36.43 6 F6:1881
OB5956

H1
Ro.raw

0 0 0 279 301 Acetylation (K)

K3:Acet
ylation
(K):100
0.00

PEAKS
PTM

K.NPQLQDLDMM(-48.00)LTC(+57.02)VEIK.E N 76.61 1998.9755 17 1.9 1000.4969 2 32.85 6 F6:1670
OB5956

H1
Ro.raw

6.204E6 3 3 415 431 Carbamidomethylation

M10:De
thiomet
hyl:14.
02;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
PTM

K.ISMPVNTP(+15.99)GQFEDFFPASSR.D N 75.57 2242.0364 20 1.5 1122.0271 2 35.64 6 F6:1836
OB5956

H1
Ro.raw

1.0022E6 1 1 282 301

P8:Hyd
roxylati
on Pro:
10.93

PEAKS
DB

K.EGALMLPHFN(+.98)SK.A N 75.32 1343.6543 12 2.6 672.8362 2 31.66 6 F6:1595
OB5956

H1
Ro.raw

1.7726E5 2 2 432 443 Deamidation (NQ)

N10:De
amidati
on (N
Q):100
0.00

PEAKS
DB

R.VAKISMPVNTPGQFEDFFPASSR.D N 75.04 2524.2419 23 -2.9 842.4188 3 34.29 5 F5:1735
OB5955

H1
Ro.raw

1.671E6 3 3 279 301 PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 74.64 3499.7336 30 -3.9 875.9373 4 36.80 4 F4:1884
OB5954

H1
Ro.raw

6.9756E6 4 4 414 443 Carbamidomethylation

C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.NTLEAAFN(+.98)AEFNEIRR.V N 74.52 1894.9172 16 -2.2 948.4638 2 32.35 4 F4:1616
OB5954

H1
Ro.raw

1.3754E6 3 3 313 328

N8:Dea
midatio
n (NQ):
48.12

PEAKS
DB

R.KSFNLDEGHALRIPSGFISYILNR.H N 73.99 2746.4553 24 0.1 687.6212 4 36.45 5 F5:1860
OB5955

H1
Ro.raw

1.0287E6 2 2 248 271 PEAKS
DB

R.EETSRN(+.98)NPFYFPSRR.F N 73.61 1899.8864 15 -0.2 634.3026 3 28.39 4 F4:1381
OB5954

H1
Ro.raw

5.4651E5 3 3 161 175

N6:Dea
midatio
n (NQ):
33.98

PEAKS
DB

R.RVLLEENAGGEQEERGQR.R N 73.30 2069.0249 18 1.9 690.6835 3 25.60 4 F4:1205
OB5954

H1
Ro.raw

1.8274E6 3 3 328 345 PEAKS
DB

K.GTGNLELVAVR.K N 72.98 1127.6299 11 -1.3 564.8215 2 30.21 4 F4:1476
OB5954

H1
Ro.raw

2.4766E7 4 4 453 463 PEAKS
DB

K.EGALM(+15.99)LPHFNSK.A N 72.82 1358.6653 12 -0.5 680.3396 2 30.10 5 F5:1469
OB5955

H1
Ro.raw

3.1504E6 5 5 432 443 Oxidation (M)

M5:Oxi
dation
(M):10
00.00

PEAKS
DB

R.IPSGFISYILN(-17.03)R.H N 72.17 1361.7343 12 -0.6 681.8740 2 38.07 4 F4:1963
OB5954

H1
Ro.raw

1.5056E6 3 3 260 271 Ammonia-loss (N)

N11:A
mmoni
a-loss
(N):10
00.00

PEAKS
PTM

R.IFLAGDKDNVIDQIEKQ(+.98)AK.D N 71.42 2145.1316 19 1.5 716.0522 3 33.08 5 F5:1661
OB5955

H1
Ro.raw

0 0 0 536 554

Q17:De
amidati
on (N
Q):48.8
3

PEAKS
DB

R.IPSGFISYILNRHDNQNLR.V N 71.19 2256.1763 19 6.5 753.0709 3 33.61 6 F6:1714
OB5956

H1
Ro.raw

5.9166E7 10 10 260 278 PEAKS
DB

K.GTGNLELVAVRK.E N 70.92 1255.7249 12 0.7 628.8701 2 27.30 4 F4:1290
OB5954

H1
Ro.raw

2.2945E7 7 7 453 464 PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 70.54 3515.7285 30 -1.9 879.9377 4 36.03 6 F6:1857
OB5956

H1
Ro.raw

6.9145E6 3 3 414 443 Carbamidomethylation;
Oxidation (M)

C14:Ca
rbamid
omethy
lation:1
000.00;
M23:Ox
idation
(M):10
7.40

PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 70.15 3403.6284 29 1.1 851.9153 4 37.51 4 F4:1883
OB5954

H1
Ro.raw

7.9309E6 6 6 415 443 Carbamidomethylation;
Oxidation (M)

M9:Oxi
dation
(M):27.
96;C1
3:Carb
amido
methyl
ation:1
000.00;
M22:Ox
idation
(M):71.
31

PEAKS
DB

R.VLLEENAGGEQEERGQR.R N 69.54 1912.9238 17 0.6 957.4698 2 25.30 5 F5:1191
OB5955

H1
Ro.raw

3.4466E6 6 6 329 345 PEAKS
DB

I.PSGFISYILNR.H N 69.26 1265.6768 11 -5.5 633.8422 2 36.68 4 F4:1876
OB5954

H1
Ro.raw

3.6428E5 2 2 261 271 PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.DQS(-18.01)SYLQGFSR.N N 68.93 1268.5785 11 0.2 635.2966 2 30.91 4 F4:1537
OB5954

H1
Ro.raw

6.7379E5 3 3 302 312
S3:Deh
ydratio
n:40.00

PEAKS
PTM

R.IP(+15.99)SGFISYILNR.H N 68.69 1394.7557 12 1.5 698.3862 2 37.24 5 F5:1913
OB5955

H1
Ro.raw

6.9724E6 9 9 260 271 Hydroxylation Pro

P2:Hyd
roxylati
on Pro:
1000.0
0

PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 68.62 3387.6335 29 -0.8 1130.2175 3 36.42 4 F4:1862
OB5954

H1
Ro.raw

7.1368E7 6 6 415 443 Carbamidomethylation

M10:Ox
idation
(M):24.
44;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.RVLLEEN(+.98)AGGEQEER.G N 68.51 1728.8278 15 -0.8 577.2827 3 25.96 5 F5:1233
OB5955

H1
Ro.raw

1.3591E4 2 2 328 342 Deamidation (NQ)

N7:Dea
midatio
n (NQ):
77.53

PEAKS
DB

R.VAKISM(+15.99)PVNTPGQFEDFFPASSR.D N 68.50 2540.2368 23 2.1 847.7546 3 32.98 5 F5:1665
OB5955

H1
Ro.raw

5.6098E5 2 2 279 301 Oxidation (M)

M6:Oxi
dation
(M):10
00.00

PEAKS
DB

R.NNPFYFPSR.R N 68.49 1140.5352 9 0.9 571.2754 2 31.81 4 F4:1575
OB5954

H1
Ro.raw

1.7544E7 5 5 166 174 PEAKS
DB

K.NPQLQDLDMMLTCVEIK(+14.02)EGALMLPHFNSK.A N 68.29 3328.6328 29 0.9 833.1663 4 38.52 5 F5:1986
OB5955

H1
Ro.raw

1.7448E7 6 6 415 443 Methylation(KR)

K17:Me
thylatio
n(KR):
98.15

PEAKS
PTM

R.NNPFYFPSRR.F N 67.62 1296.6364 10 0.0 649.3254 2 28.95 4 F4:1567
OB5954

H1
Ro.raw

1.3432E8 8 8 166 175 PEAKS
DB

R.EETSRNNPFYFPSRR.F N 67.58 1898.9023 15 1.8 633.9759 3 27.75 5 F5:1339
OB5955

H1
Ro.raw

9.3426E5 3 3 161 175 PEAKS
DB

R.IVQIEARPNTLVLPK.H Y 67.30 1690.0140 15 0.3 846.0145 2 30.46 5 F5:1502
OB5955

H1
Ro.raw

4.7655E7 8 8 208 222 PEAKS
DB

K.KNPQLQDLDMMLTCVEIK(+14.02).E N 66.83 2132.0679 18 -0.6 1067.0405 2 36.31 4 F4:1858
OB5954

H1
Ro.raw

6.1629E5 2 2 414 431 Methylation(KR)

K18:Me
thylatio
n(KR):
130.57

PEAKS
PTM

R.IPSGFISY(+125.90)ILNR.H N 65.90 1504.6575 12 -1.9 753.3346 2 38.39 6 F6:2001
OB5956

H1
Ro.raw

2.2019E5 2 2 260 271 Iodination

Y8:Iodi
nation:
1000.0
0

PEAKS
PTM

R.VLLEEN(-17.03)AGGEQEER.G N 65.50 1554.7162 14 1.2 778.3663 2 27.73 5 F5:1335
OB5955

H1
Ro.raw

0 0 0 329 342 Ammonia-loss (N)

N6:Am
monia-l
oss
(N):10
00.00

PEAKS
PTM

K.Q(-17.03)AKDLAFPGSGEQVEK.L N 65.43 1685.8260 16 0.1 843.9204 2 29.98 6 F6:1503
OB5956

H1
Ro.raw

1.0547E5 3 3 552 567 Pyro-glu from Q

Q1:Pyr
o-glu fr
om Q:1
000.00

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 64.96 3403.6284 29 -3.9 1135.5457 3 35.83 6 F6:1849
OB5956

H1
Ro.raw

8.47E6 5 5 415 443 Oxidation (M);
Carbamidomethylation

M9:Oxi
dation
(M):54.
18;M1
0:Oxida
tion
(M):63.
99;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.VLLEENAGGEQEER(+14.02).G N 64.84 1585.7583 14 0.7 793.8870 2 27.86 4 F4:1339
OB5954

H1
Ro.raw

1.7453E5 3 3 329 342 Methylation(KR)

R14:Me
thylatio
n(KR):
1000.0
0

PEAKS
PTM

I.FLAGDKDNVIDQIEK.Q N 64.23 1703.8729 15 -5.7 852.9388 2 32.22 6 F6:1635
OB5956

H1
Ro.raw

3.2256E5 3 3 537 551 PEAKS
DB

L.AGDKDNVIDQIEK.Q N 63.80 1443.7205 13 -1.1 722.8667 2 32.43 4 F4:1623
OB5954

H1
Ro.raw

3.3427E5 1 1 539 551 PEAKS
DB

K.HADADNILVIQQGQ(+.98)ATVTVANGNNRK.S N 63.07 2747.3950 26 0.8 916.8063 3 31.39 4 F4:1560
OB5954

H1
Ro.raw

0 0 0 223 248

Q14:De
amidati
on (N
Q):0.00

PEAKS
DB

K.AM(+15.99)VIVVVNK.G N 63.02 987.5787 9 1.1 494.7972 2 27.11 4 F4:1283
OB5954

H1
Ro.raw

1.9071E6 3 3 444 452 Oxidation (M)

M2:Oxi
dation
(M):10
00.00

PEAKS
DB

K.DLAFP(+15.99)GSGEQVEK.L N 62.87 1391.6569 13 0.4 696.8360 2 29.40 5 F5:1432
OB5955

H1
Ro.raw

8.022E5 3 3 555 567 Hydroxylation Pro

P5:Hyd
roxylati
on Pro:
1000.0
0

PEAKS
DB

K.AM(+15.99)VIVVVNKGTGNLELVAVRK.E N 62.80 2225.2930 21 -4.1 742.7686 3 32.36 6 F6:1577
OB5956

H1
Ro.raw

1.1837E6 2 2 444 464 Oxidation (M)

M2:Oxi
dation
(M):10
00.00

PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 62.74 3387.6335 29 -1.0 1130.2173 3 37.10 5 F5:1900
OB5955

H1
Ro.raw

9.055E7 6 6 415 443 Carbamidomethylation;
Oxidation (M)

C13:Ca
rbamid
omethy
lation:1
000.00;
M22:Ox
idation
(M):82.
05

PEAKS
DB

R.SSDNEGVIVK.V N 62.02 1046.5244 10 0.4 524.2697 2 23.40 5 F5:1065
OB5955

H1
Ro.raw

3.7744E5 3 3 351 360 PEAKS
DB

K.QAKDLAFPGSGEQVEK.L N 61.87 1702.8525 16 1.2 568.6255 3 27.08 6 F6:1321
OB5956

H1
Ro.raw

2.8725E5 6 6 552 567 PEAKS
DB

K.SFNLD(-18.01)EGHALR.I N 61.63 1239.5996 11 2.9 620.8089 2 28.79 4 F4:1400
OB5954

H1
Ro.raw

0 0 0 249 259
D5:Deh
ydratio
n:49.79

PEAKS
PTM

K.SFNLDEGHALR(+31.99)IPSGFISYILNR.H N 60.54 2650.3503 23 0.1 884.4575 3 39.14 5 F5:2021
OB5955

H1
Ro.raw

5.6521E5 1 1 249 271
R11:Di
hydrox
y:46.57

PEAKS
PTM

Q.SSYLQGFSR.N N 60.35 1043.5035 9 0.6 522.7593 2 29.24 6 F6:1453
OB5956

H1
Ro.raw

6.7195E4 3 3 304 312 PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 60.02 3403.6284 29 -8.2 1135.5408 3 36.74 5 F5:1878
OB5955

H1
Ro.raw

6.6522E6 6 6 415 443 Carbamidomethylation;
Oxidation (M)

M10:Ox
idation
(M):21.
94;C1
3:Carb
amido
methyl
ation:1
000.00;
M22:Ox
idation
(M):61.
26

PEAKS
DB

K.QFQNLQNHR.I N 59.95 1183.5846 9 0.0 592.7996 2 23.81 5 F5:1102
OB5955

H1
Ro.raw

1.3905E5 5 5 199 207 PEAKS
DB

K.Q(-17.03)FQNLQNHR.I N 59.90 1166.5581 9 3.5 584.2884 2 28.04 4 F4:1346
OB5954

H1
Ro.raw

5.0983E6 3 3 199 207 Pyro-glu from Q

Q1:Pyr
o-glu fr
om Q:1
000.00

PEAKS
PTM

R.I(+41.03)P(+15.99)SGFISYILNR.H N 59.87 1435.7823 12 -3.6 718.8959 2 36.92 6 F6:1901
OB5956

H1
Ro.raw

1.7838E7 3 3 260 271

Amidination of lysines
or N-terminal amines
with methyl
acetimidate;
Hydroxylation Pro

I1:Ami
dinatio
n of lysi
nes or
N-termi
nal ami
nes wit
h meth
yl aceti
midate:
1000.0
0;P2:H
ydroxyl
ation Pr
o:1000.
00

PEAKS
PTM

K.KNPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 59.67 3531.7234 30 -1.9 883.9364 4 35.86 4 F4:1821
OB5954

H1
Ro.raw

2.0004E6 3 3 414 443 Carbamidomethylation;
Oxidation (M)

M10:Ox
idation
(M):17.
01;C1
4:Carb
amido
methyl
ation:1
000.00;
M23:Ox
idation
(M):10
1.58

PEAKS
DB

K.NPQLQ(+.98)DLDMMLTC(+57.02)VEIK.E N 59.63 2047.9629 17 1.5 1024.9902 2 44.46 6 F6:2348
OB5956

H1
Ro.raw

0 0 0 415 431 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
19.68;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.IPSGFISYILN(+.98)RHDNQNLR.V N 59.62 2257.1604 19 4.7 753.3976 3 34.29 5 F5:1740
OB5955

H1
Ro.raw

6.672E5 1 1 260 278

N11:De
amidati
on (N
Q):36.2
4

PEAKS
DB

K.EGALMLPH(+14.02)FNSK.A N 59.24 1356.6860 12 -3.0 679.3483 2 30.80 5 F5:1531
OB5955

H1
Ro.raw

3.037E5 3 3 432 443 Methylation(others)

H8:Met
hylation
(other
s):65.8
1

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

A.FPGSGEQVEK.L N 58.82 1076.5138 10 -3.4 539.2623 2 30.34 6 F6:1519
OB5956

H1
Ro.raw

4.3607E5 3 3 558 567 PEAKS
DB

K.ISM(-48.00)PVNTPGQFEDFFPASSR.D N 58.66 2178.0381 20 2.8 727.0220 3 32.48 6 F6:1652
OB5956

H1
Ro.raw

6.4552E6 4 4 282 301 Dethiomethyl

M3:Det
hiomet
hyl:100
0.00

PEAKS
PTM

R.I(+27.99)PSGFISYILNR.H N 58.63 1406.7557 12 0.7 704.3856 2 42.27 5 F5:2199
OB5955

H1
Ro.raw

0 0 0 260 271 Formylation

I1:For
mylatio
n:1000.
00

PEAKS
PTM

R.LFEVKPDKKNPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 58.02 3147.6018 26 2.2 787.9095 4 33.24 5 F5:1670
OB5955

H1
Ro.raw

2.286E6 2 2 406 431 Carbamidomethylation

M19:Ox
idation
(M):40.
00;C2
2:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.EGEQEWGTPGS(+42.01)EVR.E Y 57.75 1601.6958 14 7.6 801.8613 2 27.46 6 F6:1334
OB5956

H1
Ro.raw

1.0047E5 3 3 147 160

S11:Ac
etylatio
n (TSC
YH):32.
97

PEAKS
PTM

K.SFN(+15.99)LDEGHALR.I N 57.68 1273.6051 11 0.9 637.8104 2 27.50 4 F4:1324
OB5954

H1
Ro.raw

9.739E5 3 3 249 259 Oxidation or
Hydroxylation

N3:Oxi
dation
or Hydr
oxylatio
n:55.92

PEAKS
PTM

F.NLDEGHALR.I N 57.57 1023.5097 9 0.6 512.7625 2 27.93 5 F5:1349
OB5955

H1
Ro.raw

2.6681E6 3 3 251 259 PEAKS
DB

K.A(+41.03)M(+15.99)VIVVVNKGTGNLELVAVR.K N 57.55 2138.2246 20 -5.4 1070.1138 2 34.47 5 F5:1739
OB5955

H1
Ro.raw

4.5183E6 3 3 444 463

Amidination of lysines
or N-terminal amines
with methyl
acetimidate; Oxidation
(M)

A1:Ami
dinatio
n of lysi
nes or
N-termi
nal ami
nes wit
h meth
yl aceti
midate:
207.56;
M2:Oxi
dation
(M):10
00.00

PEAKS
PTM

K.NPQLQDLDMMLTC(+71.04)VEIK.E N 57.51 2060.9944 17 3.0 1031.5076 2 37.24 5 F5:1915
OB5955

H1
Ro.raw

1.057E5 2 2 415 431 Propionamide

C13:Pr
opiona
mide:1
000.00

PEAKS
PTM

A.GDKDNVIDQIEK.Q N 57.39 1372.6833 12 -1.5 687.3479 2 32.35 4 F4:1613
OB5954

H1
Ro.raw

1.1865E6 3 3 540 551 PEAKS
DB

R.K(+43.01)(+14.02)SFNLDEGHALR.I N 55.95 1442.7266 12 0.0 722.3705 2 26.25 5 F5:1250
OB5955

H1
Ro.raw

4.2824E5 6 6 248 259 Carbamylation;
Methylation(KR)

K1:Car
bamyla
tion:10
00.00;
K1:Met
hylation
(KR):1
56.90

PEAKS
PTM

R.IPSGFISYILNRHDN(+.98)QNLR.V N 55.73 2257.1604 19 -0.7 753.3936 3 34.26 4 F4:1732
OB5954

H1
Ro.raw

0 0 0 260 278

N15:De
amidati
on (N
Q):0.00

PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.ISMPVN(+.98)TPGQFEDFFPASSR.D N 54.95 2227.0254 20 6.6 1114.5273 2 36.77 4 F4:1885
OB5954

H1
Ro.raw

1.011E5 2 2 282 301

N6:Dea
midatio
n (NQ):
42.68

PEAKS
DB

R.K(+27.99)SFNLDEGHALR.I N 54.77 1413.7001 12 1.4 707.8583 2 28.46 5 F5:1387
OB5955

H1
Ro.raw

5.5831E4 2 2 248 259 Formylation

K1:For
mylatio
n:1000.
00

PEAKS
PTM

R.LFEVKPDKK.N N 54.58 1102.6385 9 1.1 552.3271 2 24.84 4 F4:1157
OB5954

H1
Ro.raw

1.1453E6 6 6 406 414 PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALMLP(+15.99)HFNSK.A N 54.18 3387.6335 29 -0.6 1130.2178 3 37.70 4 F4:2016
OB5954

H1
Ro.raw

4.3311E7 3 3 415 443 Carbamidomethylation;
Hydroxylation Pro

C13:Ca
rbamid
omethy
lation:1
000.00;
P24:Hy
droxyla
tion Pr
o:122.9
9

PEAKS
DB

R.EGEQEWGTP(+15.99)GSEVREETSR.N Y 54.09 2177.9460 19 2.3 1089.9828 2 26.43 5 F5:1263
OB5955

H1
Ro.raw

1.3271E7 6 6 147 165 Hydroxylation Pro

P9:Hyd
roxylati
on Pro:
1000.0
0

PEAKS
DB

R.IFLAGDKDNVIDQIEK(+42.01)Q(+.98)AK(+14.02).D N 53.39 2201.1580 19 2.9 734.7288 3 32.42 5 F5:1627
OB5955

H1
Ro.raw

4.6872E5 1 1 536 554

K16:Ac
etylatio
n (K):
4.05;Q
17:Dea
midatio
n (NQ):
20.26;
K19:Me
thylatio
n(KR):
4.05

PEAKS
PTM

E.PDLSNNFGR.L N 53.18 1018.4832 9 0.9 510.2493 2 31.57 6 F6:1584
OB5956

H1
Ro.raw

1.3909E6 4 4 397 405 PEAKS
DB

K.NPQLQDLDMM(+15.99)LTCVEIK(+14.02).E N 53.12 2019.9679 17 1.7 1010.9930 2 35.46 5 F5:1802
OB5955

H1
Ro.raw

4.2793E5 1 1 415 431 Methylation(KR)

M10:Ox
idation
(M):8.1
4;K17:
Methyla
tion(K
R):100
0.00

PEAKS
PTM

R.IFLAGDKDNVIDQ(+.98)IEKQAK.D N 53.10 2145.1316 19 1.4 716.0521 3 33.04 6 F6:1686
OB5956

H1
Ro.raw

1.2146E5 1 1 536 554

Q13:De
amidati
on (N
Q):25.1
8

PEAKS
DB

K.SFNLDEGHALRIP(+15.99)SGFISYILNR.H N 53.04 2634.3552 23 -3.9 879.1223 3 38.76 6 F6:2023
OB5956

H1
Ro.raw

1.5218E6 3 3 249 271 Hydroxylation Pro

P13:Hy
droxyla
tion Pr
o:1000.
00

PEAKS
DB

R.VAKIS(+77.99)MPVNTPGQFEDFFPASSR.D N 52.77 2602.2290 23 2.9 1302.1256 2 38.06 5 F5:1958
OB5955

H1
Ro.raw

0 0 0 279 301 Methylphosphonylation

S5:Met
hylphos
phonyla
tion:56.
99

PEAKS
PTM

R.EQEWEEEEEDEEEEGSNREVRR.Y N 52.77 2821.1545 22 1.7 941.3937 3 26.62 5 F5:1273
OB5955

H1
Ro.raw

8.8078E5 3 3 473 494 PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.QFQNLQN(+.98)HR.I N 52.53 1184.5686 9 5.4 593.2948 2 23.60 6 F6:1114
OB5956

H1
Ro.raw

8.0383E2 1 1 199 207

N7:Dea
midatio
n (NQ):
0.00

PEAKS
DB

N.PFYFPSRR.F N 52.44 1068.5504 8 -0.1 535.2824 2 28.89 6 F6:1431
OB5956

H1
Ro.raw

4.3491E6 4 4 168 175 PEAKS
DB

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 52.35 3419.6233 29 -0.9 855.9124 4 34.83 5 F5:1766
OB5955

H1
Ro.raw

1.7196E6 3 3 415 443 Oxidation (M);
Carbamidomethylation

M9:Oxi
dation
(M):10
00.00;
M10:Ox
idation
(M):10
00.00;
C13:Ca
rbamid
omethy
lation:1
000.00;
M22:Ox
idation
(M):10
00.00

PEAKS
DB

R.VAK(+27.99)ISMPVNTPGQFEDFFPASSR.D N 52.16 2552.2368 23 -0.3 1277.1252 2 36.45 6 F6:1882
OB5956

H1
Ro.raw

0 0 0 279 301
K3:For
mylatio
n:9.40

PEAKS
PTM

K.ISMPVNTPGQFEDFFPASSRDQSSYLQGFSR.N N 52.15 3494.6201 31 -0.9 1165.8796 3 36.01 6 F6:1851
OB5956

H1
Ro.raw

4.0537E6 2 2 282 312 PEAKS
DB

R.V(+27.99)AKISMPVNTPGQFEDFFPASSR.D N 51.59 2552.2368 23 -0.5 1277.1250 2 36.43 4 F4:1865
OB5954

H1
Ro.raw

7.7611E5 1 1 279 301
V1:For
mylatio
n:0.00

PEAKS
PTM

R.WGPAEPR.E Y 51.54 811.3976 7 1.8 406.7068 2 25.60 4 F4:1224
OB5954

H1
Ro.raw

1.6393E6 3 3 109 115 PEAKS
DB

K.SFNLDEGHALR(+31.99).I N 50.82 1289.6000 11 -1.4 645.8063 2 30.41 6 F6:1520
OB5956

H1
Ro.raw

0 0 0 249 259 Dihydroxy

R11:Di
hydrox
y:122.7
5

PEAKS
PTM

R.IFLAGD(+15.99)KDNVIDQIEK.Q N 50.66 1832.9519 16 -1.9 917.4814 2 31.99 4 F4:1600
OB5954

H1
Ro.raw

1.5111E6 3 3 536 551

D6:Oxi
dation
or Hydr
oxylatio
n:12.60

PEAKS
PTM

R.VLLEE(+53.92)NAGGEQEER.G N 50.61 1625.6620 14 -1.0 542.8940 3 26.76 5 F5:1278
OB5955

H1
Ro.raw

0 0 0 329 342

E5:Repl
acemen
t of 2 p
rotons
by iron:
20.92

PEAKS
PTM

P.SGFISYILNR.H N 50.48 1168.6240 10 1.5 585.3202 2 35.08 6 F6:1803
OB5956

H1
Ro.raw

3.0349E5 1 1 262 271 PEAKS
DB

R.IFLAGDKDNVIDQIEK(+14.02)Q(+.98)AK(+42.01).D N 50.18 2201.1580 19 5.4 734.7306 3 32.48 6 F6:1657
OB5956

H1
Ro.raw

3.9073E5 1 1 536 554 Deamidation (NQ)

K16:Me
thylatio
n(KR):
7.64;Q
17:Dea
midatio
n (NQ):
58.99;
K19:Ac
etylatio
n (K):
7.64

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.S(+43.01)(+14.02)FNLDEGHALR.I N 50.01 1314.6316 11 -0.5 658.3228 2 28.11 5 F5:1359
OB5955

H1
Ro.raw

1.9424E6 1 1 249 259 Carbamylation;
Methylation(others)

S1:Car
bamyla
tion:10
00.00;
S1:Met
hylation
(other
s):88.9
8

PEAKS
PTM

N.LDEGHALR.I N 49.91 909.4668 8 0.0 455.7407 2 27.93 5 F5:1350
OB5955

H1
Ro.raw

1.94E5 3 3 252 259 PEAKS
DB

K.SFNLDEGH(+15.99)ALR(+31.99)IPSGFISYILNR.H N 49.58 2666.3452 23 1.2 889.7900 3 39.33 6 F6:2062
OB5956

H1
Ro.raw

3.3065E5 2 2 249 271 Oxidation (HW)

H8:Oxi
dation
(HW):1
000.00;
R11:Di
hydrox
y:45.01

PEAKS
PTM

K.SFNLDEGH(+15.99)ALRIPSGFISYILNR.H N 49.38 2634.3555 23 2.3 1318.1880 2 38.82 5 F5:2002
OB5955

H1
Ro.raw

9.0457E5 1 1 249 271 Oxidation (HW)

H8:Oxi
dation
(HW):1
000.00

PEAKS
PTM

R.ESHFVSARPQSQSP(+15.99)SSPEKEDQEEEN.Q N 49.34 2973.2859 26 1.6 992.1041 3 24.81 6 F6:1186
OB5956

H1
Ro.raw

3.8098E5 2 2 574 599

P14:Hy
droxyla
tion Pr
o:11.12

PEAKS
DB

R.VLLE(+21.98)ENAGGEQEER.G N 48.97 1593.7246 14 -0.5 797.8692 2 26.81 5 F5:1275
OB5955

H1
Ro.raw

4.3339E5 3 3 329 342

E4:Sodi
um add
uct:40.
00

PEAKS
PTM

R.LFEVKPDK.K N 48.69 974.5436 8 1.7 488.2799 2 25.30 5 F5:1183
OB5955

H1
Ro.raw

1.7748E6 6 6 406 413 PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFN(+.98)SK.A N 48.63 3388.6174 29 6.2 848.1669 4 36.39 6 F6:1880
OB5956

H1
Ro.raw

2.0276E6 1 1 415 443 Carbamidomethylation

M10:Ox
idation
(M):27.
96;C1
3:Carb
amido
methyl
ation:1
000.00;
N27:De
amidati
on (N
Q):18.2
7

PEAKS
DB

R.SKQFQNLQNHR.I Y 48.58 1398.7117 11 -0.5 467.2443 3 24.46 4 F4:1146
OB5954

H1
Ro.raw

1.2409E5 3 3 197 207 PEAKS
DB

R.IVQIEARPN.T Y 48.42 1038.5822 9 0.7 520.2987 2 25.99 4 F4:1238
OB5954

H1
Ro.raw

4.8023E4 3 3 208 216 PEAKS
DB

R.N(+27.99)TLEAAFNAEFNEIRR.V N 48.34 1921.9282 16 -1.7 961.9697 2 37.51 4 F4:1908
OB5954

H1
Ro.raw

4.2206E4 1 1 313 328 Formylation

N1:For
mylatio
n:1000.
00

PEAKS
PTM

R.NT(-18.01)LEAAFNAEFNEIRR.V N 48.27 1875.9227 16 -1.8 626.3137 3 34.20 4 F4:1731
OB5954

H1
Ro.raw

1.108E7 3 3 313 328 Dehydration

T2:Deh
ydratio
n:1000.
00

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.LFEVKPDKKNPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 48.12 3147.6018 26 -1.9 787.9062 4 34.20 4 F4:1734
OB5954

H1
Ro.raw

2.5552E6 4 4 406 431 Carbamidomethylation

M18:Ox
idation
(M):33.
98;C2
2:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.KNPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 47.73 3531.7234 30 -1.1 883.9372 4 35.80 5 F5:1822
OB5955

H1
Ro.raw

0 0 0 414 443 Carbamidomethylation

M11:Ox
idation
(M):0.0
0;C14:
Carbam
idomet
hylatio
n:1000.
00;M2
3:Oxida
tion
(M):45.
87

PEAKS
DB

R.DQSSY(-18.01)LQGFSR.N N 47.62 1268.5785 11 -0.6 635.2961 2 30.85 6 F6:1579
OB5956

H1
Ro.raw

2.6456E5 1 1 302 312
Y5:Deh
ydratio
n:0.00

PEAKS
PTM

K.KGSEEEDIT(-18.01)N(+.98)PINLR.D N 47.57 1696.8268 15 2.3 566.6175 3 29.07 6 F6:1442
OB5956

H1
Ro.raw

3.8587E5 3 3 379 393 Deamidation (NQ)

T9:Deh
ydratio
n:45.0
1;N10:
Deamid
ation
(NQ):5
9.10

PEAKS
PTM

R.NTLEAAFNAEFN(+.98)EIR.R N 47.43 1738.8162 15 9.2 870.4233 2 44.36 5 F5:2303
OB5955

H1
Ro.raw

5.1969E3 1 1 313 327

N12:De
amidati
on (N
Q):0.00

PEAKS
DB

K.SFNLDEGHALRIPSGFISYILNRHDNQNLR.V N 47.02 3495.7759 30 -2.1 700.1610 5 35.83 6 F6:1842
OB5956

H1
Ro.raw

2.2604E6 2 2 249 278 PEAKS
DB

K.NPQLQ(+.98)DLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 47.00 3404.6125 29 -0.4 1135.8777 3 36.69 5 F5:1878
OB5955

H1
Ro.raw

3.8413E5 1 1 415 443 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
45.47;
M9:Oxi
dation
(M):0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00;M2
2:Oxida
tion
(M):38.
75

PEAKS
DB

K.D(+43.01)(+14.02)LAFPGSGEQVEK.L N 46.93 1432.6833 13 -0.1 717.3489 2 31.08 4 F4:1535
OB5954

H1
Ro.raw

9.9373E5 3 3 555 567 Carbamylation;
Methylation(others)

D1:Car
bamyla
tion:22
0.79;D
1:Meth
ylation
(other
s):132.
53

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.SFNLDEGHALR(+14.02)IPSGFISYILN(+.98)R.H N 46.86 2633.3601 23 -6.4 878.7883 3 36.34 5 F5:1848
OB5955

H1
Ro.raw

1.8431E5 2 2 249 271 Deamidation (NQ)

R11:Me
thylatio
n(KR):
28.64;
N22:De
amidati
on (N
Q):57.7
1

PEAKS
PTM

F.PGSGEQVEK.L N 46.51 929.4454 9 -3.7 465.7282 2 30.34 6 F6:1524
OB5956

H1
Ro.raw

5.467E4 1 1 559 567 PEAKS
DB

R.ESHFVSARPQSQSP(+15.99)SSPEKEDQEEE.N N 46.47 2859.2429 25 2.4 954.0906 3 24.92 5 F5:1173
OB5955

H1
Ro.raw

7.3448E4 1 1 574 598

P14:Hy
droxyla
tion Pr
o:26.52

PEAKS
DB

R.DQSSYLQGFSR(+15.99).N N 46.23 1302.5840 11 2.5 652.3009 2 30.63 5 F5:1518
OB5955

H1
Ro.raw

1.9563E5 4 4 302 312

R11:Ox
idation
or Hydr
oxylatio
n:42.88

PEAKS
PTM

L.DEGHALR.I N 45.97 796.3828 7 2.5 399.1996 2 27.93 5 F5:1351
OB5955

H1
Ro.raw

9.4873E4 3 3 253 259 PEAKS
DB

R.LFEVKPDKKNPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIK.E N 45.61 3148.5857 26 7.4 788.1595 4 33.17 5 F5:1670
OB5955

H1
Ro.raw

4.4314E5 1 1 406 431 Carbamidomethylation

Q14:De
amidati
on (N
Q):0.0
0;M19:
Oxidati
on (M):
23.10;
C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

S.F(+43.01)NLDE(+21.98)GHALRIPSGFISYILNR.H N 45.55 2596.3162 22 7.8 866.4528 3 40.28 6 F6:2103
OB5956

H1
Ro.raw

2.2619E6 3 3 250 271 Carbamylation

F1:Car
bamyla
tion:10
00.00;E
5:Sodiu
m addu
ct:0.00

PEAKS
PTM

R.IFLAGDKDNVID.Q N 45.24 1318.6769 12 0.0 660.3457 2 31.81 4 F4:1586
OB5954

H1
Ro.raw

1.1587E5 3 3 536 547 PEAKS
DB

K.KNPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 45.13 3515.7285 30 -1.9 879.9377 4 35.30 4 F4:1798
OB5954

H1
Ro.raw

6.4172E5 1 1 414 443 Carbamidomethylation

M10:Ox
idation
(M):14.
02;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.NTLEAAFNAEFN(+.98)EIRR.V N 45.08 1894.9172 16 -4.2 948.4619 2 33.08 4 F4:1691
OB5954

H1
Ro.raw

2.2628E6 3 3 313 328

N12:De
amidati
on (N
Q):39.0
2

PEAKS
DB

R.IFLAGDK(+15.99)DNVIDQIEK.Q N 44.85 1832.9519 16 0.9 917.4841 2 31.94 6 F6:1617
OB5956

H1
Ro.raw

3.7677E5 1 1 536 551

K7:Oxi
dation
or Hydr
oxylatio
n:17.01

PEAKS
PTM

V.QIEARPNTLVLPK.H Y 44.77 1477.8616 13 -1.8 739.9368 2 30.56 4 F4:1513
OB5954

H1
Ro.raw

1.5072E5 3 3 210 222 PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.KSFNLDEGH(+15.99)ALR.I N 44.62 1401.7001 12 3.9 701.8600 2 27.64 6 F6:1349
OB5956

H1
Ro.raw

7.3368E4 2 2 248 259 Oxidation (HW)

H9:Oxi
dation
(HW):1
000.00

PEAKS
PTM

R.N(+.98)TLEAAFNAEFNEIRR.V N 44.42 1894.9172 16 3.8 948.4695 2 36.66 6 F6:1890
OB5956

H1
Ro.raw

1.2834E6 2 2 313 328

N1:Dea
midatio
n (NQ):
41.52

PEAKS
DB

R.ESHFVSARP(+15.99)QSQSPSSPEKEDQEEEN.Q N 44.15 2973.2859 26 2.8 992.1053 3 24.92 5 F5:1161
OB5955

H1
Ro.raw

1.8315E5 1 1 574 599

P9:Hyd
roxylati
on Pro:
18.35

PEAKS
DB

K.AMVIVVVN(+.98)KGTGNLELVAVRK.E N 43.52 2210.2820 21 1.9 1106.1504 2 34.35 5 F5:1720
OB5955

H1
Ro.raw

6.7558E5 2 2 444 464

N8:Dea
midatio
n (NQ):
28.79

PEAKS
DB

R.IFLAGDKDNVIDQIEK(+14.02)(+43.01).Q N 43.38 1873.9785 16 -1.3 937.9953 2 32.42 5 F5:1608
OB5955

H1
Ro.raw

8.0571E6 1 1 536 551 Methylation(C-term);
Carbamylation

K16:Me
thylatio
n(C-ter
m):100
0.00;K
16:Car
bamyla
tion:12
8.00

PEAKS
PTM

R.D(-18.01)QSSYLQGFSR.N N 43.26 1268.5785 11 1.6 635.2975 2 29.92 6 F6:1489
OB5956

H1
Ro.raw

0 0 0 302 312
D1:Deh
ydratio
n:0.00

PEAKS
PTM

R.LFEVKPDKKNPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 43.03 3163.5967 26 -3.4 791.9037 4 32.67 6 F6:1663
OB5956

H1
Ro.raw

2.1471E6 3 3 406 431 Oxidation (M);
Carbamidomethylation

M18:Ox
idation
(M):10
00.00;
M19:Ox
idation
(M):10
00.00;
C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

T.GNLELVAVRK.E N 43.00 1097.6556 10 0.5 549.8354 2 27.00 5 F5:1296
OB5955

H1
Ro.raw

3.6527E5 3 3 455 464 PEAKS
DB

K.KN(+.98)PQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 42.92 3501.7017 30 7.8 876.4395 4 36.93 6 F6:1903
OB5956

H1
Ro.raw

5.6427E6 1 1 414 443 Carbamidomethylation

N2:Dea
midatio
n (NQ):
14.04;
Q6:Dea
midatio
n (NQ):
0.00;C
14:Car
bamido
methyl
ation:1
000.00

PEAKS
DB

R.IFLAGDKDNVIDQIEK(+43.01)QAK(+14.02).D N 42.77 2201.1692 19 0.9 734.7310 3 32.71 4 F4:1644
OB5954

H1
Ro.raw

3.8417E5 1 1 536 554

K16:Ca
rbamyl
ation:0.
00;K1
9:Meth
ylation
(KR):0.
00

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.S(+43.01)(+14.02)FNLDEGHALRIPSGFISYILNR.H N 42.43 2675.3818 23 -1.9 892.7996 3 37.80 6 F6:1964
OB5956

H1
Ro.raw

0 0 0 249 271

S1:Car
bamyla
tion:10
00.00;
S1:Met
hylation
(other
s):34.3
0

PEAKS
PTM

K.GSEEEDITNPIN(+.98)LRDGEPDLSNNFGR.L N 42.34 2888.3059 26 6.7 1445.1699 2 32.90 4 F4:1642
OB5954

H1
Ro.raw

1.8658E5 1 1 380 405

N12:De
amidati
on (N
Q):12.3
3

PEAKS
DB

R.V(+43.01)LLE(+14.02)ENAGGEQEER.G N 42.24 1628.7642 14 1.7 815.3907 2 27.00 5 F5:1297
OB5955

H1
Ro.raw

4.2233E5 3 3 329 342 Carbamylation

V1:Car
bamyla
tion:10
00.00;E
4:Meth
ylation
(other
s):30.4
6

PEAKS
PTM

R.I(+43.01)FLAGDK(+14.02)DNVIDQIEK.Q N 42.15 1873.9785 16 4.9 938.0011 2 32.57 4 F4:1632
OB5954

H1
Ro.raw

0 0 0 536 551 Carbamylation;
Methylation(KR)

I1:Carb
amylati
on:135.
80;K7:
Methyla
tion(K
R):195.
94

PEAKS
PTM

K.D(+15.99)LAFPGSGEQVEK.L N 42.08 1391.6569 13 0.4 696.8360 2 29.40 5 F5:1368
OB5955

H1
Ro.raw

5.511E5 2 2 555 567 Oxidation or
Hydroxylation

D1:Oxi
dation
or Hydr
oxylatio
n:77.13

PEAKS
PTM

K.KNPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 42.02 3515.7285 30 1.3 879.9406 4 35.25 5 F5:1790
OB5955

H1
Ro.raw

0 0 0 414 443 Carbamidomethylation

M11:Ox
idation
(M):12.
28;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.A(+41.03)M(+15.99)VIVVVNKGTGNLELVAVRK.E N 41.92 2266.3196 21 0.6 1134.1677 2 32.98 5 F5:1660
OB5955

H1
Ro.raw

1.5326E7 6 6 444 464

Amidination of lysines
or N-terminal amines
with methyl
acetimidate; Oxidation
(M)

A1:Ami
dinatio
n of lysi
nes or
N-termi
nal ami
nes wit
h meth
yl aceti
midate:
131.34;
M2:Oxi
dation
(M):10
00.00

PEAKS
PTM

K.EGALM(+15.99)LPHFN(+.98)SK.A N 41.90 1359.6493 12 2.8 680.8338 2 31.22 4 F4:1550
OB5954

H1
Ro.raw

0 0 0 432 443 Oxidation (M);
Deamidation (NQ)

M5:Oxi
dation
(M):10
00.00;
N10:De
amidati
on (N
Q):100
0.00

PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.NPQLQDLDM(-48.00)MLTC(+57.02)VEIK.E N 41.66 1998.9755 17 6.7 667.3369 3 34.52 6 F6:1773
OB5956

H1
Ro.raw

2.0007E6 2 2 415 431 Carbamidomethylation

M9:Det
hiomet
hyl:11.
06;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
PTM

K.GTGNLELVAVRKEQQQR.G N 41.33 1925.0442 17 1.4 642.6896 3 26.67 6 F6:1294
OB5956

H1
Ro.raw

2.686E4 1 1 453 469 PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIK(+43.01)EGALMLPHFNSK(+14.02).A N 41.19 3428.6602 29 -1.5 858.1710 4 37.84 6 F6:1971
OB5956

H1
Ro.raw

2.9855E6 1 1 415 443 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00;
K17:Ca
rbamyl
ation:1
1.67;K
29:Met
hylation
(KR):1
1.67

PEAKS
PTM

R.IFLAGDKDN(+.98)VIDQIEKQ(+.98)AK.D N 41.17 2146.1157 19 9.8 716.3862 3 32.98 5 F5:1661
OB5955

H1
Ro.raw

1.2092E5 1 1 536 554

N9:Dea
midatio
n (NQ):
13.83;
Q17:De
amidati
on (N
Q):17.6
5

PEAKS
DB

K.NPQ(+.98)LQDLDMMLTC(+57.02)VEIK.E N 41.15 2047.9629 17 2.9 1024.9917 2 46.45 4 F4:2441
OB5954

H1
Ro.raw

0 0 0 415 431 Carbamidomethylation

Q3:Dea
midatio
n (NQ):
14.04;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.EQEWEEEEEDEEEEGSNREVR.R N 41.08 2665.0535 21 2.4 889.3605 3 27.88 4 F4:1353
OB5954

H1
Ro.raw

4.8884E4 1 1 473 493 PEAKS
DB

R.VLLEEN(+.98)AGGEQEERGQR.R N 40.76 1913.9078 17 -1.6 638.9755 3 25.99 4 F4:1234
OB5954

H1
Ro.raw

0 0 0 329 345

N6:Dea
midatio
n (NQ):
28.79

PEAKS
DB

K.GT(-18.01)GNLELVAVRK.E N 40.55 1237.7142 12 2.6 413.5797 3 27.00 5 F5:1287
OB5955

H1
Ro.raw

9.9167E5 2 2 453 464 Dehydration

T2:Deh
ydratio
n:1000.
00

PEAKS
PTM

K.KNPQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 40.26 3500.7175 30 3.4 876.1896 4 37.51 4 F4:1896
OB5954

H1
Ro.raw

1.6398E6 1 1 414 443 Carbamidomethylation

Q6:Dea
midatio
n (NQ):
12.19;
C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.EGEQEW(+15.99)GTPGSEVREETSR.N Y 39.91 2177.9460 19 1.6 726.9905 3 26.43 5 F5:1304
OB5955

H1
Ro.raw

1.2886E7 4 4 147 165 Oxidation (HW)

W6:Oxi
dation
(HW):1
000.00

PEAKS
PTM

total 287 peptides



11/23/21, 10:33 AM proteins

file:///C:/Users/Katarina/PeaksExports/Ara h 1 gel for peanut PTM_PEAKS PTM_16/protein.html 24/80

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.IFLAGD(+14.02)K(+43.01)DNVIDQIEK.Q N 39.86 1873.9785 16 1.7 937.9982 2 32.48 6 F6:1653
OB5956

H1
Ro.raw

9.6228E6 3 3 536 551 Carbamylation

D6:Met
hylation
(other
s):18.5
3;K7:C
arbamy
lation:6
2.41

PEAKS
PTM

R.E(-18.01)GEQEWGTPGSEVREETSR.N Y 39.24 2143.9407 19 2.7 1072.9805 2 29.74 5 F5:1461
OB5955

H1
Ro.raw

2.5488E5 3 3 147 165 Pyro-glu from E

E1:Pyro
-glu fro
m E:10
00.00

PEAKS
PTM

R.EEDWRQPR.E N 38.91 1114.5155 8 1.8 558.2661 2 23.91 4 F4:1112
OB5954

H1
Ro.raw

0 0 0 120 127 PEAKS
DB

R.SKQFQNLQNH(+15.99)R.I Y 38.88 1414.7065 11 2.4 708.3622 2 24.12 5 F5:1124
OB5955

H1
Ro.raw

1.2982E3 1 1 197 207 Oxidation (HW)

H10:Ox
idation
(HW):1
000.00

PEAKS
PTM

K.A(+43.01)MVIVVVNKGTGNLELVAVR.K N 38.81 2124.2090 20 0.7 1063.1125 2 33.65 4 F4:1688
OB5954

H1
Ro.raw

6.7878E5 3 3 444 463 Carbamylation

A1:Car
bamyla
tion:16
1.20

PEAKS
PTM

K.EGALM(-48.00)LPHFNSK.A N 38.72 1294.6670 12 1.5 432.5636 3 28.65 5 F5:1381
OB5955

H1
Ro.raw

3.9929E6 3 3 432 443 Dethiomethyl

M5:Det
hiomet
hyl:100
0.00

PEAKS
PTM

R.PNTLVLPK.H N 38.45 880.5382 8 -2.9 441.2751 2 28.00 6 F6:1374
OB5956

H1
Ro.raw

1.9367E5 2 2 215 222 PEAKS
DB

K.S(+42.01)(+14.02)FNLDEGHALR.I N 38.42 1313.6364 11 -3.6 657.8231 2 28.09 5 F5:1359
OB5955

H1
Ro.raw

1.5617E6 1 1 249 259

S1:Acet
ylation
(N-ter
m):100
0.00;S
1:Meth
ylation
(other
s):49.7
9

PEAKS
PTM

R.IFLAGDKDN(+.98)VIDQIEK(-.98).Q N 38.33 1816.9570 16 0.5 606.6599 3 57.76 5 F5:3342
OB5955

H1
Ro.raw

3.1778E5 3 3 536 551 Amidation

N9:Dea
midatio
n (NQ):
29.57;
K16:A
midatio
n:1000.
00

PEAKS
PTM

K.S(-18.01)FNLD(-18.01)EGHALR(+14.02)IPSGFISYILNR.H N 37.89 2596.3550 23 -7.1 866.4528 3 40.28 6 F6:2110
OB5956

H1
Ro.raw

1.4449E6 1 1 249 271 Methylation(KR)

S1:Deh
ydratio
n:19.6
1;D5:D
ehydrat
ion:34.
08;R1
1:Meth
ylation
(KR):1
57.81

PEAKS
PTM

K.SFNLD(+53.92)EGHALR.I N 37.31 1311.5294 11 1.0 438.1842 3 28.04 4 F4:1362
OB5954

H1
Ro.raw

1.3891E5 2 2 249 259

D5:Rep
laceme
nt of 2
protons
by iron:
18.17

PEAKS
PTM

R.N(+.98)TLEAAFNAEFNEIR.R N 36.98 1738.8162 15 9.2 870.4233 2 44.36 5 F5:2311
OB5955

H1
Ro.raw

5.1969E3 1 1 313 327

N1:Dea
midatio
n (NQ):
21.41

PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.REQEW(+15.99)EEEEEDEEEEGSNR.E N 36.76 2452.9375 19 -0.5 818.6527 3 25.98 4 F4:1239
OB5954

H1
Ro.raw

6.7106E4 2 2 472 490 Oxidation (HW)

W5:Oxi
dation
(HW):1
000.00

PEAKS
PTM

R.IFLAGDK(+27.99)DNVIDQIEK.Q N 36.69 1844.9519 16 -0.6 923.4827 2 34.83 5 F5:1775
OB5955

H1
Ro.raw

1.1863E5 1 1 536 551
K7:For
mylatio
n:17.54

PEAKS
PTM

K.SFNLDE(+53.92)GHALR.I N 36.63 1311.5294 11 -0.2 438.1837 3 27.93 5 F5:1353
OB5955

H1
Ro.raw

5.2242E4 1 1 249 259

E6:Repl
acemen
t of 2 p
rotons
by iron:
16.90

PEAKS
PTM

R.IFLAGDKDNVID(-18.01)QIEK.Q N 36.38 1798.9464 16 0.7 900.4811 2 31.39 6 F6:1591
OB5956

H1
Ro.raw

6.7841E4 1 1 536 551
D12:De
hydrati
on:0.00

PEAKS
PTM

K.NPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 36.05 3404.6125 29 -1.8 852.1589 4 38.22 6 F6:1993
OB5956

H1
Ro.raw

8.1948E5 1 1 415 443 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
30.14;
M10:Ox
idation
(M):0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00;M2
2:Oxida
tion
(M):14.
60

PEAKS
DB

K.NPQLQDLDMMLTCVEIK(+14.02)EGALM(+15.99)LPHFNSK.A N 36.00 3344.6277 29 -0.2 837.1640 4 37.84 6 F6:1961
OB5956

H1
Ro.raw

7.3561E6 2 2 415 443

K17:Me
thylatio
n(KR):
22.74;
M22:Ox
idation
(M):20.
37

PEAKS
PTM

K.AMVIVVVNKGTGN(+.98)LELVAVRK.E N 35.97 2210.2820 21 6.2 737.7725 3 40.10 5 F5:2113
OB5955

H1
Ro.raw

2.1847E5 1 1 444 464

N13:De
amidati
on (N
Q):18.4
0

PEAKS
DB

W.GTPGSEVREETSR.N Y 35.79 1403.6641 13 3.8 702.8420 2 27.77 5 F5:1332
OB5955

H1
Ro.raw

2.4946E4 1 1 153 165 PEAKS
DB

K.NPQLQDLDMMLTC(+71.04)VEIKEGALMLPHFNSK.A N 35.62 3385.6543 29 -1.5 1129.5570 3 38.07 4 F4:1978
OB5954

H1
Ro.raw

1.5713E5 1 1 415 443 Propionamide

C13:Pr
opiona
mide:1
000.00

PEAKS
PTM

R.N(-17.03)NPFYFPSRR.F N 35.47 1279.6097 10 1.1 427.5443 3 28.89 6 F6:1434
OB5956

H1
Ro.raw

5.7683E5 3 3 166 175

N1:Am
monia-l
oss
(N):9.3
4

PEAKS
PTM

R.NTLEAAFNAEFN(+15.99)EIRR.V N 35.08 1909.9282 16 0.9 955.9723 2 32.98 5 F5:1662
OB5955

H1
Ro.raw

2.4059E6 2 2 313 328

N12:Ox
idation
or Hydr
oxylatio
n:9.28

PEAKS
PTM

R.EGEQEW(+31.99)GTPGSEVREETSR.N Y 34.83 2193.9409 19 0.5 732.3213 3 25.57 6 F6:1219
OB5956

H1
Ro.raw

2.9433E5 1 1 147 165
W6:Dih
ydroxy:
28.36

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.IFLAGDKD(-18.01)NVIDQIEK.Q N 34.72 1798.9464 16 -0.9 600.6555 3 32.15 6 F6:1589
OB5956

H1
Ro.raw

3.8289E5 1 1 536 551
D8:Deh
ydratio
n:30.83

PEAKS
PTM

K.SFNLDEGHALRIP(+15.99)SGFISYILN(+.98)R.H N 34.44 2635.3394 23 8.6 879.4612 3 36.15 5 F5:1848
OB5955

H1
Ro.raw

1.0826E5 1 1 249 271 Hydroxylation Pro

P13:Hy
droxyla
tion Pr
o:1000.
00;N2
2:Dea
midatio
n (NQ):
32.85

PEAKS
DB

R.NNPFYFP(+15.99)SRR.F N 34.32 1312.6312 10 -0.5 657.3226 2 28.74 5 F5:1397
OB5955

H1
Ro.raw

7.8182E5 1 1 166 175

P7:Hyd
roxylati
on Pro:
32.48

PEAKS
DB

K.NPQLQ(+.98)DLDMM(-48.00)LTC(+57.02)VEIK.E N 34.13 1999.9595 17 9.3 1000.9963 2 32.90 4 F4:1653
OB5954

H1
Ro.raw

1.9871E6 1 1 415 431 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
11.12;
M10:De
thiomet
hyl:0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
PTM

K.DLAFPGSGE(+53.92)QVEK.L N 33.99 1429.5812 13 -6.3 715.7933 2 30.34 6 F6:1518
OB5956

H1
Ro.raw

6.355E5 2 2 555 567

E9:Repl
acemen
t of 2 p
rotons
by iron:
37.54

PEAKS
PTM

K.NPQ(+.98)LQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 33.64 3388.6174 29 6.0 1130.5532 3 38.52 5 F5:2024
OB5955

H1
Ro.raw

7.1577E5 1 1 415 443 Carbamidomethylation

Q3:Dea
midatio
n (NQ):
0.00;C
13:Car
bamido
methyl
ation:1
000.00;
M22:Ox
idation
(M):34.
40

PEAKS
DB

R.VAKISM(+15.99)PVNTPGQFEDFFP(+15.99)A.S N 33.59 2226.0667 20 -7.4 1114.0323 2 51.06 5 F5:2785
OB5955

H1
Ro.raw

2.817E4 1 1 279 298 Oxidation (M)

M6:Oxi
dation
(M):10
00.00;P
19:Hyd
roxylati
on Pro:
21.81

PEAKS
DB

N.PFYFPSR.R N 33.58 912.4493 7 -0.1 457.2319 2 31.70 5 F5:1584
OB5955

H1
Ro.raw

8.1854E4 1 1 168 174 PEAKS
DB

K.D(+53.92)LAFPGSGEQVEK.L N 33.35 1429.5812 13 -4.3 715.7948 2 30.56 4 F4:1500
OB5954

H1
Ro.raw

3.8253E5 1 1 555 567

D1:Rep
laceme
nt of 2
protons
by iron:
0.00

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.N(+.98)PQLQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 33.25 3388.6174 29 6.0 1130.5532 3 38.52 5 F5:2054
OB5955

H1
Ro.raw

7.1577E5 1 1 415 443 Carbamidomethylation

N1:Dea
midatio
n (NQ):
0.00;C
13:Car
bamido
methyl
ation:1
000.00;
M22:Ox
idation
(M):0.0
0

PEAKS
DB

K.Q(+.98)FQNLQNHR.I N 33.25 1184.5686 9 4.6 593.2943 2 23.68 5 F5:1098
OB5955

H1
Ro.raw

0 0 0 199 207

Q1:Dea
midatio
n (NQ):
25.21

PEAKS
DB

K.ISMPVNTP(+15.99)GQ(+.98)FEDFFPASSR.D N 33.02 2243.0205 20 5.1 1122.5232 2 47.86 4 F4:2523
OB5954

H1
Ro.raw

0 0 0 282 301

P8:Hyd
roxylati
on Pro:
0.00;Q
10:Dea
midatio
n (NQ):
31.27

PEAKS
DB

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 33.02 1817.9410 16 7.6 909.9847 2 63.08 6 F6:3435
OB5956

H1
Ro.raw

3.476E3 1 1 536 551

Q13:De
amidati
on (N
Q):11.1
2

PEAKS
DB

K.N(+.98)PQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 33.01 3388.6174 29 8.2 1695.3300 2 37.72 4 F4:1941
OB5954

H1
Ro.raw

7.0286E5 1 1 415 443 Carbamidomethylation

N1:Dea
midatio
n (NQ):
0.00;M
9:Oxida
tion
(M):0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
DB

K.E(-18.01)GALMLPHFNSK.A N 32.81 1324.6598 12 0.0 442.5605 3 30.63 5 F5:1521
OB5955

H1
Ro.raw

2.0893E5 2 2 432 443 Pyro-glu from E

E1:Pyro
-glu fro
m E:10
00.00

PEAKS
PTM

R.E(-18.01)GEQEWGTP(+15.99)GSEVREETSR.N Y 32.75 2159.9355 19 1.6 1080.9768 2 28.57 4 F4:1386
OB5954

H1
Ro.raw

1.3772E5 2 2 147 165 Pyro-glu from E;
Hydroxylation Pro

E1:Pyro
-glu fro
m E:10
00.00;P
9:Hydr
oxylatio
n Pro:1
000.00

PEAKS
PTM

K.KNPQLQDLDM(-48.00)MLTC(+57.02)VEIK.E N 32.73 2127.0703 18 1.8 710.0320 3 33.04 6 F6:1688
OB5956

H1
Ro.raw

7.9877E5 1 1 414 431 Carbamidomethylation

M10:De
thiomet
hyl:8.1
4;C14:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.KNPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 32.59 3516.7124 30 3.3 880.1883 4 35.48 4 F4:1798
OB5954

H1
Ro.raw

7.7853E5 1 1 414 443 Carbamidomethylation

Q6:Dea
midatio
n (NQ):
23.13;
M11:Ox
idation
(M):14.
02;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.G(+43.01)T(+14.02)GNLELVAVRK.E N 32.58 1312.7462 12 -0.4 657.3801 2 27.30 4 F4:1303
OB5954

H1
Ro.raw

3.8825E5 2 2 453 464 Carbamylation;
Methylation(others)

G1:Car
bamyla
tion:14
7.00;T
2:Meth
ylation
(other
s):68.0
7

PEAKS
PTM

R.IPSGFISYILNR(+28.03)HDN(+162.05)QNL.R N 32.30 2290.1592 18 5.9 764.3982 3 34.37 5 F5:1737
OB5955

H1
Ro.raw

0 0 0 260 277 Dimethylation(KR)

R12:Di
methyl
ation(K
R):100
0.00;N
15:Hex
ose (NS
Y):17.0
1

PEAKS
PTM

K.G(+43.01)T(+14.02)GNLELVAVR.K N 32.00 1184.6514 11 -2.2 593.3317 2 30.21 4 F4:1493
OB5954

H1
Ro.raw

1.7455E5 2 2 453 463 Carbamylation

G1:Car
bamyla
tion:10
00.00;T
2:Meth
ylation
(other
s):46.3
1

PEAKS
PTM

K.ISMP(+15.99)VNTPGQ(+.98)FEDFFPASSR.D N 31.78 2243.0205 20 5.7 1122.5239 2 46.64 5 F5:2451
OB5955

H1
Ro.raw

0 0 0 282 301

P4:Hyd
roxylati
on Pro:
24.67;
Q10:De
amidati
on (N
Q):21.9
1

PEAKS
DB

D.GEPDLSNNFGR.L N 31.47 1204.5472 11 3.0 603.2827 2 28.20 4 F4:1371
OB5954

H1
Ro.raw

1.6138E4 1 1 395 405 PEAKS
DB

K.NPQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 31.45 3372.6226 29 7.2 844.1690 4 45.92 6 F6:2433
OB5956

H1
Ro.raw

0 0 0 415 443 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
14.19;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.KN(+.98)PQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 31.43 3500.7175 30 4.4 1167.9182 3 36.77 4 F4:1901
OB5954

H1
Ro.raw

9.2406E4 1 1 414 443 Carbamidomethylation

N2:Dea
midatio
n (NQ):
14.04;
C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

total 287 peptides



11/23/21, 10:33 AM proteins

file:///C:/Users/Katarina/PeaksExports/Ara h 1 gel for peanut PTM_PEAKS PTM_16/protein.html 29/80

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.IRPEGREGEQEWGTPGSEVREETSR.N Y 31.36 2870.3542 25 2.3 718.5975 4 27.83 6 F6:1355
OB5956

H1
Ro.raw

1.3652E5 1 1 141 165 PEAKS
DB

K.VSKEH(+15.99)VQELTK.H N 31.09 1312.6986 11 1.8 657.3578 2 23.73 5 F5:1100
OB5955

H1
Ro.raw

1.5735E3 1 1 361 371 Oxidation (HW)

H5:Oxi
dation
(HW):1
000.00

PEAKS
PTM

K.N(+.98)PQ(+.98)LQ(+.98)DLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 30.70 3406.5806 29 9.9 1136.5454 3 36.75 6 F6:1904
OB5956

H1
Ro.raw

3.0926E5 1 1 415 443 Deamidation (NQ);
Carbamidomethylation

N1:Dea
midatio
n (NQ):
69.03;
Q3:Dea
midatio
n (NQ):
71.61;
Q5:Dea
midatio
n (NQ):
53.75;
M9:Oxi
dation
(M):17.
01;C1
3:Carb
amido
methyl
ation:1
000.00;
M22:Ox
idation
(M):16.
22

PEAKS
DB

R.WGP(+15.99)AEPR.E Y 30.70 827.3926 7 0.0 414.7036 2 24.54 5 F5:1155
OB5955

H1
Ro.raw

3.9908E3 1 1 109 115

P3:Hyd
roxylati
on Pro:
36.24

PEAKS
DB

F.L(+226.08)AGDK(+28.03)DNVIDQIEK.Q N 30.44 1810.9135 14 -0.8 906.4633 2 39.29 5 F5:2033
OB5955

H1
Ro.raw

7.8052E4 1 1 538 551 Biotinylation;
Dimethylation(KR)

L1:Bioti
nylatio
n:152.8
7;K5:Di
methyl
ation(K
R):178.
84

PEAKS
PTM

L.R(+27.99)IPSGFISYILNR.H N 29.85 1562.8568 13 -2.0 782.4341 2 37.84 6 F6:1976
OB5956

H1
Ro.raw

1.6397E5 1 1 259 271 Formylation

R1:For
mylatio
n:1000.
00

PEAKS
PTM

R.IVQIEAR(+28.03)PN(+.98)TLVLPK.H Y 29.66 1719.0294 15 -1.6 860.5206 2 30.29 6 F6:1512
OB5956

H1
Ro.raw

0 0 0 208 222 Dimethylation(KR);
Deamidation (NQ)

R7:Dim
ethylati
on(KR):
66.64;
N9:Dea
midatio
n (NQ):
90.21

PEAKS
PTM

R.LFEVKPDKKNPQLQDLDMM(+31.99)LTC(+57.02)VEIK.E N 29.63 3163.5967 26 -2.8 791.9042 4 32.90 4 F4:1683
OB5954

H1
Ro.raw

1.0179E6 1 1 406 431 Carbamidomethylation

M19:Su
lphone:
14.02;
C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
PTM

K.ISMPVNTPGQ(+.98)FEDFFPASSR.D N 29.56 2227.0254 20 9.7 1114.5308 2 54.22 4 F4:2901
OB5954

H1
Ro.raw

0 0 0 282 301

Q10:De
amidati
on (N
Q):14.5
8

PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.GRREQEW(+15.99)EEEEEDEEEEGSNR.E N 29.48 2666.0601 21 0.8 889.6946 3 26.10 4 F4:1240
OB5954

H1
Ro.raw

0 0 0 470 490 Oxidation (HW)

W7:Oxi
dation
(HW):1
000.00

PEAKS
PTM

K.N(+.98)PQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 29.27 3389.6016 29 9.6 848.4158 4 37.65 6 F6:2047
OB5956

H1
Ro.raw

8.4697E6 1 1 415 443 Carbamidomethylation

N1:Dea
midatio
n (NQ):
0.00;Q
5:Dea
midatio
n (NQ):
14.04;
C13:Ca
rbamid
omethy
lation:1
000.00;
M22:Ox
idation
(M):0.0
0

PEAKS
DB

N.TLEAAFNAEFNEIRR.V N 28.88 1779.8904 15 3.5 890.9556 2 33.23 6 F6:1696
OB5956

H1
Ro.raw

1.5612E5 1 1 314 328 PEAKS
DB

K.SFN(+.98)LDEGHALR(+31.99)IPSGFISYILNR.H N 28.71 2651.3342 23 9.4 1326.6869 2 39.13 4 F4:2021
OB5954

H1
Ro.raw

0 0 0 249 271

N3:Dea
midatio
n (NQ):
38.55;
R11:Di
hydrox
y:14.78

PEAKS
PTM

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 28.37 2243.0205 20 8.5 1122.5271 2 44.80 6 F6:2368
OB5956

H1
Ro.raw

0 0 0 282 301 Oxidation (M)

M3:Oxi
dation
(M):10
00.00;
N6:Dea
midatio
n (NQ):
0.00

PEAKS
DB

K.GTGNLE(+53.92)LVAVRK.E N 28.35 1309.6440 12 -0.1 437.5553 3 27.29 4 F4:1309
OB5954

H1
Ro.raw

2.3239E4 1 1 453 464 Replacement of 2
protons by iron

E6:Repl
acemen
t of 2 p
rotons
by iron:
60.54

PEAKS
PTM

D.NVIDQIEK.Q N 28.35 957.5131 8 1.6 479.7646 2 28.19 5 F5:1367
OB5955

H1
Ro.raw

2.9963E3 1 1 544 551 PEAKS
DB

K.I(+43.01)S(+14.02)MPVNTPGQFEDFFPASSR.D N 28.31 2283.0630 20 -0.7 1142.5380 2 36.01 6 F6:1860
OB5956

H1
Ro.raw

2.4015E5 1 1 282 301 Carbamylation

I1:Carb
amylati
on:100
0.00;S
2:Meth
ylation
(other
s):39.4
4

PEAKS
PTM

R.VLLEENAGGEQEERGQRR.R N 28.30 2069.0249 18 1.0 518.2640 4 25.49 5 F5:1205
OB5955

H1
Ro.raw

1.3378E5 1 1 329 346 PEAKS
DB

K.NP(+15.99)QLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 28.11 3387.6335 29 3.2 1130.2220 3 40.44 5 F5:2090
OB5955

H1
Ro.raw

3.3176E4 1 1 415 443 Carbamidomethylation

P2:Hyd
roxylati
on Pro:
14.98;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

total 287 peptides



11/23/21, 10:33 AM proteins

file:///C:/Users/Katarina/PeaksExports/Ara h 1 gel for peanut PTM_PEAKS PTM_16/protein.html 31/80

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.AMVIVVVNK(-1.03)GTGNLELVAVR.K N 27.94 2080.1714 20 8.5 1041.1018 2 34.56 4 F4:1751
OB5954

H1
Ro.raw

2.9653E7 1 1 444 463
Lysine oxidation to
aminoadipic
semialdehyde

K9:Lysi
ne oxid
ation to
aminoa
dipic se
mialdeh
yde:10
00.00

PEAKS
PTM

K.SF(+17.99)NLDEGHALR.I N 27.90 1275.6007 11 8.1 638.8128 2 26.62 5 F5:1267
OB5955

H1
Ro.raw

9.5818E3 1 1 249 259 Fluorination

F2:Fluo
rinatio
n:1000.
00

PEAKS
PTM

K.SFNLDEGHALRIP(+15.99)SGF(+17.99)ISYILNR.H N 27.40 2652.3459 23 8.7 885.1303 3 38.95 5 F5:2010
OB5955

H1
Ro.raw

0 0 0 249 271 Hydroxylation Pro

P13:Hy
droxyla
tion Pr
o:1000.
00;F1
6:Fluori
nation:
38.16

PEAKS
PTM

R.VLLEENAGGEQEER(+15.99).G N 27.33 1587.7375 14 1.8 794.8775 2 26.70 4 F4:1275
OB5954

H1
Ro.raw

0 0 0 329 342

R14:Ox
idation
or Hydr
oxylatio
n:20.88

PEAKS
PTM

K.NPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 27.25 3388.6174 29 8.0 1130.5554 3 37.44 5 F5:1884
OB5955

H1
Ro.raw

6.7537E6 1 1 415 443 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
0.00;M
10:Oxi
dation
(M):12.
28;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.N(+42.01)(+15.00)NPFYFPSRR.F N 27.12 1353.6465 10 9.4 677.8369 2 29.74 5 F5:1453
OB5955

H1
Ro.raw

3.0438E5 1 1 166 175

N1:Ace
tylation
(N-ter
m):100
0.00;N
1:Dea
midatio
n follow
ed by a
methyl
ation:1
2.28

PEAKS
PTM

R.VAK(-1.03)ISMPVNTPGQFEDFFPASSR.D N 27.11 2523.2104 23 1.1 1262.6139 2 36.53 6 F6:1887
OB5956

H1
Ro.raw

0 0 0 279 301
Lysine oxidation to
aminoadipic
semialdehyde

K3:Lysi
ne oxid
ation to
aminoa
dipic se
mialdeh
yde:10
00.00

PEAKS
PTM

K.NPQLQDLDMMLTC(+58.01)VEIK.E N 26.84 2047.9629 17 -3.6 1024.9850 2 46.58 4 F4:2449
OB5954

H1
Ro.raw

0 0 0 415 431 Carboxymethyl

C13:Ca
rboxym
ethyl:1
000.00

PEAKS
PTM

R.EQEW(+15.99)EEEEEDEEEEGSNREVR.R N 26.79 2681.0483 21 1.1 894.6910 3 26.92 4 F4:1316
OB5954

H1
Ro.raw

7.9753E4 1 1 473 493 Oxidation (HW)

W4:Oxi
dation
(HW):1
000.00

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLP(+15.99)HFNSK.A N 26.70 3403.6284 29 -6.6 1702.8102 2 36.88 6 F6:1908
OB5956

H1
Ro.raw

0 0 0 415 443 Carbamidomethylation

M10:Ox
idation
(M):7.6
5;C13:
Carbam
idomet
hylatio
n:1000.
00;P2
4:Hydr
oxylatio
n Pro:3
0.14

PEAKS
DB

R.IFLAGDKD(-18.01)NV.I N 26.68 1072.5553 10 0.4 537.2852 2 32.21 4 F4:1610
OB5954

H1
Ro.raw

2.1773E6 1 1 536 545
D8:Deh
ydratio
n:45.01

PEAKS
PTM

K.KNPQLQDLDMM(-48.00)LTC(+57.02)VEIK.E N 26.57 2127.0703 18 -0.4 710.0304 3 31.57 6 F6:1598
OB5956

H1
Ro.raw

1.2455E5 1 1 414 431 Carbamidomethylation

M11:De
thiomet
hyl:0.0
0;C14:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
PTM

K.KNPQ(+.98)LQ(+.98)DLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 26.17 3533.6914 30 9.7 884.4387 4 35.77 5 F5:1822
OB5955

H1
Ro.raw

2.4464E5 1 1 414 443 Carbamidomethylation

Q4:Dea
midatio
n (NQ):
9.40;Q
6:Dea
midatio
n (NQ):
6.65;M
10:Oxi
dation
(M):0.0
0;C14:
Carbam
idomet
hylatio
n:1000.
00;M2
3:Oxida
tion
(M):40.
04

PEAKS
DB

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 26.02 3420.6074 29 5.5 1141.2161 3 34.83 5 F5:1769
OB5955

H1
Ro.raw

2.4925E5 1 1 415 443 Oxidation (M);
Carbamidomethylation

Q5:Dea
midatio
n (NQ):
11.12;
M9:Oxi
dation
(M):10
00.00;
M10:Ox
idation
(M):10
00.00;
C13:Ca
rbamid
omethy
lation:1
000.00;
M22:Ox
idation
(M):10
00.00

PEAKS
DB

K.AM(-48.00)VIVVVNK.G N 25.96 923.5804 9 0.0 462.7975 2 25.00 6 F6:1192
OB5956

H1
Ro.raw

6.3039E3 1 1 444 452 Dethiomethyl

M2:Det
hiomet
hyl:100
0.00

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.IVQIEARPNTLVLP(+15.99)KHADADNILVIQQGQ(+.98)ATVTVAN(+.98)GNNRK.S Y 25.90 4436.3774 41 6.0 1110.1083 4 32.89 4 F4:1658
OB5954

H1
Ro.raw

3.5945E5 1 1 208 248

P14:Hy
droxyla
tion Pr
o:1.99;
Q29:De
amidati
on (N
Q):0.0
0;N36:
Deamid
ation
(NQ):1
4.04

PEAKS
DB

R.SSDNEGVIVKVSKEHVQELTK.H N 25.71 2325.2175 21 0.9 776.0804 3 28.86 4 F4:1404
OB5954

H1
Ro.raw

0 0 0 351 371 PEAKS
DB

R.DQSSY(+15.99)LQGFSR.N N 25.52 1302.5840 11 1.6 652.3003 2 29.24 6 F6:1470
OB5956

H1
Ro.raw

7.3464E4 1 1 302 312

Y5:Oxid
ation or
Hydrox
ylation:
26.36

PEAKS
PTM

total 287 peptides

tr|B3IXL2|B3IXL2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



11/23/21, 10:33 AM proteins

file:///C:/Users/Katarina/PeaksExports/Ara h 1 gel for peanut PTM_PEAKS PTM_16/protein.html 34/80

Supporting Peptides:

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.EQEWEEEEEDEEEEGSNR.E N 117.09 2280.8413 18 3.3 1141.4316 2 28.28 5 F5:1371
OB5955

H1
Ro.raw

4.6914E6 7 7 473 490 PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.KNPQLQDLDMMLTC(+57.02)VEIK.E N 116.47 2175.0737 18 3.2 1088.5476 2 35.21 5 F5:1788
OB5955

H1
Ro.raw

1.5503E7 6 6 414 431 Carbamidomethylation

C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 116.10 2062.9736 17 5.0 1032.4993 2 34.71 6 F6:1780
OB5956

H1
Ro.raw

1.155E7 4 4 415 431 Carbamidomethylation

M10:Ox
idation
(M):30.
46;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 115.70 2062.9736 17 -4.7 1032.4893 2 36.62 4 F4:1873
OB5954

H1
Ro.raw

3.8486E6 3 3 415 431 Carbamidomethylation

M9:Oxi
dation
(M):30.
46;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIK.E N 112.86 2046.9788 17 0.2 1024.4968 2 37.11 6 F6:1959
OB5956

H1
Ro.raw

3.5075E7 10 10 415 431 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.NTLEAAFNAEFNEIR.R N 112.69 1737.8322 15 1.4 869.9246 2 35.64 6 F6:1825
OB5956

H1
Ro.raw

1.2023E7 6 6 313 327 PEAKS
DB

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 109.35 2242.0364 20 8.1 1122.0345 2 34.52 6 F6:1771
OB5956

H1
Ro.raw

2.1717E7 8 8 282 301 Oxidation (M)

M3:Oxi
dation
(M):10
00.00

PEAKS
DB

K.ISMPVNTPGQFEDFFPASSR.D N 107.77 2226.0415 20 0.9 1114.0291 2 35.86 4 F4:1823
OB5954

H1
Ro.raw

8.7375E7 15 15 282 301 PEAKS
DB

K.HADADNILVIQQGQATVTVANGNNRK.S N 104.88 2746.4111 26 3.3 916.4807 3 29.36 4 F4:1435
OB5954

H1
Ro.raw

3.9035E6 4 4 223 248 PEAKS
DB

K.KGSEEEDITNPINLRDGEPDLSNNFGR.L N 103.39 3015.4170 27 3.4 1006.1497 3 31.62 4 F4:1565
OB5954

H1
Ro.raw

1.1819E7 10 10 379 405 PEAKS
DB

K.KNPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 103.13 2191.0686 18 3.6 1096.5455 2 34.71 6 F6:1781
OB5956

H1
Ro.raw

1.4412E6 4 4 414 431 Carbamidomethylation

M10:Ox
idation
(M):27.
96;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.IFLAGDKDNVIDQIEK.Q N 102.67 1816.9570 16 6.5 909.4917 2 32.54 4 F4:1630
OB5954

H1
Ro.raw

4.3939E8 47 47 536 551 PEAKS
DB

K.HADADNILVIQQGQATVTVAN(+.98)GNNRK.S N 101.58 2747.3950 26 3.3 916.8086 3 29.66 4 F4:1454
OB5954

H1
Ro.raw

4.7756E6 7 7 223 248

N21:De
amidati
on (N
Q):31.9
1

PEAKS
DB

K.AMVIVVVNKGTGNLELVAVR.K N 99.57 2081.2031 20 -0.4 1041.6084 2 34.57 4 F4:1751
OB5954

H1
Ro.raw

3.4777E7 8 8 444 463 PEAKS
DB

K.GSEEEDITNPINLRDGEPDLSNNFGR.L N 98.43 2887.3220 26 -0.7 963.4473 3 32.67 6 F6:1660
OB5956

H1
Ro.raw

1.2511E7 5 5 380 405 PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.SFNLDEGHALR.I N 97.07 1257.6101 11 3.0 629.8142 2 28.04 4 F4:1388
OB5954

H1
Ro.raw

1.1757E8 21 21 249 259 PEAKS
DB

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 96.89 2078.9688 17 6.6 1040.4985 2 33.82 6 F6:1726
OB5956

H1
Ro.raw

7.6578E4 2 2 415 431 Oxidation (M);
Carbamidomethylation

M9:Oxi
dation
(M):10
00.00;
M10:Ox
idation
(M):10
00.00;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.AM(+15.99)VIVVVNKGTGNLELVAVR.K N 96.06 2097.1980 20 3.4 1049.6099 2 32.98 5 F5:1656
OB5955

H1
Ro.raw

2.4028E7 6 6 444 463 Oxidation (M)

M2:Oxi
dation
(M):10
00.00

PEAKS
DB

R.VLLEENAGGEQEER.G N 95.38 1571.7427 14 2.2 786.8804 2 26.92 4 F4:1300
OB5954

H1
Ro.raw

3.043E7 6 6 329 342 PEAKS
DB

K.KNPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 95.29 2191.0686 18 3.1 1096.5449 2 32.98 5 F5:1657
OB5955

H1
Ro.raw

1.9358E6 4 4 414 431 Carbamidomethylation

M11:Ox
idation
(M):23.
10;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.SFNLDEGHALRIPSGFISYILNR.H N 95.27 2618.3604 23 1.9 873.7957 3 37.65 6 F6:1935
OB5956

H1
Ro.raw

7.1821E7 11 11 249 271 PEAKS
DB

R.DQSSYLQGFSR.N N 94.26 1286.5891 11 -0.9 644.3013 2 30.91 4 F4:1531
OB5954

H1
Ro.raw

9.6573E7 19 19 302 312 PEAKS
DB

R.RVLLEENAGGEQEER.G N 93.77 1727.8438 15 0.2 576.9553 3 25.30 5 F5:1185
OB5955

H1
Ro.raw

8.7628E5 6 6 328 342 PEAKS
DB

K.NPQLQDLDMMLTC(+14.02)VEIK.E N 93.65 2003.9730 17 2.7 1002.9965 2 38.33 5 F5:1965
OB5955

H1
Ro.raw

5.8314E6 4 4 415 431

C13:Me
thylatio
n(other
s):33.9
8

PEAKS
PTM

R.IFLAGDKDNVIDQIEKQAK.D N 92.18 2144.1477 19 -2.1 715.7217 3 32.42 5 F5:1625
OB5955

H1
Ro.raw

1.615E6 3 3 536 554 PEAKS
DB

R.IPSGFISYILNR.H N 92.13 1378.7609 12 1.1 690.3885 2 37.47 6 F6:1945
OB5956

H1
Ro.raw

4.5588E8 9 9 260 271 PEAKS
DB

K.AMVIVVVNKGTGNLELVAVRK.E N 91.52 2209.2981 21 4.7 737.4434 3 32.59 4 F4:1633
OB5954

H1
Ro.raw

1.2306E8 14 14 444 464 PEAKS
DB

R.KSFNLDEGHALR.I N 88.41 1385.7051 12 1.3 693.8607 2 26.06 5 F5:1228
OB5955

H1
Ro.raw

5.4977E6 6 6 248 259 PEAKS
DB

R.REQEWEEEEEDEEEEGSNR.E N 88.08 2436.9424 19 0.6 813.3219 3 26.73 4 F4:1278
OB5954

H1
Ro.raw

9.3919E5 7 7 472 490 PEAKS
DB

R.EQEW(+15.99)EEEEEDEEEEGSNR.E N 86.71 2296.8362 18 2.5 1149.4282 2 27.64 6 F6:1309
OB5956

H1
Ro.raw

1.0675E6 3 3 473 490 Oxidation (HW)

W4:Oxi
dation
(HW):1
000.00

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.KGSEEEDITNPINLR.D N 86.46 1713.8533 15 4.2 857.9375 2 29.29 4 F4:1432
OB5954

H1
Ro.raw

8.9159E6 6 6 379 393 PEAKS
DB

K.NPQLQDLDM(+15.99)MLTCVEIK(+14.02).E N 85.42 2019.9679 17 2.2 1010.9934 2 37.33 4 F4:1920
OB5954

H1
Ro.raw

7.9299E5 2 2 415 431 Methylation(KR)

M9:Oxi
dation
(M):21.
94;K1
7:Meth
ylation
(KR):1
000.00

PEAKS
PTM

K.DLAFPGSGEQVEK.L N 85.27 1375.6619 13 -0.7 688.8377 2 30.39 4 F4:1498
OB5954

H1
Ro.raw

9.2216E7 3 3 555 567 PEAKS
DB

R.VLLEEN(+.98)AGGEQEER.G N 85.22 1572.7267 14 2.8 787.3728 2 27.46 6 F6:1340
OB5956

H1
Ro.raw

6.8644E5 3 3 329 342 Deamidation (NQ)

N6:Dea
midatio
n (NQ):
121.37

PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 85.17 3371.6387 29 -4.9 1686.8184 2 38.00 5 F5:1955
OB5955

H1
Ro.raw

1.5541E8 10 10 415 443 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.DGEPDLSNNFGR.L N 84.59 1319.5742 12 0.6 660.7948 2 29.29 4 F4:1422
OB5954

H1
Ro.raw

7.8399E6 3 3 394 405 PEAKS
DB

K.ISMP(+15.99)VNTPGQFEDFFPASSR.D N 84.52 2242.0364 20 -2.0 1122.0232 2 34.47 5 F5:1814
OB5955

H1
Ro.raw

1.0743E7 2 2 282 301

P4:Hyd
roxylati
on Pro:
42.89

PEAKS
DB

R.EGEQEWGTPGSEVREETSR.N Y 84.24 2161.9512 19 4.4 1081.9877 2 27.86 4 F4:1344
OB5954

H1
Ro.raw

4.0932E7 7 7 147 165 PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 83.17 3387.6335 29 -0.6 1130.2178 3 37.70 4 F4:1939
OB5954

H1
Ro.raw

9.055E7 6 6 415 443 Carbamidomethylation

M9:Oxi
dation
(M):26.
02;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.NTLEAAFNAEFNEIRR.V N 81.08 1893.9332 16 -2.6 947.9714 2 34.11 5 F5:1711
OB5955

H1
Ro.raw

2.8495E8 15 15 313 328 PEAKS
DB

R.GRREQEWEEEEEDEEEEGSNR.E N 80.86 2650.0649 21 1.1 884.3632 3 26.73 4 F4:1280
OB5954

H1
Ro.raw

8.7144E5 6 6 470 490 PEAKS
DB

R.EGEQEWGTPGSEVR.E Y 80.82 1559.6852 14 1.4 780.8510 2 28.04 4 F4:1358
OB5954

H1
Ro.raw

3.4069E6 3 3 147 160 PEAKS
DB

K.EGALMLPHFNSK.A N 80.31 1342.6703 12 2.3 672.3440 2 30.63 5 F5:1504
OB5955

H1
Ro.raw

1.4317E7 5 5 432 443 PEAKS
DB

K.SFNLDEGH(+15.99)ALR.I N 80.04 1273.6051 11 -0.5 637.8095 2 30.29 4 F4:1491
OB5954

H1
Ro.raw

9.1981E5 2 2 249 259 Oxidation (HW)

H8:Oxi
dation
(HW):1
000.00

PEAKS
PTM

R.LFEVKPDKKNPQLQDLDMMLTC(+57.02)VEIK.E N 78.90 3131.6069 26 -4.0 1044.8721 3 34.65 5 F5:1756
OB5955

H1
Ro.raw

5.2558E6 4 4 406 431 Carbamidomethylation

C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.I(+27.99)FLAGDKDNVIDQIEK.Q N 78.41 1844.9519 16 -2.1 923.4813 2 36.23 4 F4:1853
OB5954

H1
Ro.raw

2.4413E6 3 3 536 551 Formylation
I1:For
mylatio
n:98.75

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.GSEEEDITNPINLR.D N 78.13 1585.7583 14 2.3 793.8882 2 31.16 5 F5:1548
OB5955

H1
Ro.raw

3.4694E6 3 3 380 393 PEAKS
DB

F.LAGDKDNVIDQIEK.Q N 78.02 1556.8046 14 -6.3 779.4047 2 32.21 6 F6:1629
OB5956

H1
Ro.raw

5.4762E6 4 4 538 551 PEAKS
DB

K.AMVIVVVNK.G N 77.85 971.5837 9 -0.8 486.7987 2 30.10 5 F5:1540
OB5955

H1
Ro.raw

7.1402E6 3 3 444 452 PEAKS
DB

R.VAK(+42.01)ISMPVNTPGQFEDFFPASSR.D N 77.03 2566.2524 23 0.5 1284.1342 2 36.43 6 F6:1881
OB5956

H1
Ro.raw

0 0 0 279 301 Acetylation (K)

K3:Acet
ylation
(K):100
0.00

PEAKS
PTM

K.NPQLQDLDMM(-48.00)LTC(+57.02)VEIK.E N 76.61 1998.9755 17 1.9 1000.4969 2 32.85 6 F6:1670
OB5956

H1
Ro.raw

6.204E6 3 3 415 431 Carbamidomethylation

M10:De
thiomet
hyl:14.
02;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
PTM

K.ISMPVNTP(+15.99)GQFEDFFPASSR.D N 75.57 2242.0364 20 1.5 1122.0271 2 35.64 6 F6:1836
OB5956

H1
Ro.raw

1.0022E6 1 1 282 301

P8:Hyd
roxylati
on Pro:
10.93

PEAKS
DB

K.EGALMLPHFN(+.98)SK.A N 75.32 1343.6543 12 2.6 672.8362 2 31.66 6 F6:1595
OB5956

H1
Ro.raw

1.7726E5 2 2 432 443 Deamidation (NQ)

N10:De
amidati
on (N
Q):100
0.00

PEAKS
DB

R.VAKISMPVNTPGQFEDFFPASSR.D N 75.04 2524.2419 23 -2.9 842.4188 3 34.29 5 F5:1735
OB5955

H1
Ro.raw

1.671E6 3 3 279 301 PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 74.64 3499.7336 30 -3.9 875.9373 4 36.80 4 F4:1884
OB5954

H1
Ro.raw

6.9756E6 4 4 414 443 Carbamidomethylation

C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.NTLEAAFN(+.98)AEFNEIRR.V N 74.52 1894.9172 16 -2.2 948.4638 2 32.35 4 F4:1616
OB5954

H1
Ro.raw

1.3754E6 3 3 313 328

N8:Dea
midatio
n (NQ):
48.12

PEAKS
DB

R.KSFNLDEGHALRIPSGFISYILNR.H N 73.99 2746.4553 24 0.1 687.6212 4 36.45 5 F5:1860
OB5955

H1
Ro.raw

1.0287E6 2 2 248 271 PEAKS
DB

R.EETSRN(+.98)NPFYFPSRR.F N 73.61 1899.8864 15 -0.2 634.3026 3 28.39 4 F4:1381
OB5954

H1
Ro.raw

5.4651E5 3 3 161 175

N6:Dea
midatio
n (NQ):
33.98

PEAKS
DB

R.RVLLEENAGGEQEERGQR.R N 73.30 2069.0249 18 1.9 690.6835 3 25.60 4 F4:1205
OB5954

H1
Ro.raw

1.8274E6 3 3 328 345 PEAKS
DB

K.GTGNLELVAVR.K N 72.98 1127.6299 11 -1.3 564.8215 2 30.21 4 F4:1476
OB5954

H1
Ro.raw

2.4766E7 4 4 453 463 PEAKS
DB

K.EGALM(+15.99)LPHFNSK.A N 72.82 1358.6653 12 -0.5 680.3396 2 30.10 5 F5:1469
OB5955

H1
Ro.raw

3.1504E6 5 5 432 443 Oxidation (M)

M5:Oxi
dation
(M):10
00.00

PEAKS
DB

R.IPSGFISYILN(-17.03)R.H N 72.17 1361.7343 12 -0.6 681.8740 2 38.07 4 F4:1963
OB5954

H1
Ro.raw

1.5056E6 3 3 260 271 Ammonia-loss (N)

N11:A
mmoni
a-loss
(N):10
00.00

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.IFLAGDKDNVIDQIEKQ(+.98)AK.D N 71.42 2145.1316 19 1.5 716.0522 3 33.08 5 F5:1661
OB5955

H1
Ro.raw

0 0 0 536 554

Q17:De
amidati
on (N
Q):48.8
3

PEAKS
DB

R.IPSGFISYILNRHDNQNLR.V N 71.19 2256.1763 19 6.5 753.0709 3 33.61 6 F6:1714
OB5956

H1
Ro.raw

5.9166E7 10 10 260 278 PEAKS
DB

K.GTGNLELVAVRK.E N 70.92 1255.7249 12 0.7 628.8701 2 27.30 4 F4:1290
OB5954

H1
Ro.raw

2.2945E7 7 7 453 464 PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 70.54 3515.7285 30 -1.9 879.9377 4 36.03 6 F6:1857
OB5956

H1
Ro.raw

6.9145E6 3 3 414 443 Carbamidomethylation;
Oxidation (M)

C14:Ca
rbamid
omethy
lation:1
000.00;
M23:Ox
idation
(M):10
7.40

PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 70.15 3403.6284 29 1.1 851.9153 4 37.51 4 F4:1883
OB5954

H1
Ro.raw

7.9309E6 6 6 415 443 Carbamidomethylation;
Oxidation (M)

M9:Oxi
dation
(M):27.
96;C1
3:Carb
amido
methyl
ation:1
000.00;
M22:Ox
idation
(M):71.
31

PEAKS
DB

R.VLLEENAGGEQEERGQR.R N 69.54 1912.9238 17 0.6 957.4698 2 25.30 5 F5:1191
OB5955

H1
Ro.raw

3.4466E6 6 6 329 345 PEAKS
DB

I.PSGFISYILNR.H N 69.26 1265.6768 11 -5.5 633.8422 2 36.68 4 F4:1876
OB5954

H1
Ro.raw

3.6428E5 2 2 261 271 PEAKS
DB

R.DQS(-18.01)SYLQGFSR.N N 68.93 1268.5785 11 0.2 635.2966 2 30.91 4 F4:1537
OB5954

H1
Ro.raw

6.7379E5 3 3 302 312
S3:Deh
ydratio
n:40.00

PEAKS
PTM

R.IP(+15.99)SGFISYILNR.H N 68.69 1394.7557 12 1.5 698.3862 2 37.24 5 F5:1913
OB5955

H1
Ro.raw

6.9724E6 9 9 260 271 Hydroxylation Pro

P2:Hyd
roxylati
on Pro:
1000.0
0

PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 68.62 3387.6335 29 -0.8 1130.2175 3 36.42 4 F4:1862
OB5954

H1
Ro.raw

7.1368E7 6 6 415 443 Carbamidomethylation

M10:Ox
idation
(M):24.
44;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.RVLLEEN(+.98)AGGEQEER.G N 68.51 1728.8278 15 -0.8 577.2827 3 25.96 5 F5:1233
OB5955

H1
Ro.raw

1.3591E4 2 2 328 342 Deamidation (NQ)

N7:Dea
midatio
n (NQ):
77.53

PEAKS
DB

R.VAKISM(+15.99)PVNTPGQFEDFFPASSR.D N 68.50 2540.2368 23 2.1 847.7546 3 32.98 5 F5:1665
OB5955

H1
Ro.raw

5.6098E5 2 2 279 301 Oxidation (M)

M6:Oxi
dation
(M):10
00.00

PEAKS
DB

R.NNPFYFPSR.R N 68.49 1140.5352 9 0.9 571.2754 2 31.81 4 F4:1575
OB5954

H1
Ro.raw

1.7544E7 5 5 166 174 PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.NPQLQDLDMMLTCVEIK(+14.02)EGALMLPHFNSK.A N 68.29 3328.6328 29 0.9 833.1663 4 38.52 5 F5:1986
OB5955

H1
Ro.raw

1.7448E7 6 6 415 443 Methylation(KR)

K17:Me
thylatio
n(KR):
98.15

PEAKS
PTM

R.NNPFYFPSRR.F N 67.62 1296.6364 10 0.0 649.3254 2 28.95 4 F4:1567
OB5954

H1
Ro.raw

1.3432E8 8 8 166 175 PEAKS
DB

R.EETSRNNPFYFPSRR.F N 67.58 1898.9023 15 1.8 633.9759 3 27.75 5 F5:1339
OB5955

H1
Ro.raw

9.3426E5 3 3 161 175 PEAKS
DB

R.IVQIEARPNTLVLPK.H Y 67.30 1690.0140 15 0.3 846.0145 2 30.46 5 F5:1502
OB5955

H1
Ro.raw

4.7655E7 8 8 208 222 PEAKS
DB

K.KNPQLQDLDMMLTCVEIK(+14.02).E N 66.83 2132.0679 18 -0.6 1067.0405 2 36.31 4 F4:1858
OB5954

H1
Ro.raw

6.1629E5 2 2 414 431 Methylation(KR)

K18:Me
thylatio
n(KR):
130.57

PEAKS
PTM

R.IPSGFISY(+125.90)ILNR.H N 65.90 1504.6575 12 -1.9 753.3346 2 38.39 6 F6:2001
OB5956

H1
Ro.raw

2.2019E5 2 2 260 271 Iodination

Y8:Iodi
nation:
1000.0
0

PEAKS
PTM

R.VLLEEN(-17.03)AGGEQEER.G N 65.50 1554.7162 14 1.2 778.3663 2 27.73 5 F5:1335
OB5955

H1
Ro.raw

0 0 0 329 342 Ammonia-loss (N)

N6:Am
monia-l
oss
(N):10
00.00

PEAKS
PTM

K.Q(-17.03)AKDLAFPGSGEQVEK.L N 65.43 1685.8260 16 0.1 843.9204 2 29.98 6 F6:1503
OB5956

H1
Ro.raw

1.0547E5 3 3 552 567 Pyro-glu from Q

Q1:Pyr
o-glu fr
om Q:1
000.00

PEAKS
PTM

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 64.96 3403.6284 29 -3.9 1135.5457 3 35.83 6 F6:1849
OB5956

H1
Ro.raw

8.47E6 5 5 415 443 Oxidation (M);
Carbamidomethylation

M9:Oxi
dation
(M):54.
18;M1
0:Oxida
tion
(M):63.
99;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.VLLEENAGGEQEER(+14.02).G N 64.84 1585.7583 14 0.7 793.8870 2 27.86 4 F4:1339
OB5954

H1
Ro.raw

1.7453E5 3 3 329 342 Methylation(KR)

R14:Me
thylatio
n(KR):
1000.0
0

PEAKS
PTM

I.FLAGDKDNVIDQIEK.Q N 64.23 1703.8729 15 -5.7 852.9388 2 32.22 6 F6:1635
OB5956

H1
Ro.raw

3.2256E5 3 3 537 551 PEAKS
DB

L.AGDKDNVIDQIEK.Q N 63.80 1443.7205 13 -1.1 722.8667 2 32.43 4 F4:1623
OB5954

H1
Ro.raw

3.3427E5 1 1 539 551 PEAKS
DB

K.HADADNILVIQQGQ(+.98)ATVTVANGNNRK.S N 63.07 2747.3950 26 0.8 916.8063 3 31.39 4 F4:1560
OB5954

H1
Ro.raw

0 0 0 223 248

Q14:De
amidati
on (N
Q):0.00

PEAKS
DB

K.AM(+15.99)VIVVVNK.G N 63.02 987.5787 9 1.1 494.7972 2 27.11 4 F4:1283
OB5954

H1
Ro.raw

1.9071E6 3 3 444 452 Oxidation (M)

M2:Oxi
dation
(M):10
00.00

PEAKS
DB

K.DLAFP(+15.99)GSGEQVEK.L N 62.87 1391.6569 13 0.4 696.8360 2 29.40 5 F5:1432
OB5955

H1
Ro.raw

8.022E5 3 3 555 567 Hydroxylation Pro

P5:Hyd
roxylati
on Pro:
1000.0
0

PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.AM(+15.99)VIVVVNKGTGNLELVAVRK.E N 62.80 2225.2930 21 -4.1 742.7686 3 32.36 6 F6:1577
OB5956

H1
Ro.raw

1.1837E6 2 2 444 464 Oxidation (M)

M2:Oxi
dation
(M):10
00.00

PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 62.74 3387.6335 29 -1.0 1130.2173 3 37.10 5 F5:1900
OB5955

H1
Ro.raw

9.055E7 6 6 415 443 Carbamidomethylation;
Oxidation (M)

C13:Ca
rbamid
omethy
lation:1
000.00;
M22:Ox
idation
(M):82.
05

PEAKS
DB

R.SSDNEGVIVK.V N 62.02 1046.5244 10 0.4 524.2697 2 23.40 5 F5:1065
OB5955

H1
Ro.raw

3.7744E5 3 3 351 360 PEAKS
DB

K.QAKDLAFPGSGEQVEK.L N 61.87 1702.8525 16 1.2 568.6255 3 27.08 6 F6:1321
OB5956

H1
Ro.raw

2.8725E5 6 6 552 567 PEAKS
DB

K.SFNLD(-18.01)EGHALR.I N 61.63 1239.5996 11 2.9 620.8089 2 28.79 4 F4:1400
OB5954

H1
Ro.raw

0 0 0 249 259
D5:Deh
ydratio
n:49.79

PEAKS
PTM

K.SFNLDEGHALR(+31.99)IPSGFISYILNR.H N 60.54 2650.3503 23 0.1 884.4575 3 39.14 5 F5:2021
OB5955

H1
Ro.raw

5.6521E5 1 1 249 271
R11:Di
hydrox
y:46.57

PEAKS
PTM

Q.SSYLQGFSR.N N 60.35 1043.5035 9 0.6 522.7593 2 29.24 6 F6:1453
OB5956

H1
Ro.raw

6.7195E4 3 3 304 312 PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 60.02 3403.6284 29 -8.2 1135.5408 3 36.74 5 F5:1878
OB5955

H1
Ro.raw

6.6522E6 6 6 415 443 Carbamidomethylation;
Oxidation (M)

M10:Ox
idation
(M):21.
94;C1
3:Carb
amido
methyl
ation:1
000.00;
M22:Ox
idation
(M):61.
26

PEAKS
DB

K.QFQNLQNHR.I N 59.95 1183.5846 9 0.0 592.7996 2 23.81 5 F5:1102
OB5955

H1
Ro.raw

1.3905E5 5 5 199 207 PEAKS
DB

K.Q(-17.03)FQNLQNHR.I N 59.90 1166.5581 9 3.5 584.2884 2 28.04 4 F4:1346
OB5954

H1
Ro.raw

5.0983E6 3 3 199 207 Pyro-glu from Q

Q1:Pyr
o-glu fr
om Q:1
000.00

PEAKS
PTM

R.I(+41.03)P(+15.99)SGFISYILNR.H N 59.87 1435.7823 12 -3.6 718.8959 2 36.92 6 F6:1901
OB5956

H1
Ro.raw

1.7838E7 3 3 260 271

Amidination of lysines
or N-terminal amines
with methyl
acetimidate;
Hydroxylation Pro

I1:Ami
dinatio
n of lysi
nes or
N-termi
nal ami
nes wit
h meth
yl aceti
midate:
1000.0
0;P2:H
ydroxyl
ation Pr
o:1000.
00

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.KNPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 59.67 3531.7234 30 -1.9 883.9364 4 35.86 4 F4:1821
OB5954

H1
Ro.raw

2.0004E6 3 3 414 443 Carbamidomethylation;
Oxidation (M)

M10:Ox
idation
(M):17.
01;C1
4:Carb
amido
methyl
ation:1
000.00;
M23:Ox
idation
(M):10
1.58

PEAKS
DB

K.NPQLQ(+.98)DLDMMLTC(+57.02)VEIK.E N 59.63 2047.9629 17 1.5 1024.9902 2 44.46 6 F6:2348
OB5956

H1
Ro.raw

0 0 0 415 431 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
19.68;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.IPSGFISYILN(+.98)RHDNQNLR.V N 59.62 2257.1604 19 4.7 753.3976 3 34.29 5 F5:1740
OB5955

H1
Ro.raw

6.672E5 1 1 260 278

N11:De
amidati
on (N
Q):36.2
4

PEAKS
DB

K.EGALMLPH(+14.02)FNSK.A N 59.24 1356.6860 12 -3.0 679.3483 2 30.80 5 F5:1531
OB5955

H1
Ro.raw

3.037E5 3 3 432 443 Methylation(others)

H8:Met
hylation
(other
s):65.8
1

PEAKS
PTM

A.FPGSGEQVEK.L N 58.82 1076.5138 10 -3.4 539.2623 2 30.34 6 F6:1519
OB5956

H1
Ro.raw

4.3607E5 3 3 558 567 PEAKS
DB

K.ISM(-48.00)PVNTPGQFEDFFPASSR.D N 58.66 2178.0381 20 2.8 727.0220 3 32.48 6 F6:1652
OB5956

H1
Ro.raw

6.4552E6 4 4 282 301 Dethiomethyl

M3:Det
hiomet
hyl:100
0.00

PEAKS
PTM

R.I(+27.99)PSGFISYILNR.H N 58.63 1406.7557 12 0.7 704.3856 2 42.27 5 F5:2199
OB5955

H1
Ro.raw

0 0 0 260 271 Formylation

I1:For
mylatio
n:1000.
00

PEAKS
PTM

R.LFEVKPDKKNPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 58.02 3147.6018 26 2.2 787.9095 4 33.24 5 F5:1670
OB5955

H1
Ro.raw

2.286E6 2 2 406 431 Carbamidomethylation

M19:Ox
idation
(M):40.
00;C2
2:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.EGEQEWGTPGS(+42.01)EVR.E Y 57.75 1601.6958 14 7.6 801.8613 2 27.46 6 F6:1334
OB5956

H1
Ro.raw

1.0047E5 3 3 147 160

S11:Ac
etylatio
n (TSC
YH):32.
97

PEAKS
PTM

K.SFN(+15.99)LDEGHALR.I N 57.68 1273.6051 11 0.9 637.8104 2 27.50 4 F4:1324
OB5954

H1
Ro.raw

9.739E5 3 3 249 259 Oxidation or
Hydroxylation

N3:Oxi
dation
or Hydr
oxylatio
n:55.92

PEAKS
PTM

F.NLDEGHALR.I N 57.57 1023.5097 9 0.6 512.7625 2 27.93 5 F5:1349
OB5955

H1
Ro.raw

2.6681E6 3 3 251 259 PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.A(+41.03)M(+15.99)VIVVVNKGTGNLELVAVR.K N 57.55 2138.2246 20 -5.4 1070.1138 2 34.47 5 F5:1739
OB5955

H1
Ro.raw

4.5183E6 3 3 444 463

Amidination of lysines
or N-terminal amines
with methyl
acetimidate; Oxidation
(M)

A1:Ami
dinatio
n of lysi
nes or
N-termi
nal ami
nes wit
h meth
yl aceti
midate:
207.56;
M2:Oxi
dation
(M):10
00.00

PEAKS
PTM

K.NPQLQDLDMMLTC(+71.04)VEIK.E N 57.51 2060.9944 17 3.0 1031.5076 2 37.24 5 F5:1915
OB5955

H1
Ro.raw

1.057E5 2 2 415 431 Propionamide

C13:Pr
opiona
mide:1
000.00

PEAKS
PTM

A.GDKDNVIDQIEK.Q N 57.39 1372.6833 12 -1.5 687.3479 2 32.35 4 F4:1613
OB5954

H1
Ro.raw

1.1865E6 3 3 540 551 PEAKS
DB

R.K(+43.01)(+14.02)SFNLDEGHALR.I N 55.95 1442.7266 12 0.0 722.3705 2 26.25 5 F5:1250
OB5955

H1
Ro.raw

4.2824E5 6 6 248 259 Carbamylation;
Methylation(KR)

K1:Car
bamyla
tion:10
00.00;
K1:Met
hylation
(KR):1
56.90

PEAKS
PTM

R.IPSGFISYILNRHDN(+.98)QNLR.V N 55.73 2257.1604 19 -0.7 753.3936 3 34.26 4 F4:1732
OB5954

H1
Ro.raw

0 0 0 260 278

N15:De
amidati
on (N
Q):0.00

PEAKS
DB

K.ISMPVN(+.98)TPGQFEDFFPASSR.D N 54.95 2227.0254 20 6.6 1114.5273 2 36.77 4 F4:1885
OB5954

H1
Ro.raw

1.011E5 2 2 282 301

N6:Dea
midatio
n (NQ):
42.68

PEAKS
DB

R.K(+27.99)SFNLDEGHALR.I N 54.77 1413.7001 12 1.4 707.8583 2 28.46 5 F5:1387
OB5955

H1
Ro.raw

5.5831E4 2 2 248 259 Formylation

K1:For
mylatio
n:1000.
00

PEAKS
PTM

R.LFEVKPDKK.N N 54.58 1102.6385 9 1.1 552.3271 2 24.84 4 F4:1157
OB5954

H1
Ro.raw

1.1453E6 6 6 406 414 PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALMLP(+15.99)HFNSK.A N 54.18 3387.6335 29 -0.6 1130.2178 3 37.70 4 F4:2016
OB5954

H1
Ro.raw

4.3311E7 3 3 415 443 Carbamidomethylation;
Hydroxylation Pro

C13:Ca
rbamid
omethy
lation:1
000.00;
P24:Hy
droxyla
tion Pr
o:122.9
9

PEAKS
DB

R.EGEQEWGTP(+15.99)GSEVREETSR.N Y 54.09 2177.9460 19 2.3 1089.9828 2 26.43 5 F5:1263
OB5955

H1
Ro.raw

1.3271E7 6 6 147 165 Hydroxylation Pro

P9:Hyd
roxylati
on Pro:
1000.0
0

PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.IFLAGDKDNVIDQIEK(+42.01)Q(+.98)AK(+14.02).D N 53.39 2201.1580 19 2.9 734.7288 3 32.42 5 F5:1627
OB5955

H1
Ro.raw

4.6872E5 1 1 536 554

K16:Ac
etylatio
n (K):
4.05;Q
17:Dea
midatio
n (NQ):
20.26;
K19:Me
thylatio
n(KR):
4.05

PEAKS
PTM

E.PDLSNNFGR.L N 53.18 1018.4832 9 0.9 510.2493 2 31.57 6 F6:1584
OB5956

H1
Ro.raw

1.3909E6 4 4 397 405 PEAKS
DB

K.NPQLQDLDMM(+15.99)LTCVEIK(+14.02).E N 53.12 2019.9679 17 1.7 1010.9930 2 35.46 5 F5:1802
OB5955

H1
Ro.raw

4.2793E5 1 1 415 431 Methylation(KR)

M10:Ox
idation
(M):8.1
4;K17:
Methyla
tion(K
R):100
0.00

PEAKS
PTM

R.IFLAGDKDNVIDQ(+.98)IEKQAK.D N 53.10 2145.1316 19 1.4 716.0521 3 33.04 6 F6:1686
OB5956

H1
Ro.raw

1.2146E5 1 1 536 554

Q13:De
amidati
on (N
Q):25.1
8

PEAKS
DB

K.SFNLDEGHALRIP(+15.99)SGFISYILNR.H N 53.04 2634.3552 23 -3.9 879.1223 3 38.76 6 F6:2023
OB5956

H1
Ro.raw

1.5218E6 3 3 249 271 Hydroxylation Pro

P13:Hy
droxyla
tion Pr
o:1000.
00

PEAKS
DB

R.VAKIS(+77.99)MPVNTPGQFEDFFPASSR.D N 52.77 2602.2290 23 2.9 1302.1256 2 38.06 5 F5:1958
OB5955

H1
Ro.raw

0 0 0 279 301 Methylphosphonylation

S5:Met
hylphos
phonyla
tion:56.
99

PEAKS
PTM

R.EQEWEEEEEDEEEEGSNREVRR.Y N 52.77 2821.1545 22 1.7 941.3937 3 26.62 5 F5:1273
OB5955

H1
Ro.raw

8.8078E5 3 3 473 494 PEAKS
DB

K.QFQNLQN(+.98)HR.I N 52.53 1184.5686 9 5.4 593.2948 2 23.60 6 F6:1114
OB5956

H1
Ro.raw

8.0383E2 1 1 199 207

N7:Dea
midatio
n (NQ):
0.00

PEAKS
DB

N.PFYFPSRR.F N 52.44 1068.5504 8 -0.1 535.2824 2 28.89 6 F6:1431
OB5956

H1
Ro.raw

4.3491E6 4 4 168 175 PEAKS
DB

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 52.35 3419.6233 29 -0.9 855.9124 4 34.83 5 F5:1766
OB5955

H1
Ro.raw

1.7196E6 3 3 415 443 Oxidation (M);
Carbamidomethylation

M9:Oxi
dation
(M):10
00.00;
M10:Ox
idation
(M):10
00.00;
C13:Ca
rbamid
omethy
lation:1
000.00;
M22:Ox
idation
(M):10
00.00

PEAKS
DB

R.VAK(+27.99)ISMPVNTPGQFEDFFPASSR.D N 52.16 2552.2368 23 -0.3 1277.1252 2 36.45 6 F6:1882
OB5956

H1
Ro.raw

0 0 0 279 301
K3:For
mylatio
n:9.40

PEAKS
PTM

total 287 peptides



11/23/21, 10:33 AM proteins

file:///C:/Users/Katarina/PeaksExports/Ara h 1 gel for peanut PTM_PEAKS PTM_16/protein.html 45/80

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.ISMPVNTPGQFEDFFPASSRDQSSYLQGFSR.N N 52.15 3494.6201 31 -0.9 1165.8796 3 36.01 6 F6:1851
OB5956

H1
Ro.raw

4.0537E6 2 2 282 312 PEAKS
DB

R.V(+27.99)AKISMPVNTPGQFEDFFPASSR.D N 51.59 2552.2368 23 -0.5 1277.1250 2 36.43 4 F4:1865
OB5954

H1
Ro.raw

7.7611E5 1 1 279 301
V1:For
mylatio
n:0.00

PEAKS
PTM

R.WGPAEPR.E Y 51.54 811.3976 7 1.8 406.7068 2 25.60 4 F4:1224
OB5954

H1
Ro.raw

1.6393E6 3 3 109 115 PEAKS
DB

K.SFNLDEGHALR(+31.99).I N 50.82 1289.6000 11 -1.4 645.8063 2 30.41 6 F6:1520
OB5956

H1
Ro.raw

0 0 0 249 259 Dihydroxy

R11:Di
hydrox
y:122.7
5

PEAKS
PTM

R.IFLAGD(+15.99)KDNVIDQIEK.Q N 50.66 1832.9519 16 -1.9 917.4814 2 31.99 4 F4:1600
OB5954

H1
Ro.raw

1.5111E6 3 3 536 551

D6:Oxi
dation
or Hydr
oxylatio
n:12.60

PEAKS
PTM

R.VLLEE(+53.92)NAGGEQEER.G N 50.61 1625.6620 14 -1.0 542.8940 3 26.76 5 F5:1278
OB5955

H1
Ro.raw

0 0 0 329 342

E5:Repl
acemen
t of 2 p
rotons
by iron:
20.92

PEAKS
PTM

P.SGFISYILNR.H N 50.48 1168.6240 10 1.5 585.3202 2 35.08 6 F6:1803
OB5956

H1
Ro.raw

3.0349E5 1 1 262 271 PEAKS
DB

R.IFLAGDKDNVIDQIEK(+14.02)Q(+.98)AK(+42.01).D N 50.18 2201.1580 19 5.4 734.7306 3 32.48 6 F6:1657
OB5956

H1
Ro.raw

3.9073E5 1 1 536 554 Deamidation (NQ)

K16:Me
thylatio
n(KR):
7.64;Q
17:Dea
midatio
n (NQ):
58.99;
K19:Ac
etylatio
n (K):
7.64

PEAKS
PTM

K.S(+43.01)(+14.02)FNLDEGHALR.I N 50.01 1314.6316 11 -0.5 658.3228 2 28.11 5 F5:1359
OB5955

H1
Ro.raw

1.9424E6 1 1 249 259 Carbamylation;
Methylation(others)

S1:Car
bamyla
tion:10
00.00;
S1:Met
hylation
(other
s):88.9
8

PEAKS
PTM

N.LDEGHALR.I N 49.91 909.4668 8 0.0 455.7407 2 27.93 5 F5:1350
OB5955

H1
Ro.raw

1.94E5 3 3 252 259 PEAKS
DB

K.SFNLDEGH(+15.99)ALR(+31.99)IPSGFISYILNR.H N 49.58 2666.3452 23 1.2 889.7900 3 39.33 6 F6:2062
OB5956

H1
Ro.raw

3.3065E5 2 2 249 271 Oxidation (HW)

H8:Oxi
dation
(HW):1
000.00;
R11:Di
hydrox
y:45.01

PEAKS
PTM

K.SFNLDEGH(+15.99)ALRIPSGFISYILNR.H N 49.38 2634.3555 23 2.3 1318.1880 2 38.82 5 F5:2002
OB5955

H1
Ro.raw

9.0457E5 1 1 249 271 Oxidation (HW)

H8:Oxi
dation
(HW):1
000.00

PEAKS
PTM

R.ESHFVSARPQSQSP(+15.99)SSPEKEDQEEEN.Q N 49.34 2973.2859 26 1.6 992.1041 3 24.81 6 F6:1186
OB5956

H1
Ro.raw

3.8098E5 2 2 574 599

P14:Hy
droxyla
tion Pr
o:11.12

PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.VLLE(+21.98)ENAGGEQEER.G N 48.97 1593.7246 14 -0.5 797.8692 2 26.81 5 F5:1275
OB5955

H1
Ro.raw

4.3339E5 3 3 329 342

E4:Sodi
um add
uct:40.
00

PEAKS
PTM

R.LFEVKPDK.K N 48.69 974.5436 8 1.7 488.2799 2 25.30 5 F5:1183
OB5955

H1
Ro.raw

1.7748E6 6 6 406 413 PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFN(+.98)SK.A N 48.63 3388.6174 29 6.2 848.1669 4 36.39 6 F6:1880
OB5956

H1
Ro.raw

2.0276E6 1 1 415 443 Carbamidomethylation

M10:Ox
idation
(M):27.
96;C1
3:Carb
amido
methyl
ation:1
000.00;
N27:De
amidati
on (N
Q):18.2
7

PEAKS
DB

R.SKQFQNLQNHR.I Y 48.58 1398.7117 11 -0.5 467.2443 3 24.46 4 F4:1146
OB5954

H1
Ro.raw

1.2409E5 3 3 197 207 PEAKS
DB

R.IVQIEARPN.T Y 48.42 1038.5822 9 0.7 520.2987 2 25.99 4 F4:1238
OB5954

H1
Ro.raw

4.8023E4 3 3 208 216 PEAKS
DB

R.N(+27.99)TLEAAFNAEFNEIRR.V N 48.34 1921.9282 16 -1.7 961.9697 2 37.51 4 F4:1908
OB5954

H1
Ro.raw

4.2206E4 1 1 313 328 Formylation

N1:For
mylatio
n:1000.
00

PEAKS
PTM

R.NT(-18.01)LEAAFNAEFNEIRR.V N 48.27 1875.9227 16 -1.8 626.3137 3 34.20 4 F4:1731
OB5954

H1
Ro.raw

1.108E7 3 3 313 328 Dehydration

T2:Deh
ydratio
n:1000.
00

PEAKS
PTM

R.LFEVKPDKKNPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 48.12 3147.6018 26 -1.9 787.9062 4 34.20 4 F4:1734
OB5954

H1
Ro.raw

2.5552E6 4 4 406 431 Carbamidomethylation

M18:Ox
idation
(M):33.
98;C2
2:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.KNPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 47.73 3531.7234 30 -1.1 883.9372 4 35.80 5 F5:1822
OB5955

H1
Ro.raw

0 0 0 414 443 Carbamidomethylation

M11:Ox
idation
(M):0.0
0;C14:
Carbam
idomet
hylatio
n:1000.
00;M2
3:Oxida
tion
(M):45.
87

PEAKS
DB

R.DQSSY(-18.01)LQGFSR.N N 47.62 1268.5785 11 -0.6 635.2961 2 30.85 6 F6:1579
OB5956

H1
Ro.raw

2.6456E5 1 1 302 312
Y5:Deh
ydratio
n:0.00

PEAKS
PTM

K.KGSEEEDIT(-18.01)N(+.98)PINLR.D N 47.57 1696.8268 15 2.3 566.6175 3 29.07 6 F6:1442
OB5956

H1
Ro.raw

3.8587E5 3 3 379 393 Deamidation (NQ)

T9:Deh
ydratio
n:45.0
1;N10:
Deamid
ation
(NQ):5
9.10

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.NTLEAAFNAEFN(+.98)EIR.R N 47.43 1738.8162 15 9.2 870.4233 2 44.36 5 F5:2303
OB5955

H1
Ro.raw

5.1969E3 1 1 313 327

N12:De
amidati
on (N
Q):0.00

PEAKS
DB

K.SFNLDEGHALRIPSGFISYILNRHDNQNLR.V N 47.02 3495.7759 30 -2.1 700.1610 5 35.83 6 F6:1842
OB5956

H1
Ro.raw

2.2604E6 2 2 249 278 PEAKS
DB

K.NPQLQ(+.98)DLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 47.00 3404.6125 29 -0.4 1135.8777 3 36.69 5 F5:1878
OB5955

H1
Ro.raw

3.8413E5 1 1 415 443 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
45.47;
M9:Oxi
dation
(M):0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00;M2
2:Oxida
tion
(M):38.
75

PEAKS
DB

K.D(+43.01)(+14.02)LAFPGSGEQVEK.L N 46.93 1432.6833 13 -0.1 717.3489 2 31.08 4 F4:1535
OB5954

H1
Ro.raw

9.9373E5 3 3 555 567 Carbamylation;
Methylation(others)

D1:Car
bamyla
tion:22
0.79;D
1:Meth
ylation
(other
s):132.
53

PEAKS
PTM

K.SFNLDEGHALR(+14.02)IPSGFISYILN(+.98)R.H N 46.86 2633.3601 23 -6.4 878.7883 3 36.34 5 F5:1848
OB5955

H1
Ro.raw

1.8431E5 2 2 249 271 Deamidation (NQ)

R11:Me
thylatio
n(KR):
28.64;
N22:De
amidati
on (N
Q):57.7
1

PEAKS
PTM

F.PGSGEQVEK.L N 46.51 929.4454 9 -3.7 465.7282 2 30.34 6 F6:1524
OB5956

H1
Ro.raw

5.467E4 1 1 559 567 PEAKS
DB

R.ESHFVSARPQSQSP(+15.99)SSPEKEDQEEE.N N 46.47 2859.2429 25 2.4 954.0906 3 24.92 5 F5:1173
OB5955

H1
Ro.raw

7.3448E4 1 1 574 598

P14:Hy
droxyla
tion Pr
o:26.52

PEAKS
DB

R.DQSSYLQGFSR(+15.99).N N 46.23 1302.5840 11 2.5 652.3009 2 30.63 5 F5:1518
OB5955

H1
Ro.raw

1.9563E5 4 4 302 312

R11:Ox
idation
or Hydr
oxylatio
n:42.88

PEAKS
PTM

L.DEGHALR.I N 45.97 796.3828 7 2.5 399.1996 2 27.93 5 F5:1351
OB5955

H1
Ro.raw

9.4873E4 3 3 253 259 PEAKS
DB

R.LFEVKPDKKNPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIK.E N 45.61 3148.5857 26 7.4 788.1595 4 33.17 5 F5:1670
OB5955

H1
Ro.raw

4.4314E5 1 1 406 431 Carbamidomethylation

Q14:De
amidati
on (N
Q):0.0
0;M19:
Oxidati
on (M):
23.10;
C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

S.F(+43.01)NLDE(+21.98)GHALRIPSGFISYILNR.H N 45.55 2596.3162 22 7.8 866.4528 3 40.28 6 F6:2103
OB5956

H1
Ro.raw

2.2619E6 3 3 250 271 Carbamylation

F1:Car
bamyla
tion:10
00.00;E
5:Sodiu
m addu
ct:0.00

PEAKS
PTM

R.IFLAGDKDNVID.Q N 45.24 1318.6769 12 0.0 660.3457 2 31.81 4 F4:1586
OB5954

H1
Ro.raw

1.1587E5 3 3 536 547 PEAKS
DB

K.KNPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 45.13 3515.7285 30 -1.9 879.9377 4 35.30 4 F4:1798
OB5954

H1
Ro.raw

6.4172E5 1 1 414 443 Carbamidomethylation

M10:Ox
idation
(M):14.
02;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.NTLEAAFNAEFN(+.98)EIRR.V N 45.08 1894.9172 16 -4.2 948.4619 2 33.08 4 F4:1691
OB5954

H1
Ro.raw

2.2628E6 3 3 313 328

N12:De
amidati
on (N
Q):39.0
2

PEAKS
DB

R.IFLAGDK(+15.99)DNVIDQIEK.Q N 44.85 1832.9519 16 0.9 917.4841 2 31.94 6 F6:1617
OB5956

H1
Ro.raw

3.7677E5 1 1 536 551

K7:Oxi
dation
or Hydr
oxylatio
n:17.01

PEAKS
PTM

V.QIEARPNTLVLPK.H Y 44.77 1477.8616 13 -1.8 739.9368 2 30.56 4 F4:1513
OB5954

H1
Ro.raw

1.5072E5 3 3 210 222 PEAKS
DB

R.KSFNLDEGH(+15.99)ALR.I N 44.62 1401.7001 12 3.9 701.8600 2 27.64 6 F6:1349
OB5956

H1
Ro.raw

7.3368E4 2 2 248 259 Oxidation (HW)

H9:Oxi
dation
(HW):1
000.00

PEAKS
PTM

R.N(+.98)TLEAAFNAEFNEIRR.V N 44.42 1894.9172 16 3.8 948.4695 2 36.66 6 F6:1890
OB5956

H1
Ro.raw

1.2834E6 2 2 313 328

N1:Dea
midatio
n (NQ):
41.52

PEAKS
DB

R.ESHFVSARP(+15.99)QSQSPSSPEKEDQEEEN.Q N 44.15 2973.2859 26 2.8 992.1053 3 24.92 5 F5:1161
OB5955

H1
Ro.raw

1.8315E5 1 1 574 599

P9:Hyd
roxylati
on Pro:
18.35

PEAKS
DB

K.AMVIVVVN(+.98)KGTGNLELVAVRK.E N 43.52 2210.2820 21 1.9 1106.1504 2 34.35 5 F5:1720
OB5955

H1
Ro.raw

6.7558E5 2 2 444 464

N8:Dea
midatio
n (NQ):
28.79

PEAKS
DB

R.IFLAGDKDNVIDQIEK(+14.02)(+43.01).Q N 43.38 1873.9785 16 -1.3 937.9953 2 32.42 5 F5:1608
OB5955

H1
Ro.raw

8.0571E6 1 1 536 551 Methylation(C-term);
Carbamylation

K16:Me
thylatio
n(C-ter
m):100
0.00;K
16:Car
bamyla
tion:12
8.00

PEAKS
PTM

R.D(-18.01)QSSYLQGFSR.N N 43.26 1268.5785 11 1.6 635.2975 2 29.92 6 F6:1489
OB5956

H1
Ro.raw

0 0 0 302 312
D1:Deh
ydratio
n:0.00

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.LFEVKPDKKNPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 43.03 3163.5967 26 -3.4 791.9037 4 32.67 6 F6:1663
OB5956

H1
Ro.raw

2.1471E6 3 3 406 431 Oxidation (M);
Carbamidomethylation

M18:Ox
idation
(M):10
00.00;
M19:Ox
idation
(M):10
00.00;
C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

T.GNLELVAVRK.E N 43.00 1097.6556 10 0.5 549.8354 2 27.00 5 F5:1296
OB5955

H1
Ro.raw

3.6527E5 3 3 455 464 PEAKS
DB

K.KN(+.98)PQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 42.92 3501.7017 30 7.8 876.4395 4 36.93 6 F6:1903
OB5956

H1
Ro.raw

5.6427E6 1 1 414 443 Carbamidomethylation

N2:Dea
midatio
n (NQ):
14.04;
Q6:Dea
midatio
n (NQ):
0.00;C
14:Car
bamido
methyl
ation:1
000.00

PEAKS
DB

R.IFLAGDKDNVIDQIEK(+43.01)QAK(+14.02).D N 42.77 2201.1692 19 0.9 734.7310 3 32.71 4 F4:1644
OB5954

H1
Ro.raw

3.8417E5 1 1 536 554

K16:Ca
rbamyl
ation:0.
00;K1
9:Meth
ylation
(KR):0.
00

PEAKS
PTM

K.S(+43.01)(+14.02)FNLDEGHALRIPSGFISYILNR.H N 42.43 2675.3818 23 -1.9 892.7996 3 37.80 6 F6:1964
OB5956

H1
Ro.raw

0 0 0 249 271

S1:Car
bamyla
tion:10
00.00;
S1:Met
hylation
(other
s):34.3
0

PEAKS
PTM

K.GSEEEDITNPIN(+.98)LRDGEPDLSNNFGR.L N 42.34 2888.3059 26 6.7 1445.1699 2 32.90 4 F4:1642
OB5954

H1
Ro.raw

1.8658E5 1 1 380 405

N12:De
amidati
on (N
Q):12.3
3

PEAKS
DB

R.V(+43.01)LLE(+14.02)ENAGGEQEER.G N 42.24 1628.7642 14 1.7 815.3907 2 27.00 5 F5:1297
OB5955

H1
Ro.raw

4.2233E5 3 3 329 342 Carbamylation

V1:Car
bamyla
tion:10
00.00;E
4:Meth
ylation
(other
s):30.4
6

PEAKS
PTM

R.I(+43.01)FLAGDK(+14.02)DNVIDQIEK.Q N 42.15 1873.9785 16 4.9 938.0011 2 32.57 4 F4:1632
OB5954

H1
Ro.raw

0 0 0 536 551 Carbamylation;
Methylation(KR)

I1:Carb
amylati
on:135.
80;K7:
Methyla
tion(K
R):195.
94

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.D(+15.99)LAFPGSGEQVEK.L N 42.08 1391.6569 13 0.4 696.8360 2 29.40 5 F5:1368
OB5955

H1
Ro.raw

5.511E5 2 2 555 567 Oxidation or
Hydroxylation

D1:Oxi
dation
or Hydr
oxylatio
n:77.13

PEAKS
PTM

K.KNPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 42.02 3515.7285 30 1.3 879.9406 4 35.25 5 F5:1790
OB5955

H1
Ro.raw

0 0 0 414 443 Carbamidomethylation

M11:Ox
idation
(M):12.
28;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.A(+41.03)M(+15.99)VIVVVNKGTGNLELVAVRK.E N 41.92 2266.3196 21 0.6 1134.1677 2 32.98 5 F5:1660
OB5955

H1
Ro.raw

1.5326E7 6 6 444 464

Amidination of lysines
or N-terminal amines
with methyl
acetimidate; Oxidation
(M)

A1:Ami
dinatio
n of lysi
nes or
N-termi
nal ami
nes wit
h meth
yl aceti
midate:
131.34;
M2:Oxi
dation
(M):10
00.00

PEAKS
PTM

K.EGALM(+15.99)LPHFN(+.98)SK.A N 41.90 1359.6493 12 2.8 680.8338 2 31.22 4 F4:1550
OB5954

H1
Ro.raw

0 0 0 432 443 Oxidation (M);
Deamidation (NQ)

M5:Oxi
dation
(M):10
00.00;
N10:De
amidati
on (N
Q):100
0.00

PEAKS
DB

K.NPQLQDLDM(-48.00)MLTC(+57.02)VEIK.E N 41.66 1998.9755 17 6.7 667.3369 3 34.52 6 F6:1773
OB5956

H1
Ro.raw

2.0007E6 2 2 415 431 Carbamidomethylation

M9:Det
hiomet
hyl:11.
06;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
PTM

K.GTGNLELVAVRKEQQQR.G N 41.33 1925.0442 17 1.4 642.6896 3 26.67 6 F6:1294
OB5956

H1
Ro.raw

2.686E4 1 1 453 469 PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIK(+43.01)EGALMLPHFNSK(+14.02).A N 41.19 3428.6602 29 -1.5 858.1710 4 37.84 6 F6:1971
OB5956

H1
Ro.raw

2.9855E6 1 1 415 443 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00;
K17:Ca
rbamyl
ation:1
1.67;K
29:Met
hylation
(KR):1
1.67

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.IFLAGDKDN(+.98)VIDQIEKQ(+.98)AK.D N 41.17 2146.1157 19 9.8 716.3862 3 32.98 5 F5:1661
OB5955

H1
Ro.raw

1.2092E5 1 1 536 554

N9:Dea
midatio
n (NQ):
13.83;
Q17:De
amidati
on (N
Q):17.6
5

PEAKS
DB

K.NPQ(+.98)LQDLDMMLTC(+57.02)VEIK.E N 41.15 2047.9629 17 2.9 1024.9917 2 46.45 4 F4:2441
OB5954

H1
Ro.raw

0 0 0 415 431 Carbamidomethylation

Q3:Dea
midatio
n (NQ):
14.04;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.EQEWEEEEEDEEEEGSNREVR.R N 41.08 2665.0535 21 2.4 889.3605 3 27.88 4 F4:1353
OB5954

H1
Ro.raw

4.8884E4 1 1 473 493 PEAKS
DB

R.VLLEEN(+.98)AGGEQEERGQR.R N 40.76 1913.9078 17 -1.6 638.9755 3 25.99 4 F4:1234
OB5954

H1
Ro.raw

0 0 0 329 345

N6:Dea
midatio
n (NQ):
28.79

PEAKS
DB

K.GT(-18.01)GNLELVAVRK.E N 40.55 1237.7142 12 2.6 413.5797 3 27.00 5 F5:1287
OB5955

H1
Ro.raw

9.9167E5 2 2 453 464 Dehydration

T2:Deh
ydratio
n:1000.
00

PEAKS
PTM

K.KNPQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 40.26 3500.7175 30 3.4 876.1896 4 37.51 4 F4:1896
OB5954

H1
Ro.raw

1.6398E6 1 1 414 443 Carbamidomethylation

Q6:Dea
midatio
n (NQ):
12.19;
C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.EGEQEW(+15.99)GTPGSEVREETSR.N Y 39.91 2177.9460 19 1.6 726.9905 3 26.43 5 F5:1304
OB5955

H1
Ro.raw

1.2886E7 4 4 147 165 Oxidation (HW)

W6:Oxi
dation
(HW):1
000.00

PEAKS
PTM

R.IFLAGD(+14.02)K(+43.01)DNVIDQIEK.Q N 39.86 1873.9785 16 1.7 937.9982 2 32.48 6 F6:1653
OB5956

H1
Ro.raw

9.6228E6 3 3 536 551 Carbamylation

D6:Met
hylation
(other
s):18.5
3;K7:C
arbamy
lation:6
2.41

PEAKS
PTM

R.E(-18.01)GEQEWGTPGSEVREETSR.N Y 39.24 2143.9407 19 2.7 1072.9805 2 29.74 5 F5:1461
OB5955

H1
Ro.raw

2.5488E5 3 3 147 165 Pyro-glu from E

E1:Pyro
-glu fro
m E:10
00.00

PEAKS
PTM

R.EEDWRQPR.E N 38.91 1114.5155 8 1.8 558.2661 2 23.91 4 F4:1112
OB5954

H1
Ro.raw

0 0 0 120 127 PEAKS
DB

R.SKQFQNLQNH(+15.99)R.I Y 38.88 1414.7065 11 2.4 708.3622 2 24.12 5 F5:1124
OB5955

H1
Ro.raw

1.2982E3 1 1 197 207 Oxidation (HW)

H10:Ox
idation
(HW):1
000.00

PEAKS
PTM

K.A(+43.01)MVIVVVNKGTGNLELVAVR.K N 38.81 2124.2090 20 0.7 1063.1125 2 33.65 4 F4:1688
OB5954

H1
Ro.raw

6.7878E5 3 3 444 463 Carbamylation

A1:Car
bamyla
tion:16
1.20

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.EGALM(-48.00)LPHFNSK.A N 38.72 1294.6670 12 1.5 432.5636 3 28.65 5 F5:1381
OB5955

H1
Ro.raw

3.9929E6 3 3 432 443 Dethiomethyl

M5:Det
hiomet
hyl:100
0.00

PEAKS
PTM

R.PNTLVLPK.H N 38.45 880.5382 8 -2.9 441.2751 2 28.00 6 F6:1374
OB5956

H1
Ro.raw

1.9367E5 2 2 215 222 PEAKS
DB

K.S(+42.01)(+14.02)FNLDEGHALR.I N 38.42 1313.6364 11 -3.6 657.8231 2 28.09 5 F5:1359
OB5955

H1
Ro.raw

1.5617E6 1 1 249 259

S1:Acet
ylation
(N-ter
m):100
0.00;S
1:Meth
ylation
(other
s):49.7
9

PEAKS
PTM

R.IFLAGDKDN(+.98)VIDQIEK(-.98).Q N 38.33 1816.9570 16 0.5 606.6599 3 57.76 5 F5:3342
OB5955

H1
Ro.raw

3.1778E5 3 3 536 551 Amidation

N9:Dea
midatio
n (NQ):
29.57;
K16:A
midatio
n:1000.
00

PEAKS
PTM

K.S(-18.01)FNLD(-18.01)EGHALR(+14.02)IPSGFISYILNR.H N 37.89 2596.3550 23 -7.1 866.4528 3 40.28 6 F6:2110
OB5956

H1
Ro.raw

1.4449E6 1 1 249 271 Methylation(KR)

S1:Deh
ydratio
n:19.6
1;D5:D
ehydrat
ion:34.
08;R1
1:Meth
ylation
(KR):1
57.81

PEAKS
PTM

K.SFNLD(+53.92)EGHALR.I N 37.31 1311.5294 11 1.0 438.1842 3 28.04 4 F4:1362
OB5954

H1
Ro.raw

1.3891E5 2 2 249 259

D5:Rep
laceme
nt of 2
protons
by iron:
18.17

PEAKS
PTM

R.N(+.98)TLEAAFNAEFNEIR.R N 36.98 1738.8162 15 9.2 870.4233 2 44.36 5 F5:2311
OB5955

H1
Ro.raw

5.1969E3 1 1 313 327

N1:Dea
midatio
n (NQ):
21.41

PEAKS
DB

R.REQEW(+15.99)EEEEEDEEEEGSNR.E N 36.76 2452.9375 19 -0.5 818.6527 3 25.98 4 F4:1239
OB5954

H1
Ro.raw

6.7106E4 2 2 472 490 Oxidation (HW)

W5:Oxi
dation
(HW):1
000.00

PEAKS
PTM

R.IFLAGDK(+27.99)DNVIDQIEK.Q N 36.69 1844.9519 16 -0.6 923.4827 2 34.83 5 F5:1775
OB5955

H1
Ro.raw

1.1863E5 1 1 536 551
K7:For
mylatio
n:17.54

PEAKS
PTM

K.SFNLDE(+53.92)GHALR.I N 36.63 1311.5294 11 -0.2 438.1837 3 27.93 5 F5:1353
OB5955

H1
Ro.raw

5.2242E4 1 1 249 259

E6:Repl
acemen
t of 2 p
rotons
by iron:
16.90

PEAKS
PTM

R.IFLAGDKDNVID(-18.01)QIEK.Q N 36.38 1798.9464 16 0.7 900.4811 2 31.39 6 F6:1591
OB5956

H1
Ro.raw

6.7841E4 1 1 536 551
D12:De
hydrati
on:0.00

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.NPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 36.05 3404.6125 29 -1.8 852.1589 4 38.22 6 F6:1993
OB5956

H1
Ro.raw

8.1948E5 1 1 415 443 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
30.14;
M10:Ox
idation
(M):0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00;M2
2:Oxida
tion
(M):14.
60

PEAKS
DB

K.NPQLQDLDMMLTCVEIK(+14.02)EGALM(+15.99)LPHFNSK.A N 36.00 3344.6277 29 -0.2 837.1640 4 37.84 6 F6:1961
OB5956

H1
Ro.raw

7.3561E6 2 2 415 443

K17:Me
thylatio
n(KR):
22.74;
M22:Ox
idation
(M):20.
37

PEAKS
PTM

K.AMVIVVVNKGTGN(+.98)LELVAVRK.E N 35.97 2210.2820 21 6.2 737.7725 3 40.10 5 F5:2113
OB5955

H1
Ro.raw

2.1847E5 1 1 444 464

N13:De
amidati
on (N
Q):18.4
0

PEAKS
DB

W.GTPGSEVREETSR.N Y 35.79 1403.6641 13 3.8 702.8420 2 27.77 5 F5:1332
OB5955

H1
Ro.raw

2.4946E4 1 1 153 165 PEAKS
DB

K.NPQLQDLDMMLTC(+71.04)VEIKEGALMLPHFNSK.A N 35.62 3385.6543 29 -1.5 1129.5570 3 38.07 4 F4:1978
OB5954

H1
Ro.raw

1.5713E5 1 1 415 443 Propionamide

C13:Pr
opiona
mide:1
000.00

PEAKS
PTM

R.N(-17.03)NPFYFPSRR.F N 35.47 1279.6097 10 1.1 427.5443 3 28.89 6 F6:1434
OB5956

H1
Ro.raw

5.7683E5 3 3 166 175

N1:Am
monia-l
oss
(N):9.3
4

PEAKS
PTM

R.NTLEAAFNAEFN(+15.99)EIRR.V N 35.08 1909.9282 16 0.9 955.9723 2 32.98 5 F5:1662
OB5955

H1
Ro.raw

2.4059E6 2 2 313 328

N12:Ox
idation
or Hydr
oxylatio
n:9.28

PEAKS
PTM

R.EGEQEW(+31.99)GTPGSEVREETSR.N Y 34.83 2193.9409 19 0.5 732.3213 3 25.57 6 F6:1219
OB5956

H1
Ro.raw

2.9433E5 1 1 147 165
W6:Dih
ydroxy:
28.36

PEAKS
PTM

R.IFLAGDKD(-18.01)NVIDQIEK.Q N 34.72 1798.9464 16 -0.9 600.6555 3 32.15 6 F6:1589
OB5956

H1
Ro.raw

3.8289E5 1 1 536 551
D8:Deh
ydratio
n:30.83

PEAKS
PTM

K.SFNLDEGHALRIP(+15.99)SGFISYILN(+.98)R.H N 34.44 2635.3394 23 8.6 879.4612 3 36.15 5 F5:1848
OB5955

H1
Ro.raw

1.0826E5 1 1 249 271 Hydroxylation Pro

P13:Hy
droxyla
tion Pr
o:1000.
00;N2
2:Dea
midatio
n (NQ):
32.85

PEAKS
DB

R.NNPFYFP(+15.99)SRR.F N 34.32 1312.6312 10 -0.5 657.3226 2 28.74 5 F5:1397
OB5955

H1
Ro.raw

7.8182E5 1 1 166 175

P7:Hyd
roxylati
on Pro:
32.48

PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.NPQLQ(+.98)DLDMM(-48.00)LTC(+57.02)VEIK.E N 34.13 1999.9595 17 9.3 1000.9963 2 32.90 4 F4:1653
OB5954

H1
Ro.raw

1.9871E6 1 1 415 431 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
11.12;
M10:De
thiomet
hyl:0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
PTM

K.DLAFPGSGE(+53.92)QVEK.L N 33.99 1429.5812 13 -6.3 715.7933 2 30.34 6 F6:1518
OB5956

H1
Ro.raw

6.355E5 2 2 555 567

E9:Repl
acemen
t of 2 p
rotons
by iron:
37.54

PEAKS
PTM

K.NPQ(+.98)LQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 33.64 3388.6174 29 6.0 1130.5532 3 38.52 5 F5:2024
OB5955

H1
Ro.raw

7.1577E5 1 1 415 443 Carbamidomethylation

Q3:Dea
midatio
n (NQ):
0.00;C
13:Car
bamido
methyl
ation:1
000.00;
M22:Ox
idation
(M):34.
40

PEAKS
DB

R.VAKISM(+15.99)PVNTPGQFEDFFP(+15.99)A.S N 33.59 2226.0667 20 -7.4 1114.0323 2 51.06 5 F5:2785
OB5955

H1
Ro.raw

2.817E4 1 1 279 298 Oxidation (M)

M6:Oxi
dation
(M):10
00.00;P
19:Hyd
roxylati
on Pro:
21.81

PEAKS
DB

N.PFYFPSR.R N 33.58 912.4493 7 -0.1 457.2319 2 31.70 5 F5:1584
OB5955

H1
Ro.raw

8.1854E4 1 1 168 174 PEAKS
DB

K.D(+53.92)LAFPGSGEQVEK.L N 33.35 1429.5812 13 -4.3 715.7948 2 30.56 4 F4:1500
OB5954

H1
Ro.raw

3.8253E5 1 1 555 567

D1:Rep
laceme
nt of 2
protons
by iron:
0.00

PEAKS
PTM

K.N(+.98)PQLQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 33.25 3388.6174 29 6.0 1130.5532 3 38.52 5 F5:2054
OB5955

H1
Ro.raw

7.1577E5 1 1 415 443 Carbamidomethylation

N1:Dea
midatio
n (NQ):
0.00;C
13:Car
bamido
methyl
ation:1
000.00;
M22:Ox
idation
(M):0.0
0

PEAKS
DB

K.Q(+.98)FQNLQNHR.I N 33.25 1184.5686 9 4.6 593.2943 2 23.68 5 F5:1098
OB5955

H1
Ro.raw

0 0 0 199 207

Q1:Dea
midatio
n (NQ):
25.21

PEAKS
DB

total 287 peptides



11/23/21, 10:33 AM proteins

file:///C:/Users/Katarina/PeaksExports/Ara h 1 gel for peanut PTM_PEAKS PTM_16/protein.html 55/80

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.ISMPVNTP(+15.99)GQ(+.98)FEDFFPASSR.D N 33.02 2243.0205 20 5.1 1122.5232 2 47.86 4 F4:2523
OB5954

H1
Ro.raw

0 0 0 282 301

P8:Hyd
roxylati
on Pro:
0.00;Q
10:Dea
midatio
n (NQ):
31.27

PEAKS
DB

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 33.02 1817.9410 16 7.6 909.9847 2 63.08 6 F6:3435
OB5956

H1
Ro.raw

3.476E3 1 1 536 551

Q13:De
amidati
on (N
Q):11.1
2

PEAKS
DB

K.N(+.98)PQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 33.01 3388.6174 29 8.2 1695.3300 2 37.72 4 F4:1941
OB5954

H1
Ro.raw

7.0286E5 1 1 415 443 Carbamidomethylation

N1:Dea
midatio
n (NQ):
0.00;M
9:Oxida
tion
(M):0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
DB

K.E(-18.01)GALMLPHFNSK.A N 32.81 1324.6598 12 0.0 442.5605 3 30.63 5 F5:1521
OB5955

H1
Ro.raw

2.0893E5 2 2 432 443 Pyro-glu from E

E1:Pyro
-glu fro
m E:10
00.00

PEAKS
PTM

R.E(-18.01)GEQEWGTP(+15.99)GSEVREETSR.N Y 32.75 2159.9355 19 1.6 1080.9768 2 28.57 4 F4:1386
OB5954

H1
Ro.raw

1.3772E5 2 2 147 165 Pyro-glu from E;
Hydroxylation Pro

E1:Pyro
-glu fro
m E:10
00.00;P
9:Hydr
oxylatio
n Pro:1
000.00

PEAKS
PTM

K.KNPQLQDLDM(-48.00)MLTC(+57.02)VEIK.E N 32.73 2127.0703 18 1.8 710.0320 3 33.04 6 F6:1688
OB5956

H1
Ro.raw

7.9877E5 1 1 414 431 Carbamidomethylation

M10:De
thiomet
hyl:8.1
4;C14:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
PTM

K.KNPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 32.59 3516.7124 30 3.3 880.1883 4 35.48 4 F4:1798
OB5954

H1
Ro.raw

7.7853E5 1 1 414 443 Carbamidomethylation

Q6:Dea
midatio
n (NQ):
23.13;
M11:Ox
idation
(M):14.
02;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.G(+43.01)T(+14.02)GNLELVAVRK.E N 32.58 1312.7462 12 -0.4 657.3801 2 27.30 4 F4:1303
OB5954

H1
Ro.raw

3.8825E5 2 2 453 464 Carbamylation;
Methylation(others)

G1:Car
bamyla
tion:14
7.00;T
2:Meth
ylation
(other
s):68.0
7

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.IPSGFISYILNR(+28.03)HDN(+162.05)QNL.R N 32.30 2290.1592 18 5.9 764.3982 3 34.37 5 F5:1737
OB5955

H1
Ro.raw

0 0 0 260 277 Dimethylation(KR)

R12:Di
methyl
ation(K
R):100
0.00;N
15:Hex
ose (NS
Y):17.0
1

PEAKS
PTM

K.G(+43.01)T(+14.02)GNLELVAVR.K N 32.00 1184.6514 11 -2.2 593.3317 2 30.21 4 F4:1493
OB5954

H1
Ro.raw

1.7455E5 2 2 453 463 Carbamylation

G1:Car
bamyla
tion:10
00.00;T
2:Meth
ylation
(other
s):46.3
1

PEAKS
PTM

K.ISMP(+15.99)VNTPGQ(+.98)FEDFFPASSR.D N 31.78 2243.0205 20 5.7 1122.5239 2 46.64 5 F5:2451
OB5955

H1
Ro.raw

0 0 0 282 301

P4:Hyd
roxylati
on Pro:
24.67;
Q10:De
amidati
on (N
Q):21.9
1

PEAKS
DB

D.GEPDLSNNFGR.L N 31.47 1204.5472 11 3.0 603.2827 2 28.20 4 F4:1371
OB5954

H1
Ro.raw

1.6138E4 1 1 395 405 PEAKS
DB

K.NPQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 31.45 3372.6226 29 7.2 844.1690 4 45.92 6 F6:2433
OB5956

H1
Ro.raw

0 0 0 415 443 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
14.19;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.KN(+.98)PQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 31.43 3500.7175 30 4.4 1167.9182 3 36.77 4 F4:1901
OB5954

H1
Ro.raw

9.2406E4 1 1 414 443 Carbamidomethylation

N2:Dea
midatio
n (NQ):
14.04;
C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.IRPEGREGEQEWGTPGSEVREETSR.N Y 31.36 2870.3542 25 2.3 718.5975 4 27.83 6 F6:1355
OB5956

H1
Ro.raw

1.3652E5 1 1 141 165 PEAKS
DB

K.VSKEH(+15.99)VQELTK.H N 31.09 1312.6986 11 1.8 657.3578 2 23.73 5 F5:1100
OB5955

H1
Ro.raw

1.5735E3 1 1 361 371 Oxidation (HW)

H5:Oxi
dation
(HW):1
000.00

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.N(+.98)PQ(+.98)LQ(+.98)DLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 30.70 3406.5806 29 9.9 1136.5454 3 36.75 6 F6:1904
OB5956

H1
Ro.raw

3.0926E5 1 1 415 443 Deamidation (NQ);
Carbamidomethylation

N1:Dea
midatio
n (NQ):
69.03;
Q3:Dea
midatio
n (NQ):
71.61;
Q5:Dea
midatio
n (NQ):
53.75;
M9:Oxi
dation
(M):17.
01;C1
3:Carb
amido
methyl
ation:1
000.00;
M22:Ox
idation
(M):16.
22

PEAKS
DB

R.WGP(+15.99)AEPR.E Y 30.70 827.3926 7 0.0 414.7036 2 24.54 5 F5:1155
OB5955

H1
Ro.raw

3.9908E3 1 1 109 115

P3:Hyd
roxylati
on Pro:
36.24

PEAKS
DB

F.L(+226.08)AGDK(+28.03)DNVIDQIEK.Q N 30.44 1810.9135 14 -0.8 906.4633 2 39.29 5 F5:2033
OB5955

H1
Ro.raw

7.8052E4 1 1 538 551 Biotinylation;
Dimethylation(KR)

L1:Bioti
nylatio
n:152.8
7;K5:Di
methyl
ation(K
R):178.
84

PEAKS
PTM

L.R(+27.99)IPSGFISYILNR.H N 29.85 1562.8568 13 -2.0 782.4341 2 37.84 6 F6:1976
OB5956

H1
Ro.raw

1.6397E5 1 1 259 271 Formylation

R1:For
mylatio
n:1000.
00

PEAKS
PTM

R.IVQIEAR(+28.03)PN(+.98)TLVLPK.H Y 29.66 1719.0294 15 -1.6 860.5206 2 30.29 6 F6:1512
OB5956

H1
Ro.raw

0 0 0 208 222 Dimethylation(KR);
Deamidation (NQ)

R7:Dim
ethylati
on(KR):
66.64;
N9:Dea
midatio
n (NQ):
90.21

PEAKS
PTM

R.LFEVKPDKKNPQLQDLDMM(+31.99)LTC(+57.02)VEIK.E N 29.63 3163.5967 26 -2.8 791.9042 4 32.90 4 F4:1683
OB5954

H1
Ro.raw

1.0179E6 1 1 406 431 Carbamidomethylation

M19:Su
lphone:
14.02;
C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
PTM

K.ISMPVNTPGQ(+.98)FEDFFPASSR.D N 29.56 2227.0254 20 9.7 1114.5308 2 54.22 4 F4:2901
OB5954

H1
Ro.raw

0 0 0 282 301

Q10:De
amidati
on (N
Q):14.5
8

PEAKS
DB

R.GRREQEW(+15.99)EEEEEDEEEEGSNR.E N 29.48 2666.0601 21 0.8 889.6946 3 26.10 4 F4:1240
OB5954

H1
Ro.raw

0 0 0 470 490 Oxidation (HW)

W7:Oxi
dation
(HW):1
000.00

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.N(+.98)PQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 29.27 3389.6016 29 9.6 848.4158 4 37.65 6 F6:2047
OB5956

H1
Ro.raw

8.4697E6 1 1 415 443 Carbamidomethylation

N1:Dea
midatio
n (NQ):
0.00;Q
5:Dea
midatio
n (NQ):
14.04;
C13:Ca
rbamid
omethy
lation:1
000.00;
M22:Ox
idation
(M):0.0
0

PEAKS
DB

N.TLEAAFNAEFNEIRR.V N 28.88 1779.8904 15 3.5 890.9556 2 33.23 6 F6:1696
OB5956

H1
Ro.raw

1.5612E5 1 1 314 328 PEAKS
DB

K.SFN(+.98)LDEGHALR(+31.99)IPSGFISYILNR.H N 28.71 2651.3342 23 9.4 1326.6869 2 39.13 4 F4:2021
OB5954

H1
Ro.raw

0 0 0 249 271

N3:Dea
midatio
n (NQ):
38.55;
R11:Di
hydrox
y:14.78

PEAKS
PTM

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 28.37 2243.0205 20 8.5 1122.5271 2 44.80 6 F6:2368
OB5956

H1
Ro.raw

0 0 0 282 301 Oxidation (M)

M3:Oxi
dation
(M):10
00.00;
N6:Dea
midatio
n (NQ):
0.00

PEAKS
DB

K.GTGNLE(+53.92)LVAVRK.E N 28.35 1309.6440 12 -0.1 437.5553 3 27.29 4 F4:1309
OB5954

H1
Ro.raw

2.3239E4 1 1 453 464 Replacement of 2
protons by iron

E6:Repl
acemen
t of 2 p
rotons
by iron:
60.54

PEAKS
PTM

D.NVIDQIEK.Q N 28.35 957.5131 8 1.6 479.7646 2 28.19 5 F5:1367
OB5955

H1
Ro.raw

2.9963E3 1 1 544 551 PEAKS
DB

K.I(+43.01)S(+14.02)MPVNTPGQFEDFFPASSR.D N 28.31 2283.0630 20 -0.7 1142.5380 2 36.01 6 F6:1860
OB5956

H1
Ro.raw

2.4015E5 1 1 282 301 Carbamylation

I1:Carb
amylati
on:100
0.00;S
2:Meth
ylation
(other
s):39.4
4

PEAKS
PTM

R.VLLEENAGGEQEERGQRR.R N 28.30 2069.0249 18 1.0 518.2640 4 25.49 5 F5:1205
OB5955

H1
Ro.raw

1.3378E5 1 1 329 346 PEAKS
DB

K.NP(+15.99)QLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 28.11 3387.6335 29 3.2 1130.2220 3 40.44 5 F5:2090
OB5955

H1
Ro.raw

3.3176E4 1 1 415 443 Carbamidomethylation

P2:Hyd
roxylati
on Pro:
14.98;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.AMVIVVVNK(-1.03)GTGNLELVAVR.K N 27.94 2080.1714 20 8.5 1041.1018 2 34.56 4 F4:1751
OB5954

H1
Ro.raw

2.9653E7 1 1 444 463
Lysine oxidation to
aminoadipic
semialdehyde

K9:Lysi
ne oxid
ation to
aminoa
dipic se
mialdeh
yde:10
00.00

PEAKS
PTM

K.SF(+17.99)NLDEGHALR.I N 27.90 1275.6007 11 8.1 638.8128 2 26.62 5 F5:1267
OB5955

H1
Ro.raw

9.5818E3 1 1 249 259 Fluorination

F2:Fluo
rinatio
n:1000.
00

PEAKS
PTM

K.SFNLDEGHALRIP(+15.99)SGF(+17.99)ISYILNR.H N 27.40 2652.3459 23 8.7 885.1303 3 38.95 5 F5:2010
OB5955

H1
Ro.raw

0 0 0 249 271 Hydroxylation Pro

P13:Hy
droxyla
tion Pr
o:1000.
00;F1
6:Fluori
nation:
38.16

PEAKS
PTM

R.VLLEENAGGEQEER(+15.99).G N 27.33 1587.7375 14 1.8 794.8775 2 26.70 4 F4:1275
OB5954

H1
Ro.raw

0 0 0 329 342

R14:Ox
idation
or Hydr
oxylatio
n:20.88

PEAKS
PTM

K.NPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 27.25 3388.6174 29 8.0 1130.5554 3 37.44 5 F5:1884
OB5955

H1
Ro.raw

6.7537E6 1 1 415 443 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
0.00;M
10:Oxi
dation
(M):12.
28;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.N(+42.01)(+15.00)NPFYFPSRR.F N 27.12 1353.6465 10 9.4 677.8369 2 29.74 5 F5:1453
OB5955

H1
Ro.raw

3.0438E5 1 1 166 175

N1:Ace
tylation
(N-ter
m):100
0.00;N
1:Dea
midatio
n follow
ed by a
methyl
ation:1
2.28

PEAKS
PTM

R.VAK(-1.03)ISMPVNTPGQFEDFFPASSR.D N 27.11 2523.2104 23 1.1 1262.6139 2 36.53 6 F6:1887
OB5956

H1
Ro.raw

0 0 0 279 301
Lysine oxidation to
aminoadipic
semialdehyde

K3:Lysi
ne oxid
ation to
aminoa
dipic se
mialdeh
yde:10
00.00

PEAKS
PTM

K.NPQLQDLDMMLTC(+58.01)VEIK.E N 26.84 2047.9629 17 -3.6 1024.9850 2 46.58 4 F4:2449
OB5954

H1
Ro.raw

0 0 0 415 431 Carboxymethyl

C13:Ca
rboxym
ethyl:1
000.00

PEAKS
PTM

R.EQEW(+15.99)EEEEEDEEEEGSNREVR.R N 26.79 2681.0483 21 1.1 894.6910 3 26.92 4 F4:1316
OB5954

H1
Ro.raw

7.9753E4 1 1 473 493 Oxidation (HW)

W4:Oxi
dation
(HW):1
000.00

PEAKS
PTM

total 287 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLP(+15.99)HFNSK.A N 26.70 3403.6284 29 -6.6 1702.8102 2 36.88 6 F6:1908
OB5956

H1
Ro.raw

0 0 0 415 443 Carbamidomethylation

M10:Ox
idation
(M):7.6
5;C13:
Carbam
idomet
hylatio
n:1000.
00;P2
4:Hydr
oxylatio
n Pro:3
0.14

PEAKS
DB

R.IFLAGDKD(-18.01)NV.I N 26.68 1072.5553 10 0.4 537.2852 2 32.21 4 F4:1610
OB5954

H1
Ro.raw

2.1773E6 1 1 536 545
D8:Deh
ydratio
n:45.01

PEAKS
PTM

K.KNPQLQDLDMM(-48.00)LTC(+57.02)VEIK.E N 26.57 2127.0703 18 -0.4 710.0304 3 31.57 6 F6:1598
OB5956

H1
Ro.raw

1.2455E5 1 1 414 431 Carbamidomethylation

M11:De
thiomet
hyl:0.0
0;C14:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
PTM

K.KNPQ(+.98)LQ(+.98)DLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 26.17 3533.6914 30 9.7 884.4387 4 35.77 5 F5:1822
OB5955

H1
Ro.raw

2.4464E5 1 1 414 443 Carbamidomethylation

Q4:Dea
midatio
n (NQ):
9.40;Q
6:Dea
midatio
n (NQ):
6.65;M
10:Oxi
dation
(M):0.0
0;C14:
Carbam
idomet
hylatio
n:1000.
00;M2
3:Oxida
tion
(M):40.
04

PEAKS
DB

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 26.02 3420.6074 29 5.5 1141.2161 3 34.83 5 F5:1769
OB5955

H1
Ro.raw

2.4925E5 1 1 415 443 Oxidation (M);
Carbamidomethylation

Q5:Dea
midatio
n (NQ):
11.12;
M9:Oxi
dation
(M):10
00.00;
M10:Ox
idation
(M):10
00.00;
C13:Ca
rbamid
omethy
lation:1
000.00;
M22:Ox
idation
(M):10
00.00

PEAKS
DB

K.AM(-48.00)VIVVVNK.G N 25.96 923.5804 9 0.0 462.7975 2 25.00 6 F6:1192
OB5956

H1
Ro.raw

6.3039E3 1 1 444 452 Dethiomethyl

M2:Det
hiomet
hyl:100
0.00

PEAKS
PTM

total 287 peptides



11/23/21, 10:33 AM proteins

file:///C:/Users/Katarina/PeaksExports/Ara h 1 gel for peanut PTM_PEAKS PTM_16/protein.html 61/80

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.IVQIEARPNTLVLP(+15.99)KHADADNILVIQQGQ(+.98)ATVTVAN(+.98)GNNRK.S Y 25.90 4436.3774 41 6.0 1110.1083 4 32.89 4 F4:1658
OB5954

H1
Ro.raw

3.5945E5 1 1 208 248

P14:Hy
droxyla
tion Pr
o:1.99;
Q29:De
amidati
on (N
Q):0.0
0;N36:
Deamid
ation
(NQ):1
4.04

PEAKS
DB

R.SSDNEGVIVKVSKEHVQELTK.H N 25.71 2325.2175 21 0.9 776.0804 3 28.86 4 F4:1404
OB5954

H1
Ro.raw

0 0 0 351 371 PEAKS
DB

R.DQSSY(+15.99)LQGFSR.N N 25.52 1302.5840 11 1.6 652.3003 2 29.24 6 F6:1470
OB5956

H1
Ro.raw

7.3464E4 1 1 302 312

Y5:Oxid
ation or
Hydrox
ylation:
26.36

PEAKS
PTM

total 287 peptides

tr|E5G076|E5G076_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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Supporting Peptides:

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.EQEWEEEEEDEEEEGSNR.E N 117.09 2280.8413 18 3.3 1141.4316 2 28.28 5 F5:1371
OB5955

H1
Ro.raw

4.6914E6 7 7 478 495 PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIK.E N 116.47 2175.0737 18 3.2 1088.5476 2 35.21 5 F5:1788
OB5955

H1
Ro.raw

1.5503E7 6 6 419 436 Carbamidomethylation

C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 116.10 2062.9736 17 5.0 1032.4993 2 34.71 6 F6:1780
OB5956

H1
Ro.raw

1.155E7 4 4 420 436 Carbamidomethylation

M10:Ox
idation
(M):30.
46;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 115.70 2062.9736 17 -4.7 1032.4893 2 36.62 4 F4:1873
OB5954

H1
Ro.raw

3.8486E6 3 3 420 436 Carbamidomethylation

M9:Oxi
dation
(M):30.
46;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.NPQLQDLDMMLTC(+57.02)VEIK.E N 112.86 2046.9788 17 0.2 1024.4968 2 37.11 6 F6:1959
OB5956

H1
Ro.raw

3.5075E7 10 10 420 436 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.NTLEAAFNAEFNEIR.R N 112.69 1737.8322 15 1.4 869.9246 2 35.64 6 F6:1825
OB5956

H1
Ro.raw

1.2023E7 6 6 316 330 PEAKS
DB

K.KGSEEEGDITNPINLR.E N 105.71 1770.8748 16 0.6 886.4452 2 28.91 6 F6:1429
OB5956

H1
Ro.raw

3.1807E7 6 6 383 398 PEAKS
DB

K.KNPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 103.13 2191.0686 18 3.6 1096.5455 2 34.71 6 F6:1781
OB5956

H1
Ro.raw

1.4412E6 4 4 419 436 Carbamidomethylation

M10:Ox
idation
(M):27.
96;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 96.89 2078.9688 17 6.6 1040.4985 2 33.82 6 F6:1726
OB5956

H1
Ro.raw

7.6578E4 2 2 420 436 Oxidation (M);
Carbamidomethylation

M9:Oxi
dation
(M):10
00.00;
M10:Ox
idation
(M):10
00.00;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.EGEQEWGTPGSHVR.E N 95.59 1567.7015 14 2.9 784.8604 2 25.79 4 F4:1223
OB5954

H1
Ro.raw

3.5597E6 6 6 153 166 PEAKS
DB

R.VLLEENAGGEQEER.G N 95.38 1571.7427 14 2.2 786.8804 2 26.92 4 F4:1300
OB5954

H1
Ro.raw

3.043E7 6 6 332 345 PEAKS
DB

K.KNPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 95.29 2191.0686 18 3.1 1096.5449 2 32.98 5 F5:1657
OB5955

H1
Ro.raw

1.9358E6 4 4 419 436 Carbamidomethylation

M11:Ox
idation
(M):23.
10;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.DQSSYLQGFSR.N N 94.26 1286.5891 11 -0.9 644.3013 2 30.91 4 F4:1531
OB5954

H1
Ro.raw

9.6573E7 19 19 305 315 PEAKS
DB

K.GSEEEGDITNPINLR.E N 94.26 1642.7798 15 -1.1 822.3963 2 30.91 4 F4:1555
OB5954

H1
Ro.raw

1.1859E7 3 3 384 398 PEAKS
DB

R.RVLLEENAGGEQEER.G N 93.77 1727.8438 15 0.2 576.9553 3 25.30 5 F5:1185
OB5955

H1
Ro.raw

8.7628E5 6 6 331 345 PEAKS
DB

K.NPQLQDLDMMLTC(+14.02)VEIK.E N 93.65 2003.9730 17 2.7 1002.9965 2 38.33 5 F5:1965
OB5955

H1
Ro.raw

5.8314E6 4 4 420 436

C13:Me
thylatio
n(other
s):33.9
8

PEAKS
PTM

R.REQEWEEEEEDEEEEGSNR.E N 88.08 2436.9424 19 0.6 813.3219 3 26.73 4 F4:1278
OB5954

H1
Ro.raw

9.3919E5 7 7 477 495 PEAKS
DB

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.EQEW(+15.99)EEEEEDEEEEGSNR.E N 86.71 2296.8362 18 2.5 1149.4282 2 27.64 6 F6:1309
OB5956

H1
Ro.raw

1.0675E6 3 3 478 495 Oxidation (HW)

W4:Oxi
dation
(HW):1
000.00

PEAKS
PTM

K.NPQLQDLDM(+15.99)MLTCVEIK(+14.02).E N 85.42 2019.9679 17 2.2 1010.9934 2 37.33 4 F4:1920
OB5954

H1
Ro.raw

7.9299E5 2 2 420 436 Methylation(KR)

M9:Oxi
dation
(M):21.
94;K1
7:Meth
ylation
(KR):1
000.00

PEAKS
PTM

K.DLAFPGSGEQVEK.L N 85.27 1375.6619 13 -0.7 688.8377 2 30.39 4 F4:1498
OB5954

H1
Ro.raw

9.2216E7 3 3 560 572 PEAKS
DB

R.VLLEEN(+.98)AGGEQEER.G N 85.22 1572.7267 14 2.8 787.3728 2 27.46 6 F6:1340
OB5956

H1
Ro.raw

6.8644E5 3 3 332 345 Deamidation (NQ)

N6:Dea
midatio
n (NQ):
121.37

PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 85.17 3371.6387 29 -4.9 1686.8184 2 38.00 5 F5:1955
OB5955

H1
Ro.raw

1.5541E8 10 10 420 448 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 83.17 3387.6335 29 -0.6 1130.2178 3 37.70 4 F4:1939
OB5954

H1
Ro.raw

9.055E7 6 6 420 448 Carbamidomethylation

M9:Oxi
dation
(M):26.
02;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.NTLEAAFNAEFNEIRR.V N 81.08 1893.9332 16 -2.6 947.9714 2 34.11 5 F5:1711
OB5955

H1
Ro.raw

2.8495E8 15 15 316 331 PEAKS
DB

R.GRREQEWEEEEEDEEEEGSNR.E N 80.86 2650.0649 21 1.1 884.3632 3 26.73 4 F4:1280
OB5954

H1
Ro.raw

8.7144E5 6 6 475 495 PEAKS
DB

K.EGALMLPHFNSK.A N 80.31 1342.6703 12 2.3 672.3440 2 30.63 5 F5:1504
OB5955

H1
Ro.raw

1.4317E7 5 5 437 448 PEAKS
DB

R.LFEVKPDKKNPQLQDLDMMLTC(+57.02)VEIK.E N 78.90 3131.6069 26 -4.0 1044.8721 3 34.65 5 F5:1756
OB5955

H1
Ro.raw

5.2558E6 4 4 411 436 Carbamidomethylation

C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.NPQLQDLDMM(-48.00)LTC(+57.02)VEIK.E N 76.61 1998.9755 17 1.9 1000.4969 2 32.85 6 F6:1670
OB5956

H1
Ro.raw

6.204E6 3 3 420 436 Carbamidomethylation

M10:De
thiomet
hyl:14.
02;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
PTM

R.IVQIEAKPNTLVLPK.H N 75.36 1662.0079 15 -1.3 832.0101 2 30.39 4 F4:1488
OB5954

H1
Ro.raw

2.8512E7 17 17 214 228 PEAKS
DB

K.EGALMLPHFN(+.98)SK.A N 75.32 1343.6543 12 2.6 672.8362 2 31.66 6 F6:1595
OB5956

H1
Ro.raw

1.7726E5 2 2 437 448 Deamidation (NQ)

N10:De
amidati
on (N
Q):100
0.00

PEAKS
DB

total 184 peptides



11/23/21, 10:33 AM proteins

file:///C:/Users/Katarina/PeaksExports/Ara h 1 gel for peanut PTM_PEAKS PTM_16/protein.html 65/80

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.KNPQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 74.64 3499.7336 30 -3.9 875.9373 4 36.80 4 F4:1884
OB5954

H1
Ro.raw

6.9756E6 4 4 419 448 Carbamidomethylation

C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.NTLEAAFN(+.98)AEFNEIRR.V N 74.52 1894.9172 16 -2.2 948.4638 2 32.35 4 F4:1616
OB5954

H1
Ro.raw

1.3754E6 3 3 316 331

N8:Dea
midatio
n (NQ):
48.12

PEAKS
DB

R.EETSRN(+.98)NPFYFPSRR.F N 73.61 1899.8864 15 -0.2 634.3026 3 28.39 4 F4:1381
OB5954

H1
Ro.raw

5.4651E5 3 3 167 181

N6:Dea
midatio
n (NQ):
33.98

PEAKS
DB

R.RVLLEENAGGEQEERGQR.R N 73.30 2069.0249 18 1.9 690.6835 3 25.60 4 F4:1205
OB5954

H1
Ro.raw

1.8274E6 3 3 331 348 PEAKS
DB

K.GTGNLELVAVR.K N 72.98 1127.6299 11 -1.3 564.8215 2 30.21 4 F4:1476
OB5954

H1
Ro.raw

2.4766E7 4 4 458 468 PEAKS
DB

K.EGALM(+15.99)LPHFNSK.A N 72.82 1358.6653 12 -0.5 680.3396 2 30.10 5 F5:1469
OB5955

H1
Ro.raw

3.1504E6 5 5 437 448 Oxidation (M)

M5:Oxi
dation
(M):10
00.00

PEAKS
DB

K.GTGNLELVAVRK.E N 70.92 1255.7249 12 0.7 628.8701 2 27.30 4 F4:1290
OB5954

H1
Ro.raw

2.2945E7 7 7 458 469 PEAKS
DB

K.KNPQLQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 70.54 3515.7285 30 -1.9 879.9377 4 36.03 6 F6:1857
OB5956

H1
Ro.raw

6.9145E6 3 3 419 448 Carbamidomethylation;
Oxidation (M)

C14:Ca
rbamid
omethy
lation:1
000.00;
M23:Ox
idation
(M):10
7.40

PEAKS
DB

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 70.15 3403.6284 29 1.1 851.9153 4 37.51 4 F4:1883
OB5954

H1
Ro.raw

7.9309E6 6 6 420 448 Carbamidomethylation;
Oxidation (M)

M9:Oxi
dation
(M):27.
96;C1
3:Carb
amido
methyl
ation:1
000.00;
M22:Ox
idation
(M):71.
31

PEAKS
DB

R.EGEQEWGTP(+15.99)GSHVR.E N 69.74 1583.6964 14 0.8 792.8561 2 27.64 6 F6:1358
OB5956

H1
Ro.raw

1.3284E5 4 4 153 166 Hydroxylation Pro

P9:Hyd
roxylati
on Pro:
1000.0
0

PEAKS
DB

R.VLLEENAGGEQEERGQR.R N 69.54 1912.9238 17 0.6 957.4698 2 25.30 5 F5:1191
OB5955

H1
Ro.raw

3.4466E6 6 6 332 348 PEAKS
DB

R.DQS(-18.01)SYLQGFSR.N N 68.93 1268.5785 11 0.2 635.2966 2 30.91 4 F4:1537
OB5954

H1
Ro.raw

6.7379E5 3 3 305 315
S3:Deh
ydratio
n:40.00

PEAKS
PTM

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 68.62 3387.6335 29 -0.8 1130.2175 3 36.42 4 F4:1862
OB5954

H1
Ro.raw

7.1368E7 6 6 420 448 Carbamidomethylation

M10:Ox
idation
(M):24.
44;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.RVLLEEN(+.98)AGGEQEER.G N 68.51 1728.8278 15 -0.8 577.2827 3 25.96 5 F5:1233
OB5955

H1
Ro.raw

1.3591E4 2 2 331 345 Deamidation (NQ)

N7:Dea
midatio
n (NQ):
77.53

PEAKS
DB

R.NNPFYFPSR.R N 68.49 1140.5352 9 0.9 571.2754 2 31.81 4 F4:1575
OB5954

H1
Ro.raw

1.7544E7 5 5 172 180 PEAKS
DB

K.NPQLQDLDMMLTCVEIK(+14.02)EGALMLPHFNSK.A N 68.29 3328.6328 29 0.9 833.1663 4 38.52 5 F5:1986
OB5955

H1
Ro.raw

1.7448E7 6 6 420 448 Methylation(KR)

K17:Me
thylatio
n(KR):
98.15

PEAKS
PTM

R.EGEQEWGTPGSHVREETSR.N N 67.84 2169.9675 19 2.2 724.3314 3 26.51 6 F6:1287
OB5956

H1
Ro.raw

5.9384E5 3 3 153 171 PEAKS
DB

R.NNPFYFPSRR.F N 67.62 1296.6364 10 0.0 649.3254 2 28.95 4 F4:1567
OB5954

H1
Ro.raw

1.3432E8 8 8 172 181 PEAKS
DB

R.EETSRNNPFYFPSRR.F N 67.58 1898.9023 15 1.8 633.9759 3 27.75 5 F5:1339
OB5955

H1
Ro.raw

9.3426E5 3 3 167 181 PEAKS
DB

K.KNPQLQDLDMMLTCVEIK(+14.02).E N 66.83 2132.0679 18 -0.6 1067.0405 2 36.31 4 F4:1858
OB5954

H1
Ro.raw

6.1629E5 2 2 419 436 Methylation(KR)

K18:Me
thylatio
n(KR):
130.57

PEAKS
PTM

E.VSKEHVEELTK.H N 66.65 1297.6877 11 -0.3 649.8510 2 24.21 4 F4:1125
OB5954

H1
Ro.raw

2.2976E5 5 5 365 375 PEAKS
DB

R.VLLEEN(-17.03)AGGEQEER.G N 65.50 1554.7162 14 1.2 778.3663 2 27.73 5 F5:1335
OB5955

H1
Ro.raw

0 0 0 332 345 Ammonia-loss (N)

N6:Am
monia-l
oss
(N):10
00.00

PEAKS
PTM

K.Q(-17.03)AKDLAFPGSGEQVEK.L N 65.43 1685.8260 16 0.1 843.9204 2 29.98 6 F6:1503
OB5956

H1
Ro.raw

1.0547E5 3 3 557 572 Pyro-glu from Q

Q1:Pyr
o-glu fr
om Q:1
000.00

PEAKS
PTM

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 64.96 3403.6284 29 -3.9 1135.5457 3 35.83 6 F6:1849
OB5956

H1
Ro.raw

8.47E6 5 5 420 448 Oxidation (M);
Carbamidomethylation

M9:Oxi
dation
(M):54.
18;M1
0:Oxida
tion
(M):63.
99;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.VLLEENAGGEQEER(+14.02).G N 64.84 1585.7583 14 0.7 793.8870 2 27.86 4 F4:1339
OB5954

H1
Ro.raw

1.7453E5 3 3 332 345 Methylation(KR)

R14:Me
thylatio
n(KR):
1000.0
0

PEAKS
PTM

K.SVSKKGSEEEGDITNPINLR.E N 63.28 2172.1023 20 0.9 725.0420 3 27.48 4 F4:1325
OB5954

H1
Ro.raw

1.9445E5 2 2 379 398 PEAKS
DB

K.DLAFP(+15.99)GSGEQVEK.L N 62.87 1391.6569 13 0.4 696.8360 2 29.40 5 F5:1432
OB5955

H1
Ro.raw

8.022E5 3 3 560 572 Hydroxylation Pro

P5:Hyd
roxylati
on Pro:
1000.0
0

PEAKS
DB

total 184 peptides



11/23/21, 10:33 AM proteins

file:///C:/Users/Katarina/PeaksExports/Ara h 1 gel for peanut PTM_PEAKS PTM_16/protein.html 67/80

Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.NPQLQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 62.74 3387.6335 29 -1.0 1130.2173 3 37.10 5 F5:1900
OB5955

H1
Ro.raw

9.055E7 6 6 420 448 Carbamidomethylation;
Oxidation (M)

C13:Ca
rbamid
omethy
lation:1
000.00;
M22:Ox
idation
(M):82.
05

PEAKS
DB

K.QAKDLAFPGSGEQVEK.L N 61.87 1702.8525 16 1.2 568.6255 3 27.08 6 F6:1321
OB5956

H1
Ro.raw

2.8725E5 6 6 557 572 PEAKS
DB

R.E(-18.01)GEQEWGTPGSHVR.E N 60.61 1549.6909 14 0.7 775.8533 2 27.75 5 F5:1342
OB5955

H1
Ro.raw

4.4086E5 4 4 153 166 Pyro-glu from E

E1:Pyro
-glu fro
m E:10
00.00

PEAKS
PTM

Q.SSYLQGFSR.N N 60.35 1043.5035 9 0.6 522.7593 2 29.24 6 F6:1453
OB5956

H1
Ro.raw

6.7195E4 3 3 307 315 PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 60.02 3403.6284 29 -8.2 1135.5408 3 36.74 5 F5:1878
OB5955

H1
Ro.raw

6.6522E6 6 6 420 448 Carbamidomethylation;
Oxidation (M)

M10:Ox
idation
(M):21.
94;C1
3:Carb
amido
methyl
ation:1
000.00;
M22:Ox
idation
(M):61.
26

PEAKS
DB

R.QFQNLQNHR.I N 59.95 1183.5846 9 0.0 592.7996 2 23.81 5 F5:1102
OB5955

H1
Ro.raw

1.3905E5 5 5 205 213 PEAKS
DB

R.Q(-17.03)FQNLQNHR.I N 59.90 1166.5581 9 3.5 584.2884 2 28.04 4 F4:1346
OB5954

H1
Ro.raw

5.0983E6 3 3 205 213 Pyro-glu from Q

Q1:Pyr
o-glu fr
om Q:1
000.00

PEAKS
PTM

K.KNPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 59.67 3531.7234 30 -1.9 883.9364 4 35.86 4 F4:1821
OB5954

H1
Ro.raw

2.0004E6 3 3 419 448 Carbamidomethylation;
Oxidation (M)

M10:Ox
idation
(M):17.
01;C1
4:Carb
amido
methyl
ation:1
000.00;
M23:Ox
idation
(M):10
1.58

PEAKS
DB

K.NPQLQ(+.98)DLDMMLTC(+57.02)VEIK.E N 59.63 2047.9629 17 1.5 1024.9902 2 44.46 6 F6:2348
OB5956

H1
Ro.raw

0 0 0 420 436 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
19.68;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.EGALMLPH(+14.02)FNSK.A N 59.24 1356.6860 12 -3.0 679.3483 2 30.80 5 F5:1531
OB5955

H1
Ro.raw

3.037E5 3 3 437 448 Methylation(others)

H8:Met
hylation
(other
s):65.8
1

PEAKS
PTM

A.FPGSGEQVEK.L N 58.82 1076.5138 10 -3.4 539.2623 2 30.34 6 F6:1519
OB5956

H1
Ro.raw

4.3607E5 3 3 563 572 PEAKS
DB

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.IRPEGREGEQEWGTPGSHVR.E N 58.19 2276.1045 20 0.5 570.0337 4 27.56 5 F5:1329
OB5955

H1
Ro.raw

9.9199E4 2 2 147 166 PEAKS
DB

R.LFEVKPDKKNPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 58.02 3147.6018 26 2.2 787.9095 4 33.24 5 F5:1670
OB5955

H1
Ro.raw

2.286E6 2 2 411 436 Carbamidomethylation

M19:Ox
idation
(M):40.
00;C2
2:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.NPQLQDLDMMLTC(+71.04)VEIK.E N 57.51 2060.9944 17 3.0 1031.5076 2 37.24 5 F5:1915
OB5955

H1
Ro.raw

1.057E5 2 2 420 436 Propionamide

C13:Pr
opiona
mide:1
000.00

PEAKS
PTM

K.K(+43.01)(+14.02)GSEEEGDITNPINLR.E N 55.92 1827.8962 16 -0.5 914.9550 2 28.83 5 F5:1409
OB5955

H1
Ro.raw

1.3944E5 2 2 383 398 Carbamylation;
Methylation(KR)

K1:Car
bamyla
tion:10
00.00;
K1:Met
hylation
(KR):1
51.56

PEAKS
PTM

R.WGPAGPR.E N 54.94 739.3765 7 1.0 370.6959 2 25.22 4 F4:1191
OB5954

H1
Ro.raw

3.1963E5 3 3 115 121 PEAKS
DB

R.LFEVKPDKK.N N 54.58 1102.6385 9 1.1 552.3271 2 24.84 4 F4:1157
OB5954

H1
Ro.raw

1.1453E6 6 6 411 419 PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIKEGALMLP(+15.99)HFNSK.A N 54.18 3387.6335 29 -0.6 1130.2178 3 37.70 4 F4:2016
OB5954

H1
Ro.raw

4.3311E7 3 3 420 448 Carbamidomethylation;
Hydroxylation Pro

C13:Ca
rbamid
omethy
lation:1
000.00;
P24:Hy
droxyla
tion Pr
o:122.9
9

PEAKS
DB

R.WGPAGP(+15.99)R.E N 53.23 755.3714 7 2.6 378.6940 2 23.83 4 F4:1105
OB5954

H1
Ro.raw

2.9481E4 3 3 115 121

P6:Hyd
roxylati
on Pro:
38.16

PEAKS
DB

K.NPQLQDLDMM(+15.99)LTCVEIK(+14.02).E N 53.12 2019.9679 17 1.7 1010.9930 2 35.46 5 F5:1802
OB5955

H1
Ro.raw

4.2793E5 1 1 420 436 Methylation(KR)

M10:Ox
idation
(M):8.1
4;K17:
Methyla
tion(K
R):100
0.00

PEAKS
PTM

R.EQEWEEEEEDEEEEGSNREVRR.Y N 52.77 2821.1545 22 1.7 941.3937 3 26.62 5 F5:1273
OB5955

H1
Ro.raw

8.8078E5 3 3 478 499 PEAKS
DB

R.QFQNLQN(+.98)HR.I N 52.53 1184.5686 9 5.4 593.2948 2 23.60 6 F6:1114
OB5956

H1
Ro.raw

8.0383E2 1 1 205 213

N7:Dea
midatio
n (NQ):
0.00

PEAKS
DB

N.PFYFPSRR.F N 52.44 1068.5504 8 -0.1 535.2824 2 28.89 6 F6:1431
OB5956

H1
Ro.raw

4.3491E6 4 4 174 181 PEAKS
DB

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 52.35 3419.6233 29 -0.9 855.9124 4 34.83 5 F5:1766
OB5955

H1
Ro.raw

1.7196E6 3 3 420 448 Oxidation (M);
Carbamidomethylation

M9:Oxi
dation
(M):10
00.00;
M10:Ox
idation
(M):10
00.00;
C13:Ca
rbamid
omethy
lation:1
000.00;
M22:Ox
idation
(M):10
00.00

PEAKS
DB

R.VLLEE(+53.92)NAGGEQEER.G N 50.61 1625.6620 14 -1.0 542.8940 3 26.76 5 F5:1278
OB5955

H1
Ro.raw

0 0 0 332 345

E5:Repl
acemen
t of 2 p
rotons
by iron:
20.92

PEAKS
PTM

R.SRQFQNLQNHR.I N 50.36 1426.7178 11 0.3 476.5800 3 24.16 6 F6:1148
OB5956

H1
Ro.raw

6.1256E4 3 3 203 213 PEAKS
DB

R.EGEQEW(+15.99)GTPGSHVR.E N 49.49 1583.6964 14 -0.6 792.8550 2 25.22 4 F4:1196
OB5954

H1
Ro.raw

3.4731E4 2 2 153 166 Oxidation (HW)

W6:Oxi
dation
(HW):7
2.73

PEAKS
PTM

R.ESHFVSARPQSQSP(+15.99)SSPEKEDQEEEN.Q N 49.34 2973.2859 26 1.6 992.1041 3 24.81 6 F6:1186
OB5956

H1
Ro.raw

3.8098E5 2 2 579 604

P14:Hy
droxyla
tion Pr
o:11.12

PEAKS
DB

R.VLLE(+21.98)ENAGGEQEER.G N 48.97 1593.7246 14 -0.5 797.8692 2 26.81 5 F5:1275
OB5955

H1
Ro.raw

4.3339E5 3 3 332 345

E4:Sodi
um add
uct:40.
00

PEAKS
PTM

R.LFEVKPDK.K N 48.69 974.5436 8 1.7 488.2799 2 25.30 5 F5:1183
OB5955

H1
Ro.raw

1.7748E6 6 6 411 418 PEAKS
DB

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFN(+.98)SK.A N 48.63 3388.6174 29 6.2 848.1669 4 36.39 6 F6:1880
OB5956

H1
Ro.raw

2.0276E6 1 1 420 448 Carbamidomethylation

M10:Ox
idation
(M):27.
96;C1
3:Carb
amido
methyl
ation:1
000.00;
N27:De
amidati
on (N
Q):18.2
7

PEAKS
DB

R.N(+27.99)TLEAAFNAEFNEIRR.V N 48.34 1921.9282 16 -1.7 961.9697 2 37.51 4 F4:1908
OB5954

H1
Ro.raw

4.2206E4 1 1 316 331 Formylation

N1:For
mylatio
n:1000.
00

PEAKS
PTM

R.NT(-18.01)LEAAFNAEFNEIRR.V N 48.27 1875.9227 16 -1.8 626.3137 3 34.20 4 F4:1731
OB5954

H1
Ro.raw

1.108E7 3 3 316 331 Dehydration

T2:Deh
ydratio
n:1000.
00

PEAKS
PTM

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.LFEVKPDKKNPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 48.12 3147.6018 26 -1.9 787.9062 4 34.20 4 F4:1734
OB5954

H1
Ro.raw

2.5552E6 4 4 411 436 Carbamidomethylation

M18:Ox
idation
(M):33.
98;C2
2:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.KNPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 47.73 3531.7234 30 -1.1 883.9372 4 35.80 5 F5:1822
OB5955

H1
Ro.raw

0 0 0 419 448 Carbamidomethylation

M11:Ox
idation
(M):0.0
0;C14:
Carbam
idomet
hylatio
n:1000.
00;M2
3:Oxida
tion
(M):45.
87

PEAKS
DB

R.DQSSY(-18.01)LQGFSR.N N 47.62 1268.5785 11 -0.6 635.2961 2 30.85 6 F6:1579
OB5956

H1
Ro.raw

2.6456E5 1 1 305 315
Y5:Deh
ydratio
n:0.00

PEAKS
PTM

R.NTLEAAFNAEFN(+.98)EIR.R N 47.43 1738.8162 15 9.2 870.4233 2 44.36 5 F5:2303
OB5955

H1
Ro.raw

5.1969E3 1 1 316 330

N12:De
amidati
on (N
Q):0.00

PEAKS
DB

K.NPQLQ(+.98)DLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 47.00 3404.6125 29 -0.4 1135.8777 3 36.69 5 F5:1878
OB5955

H1
Ro.raw

3.8413E5 1 1 420 448 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
45.47;
M9:Oxi
dation
(M):0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00;M2
2:Oxida
tion
(M):38.
75

PEAKS
DB

K.D(+43.01)(+14.02)LAFPGSGEQVEK.L N 46.93 1432.6833 13 -0.1 717.3489 2 31.08 4 F4:1535
OB5954

H1
Ro.raw

9.9373E5 3 3 560 572 Carbamylation;
Methylation(others)

D1:Car
bamyla
tion:22
0.79;D
1:Meth
ylation
(other
s):132.
53

PEAKS
PTM

F.PGSGEQVEK.L N 46.51 929.4454 9 -3.7 465.7282 2 30.34 6 F6:1524
OB5956

H1
Ro.raw

5.467E4 1 1 564 572 PEAKS
DB

R.ESHFVSARPQSQSP(+15.99)SSPEKEDQEEE.N N 46.47 2859.2429 25 2.4 954.0906 3 24.92 5 F5:1173
OB5955

H1
Ro.raw

7.3448E4 1 1 579 603

P14:Hy
droxyla
tion Pr
o:26.52

PEAKS
DB

R.DQSSYLQGFSR(+15.99).N N 46.23 1302.5840 11 2.5 652.3009 2 30.63 5 F5:1518
OB5955

H1
Ro.raw

1.9563E5 4 4 305 315

R11:Ox
idation
or Hydr
oxylatio
n:42.88

PEAKS
PTM

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.LFEVKPDKKNPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIK.E N 45.61 3148.5857 26 7.4 788.1595 4 33.17 5 F5:1670
OB5955

H1
Ro.raw

4.4314E5 1 1 411 436 Carbamidomethylation

Q14:De
amidati
on (N
Q):0.0
0;M19:
Oxidati
on (M):
23.10;
C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.KNPQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 45.13 3515.7285 30 -1.9 879.9377 4 35.30 4 F4:1798
OB5954

H1
Ro.raw

6.4172E5 1 1 419 448 Carbamidomethylation

M10:Ox
idation
(M):14.
02;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

R.NTLEAAFNAEFN(+.98)EIRR.V N 45.08 1894.9172 16 -4.2 948.4619 2 33.08 4 F4:1691
OB5954

H1
Ro.raw

2.2628E6 3 3 316 331

N12:De
amidati
on (N
Q):39.0
2

PEAKS
DB

R.N(+.98)TLEAAFNAEFNEIRR.V N 44.42 1894.9172 16 3.8 948.4695 2 36.66 6 F6:1890
OB5956

H1
Ro.raw

1.2834E6 2 2 316 331

N1:Dea
midatio
n (NQ):
41.52

PEAKS
DB

R.ESHFVSARP(+15.99)QSQSPSSPEKEDQEEEN.Q N 44.15 2973.2859 26 2.8 992.1053 3 24.92 5 F5:1161
OB5955

H1
Ro.raw

1.8315E5 1 1 579 604

P9:Hyd
roxylati
on Pro:
18.35

PEAKS
DB

R.IVQIEAKPNTLVLP(+15.99)K.H N 43.33 1678.0028 15 -1.5 840.0074 2 30.25 5 F5:1488
OB5955

H1
Ro.raw

0 0 0 214 228

P14:Hy
droxyla
tion Pr
o:0.00

PEAKS
DB

R.D(-18.01)QSSYLQGFSR.N N 43.26 1268.5785 11 1.6 635.2975 2 29.92 6 F6:1489
OB5956

H1
Ro.raw

0 0 0 305 315
D1:Deh
ydratio
n:0.00

PEAKS
PTM

R.IVQIEAKP(+15.99)NTLVLPK.H N 43.09 1678.0028 15 -0.7 840.0081 2 30.35 4 F4:1495
OB5954

H1
Ro.raw

1.2596E5 3 3 214 228

P8:Hyd
roxylati
on Pro:
25.21

PEAKS
DB

R.LFEVKPDKKNPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 43.03 3163.5967 26 -3.4 791.9037 4 32.67 6 F6:1663
OB5956

H1
Ro.raw

2.1471E6 3 3 411 436 Oxidation (M);
Carbamidomethylation

M18:Ox
idation
(M):10
00.00;
M19:Ox
idation
(M):10
00.00;
C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

T.GNLELVAVRK.E N 43.00 1097.6556 10 0.5 549.8354 2 27.00 5 F5:1296
OB5955

H1
Ro.raw

3.6527E5 3 3 460 469 PEAKS
DB

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.KN(+.98)PQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 42.92 3501.7017 30 7.8 876.4395 4 36.93 6 F6:1903
OB5956

H1
Ro.raw

5.6427E6 1 1 419 448 Carbamidomethylation

N2:Dea
midatio
n (NQ):
14.04;
Q6:Dea
midatio
n (NQ):
0.00;C
14:Car
bamido
methyl
ation:1
000.00

PEAKS
DB

R.V(+43.01)LLE(+14.02)ENAGGEQEER.G N 42.24 1628.7642 14 1.7 815.3907 2 27.00 5 F5:1297
OB5955

H1
Ro.raw

4.2233E5 3 3 332 345 Carbamylation

V1:Car
bamyla
tion:10
00.00;E
4:Meth
ylation
(other
s):30.4
6

PEAKS
PTM

K.D(+15.99)LAFPGSGEQVEK.L N 42.08 1391.6569 13 0.4 696.8360 2 29.40 5 F5:1368
OB5955

H1
Ro.raw

5.511E5 2 2 560 572 Oxidation or
Hydroxylation

D1:Oxi
dation
or Hydr
oxylatio
n:77.13

PEAKS
PTM

K.KNPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 42.02 3515.7285 30 1.3 879.9406 4 35.25 5 F5:1790
OB5955

H1
Ro.raw

0 0 0 419 448 Carbamidomethylation

M11:Ox
idation
(M):12.
28;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.EGALM(+15.99)LPHFN(+.98)SK.A N 41.90 1359.6493 12 2.8 680.8338 2 31.22 4 F4:1550
OB5954

H1
Ro.raw

0 0 0 437 448 Oxidation (M);
Deamidation (NQ)

M5:Oxi
dation
(M):10
00.00;
N10:De
amidati
on (N
Q):100
0.00

PEAKS
DB

K.NPQLQDLDM(-48.00)MLTC(+57.02)VEIK.E N 41.66 1998.9755 17 6.7 667.3369 3 34.52 6 F6:1773
OB5956

H1
Ro.raw

2.0007E6 2 2 420 436 Carbamidomethylation

M9:Det
hiomet
hyl:11.
06;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
PTM

K.GTGNLELVAVRKEQQQR.G N 41.33 1925.0442 17 1.4 642.6896 3 26.67 6 F6:1294
OB5956

H1
Ro.raw

2.686E4 1 1 458 474 PEAKS
DB

K.NPQLQDLDMMLTC(+57.02)VEIK(+43.01)EGALMLPHFNSK(+14.02).A N 41.19 3428.6602 29 -1.5 858.1710 4 37.84 6 F6:1971
OB5956

H1
Ro.raw

2.9855E6 1 1 420 448 Carbamidomethylation

C13:Ca
rbamid
omethy
lation:1
000.00;
K17:Ca
rbamyl
ation:1
1.67;K
29:Met
hylation
(KR):1
1.67

PEAKS
PTM

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.NPQ(+.98)LQDLDMMLTC(+57.02)VEIK.E N 41.15 2047.9629 17 2.9 1024.9917 2 46.45 4 F4:2441
OB5954

H1
Ro.raw

0 0 0 420 436 Carbamidomethylation

Q3:Dea
midatio
n (NQ):
14.04;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.EQEWEEEEEDEEEEGSNREVR.R N 41.08 2665.0535 21 2.4 889.3605 3 27.88 4 F4:1353
OB5954

H1
Ro.raw

4.8884E4 1 1 478 498 PEAKS
DB

R.VLLEEN(+.98)AGGEQEERGQR.R N 40.76 1913.9078 17 -1.6 638.9755 3 25.99 4 F4:1234
OB5954

H1
Ro.raw

0 0 0 332 348

N6:Dea
midatio
n (NQ):
28.79

PEAKS
DB

R.EGE(+21.98)QEWGTPGSHVR.E N 40.62 1589.6835 14 1.4 795.8501 2 25.83 4 F4:1231
OB5954

H1
Ro.raw

3.6173E3 1 1 153 166

E3:Sodi
um add
uct:9.7
4

PEAKS
PTM

K.GT(-18.01)GNLELVAVRK.E N 40.55 1237.7142 12 2.6 413.5797 3 27.00 5 F5:1287
OB5955

H1
Ro.raw

9.9167E5 2 2 458 469 Dehydration

T2:Deh
ydratio
n:1000.
00

PEAKS
PTM

K.KNPQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 40.26 3500.7175 30 3.4 876.1896 4 37.51 4 F4:1896
OB5954

H1
Ro.raw

1.6398E6 1 1 419 448 Carbamidomethylation

Q6:Dea
midatio
n (NQ):
12.19;
C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

V.QIEAKPNTLVLPK.H N 39.98 1449.8555 13 -3.8 725.9323 2 30.34 6 F6:1513
OB5956

H1
Ro.raw

4.8564E4 1 1 216 228 PEAKS
DB

R.IVQIEAKPN.T N 39.98 1010.5760 9 -0.3 506.2951 2 25.40 5 F5:1199
OB5955

H1
Ro.raw

0 0 0 214 222 PEAKS
DB

R.I(+42.01)VQ(+15.00)IEAKPNTLVLPK.H N 38.96 1719.0182 15 2.8 860.5188 2 30.87 6 F6:1547
OB5956

H1
Ro.raw

4.4118E5 2 2 214 228
Acetylation (N-term);
Deamidation followed
by a methylation

I1:Acet
ylation
(N-ter
m):100
0.00;Q
3:Dea
midatio
n follow
ed by a
methyl
ation:1
29.72

PEAKS
PTM

R.EEDWRQPR.E N 38.91 1114.5155 8 1.8 558.2661 2 23.91 4 F4:1112
OB5954

H1
Ro.raw

0 0 0 126 133 PEAKS
DB

K.EGALM(-48.00)LPHFNSK.A N 38.72 1294.6670 12 1.5 432.5636 3 28.65 5 F5:1381
OB5955

H1
Ro.raw

3.9929E6 3 3 437 448 Dethiomethyl

M5:Det
hiomet
hyl:100
0.00

PEAKS
PTM

K.PNTLVLPK.H N 38.45 880.5382 8 -2.9 441.2751 2 28.00 6 F6:1374
OB5956

H1
Ro.raw

1.9367E5 2 2 221 228 PEAKS
DB

E.VSKEH(+15.99)VEELTK.H N 37.60 1313.6826 11 0.8 657.8491 2 24.35 6 F6:1164
OB5956

H1
Ro.raw

1.7908E4 3 3 365 375 Oxidation (HW)

H5:Oxi
dation
(HW):1
000.00

PEAKS
PTM

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.EGEQEWGTP(+15.99)GSHVREETSR.N N 37.53 2185.9624 19 0.3 729.6616 3 25.63 4 F4:1213
OB5954

H1
Ro.raw

4.5841E4 1 1 153 171 Hydroxylation Pro

P9:Hyd
roxylati
on Pro:
1000.0
0

PEAKS
DB

K.KGSEEEGDIT(-18.01)N(+.98)PINLR.E N 37.46 1753.8483 16 -1.2 585.6227 3 28.83 5 F5:1398
OB5955

H1
Ro.raw

7.9917E5 2 2 383 398 Deamidation (NQ)

T10:De
hydrati
on:19.6
8;N11:
Deamid
ation
(NQ):7
7.24

PEAKS
PTM

R.N(+.98)TLEAAFNAEFNEIR.R N 36.98 1738.8162 15 9.2 870.4233 2 44.36 5 F5:2311
OB5955

H1
Ro.raw

5.1969E3 1 1 316 330

N1:Dea
midatio
n (NQ):
21.41

PEAKS
DB

R.REQEW(+15.99)EEEEEDEEEEGSNR.E N 36.76 2452.9375 19 -0.5 818.6527 3 25.98 4 F4:1239
OB5954

H1
Ro.raw

6.7106E4 2 2 477 495 Oxidation (HW)

W5:Oxi
dation
(HW):1
000.00

PEAKS
PTM

K.AMVIVVINK(+43.01)GTGNLELVAVRK.E Y 36.30 2266.3196 21 1.3 756.4481 3 33.23 6 F6:1673
OB5956

H1
Ro.raw

3.1381E6 1 1 449 469

K9:Car
bamyla
tion:49.
34

PEAKS
PTM

K.NPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 36.05 3404.6125 29 -1.8 852.1589 4 38.22 6 F6:1993
OB5956

H1
Ro.raw

8.1948E5 1 1 420 448 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
30.14;
M10:Ox
idation
(M):0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00;M2
2:Oxida
tion
(M):14.
60

PEAKS
DB

K.NPQLQDLDMMLTCVEIK(+14.02)EGALM(+15.99)LPHFNSK.A N 36.00 3344.6277 29 -0.2 837.1640 4 37.84 6 F6:1961
OB5956

H1
Ro.raw

7.3561E6 2 2 420 448

K17:Me
thylatio
n(KR):
22.74;
M22:Ox
idation
(M):20.
37

PEAKS
PTM

K.NPQLQDLDMMLTC(+71.04)VEIKEGALMLPHFNSK.A N 35.62 3385.6543 29 -1.5 1129.5570 3 38.07 4 F4:1978
OB5954

H1
Ro.raw

1.5713E5 1 1 420 448 Propionamide

C13:Pr
opiona
mide:1
000.00

PEAKS
PTM

R.N(-17.03)NPFYFPSRR.F N 35.47 1279.6097 10 1.1 427.5443 3 28.89 6 F6:1434
OB5956

H1
Ro.raw

5.7683E5 3 3 172 181

N1:Am
monia-l
oss
(N):9.3
4

PEAKS
PTM

R.NTLEAAFNAEFN(+15.99)EIRR.V N 35.08 1909.9282 16 0.9 955.9723 2 32.98 5 F5:1662
OB5955

H1
Ro.raw

2.4059E6 2 2 316 331

N12:Ox
idation
or Hydr
oxylatio
n:9.28

PEAKS
PTM

R.NNPFYFP(+15.99)SRR.F N 34.32 1312.6312 10 -0.5 657.3226 2 28.74 5 F5:1397
OB5955

H1
Ro.raw

7.8182E5 1 1 172 181

P7:Hyd
roxylati
on Pro:
32.48

PEAKS
DB

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.NPQLQ(+.98)DLDMM(-48.00)LTC(+57.02)VEIK.E N 34.13 1999.9595 17 9.3 1000.9963 2 32.90 4 F4:1653
OB5954

H1
Ro.raw

1.9871E6 1 1 420 436 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
11.12;
M10:De
thiomet
hyl:0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
PTM

K.DLAFPGSGE(+53.92)QVEK.L N 33.99 1429.5812 13 -6.3 715.7933 2 30.34 6 F6:1518
OB5956

H1
Ro.raw

6.355E5 2 2 560 572

E9:Repl
acemen
t of 2 p
rotons
by iron:
37.54

PEAKS
PTM

K.NPQ(+.98)LQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 33.64 3388.6174 29 6.0 1130.5532 3 38.52 5 F5:2024
OB5955

H1
Ro.raw

7.1577E5 1 1 420 448 Carbamidomethylation

Q3:Dea
midatio
n (NQ):
0.00;C
13:Car
bamido
methyl
ation:1
000.00;
M22:Ox
idation
(M):34.
40

PEAKS
DB

N.PFYFPSR.R N 33.58 912.4493 7 -0.1 457.2319 2 31.70 5 F5:1584
OB5955

H1
Ro.raw

8.1854E4 1 1 174 180 PEAKS
DB

R.IVQ(+.98)IEAKPNTLVLPK.H N 33.40 1662.9919 15 8.1 832.5100 2 30.29 5 F5:1525
OB5955

H1
Ro.raw

3.5708E6 1 1 214 228

Q3:Dea
midatio
n (NQ):
22.65

PEAKS
DB

K.D(+53.92)LAFPGSGEQVEK.L N 33.35 1429.5812 13 -4.3 715.7948 2 30.56 4 F4:1500
OB5954

H1
Ro.raw

3.8253E5 1 1 560 572

D1:Rep
laceme
nt of 2
protons
by iron:
0.00

PEAKS
PTM

K.N(+.98)PQLQDLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 33.25 3388.6174 29 6.0 1130.5532 3 38.52 5 F5:2054
OB5955

H1
Ro.raw

7.1577E5 1 1 420 448 Carbamidomethylation

N1:Dea
midatio
n (NQ):
0.00;C
13:Car
bamido
methyl
ation:1
000.00;
M22:Ox
idation
(M):0.0
0

PEAKS
DB

R.Q(+.98)FQNLQNHR.I N 33.25 1184.5686 9 4.6 593.2943 2 23.68 5 F5:1098
OB5955

H1
Ro.raw

0 0 0 205 213

Q1:Dea
midatio
n (NQ):
25.21

PEAKS
DB

R.IFLAGDKDNVVDQIEK(+14.02).Q Y 33.10 1816.9570 16 0.9 606.6602 3 61.67 6 F6:3449
OB5956

H1
Ro.raw

4.4688E4 2 2 541 556 Methylation(KR)

K16:Me
thylatio
n(KR):
61.14

PEAKS
PTM

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.N(+.98)PQLQDLDM(+15.99)MLTC(+57.02)VEIKEGALMLPHFNSK.A N 33.01 3388.6174 29 8.2 1695.3300 2 37.72 4 F4:1941
OB5954

H1
Ro.raw

7.0286E5 1 1 420 448 Carbamidomethylation

N1:Dea
midatio
n (NQ):
0.00;M
9:Oxida
tion
(M):0.0
0;C13:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
DB

K.E(-18.01)GALMLPHFNSK.A N 32.81 1324.6598 12 0.0 442.5605 3 30.63 5 F5:1521
OB5955

H1
Ro.raw

2.0893E5 2 2 437 448 Pyro-glu from E

E1:Pyro
-glu fro
m E:10
00.00

PEAKS
PTM

K.KNPQLQDLDM(-48.00)MLTC(+57.02)VEIK.E N 32.73 2127.0703 18 1.8 710.0320 3 33.04 6 F6:1688
OB5956

H1
Ro.raw

7.9877E5 1 1 419 436 Carbamidomethylation

M10:De
thiomet
hyl:8.1
4;C14:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
PTM

K.G(+43.01)S(+14.02)EEEGDITNPINLR.E N 32.64 1699.8013 15 -3.0 850.9054 2 30.85 6 F6:1556
OB5956

H1
Ro.raw

4.7917E4 1 1 384 398 Carbamylation

G1:Car
bamyla
tion:10
00.00;
S2:Met
hylation
(other
s):0.00

PEAKS
PTM

K.KNPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 32.59 3516.7124 30 3.3 880.1883 4 35.48 4 F4:1798
OB5954

H1
Ro.raw

7.7853E5 1 1 419 448 Carbamidomethylation

Q6:Dea
midatio
n (NQ):
23.13;
M11:Ox
idation
(M):14.
02;C1
4:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

K.G(+43.01)T(+14.02)GNLELVAVRK.E N 32.58 1312.7462 12 -0.4 657.3801 2 27.30 4 F4:1303
OB5954

H1
Ro.raw

3.8825E5 2 2 458 469 Carbamylation;
Methylation(others)

G1:Car
bamyla
tion:14
7.00;T
2:Meth
ylation
(other
s):68.0
7

PEAKS
PTM

H.RIVQIEAKPNTLVLPK.H N 32.22 1818.1090 16 0.6 607.0439 3 29.55 5 F5:1454
OB5955

H1
Ro.raw

8.094E4 1 1 213 228 PEAKS
DB

K.G(+43.01)T(+14.02)GNLELVAVR.K N 32.00 1184.6514 11 -2.2 593.3317 2 30.21 4 F4:1493
OB5954

H1
Ro.raw

1.7455E5 2 2 458 468 Carbamylation

G1:Car
bamyla
tion:10
00.00;T
2:Meth
ylation
(other
s):46.3
1

PEAKS
PTM

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.NPQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 31.45 3372.6226 29 7.2 844.1690 4 45.92 6 F6:2433
OB5956

H1
Ro.raw

0 0 0 420 448 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
14.19;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

K.KN(+.98)PQLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 31.43 3500.7175 30 4.4 1167.9182 3 36.77 4 F4:1901
OB5954

H1
Ro.raw

9.2406E4 1 1 419 448 Carbamidomethylation

N2:Dea
midatio
n (NQ):
14.04;
C14:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.IFLAGDK(+14.02)DNVVDQIEK.Q Y 30.97 1816.9570 16 8.3 909.4933 2 55.20 6 F6:2979
OB5956

H1
Ro.raw

7.7523E4 2 2 541 556

K7:Met
hylation
(KR):1
8.04

PEAKS
PTM

R.WGP(+15.99)AGPR.E N 30.77 755.3714 7 1.0 378.6934 2 23.04 6 F6:1080
OB5956

H1
Ro.raw

1.1224E4 3 3 115 121

P3:Hyd
roxylati
on Pro:
30.72

PEAKS
DB

K.N(+.98)PQ(+.98)LQ(+.98)DLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 30.70 3406.5806 29 9.9 1136.5454 3 36.75 6 F6:1904
OB5956

H1
Ro.raw

3.0926E5 1 1 420 448 Deamidation (NQ);
Carbamidomethylation

N1:Dea
midatio
n (NQ):
69.03;
Q3:Dea
midatio
n (NQ):
71.61;
Q5:Dea
midatio
n (NQ):
53.75;
M9:Oxi
dation
(M):17.
01;C1
3:Carb
amido
methyl
ation:1
000.00;
M22:Ox
idation
(M):16.
22

PEAKS
DB

R.LFEVKPDKKNPQLQDLDMM(+31.99)LTC(+57.02)VEIK.E N 29.63 3163.5967 26 -2.8 791.9042 4 32.90 4 F4:1683
OB5954

H1
Ro.raw

1.0179E6 1 1 411 436 Carbamidomethylation

M19:Su
lphone:
14.02;
C22:Ca
rbamid
omethy
lation:1
000.00

PEAKS
PTM

R.GRREQEW(+15.99)EEEEEDEEEEGSNR.E N 29.48 2666.0601 21 0.8 889.6946 3 26.10 4 F4:1240
OB5954

H1
Ro.raw

0 0 0 475 495 Oxidation (HW)

W7:Oxi
dation
(HW):1
000.00

PEAKS
PTM

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.N(+.98)PQLQ(+.98)DLDMMLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 29.27 3389.6016 29 9.6 848.4158 4 37.65 6 F6:2047
OB5956

H1
Ro.raw

8.4697E6 1 1 420 448 Carbamidomethylation

N1:Dea
midatio
n (NQ):
0.00;Q
5:Dea
midatio
n (NQ):
14.04;
C13:Ca
rbamid
omethy
lation:1
000.00;
M22:Ox
idation
(M):0.0
0

PEAKS
DB

N.TLEAAFNAEFNEIRR.V N 28.88 1779.8904 15 3.5 890.9556 2 33.23 6 F6:1696
OB5956

H1
Ro.raw

1.5612E5 1 1 317 331 PEAKS
DB

K.GTGNLE(+53.92)LVAVRK.E N 28.35 1309.6440 12 -0.1 437.5553 3 27.29 4 F4:1309
OB5954

H1
Ro.raw

2.3239E4 1 1 458 469 Replacement of 2
protons by iron

E6:Repl
acemen
t of 2 p
rotons
by iron:
60.54

PEAKS
PTM

R.VLLEENAGGEQEERGQRR.W N 28.30 2069.0249 18 1.0 518.2640 4 25.49 5 F5:1205
OB5955

H1
Ro.raw

1.3378E5 1 1 332 349 PEAKS
DB

K.AM(+15.99)VIVVINK(+43.01)GTGNLELVAVR.K Y 28.14 2154.2195 20 2.8 1078.1200 2 32.98 5 F5:1664
OB5955

H1
Ro.raw

2.3746E5 1 1 449 468 Oxidation (M)

M2:Oxi
dation
(M):10
00.00;
K9:Car
bamyla
tion:40.
94

PEAKS
PTM

K.NP(+15.99)QLQDLDMMLTC(+57.02)VEIKEGALMLPHFNSK.A N 28.11 3387.6335 29 3.2 1130.2220 3 40.44 5 F5:2090
OB5955

H1
Ro.raw

3.3176E4 1 1 420 448 Carbamidomethylation

P2:Hyd
roxylati
on Pro:
14.98;
C13:Ca
rbamid
omethy
lation:1
000.00

PEAKS
DB

R.VLLEENAGGEQEER(+15.99).G N 27.33 1587.7375 14 1.8 794.8775 2 26.70 4 F4:1275
OB5954

H1
Ro.raw

0 0 0 332 345

R14:Ox
idation
or Hydr
oxylatio
n:20.88

PEAKS
PTM

K.NPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIKEGALMLPHFNSK.A N 27.25 3388.6174 29 8.0 1130.5554 3 37.44 5 F5:1884
OB5955

H1
Ro.raw

6.7537E6 1 1 420 448 Carbamidomethylation

Q5:Dea
midatio
n (NQ):
0.00;M
10:Oxi
dation
(M):12.
28;C1
3:Carb
amido
methyl
ation:1
000.00

PEAKS
DB

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

R.N(+42.01)(+15.00)NPFYFPSRR.F N 27.12 1353.6465 10 9.4 677.8369 2 29.74 5 F5:1453
OB5955

H1
Ro.raw

3.0438E5 1 1 172 181

N1:Ace
tylation
(N-ter
m):100
0.00;N
1:Dea
midatio
n follow
ed by a
methyl
ation:1
2.28

PEAKS
PTM

K.NPQLQDLDMMLTC(+58.01)VEIK.E N 26.84 2047.9629 17 -3.6 1024.9850 2 46.58 4 F4:2449
OB5954

H1
Ro.raw

0 0 0 420 436 Carboxymethyl

C13:Ca
rboxym
ethyl:1
000.00

PEAKS
PTM

R.EQEW(+15.99)EEEEEDEEEEGSNREVR.R N 26.79 2681.0483 21 1.1 894.6910 3 26.92 4 F4:1316
OB5954

H1
Ro.raw

7.9753E4 1 1 478 498 Oxidation (HW)

W4:Oxi
dation
(HW):1
000.00

PEAKS
PTM

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIKEGALMLP(+15.99)HFNSK.A N 26.70 3403.6284 29 -6.6 1702.8102 2 36.88 6 F6:1908
OB5956

H1
Ro.raw

0 0 0 420 448 Carbamidomethylation

M10:Ox
idation
(M):7.6
5;C13:
Carbam
idomet
hylatio
n:1000.
00;P2
4:Hydr
oxylatio
n Pro:3
0.14

PEAKS
DB

R.IFLAGDKD(-18.01)NV.V N 26.68 1072.5553 10 0.4 537.2852 2 32.21 4 F4:1610
OB5954

H1
Ro.raw

2.1773E6 1 1 541 550
D8:Deh
ydratio
n:45.01

PEAKS
PTM

R.IVQIEAKPNTLVLP(+13.98)K.H N 26.67 1675.9872 15 -0.2 839.0007 2 30.09 5 F5:1488
OB5955

H1
Ro.raw

7.1099E4 1 1 214 228

P14:Pro
line oxi
dation t
o pyrog
lutamic
acid:3
9.25

PEAKS
PTM

K.KNPQLQDLDMM(-48.00)LTC(+57.02)VEIK.E N 26.57 2127.0703 18 -0.4 710.0304 3 31.57 6 F6:1598
OB5956

H1
Ro.raw

1.2455E5 1 1 419 436 Carbamidomethylation

M11:De
thiomet
hyl:0.0
0;C14:
Carbam
idomet
hylatio
n:1000.
00

PEAKS
PTM

total 184 peptides
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Peptide Uniq -10lgP Mass Length ppm m/z z RT Fraction Scan Source
File

Area
roasted
peanut

#Feature
#Feature
roasted
peanut

Start End PTM AScore Found
By

K.KNPQ(+.98)LQ(+.98)DLDM(+15.99)MLTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 26.17 3533.6914 30 9.7 884.4387 4 35.77 5 F5:1822
OB5955

H1
Ro.raw

2.4464E5 1 1 419 448 Carbamidomethylation

Q4:Dea
midatio
n (NQ):
9.40;Q
6:Dea
midatio
n (NQ):
6.65;M
10:Oxi
dation
(M):0.0
0;C14:
Carbam
idomet
hylatio
n:1000.
00;M2
3:Oxida
tion
(M):40.
04

PEAKS
DB

R.IVQIEAKPNT(-18.01)LVLPK.H N 26.13 1643.9974 15 1.4 549.0072 3 30.16 6 F6:1509
OB5956

H1
Ro.raw

2.0726E5 1 1 214 228 Dehydration

T10:De
hydrati
on:100
0.00

PEAKS
PTM

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIKEGALM(+15.99)LPHFNSK.A N 26.02 3420.6074 29 5.5 1141.2161 3 34.83 5 F5:1769
OB5955

H1
Ro.raw

2.4925E5 1 1 420 448 Oxidation (M);
Carbamidomethylation

Q5:Dea
midatio
n (NQ):
11.12;
M9:Oxi
dation
(M):10
00.00;
M10:Ox
idation
(M):10
00.00;
C13:Ca
rbamid
omethy
lation:1
000.00;
M22:Ox
idation
(M):10
00.00

PEAKS
DB

R.DQSSY(+15.99)LQGFSR.N N 25.52 1302.5840 11 1.6 652.3003 2 29.24 6 F6:1470
OB5956

H1
Ro.raw

7.3464E4 1 1 305 315

Y5:Oxid
ation or
Hydrox
ylation:
26.36

PEAKS
PTM

total 184 peptides

Peptide List
 
 

Prepared with PEAKS ™ (bioinfor.com)
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