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Table S4.  Identification of protein spots and bands of standard peanut extract (SPE), control peanut and digested 
peanut samples (CPS and DPS, respectively) from Figs. 1, 3 and 2S, including complete peptide coverage of DPS 
protein identification results by tandem bottom up proteomics on Orbitrap LTQ hybrid and PEAKS Suite 8.5 algorithms.
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# SPOT
Protein
Group

Protein 
ID

Accession Allergome Description Score (%)
Score   
(‐10lgP)

Coverage 
(%)

Area 
under XIC 

# 
Peptides

# 
Unique

# PSM
Avg. Mass 

(Da)

1 34 Q6PSU3|Q6PS Ara h 1 Conarachin (Fragment) OS= 99 169.82 14 7.72E+05 6 6 10 66575
1 30 sp|P43237|AL Ara h 1 Allergen Ara h 1  clone P17 99 169.82 13 7.72E+05 6 6 10 70283
1 31 B3IXL2|B3IXL2 Ara h 1 Main allergen Ara h1 OS=A 99 169.82 13 7.72E+05 6 6 10 70283
1 31 B3IXL2|B3IXL2 Ara h 1 Main allergen Ara h1 OS=A 99.1 171.66 14 8.16E+04 6 6 11 70283
1 34 Q6PSU3|Q6PS Ara h 1 Conarachin (Fragment) OS= 99.1 171.66 15 8.16E+04 6 6 11 66575
1 30 sp|P43237|AL Ara h 1 Allergen Ara h 1  clone P17 99.1 171.66 14 8.16E+04 6 6 11 70283

3 1 29 sp|P43238|AL Ara h 1 Allergen Ara h 1  clone P41 99.1 183.28 14 4.86E+05 7 7 14 71345
1 5 Q647H4|Q647 Ara h 3 Arachin Ahy‐1 OS=Arachis  99.1 177.17 20 3.98E+05 6 2 17 61506
1 9 Q8LKN1|Q8LK Ara h 3 Allergen Arah3/Arah4 OS=A 99.1 177.17 20 3.98E+05 6 2 17 61738
2 13 Q9FZ11|Q9FZ1 Ara h 3 Gly1 OS=Arachis hypogaea 99 157.43 17 8.59E+05 5 1 14 60449
2 7 B5TYU1|B5TY Ara h 3 Arachin Arah3 isoform OS= 99 157.43 17 8.59E+05 5 1 14 60624
1 13 Q9FZ11|Q9FZ1 Ara h 3 Gly1 OS=Arachis hypogaea 99.2 207.35 31 7.04E+06 12 4 83 60449
2 3 Q647H3|Q647 Ara h 3 Arachin Ahy‐2 OS=Arachis  99.1 187.49 27 8.79E+05 10 2 74 61532
4 1 A1DZF0|A1DZ Ara h 3 Arachin 6 OS=Arachis hypo 99.1 185.76 24 1.52E+05 8 1 66 60375
3 15 Q5I6T2|Q5I6T Ara h 3 Arachin Ahy‐4 OS=Arachis  99.1 182.47 27 4.73E+04 9 1 67 60736
1 24 Q6IWG5|Q6IW Ara h 3 Glycinin (Fragment) OS=Ara 98.5 112.5 15 2.44E+06 4 3 10 58061
1 26 Q0GM57|Q0G Ara h 3 Iso‐Ara h3 OS=Arachis hyp 98.5 112.5 15 2.44E+06 4 3 10 58263
1 27 E5G077|E5G0 Ara h 3 Ara h 3 allergen OS=Arachi 98.5 112.5 15 2.44E+06 4 3 10 58305

1 24 Q6IWG5|Q6IW Ara h 3 Glycinin (Fragment) OS=Ara 99.2 232.01 31 3.96E+06 12 3 60 58061
1 26 Q0GM57|Q0G Ara h 3 Iso‐Ara h3 OS=Arachis hyp 99.2 232.01 31 3.96E+06 12 3 60 58263
2 27 E5G077|E5G0 Ara h 3 Ara h 3 allergen OS=Arachi 99.2 202.54 31 1.87E+05 9 1 39 58305
4 1 A1DZF0|A1DZ Ara h 3 Arachin 6 OS=Arachis hypo 98.8 148 9 2.44E+05 3 2 4 60375
3 3 Q647H3|Q647 Ara h 3 Arachin Ahy‐2 OS=Arachis  98.7 113.06 9 6.89E+05 4 2 5 61532

Standard peanut extract (SPE) spots identification ‐ Figure 1.
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5

6

1

2

4

10

7-9



Table S4.  Identification of protein spots and bands from standard peanut extract, control peanut and digested peanut samples by tandem 
bottom up proteomics on Orbitrap LTQ hybrid and PEAKS Suite 8.5 softwares 
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1 5 Q647H4|Q647 Ara h 3 Arachin Ahy‐1 OS=Arachis  99.2 259.77 30 2.72E+06 12 5 133 61506
1 11 Q6T2T4|Q6T2 Ara h 3 Storage protein OS=Arachi 99.2 259.77 30 2.72E+06 12 5 133 61499
3 3 Q647H3|Q647 Ara h 3 Arachin Ahy‐2 OS=Arachis  99.1 201.43 24 0.00E+00 7 1 58 61532

1 15 Q647H3|Q647 Ara h 3 Arachin Ahy‐2 OS=Arachis  99.2 330.17 32 71800000 44 5 899 61532
6 7 Q647H4|Q647 Ara h 3 Arachin Ahy‐1 OS=Arachis  99.2 316.97 30 8200000 40 5 755 61506
6 12 Q6T2T4|Q6T2 Ara h 3 Storage protein OS=Arachi 99.2 316.97 30 8200000 40 5 755 61499

8 17551 sp|Q6PSU2|CO Ara h 2 Conglutin‐7 OS=Arachis hy 92.6 100.56 23 2.10E+06 3 2 3 20114
3 315 A0A0A6ZDT3| n/a Serine hydroxymethyltrans 34.4 22.48 1 4.31E+05 1 1 1 51979
3 323 A0A0A6ZDR9| n/a Serine hydroxymethyltrans 34.4 22.48 1 4.31E+05 1 1 1 52010
8 17550 sp|Q6PSU2‐3| Ara h 2 Isoform 3 of Conglutin‐7 O 92.6 140.56 23 4.10E+06 3 3 4 19795
8 17551 sp|Q6PSU2|CO Ara h 2 Conglutin‐7 OS=Arachis hy 92.6 140.56 23 4.10E+06 3 3 4 20114
20 9619 A0A0A1EUV7| n/a Actin (Fragment) OS=Arach 69.8 53.04 6 1.56E+06 1 1 1 35884
8 17548 sp|Q6PSU2‐4| Ara h 2 Isoform 4 of Conglutin‐7 O 86 81.31 21 8.36E+05 2 2 4 18380
8 17549 sp|Q6PSU2‐2| Ara h 2 Isoform 2 of Conglutin‐7 O 86 81.31 21 8.36E+05 2 2 4 18700
8 17550 sp|Q6PSU2‐3| Ara h 2 Isoform 3 of Conglutin‐7 O 85.7 81.31 19 8.36E+05 2 2 4 19795
8 17551 sp|Q6PSU2|CO Ara h 2 Conglutin‐7 OS=Arachis hy 85.7 81.31 19 8.36E+05 2 2 4 20114
15 1975 A0A0A6ZDP1| n/a Glyceraldehyde‐3‐phospha 55.3 33.8 8 3.59E+02 1 1 2 20101
15 1267 A0A0A6ZDT0| n/a Glyceraldehyde‐3‐phospha 55.3 33.8 8 3.59E+02 1 1 2 20099
8 17548 sp|Q6PSU2‐4| Ara h 2 Isoform 4 of Conglutin‐7 O 86 81.31 21 8.36E+05 2 2 4 18380
8 17549 sp|Q6PSU2‐2| Ara h 2 Isoform 2 of Conglutin‐7 O 86 81.31 21 8.36E+05 2 2 4 18700
6 269 E6Y6S5|E6Y6S n/a Acetyl‐CoA carboxylase 4 O 86.7 34.93 0 2.70E+06 1 1 1 252122
6 276 E6Y6S3|E6Y6S n/a Acetyl‐CoA carboxylase 2 O 85.1 34.93 0 2.70E+06 1 1 1 251791
6 143 E6Y6S2|E6Y6S n/a Acetyl‐CoA carboxylase 1 O 70.6 34.93 0 2.70E+06 1 1 1 252204
6 3728 A5Z1R0|A5Z1R Ara h 6 Ara h 6 OS=Arachis hypoga 98.4 133.08 27 1.00E+07 3 3 24 16920
6 3727 sp|Q647G9|CO Ara h 6 Conglutin OS=Arachis hypo 98.4 133.08 27 1.00E+07 3 3 24 16920
11 1 A1DZF0|A1DZ Ara h 3 Arachin 6 OS=Arachis hypo 84.3 81.48 5 3.09E+04 2 2 2 60375
11 17 Q9SQH7|Q9SQ Ara h 3 Glycinin OS=Arachis hypog 84.3 81.48 5 3.09E+04 2 2 2 61011
11 5 Q647H4|Q647 Ara h 3 Arachin Ahy‐1 OS=Arachis  84.3 81.48 5 3.09E+04 2 2 2 61506
11 11 Q6T2T4|Q6T2 Ara h 3 Storage protein OS=Arachi 84.3 81.48 5 3.09E+04 2 2 2 61499
11 9 Q8LKN1|Q8LK Ara h 3 Allergen Arah3/Arah4 OS=A 84.3 81.48 5 3.09E+04 2 2 2 61738
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1 3728 A5Z1R0|A5Z1R Ara h 6 Ara h 6 OS=Arachis hypoga 96.4 123.08 26 1.00E+07 3 3 23 16920
1 3727 sp|Q647G9|CO Ara h 6 Conglutin OS=Arachis hypo 96.4 123.08 26 1.00E+07 3 3 23 16920
6 99 E6Y6R4|E6Y6R n/a Biotin carboxylase 1 OS=A 88.6 49.41 1 1.89E+06 1 1 4 58975
6 101 E6Y6R6|E6Y6R n/a Biotin carboxylase 3 OS=A 88.6 49.41 1 1.89E+06 1 1 4 58933
6 191 E6Y6R7|E6Y6R n/a Biotin carboxylase 4 OS=A 81.7 49.41 1 1.89E+06 1 1 4 58984
6 15 Q647H3|Q647 Ara h 3 Arachin Ahy‐2 OS=Arachis  99.1 132.13 17 8.07E+03 5 1 11 61532
7 2 A1DZF0|A1DZ Ara h 3 Arachin 6 OS=Arachis hypo 99.1 127.52 18 1.83E+03 5 1 10 60375

8 3728 R0|A5Z1R0_AR Ara h 6 Ara h 6 OS=Arachis hypoga 63.5 65.55 8 2.39E+06 1 1 10 16920
8 3727 47G9|CONG_A Ara h 6 Conglutin OS=Arachis hypo 63.5 65.55 8 2.39E+06 1 1 10 16920
10 1975DP1|A0A0A6ZDP n/a Glyceraldehyde‐3‐phospha 82.2 57.47 12 1.21E+05 2 2 2 20101
10 1267DT0|A0A0A6ZDT n/a Glyceraldehyde‐3‐phospha 82.2 57.47 12 1.21E+05 2 2 2 20099
11 2989 T2B9M0|T2B9 n/a Fructose‐bisphosphate ald 61.3 44.07 4 9.23E+03 1 1 1 38383
21 2163 Q5UIP7|Q5UI n/a Alcohol dehydrodenase (Fr 59.2 35.49 5 1.18E+04 1 1 1 19734

spots were not processed
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1 2 A1DZF0|A1D Ara h 3 Arachin 6 OS=Arachis hypogaea PE=2 S 99.1 231.37 29 3.84E+06 13 7 104 60375
5 13 Q9FZ11|Q9F Ara h 3 Gly1 OS=Arachis hypogaea GN=Gly1 PE 98.8 139.6 8 3.95E+04 5 1 35 60449
10 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arachis hypoga 84.2 54.9 3 1.74E+05 1 1 5 58061
10 42 Q0GM57|Q0 Ara h 3 Iso‐Ara h3 OS=Arachis hypogaea PE=2  84.2 54.9 3 1.74E+05 1 1 5 58263
10 45 E5G077|E5G Ara h 3 Ara h 3 allergen OS=Arachis hypogaea  84.2 54.9 3 1.74E+05 1 1 5 58305

1 2 A1DZF0|A1D Ara h 3 Arachin 6 OS=Arachis hypogaea PE=2 S 99.1 231.37 29 3.84E+06 13 7 104 60375
5 13 Q9FZ11|Q9F Ara h 3 Gly1 OS=Arachis hypogaea GN=Gly1 PE 98.8 139.6 8 3.95E+04 5 1 35 60449
10 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arachis hypoga 84.2 54.9 3 1.74E+05 1 1 5 58061
10 42 Q0GM57|Q0 Ara h 3 Iso‐Ara h3 OS=Arachis hypogaea PE=2  84.2 54.9 3 1.74E+05 1 1 5 58263
10 45 E5G077|E5G Ara h 3 Ara h 3 allergen OS=Arachis hypogaea  84.2 54.9 3 1.74E+05 1 1 5 58305

1 13 Q9FZ11|Q9F Ara h 3 Gly1 OS=Arachis hypogaea GN=Gly1 PE 99.2 216.57 36 4.26E+04 16 1 132 60449
1 5 Q5I6T2|Q5I Ara h 3 Arachin Ahy‐4 OS=Arachis hypogaea PE 99.2 216.57 35 4.26E+04 16 1 132 60736
1 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hypogaea PE 99.2 216.57 35 4.26E+04 16 1 132 61532
3 7 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hypogaea PE 99.2 215.35 46 3.91E+04 17 3 124 61506
9 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arachis hypoga 79.4 52.07 5 3.03E+04 1 1 1 58061
9 42 Q0GM57|Q0 Ara h 3 Iso‐Ara h3 OS=Arachis hypogaea PE=2  79.4 52.07 5 3.03E+04 1 1 1 58263
9 45 E5G077|E5G Ara h 3 Ara h 3 allergen OS=Arachis hypogaea  79.4 52.07 5 3.03E+04 1 1 1 58305

1 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arachis hypoga 99.2 297.31 34 3.77E+07 43 5 859 58061
1 42 Q0GM57|Q0 Ara h 3 Iso‐Ara h3 OS=Arachis hypogaea PE=2  99.2 297.31 34 3.77E+07 43 5 859 58263
2 45 E5G077|E5G Ara h 3 Ara h 3 allergen OS=Arachis hypogaea  99.2 276.42 34 7.85E+05 33 1 659 58305
3 7 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hypogaea PE 99.2 232.93 35 5.03E+05 22 5 120 61506
3 12 Q6T2T4|Q6T Ara h 3 Storage protein OS=Arachis hypogaea  99.2 232.93 35 5.03E+05 22 5 120 61499
4 2 A1DZF0|A1D Ara h 3 Arachin 6 OS=Arachis hypogaea PE=2 S 99.2 229.37 36 8.75E+04 21 3 116 60375
5 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hypogaea PE 99.1 215.69 23 1.51E+06 19 1 112 61532
6 13 Q9FZ11|Q9F Ara h 3 Gly1 OS=Arachis hypogaea GN=Gly1 PE 99.1 194.28 22 4.33E+04 13 1 86 60449

The spot was not processed

14

The spots were not processed

9 The spot was not present/identified in the gel

11 The spot  was not processed

8

10

12

13

Control Peanut Sample (CPS) spots identification Figure ‐ 1.

1 to 7
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15 The spot was not processed
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4 517 sp|Q647G9|Ara h 6.010Conglutin OS=Arachis hypogaea PE=1 S 99.1 180.32 57 6.48E+05 8 8 55 16920
4 516 A5Z1R0|A5Z Ara h 6 Ara h 6 OS=Arachis hypogaea GN=Ara  99.1 180.32 57 6.48E+05 8 8 55 16920
6 429 Q5XXQ4|Q5 Ara h 8 PR10 protein OS=Arachis hypogaea GN 98.1 67.76 43 5.74E+04 3 3 8 16218
6 430 B0YIU5|B0Y Ara h 8 Ara h 8 allergen isoform OS=Arachis hy 98.1 67.76 42 5.74E+04 3 3 8 16413
8 216 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arachis hypoga 84.2 70.73 8 3.37E+04 2 2 6 58061
8 217 Q0GM57|Q0 Ara h 3 Iso‐Ara h3 OS=Arachis hypogaea PE=2  84.2 70.73 8 3.37E+04 2 2 6 58263
8 218 E5G077|E5G Ara h 3 Ara h 3 allergen OS=Arachis hypogaea  84.2 70.73 8 3.37E+04 2 2 6 58305
9 87 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hypogaea PE 79.3 41.36 2 1.04E+03 1 1 1 61506
9 88 Q6T2T4|Q6T Ara h 3 Storage protein OS=Arachis hypogaea  79.3 41.36 2 1.04E+03 1 1 1 61499
9 89 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hypogaea PE 79.3 41.36 2 1.04E+03 1 1 1 61532
9 90 Q8LKN1|Q8 Ara h 3 Allergen Arah3/Arah4 OS=Arachis hypo 79.3 41.36 2 1.04E+03 1 1 1 61738
10 2788 Q2PXN9|Q2 n/a Dessication protectant protein LEA 14  61.3 40.7 12 2.27E+03 1 1 2 16112
10 3802 E5FHZ5|E5F n/a Late embryogenesis abundant protein  61.3 40.7 11 2.27E+03 1 1 2 17041
16 204 E9LFE7|E9L Ara h 1 7S conarachin (Fragment) OS=Arachis h 58.5 28.38 11 1.36E+03 1 1 1 15873
16 205 Q6PSU5|Q6 Ara h 1 Conarachin (Fragment) OS=Arachis hyp 58.5 28.38 5 1.36E+03 1 1 1 33604
16 206 Q6PSU6|Q6 Ara h 1 Conarachin (Fragment) OS=Arachis hyp 58.5 28.38 5 1.36E+03 1 1 1 34133
16 3470 Q6PSU4|Q6 Ara h 1 Conarachin (Fragment) OS=Arachis hyp 58.5 28.38 4 1.36E+03 1 1 1 48095
4 516 A5Z1R0|A5Z Ara h 6 Ara h 6 OS=Arachis hypogaea GN=Ara  98.8 152.88 39 2.24E+05 8 8 36 16920
4 517 sp|Q647G9|Ara h 6.010Conglutin OS=Arachis hypogaea PE=1 S 98.8 152.88 39 2.24E+05 8 8 36 16920
7 216 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arachis hypoga 86.9 84.99 7 2.74E+04 3 3 6 58061
7 218 E5G077|E5G Ara h 3 Ara h 3 allergen OS=Arachis hypogaea  86.9 84.99 7 2.74E+04 3 3 6 58305
7 217 Q0GM57|Q0 Ara h 3 Iso‐Ara h3 OS=Arachis hypogaea PE=2  86.9 84.99 7 2.74E+04 3 3 6 58263

1 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hypogaea PE 99.1 326.12 32 8.10E+07 41 5 840 61532
4 3 B5TYU1|B5T Ara h 3 Arachin Arah3 isoform OS=Arachis hyp 99.1 322.8 32 8.50E+07 34 2 679 60624
6 7 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hypogaea PE 99.1 317.45 32 5.49E+06 38 6 673 61506
6 12 Q6T2T4|Q6T Ara h 3 Storage protein OS=Arachis hypogaea  99.1 317.45 32 5.49E+06 38 6 673 61499
5 13 Q9FZ11|Q9F Ara h 3 Gly1 OS=Arachis hypogaea GN=Gly1 PE 99.1 308.92 32 5.86E+06 32 3 714 60449
9 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arachis hypoga 99.1 188.56 18 2.57E+05 13 1 31 58061
9 42 Q0GM57|Q0 Ara h 3 Iso‐Ara h3 OS=Arachis hypogaea PE=2  99.1 188.56 18 2.57E+05 13 1 31 58263

22 to 24 Spots were not processed

20

21

25
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2 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 99.1 205.33 28 5.40E+04 10 2 84 61532
3 3 B5TYU1|B5 Ara h 3 Arachin Arah3 isoform OS=A 99.1 204.18 28 6.14E+03 10 1 78 60624
4 7 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hy 99.1 191.6 28 1.64E+04 10 3 74 61506
4 12 Q6T2T4|Q6 Ara h 3 Storage protein OS=Arachis h 99.1 191.6 28 1.64E+04 10 3 74 61499
6 18 N1NG13|N Ara h 1 Seed storage protein Ara h1 O 99.1 128.17 14 9.75E+04 5 5 27 71345
6 20 sp|P43238| Ara h 1 Allergen Ara h 1  clone P41B  99.1 128.17 14 9.75E+04 5 5 27 71345
6 27 Q6PSU4|Q6 Ara h 1 Conarachin (Fragment) OS=A 99.1 128.17 21 9.75E+04 5 5 27 48095
7 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 98.7 100.37 17 5.36E+04 4 3 11 58061
7 42 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 98.7 100.37 17 5.36E+04 4 3 11 58263

1 18 N1NG13|N Ara h 1 Seed storage protein Ara h1 O 99.2 286.27 44 1.88E+06 30 6 282 71345
1 20 sp|P43238| Ara h 1 Allergen Ara h 1  clone P41B  99.2 286.27 44 1.88E+06 30 6 282 71345
2 26 Q6PSU3|Q6 Ara h 1 Conarachin (Fragment) OS=A 99.2 280.01 44 1.15E+05 28 4 248 66575
2 21 sp|P43237| Ara h 1 Allergen Ara h 1  clone P17 O 99.2 280.01 42 1.15E+05 28 4 248 70283
2 23 B3IXL2|B3IX Ara h 1 Main allergen Ara h1 OS=Ara 99.2 280.01 42 1.15E+05 28 4 248 70283
3 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 99.1 204.93 28 4.07E+05 12 2 101 61532
5 3 B5TYU1|B5 Ara h 3 Arachin Arah3 isoform OS=A 99.1 202.39 28 1.16E+05 12 1 86 60624
6 7 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hy 99.1 185.1 22 9.42E+03 9 1 80 61506
6 12 Q6T2T4|Q6 Ara h 3 Storage protein OS=Arachis h 99.1 185.1 22 9.42E+03 9 1 80 61499
14 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 83.6 61.56 7 1.77E+05 2 1 2 58061
14 42 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 83.6 61.56 7 1.77E+05 2 1 2 58263
14 45 E5G077|E5G Ara h 3 Ara h 3 allergen OS=Arachis h 83.6 61.56 7 1.77E+05 2 1 2 58305

1 13 Q9FZ11|Q9 Ara h 3 Gly1 OS=Arachis hypogaea G 99.2 229.99 41 1.18E+05 16 1 187 60449
8 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 83.8 56.1 7 4.93E+04 2 1 3 58061
8 42 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 83.8 56.1 7 4.93E+04 2 1 3 58263
8 45 E5G077|E5G Ara h 3 Ara h 3 allergen OS=Arachis h 83.8 56.1 7 4.93E+04 2 1 3 58305

Digested Peanut Sample (DPS) spots identification Figure ‐ 1.
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# SPOT
Protein 
Group

Protein 
ID

Accession Allergome Description Score (%)
Score   
(‐10lgP)

Coverage 
(%)

Area 
under XIC 

# 
Peptides

# 
Unique

# PSM
Avg. Mass 

(Da)

1 69 Q6PSU5|Q6 Ara h 1 Conarachin (Fragment) OS=A 99.1 263.37 45 1.12E+06 20 7 217 33604
1 18 N1NG13|N Ara h 1 Seed storage protein Ara h1 O 99.1 263.37 21 1.12E+06 20 7 217 71345
1 20 sp|P43238| Ara h 1 Allergen Ara h 1  clone P41B  99.1 263.37 21 1.12E+06 20 7 217 71345
2 26 Q6PSU3|Q6 Ara h 1 Conarachin (Fragment) OS=A 99.1 230.39 17 1.30E+03 14 1 174 66575
2 23 B3IXL2|B3IX Ara h 1 Main allergen Ara h1 OS=Ara 99.1 230.39 16 1.30E+03 14 1 174 70283
2 21 sp|P43237| Ara h 1 Allergen Ara h 1  clone P17 O 99.1 230.39 16 1.30E+03 14 1 174 70283
2 57 Q6PSU6|Q6 Ara h 1 Conarachin (Fragment) OS=A 99.1 230.39 33 1.30E+03 14 1 174 34133
3 13 Q9FZ11|Q9 Ara h 3 Gly1 OS=Arachis hypogaea G 99.1 160.62 36 6.10E+04 13 2 56 60449
7 2 A1DZF0|A1 Ara h 3 Arachin 6 OS=Arachis hypoga 99.1 147.7 37 3.91E+03 12 1 48 60375
5 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 99.1 146.57 37 6.76E+03 12 1 50 61532
12 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 97.9 55.98 12 6.44E+04 3 2 7 58061
12 42 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 97.9 55.98 12 6.44E+04 3 2 7 58263

1 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 99.1 253.41 31 14300000 23 4 184 58061
1 42 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 99.1 253.41 31 14300000 23 4 184 58263
4 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 99.1 192.61 26 577000 13 2 48 61532
6 7 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hy 99.2 188.29 31 63300 12 3 41 61506
6 12 Q6T2T4|Q6 Ara h 3 Storage protein OS=Arachis h 99.2 188.29 31 63300 12 3 41 61499
13 59 Q647H1|Q647H1_ARAHY Conarachin OS=Arachis hypo 99.1 139.13 14 241000 6 6 15 75933
12 27 Q6PSU4|Q6 Ara h 1 Conarachin (Fragment) OS=A 98.2 95.52 12 90800 3 3 12 48095
12 18 N1NG13|N Ara h 1 Seed storage protein Ara h1 O 98.2 95.52 8 90800 3 3 12 71345
12 20 sp|P43238| Ara h 1 Allergen Ara h 1  clone P41B  98.2 95.52 8 90800 3 3 12 71345
16 92 sp|Q647H2 Ara h 3 Arachin Ahy‐3 OS=Arachis hy 88.2 72.23 5 54500 2 2 3 54569
5 272 D8KXX2|D8 n/a AO2 OS=Arachis hypogaea PE 37.3 30.55 1 3.44E+03 1 1 1 148235

1 7 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hy 99.1 235.54 28 6350000 20 4 300 61506
1 12 Q6T2T4|Q6 Ara h 3 Storage protein OS=Arachis h 99.1 235.54 28 6350000 20 4 300 61499
5 13 Q9FZ11|Q9 Ara h 3 Gly1 OS=Arachis hypogaea G 99.1 193.59 22 564000 13 1 119 60449
7 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 99.1 179.89 29 708000 14 2 98 58061
7 42 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 99.1 179.89 29 708000 14 2 98 58263
8 45 E5G077|E5G Ara h 3 Ara h 3 allergen OS=Arachis h 99.1 164.64 29 0 11 1 74 58305

The spot was not processed

The spot was not processed
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1 216 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 99.1 250 27 1.76E+06 19 19 100 58061
1 217 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 99.1 250 27 1.76E+06 19 19 100 58263
2 215 sp|Q6PSU2 Ara h 2 Conglutin‐7 OS=Arachis hypo 99.1 193.67 50 3.02E+05 9 9 34 20114
5 84 A1DZF0|A1 Ara h 3 Arachin 6 OS=Arachis hypoga 98.9 83.58 20 1.75E+04 5 3 8 60375
5 87 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hy 98.9 83.58 20 1.75E+04 5 3 8 61506
6 219 sp|Q647H2 Ara h 3 Arachin Ahy‐3 OS=Arachis hy 98.5 127.14 10 1.74E+04 3 3 7 54569
8 89 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 97.6 79.08 12 5.83E+03 3 1 4 61532
8 83 Q9FZ11|Q9 Ara h 3 Gly1 OS=Arachis hypogaea G 97.2 79.08 12 5.83E+03 3 1 4 60449
8 86 Q5I6T2|Q5 Ara h 3 Arachin Ahy‐4 OS=Arachis hy 97.2 79.08 12 5.83E+03 3 1 4 60736
5 216 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 99.1 168.44 23 1.55E+06 12 11 57 58061
5 217 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 99.1 168.44 23 1.55E+06 12 11 57 58263
6 215 sp|Q6PSU2 Ara h 2 Conglutin‐7 OS=Arachis hypo 99 118.27 38 4.95E+05 5 5 27 20114
8 88 Q6T2T4|Q6 Ara h 3 Storage protein OS=Arachis h 99.1 137.79 20 3.81E+04 7 2 11 61499
8 87 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hy 99.1 137.79 20 3.81E+04 7 2 11 61506
14 204 E9LFE7|E9L Ara h 1 7S conarachin (Fragment) OS 80.6 38.61 21 1.74E+04 2 2 2 15873
14 205 Q6PSU5|Q6 Ara h 1 Conarachin (Fragment) OS=A 80.6 38.61 10 1.74E+04 2 2 2 33604
14 206 Q6PSU6|Q6 Ara h 1 Conarachin (Fragment) OS=A 80.6 38.61 10 1.74E+04 2 2 2 34133
14 3470 Q6PSU4|Q6 Ara h 1 Conarachin (Fragment) OS=A 80.6 38.61 7 1.74E+04 2 2 2 48095
14 207 Q6PSU3|Q6 Ara h 1 Conarachin (Fragment) OS=A 80.6 38.61 5 1.74E+04 2 2 2 66575
14 208 B3IXL2|B3IX Ara h 1 Main allergen Ara h1 OS=Ara 80.6 38.61 5 1.74E+04 2 2 2 70283
14 209 sp|P43237| Ara h 1 Allergen Ara h 1  clone P17 O 80.6 38.61 5 1.74E+04 2 2 2 70283
14 274 N1NG13|N Ara h 1 Seed storage protein Ara h1 O 80.6 38.61 5 1.74E+04 2 2 2 71345
14 275 sp|P43238| Ara h 1 Allergen Ara h 1  clone P41B  80.6 38.61 5 1.74E+04 2 2 2 71345
1 216 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 99.1 244.88 30 4.48E+06 28 23 147 58061
1 217 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 99.1 244.88 30 4.48E+06 28 23 147 58263
4 215 sp|Q6PSU2 Ara h 2 Conglutin‐7 OS=Arachis hypo 99 154.39 41 9.36E+05 6 6 53 20114
7 84 A1DZF0|A1 Ara h 3 Arachin 6 OS=Arachis hypoga 99.1 157.89 22 1.04E+05 8 3 16 60375
3 89 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 99 135.1 17 4.30E+04 7 3 15 61532
5 516 A5Z1R0|A5Z Ara h 6 Ara h 6 OS=Arachis hypogaea 84 112.57 20 4.59E+04 3 3 12 16920
5 517 sp|Q647G9 Ara h 6.0101 Conglutin OS=Arachis hypoga 84 112.57 20 4.59E+04 3 3 12 16920
8 84 A1DZF0|A1 Ara h 3 Arachin 6 OS=Arachis hypoga 98.3 91.67 11 0.00E+00 4 1 7 60375
10 216 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 61.4 56.21 5 1.83E+04 1 1 4 58061
10 218 E5G077|E5G Ara h 3 Ara h 3 allergen OS=Arachis h 61.4 56.21 5 1.83E+04 1 1 4 58305
10 217 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 61.4 56.21 5 1.83E+04 1 1 4 58263
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1 516 A5Z1R0|A5Z Ara h 6 Ara h 6 OS=Arachis hypogaea 84.2 130.16 20 8.56E+04 4 4 16 16920
1 517 sp|Q647G9 Ara h 6.0101 Conglutin OS=Arachis hypoga 84.2 130.16 20 8.56E+04 4 4 16 16920
8 216 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 61.2 64.77 5 3.59E+04 1 1 5 58061
8 218 E5G077|E5G Ara h 3 Ara h 3 allergen OS=Arachis h 61.2 64.77 5 3.59E+04 1 1 5 58305
8 217 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 61.2 64.77 5 3.59E+04 1 1 5 58263

1 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 98.9 127.76 15 21100 4 2 13 61532
2 2 A1DZF0|A1 Ara h 3 Arachin 6 OS=Arachis hypoga 98.6 103.49 15 10600 4 2 9 60375
1 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 99.1 181.68 24 830 10 1 170 61532
1 5 Q5I6T2|Q5 Ara h 3 Arachin Ahy‐4 OS=Arachis hy 99.1 181.68 24 830 10 1 170 60736
1 13 Q9FZ11|Q9 Ara h 3 Gly1 OS=Arachis hypogaea G 99.1 181.68 24 830 10 1 170 60449
2 7 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hy 99.1 178.08 22 1930 9 1 168 61506
2 10 Q8LKN1|Q8 Ara h 3 Allergen Arah3/Arah4 OS=Ara 99.1 178.08 22 1930 9 1 168 61738
6 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 84.1 64.34 7 18300 2 1 7 58061
6 42 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 84.1 64.34 7 18300 2 1 7 58263
6 45 E5G077|E5G Ara h 3 Ara h 3 allergen OS=Arachis h 84.1 64.34 7 18300 2 1 7 58305
19 122 E9LFE7|E9L Ara h 1 7S conarachin (Fragment) OS 61 35.48 9 6930 1 1 1 15873
19 69 Q6PSU5|Q6 Ara h 1 Conarachin (Fragment) OS=A 61 35.48 4 6930 1 1 1 33604
19 57 Q6PSU6|Q6 Ara h 1 Conarachin (Fragment) OS=A 61 35.48 4 6930 1 1 1 34133
19 27 Q6PSU4|Q6 Ara h 1 Conarachin (Fragment) OS=A 61 35.48 3 6930 1 1 1 48095
19 26 Q6PSU3|Q6 Ara h 1 Conarachin (Fragment) OS=A 61 35.48 2 6930 1 1 1 66575
19 21 sp|P43237| Ara h 1 Allergen Ara h 1  clone P17 O 61 35.48 2 6930 1 1 1 70283
19 23 B3IXL2|B3IX Ara h 1 Main allergen Ara h1 OS=Ara 61 35.48 2 6930 1 1 1 70283
19 55 E5G076|E5G Ara h 1 Ara h 1 allergen OS=Arachis h 61 35.48 2 6930 1 1 1 70788
19 18 N1NG13|N Ara h 1 Seed storage protein Ara h1 O 61 35.48 2 6930 1 1 1 71345
19 20 sp|P43238| Ara h 1 Allergen Ara h 1  clone P41B  61 35.48 2 6930 1 1 1 71345
1 13 Q9FZ11|Q9 Ara h 3 Gly1 OS=Arachis hypogaea G 91 70.3 6 6910 2 2 3 60449
1 5 Q5I6T2|Q5 Ara h 3 Arachin Ahy‐4 OS=Arachis hy 91 70.3 6 6910 2 2 3 60736
1 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 91 70.3 6 6910 2 2 3 61532
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1 2 A1DZF0|A1 Ara h 3 Arachin 6 OS=Arachis hypoga 99 165.65 17 1500000 9 4 235 60375
1 3 B5TYU1|B5 Ara h 3 Arachin Arah3 isoform OS=A 99 165.65 17 1500000 9 4 235 60624
1 7 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hy 99 165.65 17 1500000 9 4 235 61506
1 13 Q9FZ11|Q9 Ara h 3 Gly1 OS=Arachis hypogaea G 99 165.65 17 1500000 9 4 235 60449
1 29 Q9SQH7|Q9Ara h 3.0201 Glycinin OS=Arachis hypogae 99 165.65 17 1500000 9 4 235 61011
1 5 Q5I6T2|Q5 Ara h 3 Arachin Ahy‐4 OS=Arachis hy 99 165.65 17 1500000 9 4 235 60736
1 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 99 165.65 17 1500000 9 4 235 61532
1 10 Q8LKN1|Q8 Ara h 3 Allergen Arah3/Arah4 OS=Ara 99 165.65 17 1500000 9 4 235 61738
1 83 Q8LL03|Q8 Ara h 3 Trypsin inhibitor (Fragment) O 99 165.65 42 1500000 9 4 235 25499
2 34 O82580|O8 Ara h 3 Glycinin (Fragment) OS=Arac 99 142.03 17 3.17 6 1 159 58350
4 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 98.8 94.98 17 3350000 5 4 79 58061
4 45 E5G077|E5G Ara h 3 Ara h 3 allergen OS=Arachis h 98.8 94.98 17 3350000 5 4 79 58305
4 42 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 98.8 94.98 17 3350000 5 4 79 58263
1 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 49.4 30.83 6 11200 1 1 1 58061
1 42 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 49.4 30.83 6 11200 1 1 1 58263
1 13 Q9FZ11|Q9 Ara h 3 Gly1 OS=Arachis hypogaea G 99.1 124.75 17 3050 6 1 24 60449
1 5 Q5I6T2|Q5 Ara h 3 Arachin Ahy‐4 OS=Arachis hy 99.1 124.75 17 3050 6 1 24 60736
1 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 99.1 124.75 17 3050 6 1 24 61532
5 69 Q6PSU5|Q6 Ara h 1 Conarachin (Fragment) OS=A 66.8 34.65 4 2480 1 1 1 33604
5 57 Q6PSU6|Q6 Ara h 1 Conarachin (Fragment) OS=A 66.8 34.65 4 2480 1 1 1 34133
5 27 Q6PSU4|Q6 Ara h 1 Conarachin (Fragment) OS=A 66.8 34.65 3 2480 1 1 1 48095
5 26 Q6PSU3|Q6 Ara h 1 Conarachin (Fragment) OS=A 66.8 34.65 2 2480 1 1 1 66575
5 21 sp|P43237| Ara h 1 Allergen Ara h 1  clone P17 O 66.8 34.65 2 2480 1 1 1 70283
5 23 B3IXL2|B3IX Ara h 1 Main allergen Ara h1 OS=Ara 66.8 34.65 2 2480 1 1 1 70283
5 18 N1NG13|N Ara h 1 Seed storage protein Ara h1 O 66.8 34.65 2 2480 1 1 1 71345
5 20 sp|P43238| Ara h 1 Allergen Ara h 1  clone P41B  66.8 34.65 2 2480 1 1 1 71345
1 26 Q6PSU3|Q6 Ara h 1 Conarachin (Fragment) OS=A 99.2 315.98 41 819000 25 7 183 66575
1 21 sp|P43237| Ara h 1 Allergen Ara h 1  clone P17 O 99.2 315.98 39 819000 25 7 183 70283
1 23 B3IXL2|B3IX Ara h 1 Main allergen Ara h1 OS=Ara 99.2 315.98 39 819000 25 7 183 70283
2 18 N1NG13|N Ara h 1 Seed storage protein Ara h1 O 99.2 298.73 31 2930 19 1 139 71345
2 20 sp|P43238| Ara h 1 Allergen Ara h 1  clone P41B  99.2 298.73 31 2930 19 1 139 71345
4 7 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hy 97.7 75.57 5 2730 2 2 2 61506
4 12 Q6T2T4|Q6 Ara h 3 Storage protein OS=Arachis h 97.7 75.57 5 2730 2 2 2 61499
4 10 Q8LKN1|Q8 Ara h 3 Allergen Arah3/Arah4 OS=Ara 97.7 75.57 5 2730 2 2 2 61738
4 2 A1DZF0|A1 Ara h 3 Arachin 6 OS=Arachis hypoga 97.7 75.57 5 2730 2 2 2 60375
1 13 Q9FZ11|Q9 Ara h 3 Gly1 OS=Arachis hypogaea G 99.2 216.57 36 42600 16 1 132 60449
1 5 Q5I6T2|Q5 Ara h 3 Arachin Ahy‐4 OS=Arachis hy 99.2 216.57 35 42600 16 1 132 60736
1 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 99.2 216.57 35 42600 16 1 132 61532
3 7 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hy 99.2 215.35 46 39100 17 3 124 61506
9 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 79.4 52.07 5 30300 1 1 1 58061
9 42 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 79.4 52.07 5 30300 1 1 1 58263
9 45 E5G077|E5G Ara h 3 Ara h 3 allergen OS=Arachis h 79.4 52.07 5 30300 1 1 1 58305
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1 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 99.2 334.82 45 54900000 57 4 627 61532
3 3 B5TYU1|B5 Ara h 3 Arachin Arah3 isoform OS=A 99.2 333.82 45 28300000 57 2 567 60624
5 13 Q9FZ11|Q9 Ara h 3 Gly1 OS=Arachis hypogaea G 99.2 319.71 45 2310000 48 3 538 60449
6 7 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hy 99.2 316.31 40 2030000 47 4 491 61506
6 12 Q6T2T4|Q6 Ara h 3 Storage protein OS=Arachis h 99.2 316.31 40 2030000 47 4 491 61499
9 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 99.1 212.57 21 845000 19 3 82 58061
9 42 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 99.1 212.57 21 845000 19 3 82 58263
3 18 N1NG13|N Ara h 1 Seed storage protein Ara h1 O 99.2 218.27 23 2990000 13 1 129 71345
3 20 sp|P43238| Ara h 1 Allergen Ara h 1  clone P41B  99.2 218.27 23 2990000 13 1 129 71345
20 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 99.1 121.78 19 67700 5 2 9 61532
21 2 A1DZF0|A1 Ara h 3 Arachin 6 OS=Arachis hypoga 99 114.8 17 83200 4 1 9 60375
1 59 Q647H1|Q6 n/a Conarachin OS=Arachis hypo 99.1 277.04 18 42800000 16 7 161 75933
3 18 N1NG13|N Ara h 1 Seed storage protein Ara h1 O 99.1 215.02 16 434000 10 1 42 71345
3 20 sp|P43238| Ara h 1 Allergen Ara h 1  clone P41B  99.1 215.02 16 434000 10 1 42 71345
4 26 Q6PSU3|Q6 Ara h 1 Conarachin (Fragment) OS=A 99.1 214.23 17 196000 10 1 38 66575
4 23 B3IXL2|B3IX Ara h 1 Main allergen Ara h1 OS=Ara 99.1 214.23 16 196000 10 1 38 70283
4 21 sp|P43237| Ara h 1 Allergen Ara h 1  clone P17 O 99.1 214.23 16 196000 10 1 38 70283
2 87 E9LFF0|E9L n/a 11S arachin (Fragment) OS=A 99.1 204.15 43 18800 10 1 65 19081
7 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 99.1 139.35 21 523000 6 3 25 61532
9 3 B5TYU1|B5 Ara h 3 Arachin Arah3 isoform OS=A 99 132.27 19 163000 5 1 20 60624
8 2 A1DZF0|A1 Ara h 3 Arachin 6 OS=Arachis hypoga 99 129.77 19 295000 5 1 22 60375

I 1 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 99.1 129.86 17 4460 6 1 10 61532

23 59 Q647H1|Q6 n/a Conarachin OS=Arachis hypo 70.9 41.92 1 4360 1 1 1 75933
11 34 O82580|O8Ara h 3.0101 Glycinin (Fragment) OS=Arac 62.8 39.85 3 2480 1 1 1 58350
11 13 Q9FZ11|Q9 Ara h 3 Gly1 OS=Arachis hypogaea G 62.8 39.85 2 2480 1 1 1 60449
11 2 A1DZF0|A1 Ara h 3 Arachin 6 OS=Arachis hypoga 62.8 39.85 2 2480 1 1 1 60375
11 3 B5TYU1|B5 Ara h 3 Arachin Arah3 isoform OS=A 62.8 39.85 2 2480 1 1 1 60624
11 5 Q5I6T2|Q5 Ara h 3 Arachin Ahy‐4 OS=Arachis hy 62.8 39.85 2 2480 1 1 1 60736
11 7 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hy 62.8 39.85 2 2480 1 1 1 61506
11 12 Q6T2T4|Q6 Ara h 3 Storage protein OS=Arachis h 62.8 39.85 2 2480 1 1 1 61499
11 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 62.8 39.85 2 2480 1 1 1 61532
11 10 Q8LKN1|Q8 Ara h 3 Allergen Arah3/Arah4 OS=Ara 62.8 39.85 2 2480 1 1 1 61738
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L 2 2 A1DZF0|A1 Ara h 3 Arachis hypogaea PE=2 SV=1 99.1 122.66 17 27600 7 3 16 60375

6 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 99.1 132.13 17 8070 5 1 11 61532
7 2 A1DZF0|A1 Ara h 3 Arachin 6 OS=Arachis hypoga 99.1 127.52 18 1830 5 1 10 60375
5 122 E9LFE7|E9L Ara h 1 7S conarachin (Fragment) OS 84.1 89.31 21 575000 2 2 39 15873
5 69 Q6PSU5|Q6 Ara h 1 Conarachin (Fragment) OS=A 84.1 89.31 10 575000 2 2 39 33604
5 57 Q6PSU6|Q6 Ara h 1 Conarachin (Fragment) OS=A 84.1 89.31 10 575000 2 2 39 34133
5 27 Q6PSU4|Q6 Ara h 1 Conarachin (Fragment) OS=A 84.1 89.31 7 575000 2 2 39 48095
5 26 Q6PSU3|Q6 Ara h 1 Conarachin (Fragment) OS=A 84.1 89.31 5 575000 2 2 39 66575
5 23 B3IXL2|B3IX Ara h 1 Main allergen Ara h1 OS=Ara 84.1 89.31 5 575000 2 2 39 70283
5 21 sp|P43237| Ara h 1 Allergen Ara h 1  clone P17 O 84.1 89.31 5 575000 2 2 39 70283
5 18 N1NG13|N Ara h 1 Seed storage protein Ara h1 O 84.1 89.31 5 575000 2 2 39 71345
5 20 sp|P43238| Ara h 1 Allergen Ara h 1  clone P41B  84.1 89.31 5 575000 2 2 39 71345
5 3 B5TYU1|B5 Ara h 3 Arachin Arah3 isoform OS=A 99.1 230.11 32 16300 18 1 195 60624
1 2 A1DZF0|A1 Ara h 3 Arachin 6 OS=Arachis hypoga 99.1 228.54 32 130000 18 1 228 60375
2 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 99.1 227.16 29 180000 17 1 212 61532
3 13 Q9FZ11|Q9 Ara h 3 Gly1 OS=Arachis hypogaea G 99.1 226.44 26 100000 17 2 203 60449
6 7 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hy 99.1 217.96 29 84900 17 4 173 61506
6 12 Q6T2T4|Q6 Ara h 3 Storage protein OS=Arachis h 99.1 217.96 29 84900 17 4 173 61499
11 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 98.7 93.26 12 30900 5 1 10 58061
11 42 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 98.7 93.26 12 30900 5 1 10 58263
10 59 Q647H1|Q6 n/a Conarachin OS=Arachis hypo 98.5 62.78 7 70900 4 4 10 75933
6 83 Q8LL03|Q8 Ara h 3 Trypsin inhibitor (Fragment) O 62.3 44.29 20 11400 2 2 2 25499
6 34 O82580|O8 Ara h 3 Glycinin (Fragment) OS=Arac 62.3 44.29 9 11400 2 2 2 58350
6 13 Q9FZ11|Q9 Ara h 3 Gly1 OS=Arachis hypogaea G 62.3 44.29 8 11400 2 2 2 60449
6 2 A1DZF0|A1 Ara h 3 Arachin 6 OS=Arachis hypoga 62.3 44.29 8 11400 2 2 2 60375
6 3 B5TYU1|B5 Ara h 3 Arachin Arah3 isoform OS=A 62.3 44.29 8 11400 2 2 2 60624
6 29 Q9SQH7|Q9 Ara h 3 Glycinin OS=Arachis hypogae 62.3 44.29 8 11400 2 2 2 61011
6 5 Q5I6T2|Q5 Ara h 3 Arachin Ahy‐4 OS=Arachis hy 62.3 44.29 8 11400 2 2 2 60736
6 7 Q647H4|Q6 Ara h 3 Arachin Ahy‐1 OS=Arachis hy 62.3 44.29 8 11400 2 2 2 61506
6 12 Q6T2T4|Q6 Ara h 3 Storage protein OS=Arachis h 62.3 44.29 8 11400 2 2 2 61499
6 15 Q647H3|Q6 Ara h 3 Arachin Ahy‐2 OS=Arachis hy 62.3 44.29 8 11400 2 2 2 61532
6 10 Q8LKN1|Q8 Ara h 3 Allergen Arah3/Arah4 OS=Ara 62.3 44.29 8 11400 2 2 2 61738
6 116 A1DZF1|A1 Ara h 3 Arachin 7 (Fragment) OS=Ara 61 44.29 8 9750 1 1 1 23857
7 92 sp|Q647H2 Ara h 3 Arachin Ahy‐3 OS=Arachis hy 60.1 33.58 6 6840 1 1 1 54569
7 41 Q6IWG5|Q6 Ara h 3 Glycinin (Fragment) OS=Arac 60.1 33.58 5 6840 1 1 1 58061
7 45 E5G077|E5G Ara h 3 Ara h 3 allergen OS=Arachis h 60.1 33.58 5 6840 1 1 1 58305
7 42 Q0GM57|Q Ara h 3 Iso‐Ara h3 OS=Arachis hypog 60.1 33.58 5 6840 1 1 1 58263
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Coverage 

(%)
Area   #Peptides #Unique #PSM  Avg. Mass

1 25 B5TYU1|B Arachin Arah3 isoform OS=A 91.1 157.83 8 349000 6 6 35 60624
1 27 Q5I6T2|Q5Arachin Ahy‐4 OS=Arachis h 91.1 157.83 8 349000 6 6 35 60736
1 6 A1DZF0|A1Arachin 6 OS=Arachis hypog 90.4 157.83 8 349000 6 6 35 60375
1 51 Q8LL03|Q8Trypsin inhibitor (Fragment) 84.3 157.83 18 349000 6 6 35 25499
1 7 Q9FZ11|Q9Gly1 OS=Arachis hypogaea  84.3 157.83 8 349000 6 6 35 60449
1 31 Q9SQH7|QGlycinin OS=Arachis hypoga 84.3 157.83 8 349000 6 6 35 61011
1 3 Q647H4|QArachin Ahy‐1 OS=Arachis h 84.3 157.83 7 349000 6 6 35 61506
1 1 Q647H3|QArachin Ahy‐2 OS=Arachis h 84.3 157.83 7 349000 6 6 35 61532
1 18 Q8LKN1|QAllergen Arah3/Arah4 OS=A 84.3 157.83 7 349000 6 6 35 61738

9 64 Q9M5D3|QLipoxygenase OS=Arachis h 83.7 90.24 4 6660 2 2 2 97616
9 67 Q4JME7|QLipoxygenase OS=Arachis h 83.7 90.24 4 6660 2 2 2 97596
9 66 Q4JME6|QLipoxygenase OS=Arachis h 83.7 90.24 4 6660 2 2 2 97476
8 6 A1DZF0|A1Arachin 6 OS=Arachis hypog 62.1 89.28 2 7510 1 1 2 60375
8 7 Q9FZ11|Q9Gly1 OS=Arachis hypogaea  61.4 89.28 2 7510 1 1 2 60449
8 25 B5TYU1|B Arachin Arah3 isoform OS=A 61.4 89.28 2 7510 1 1 2 60624
8 31 Q9SQH7|QGlycinin OS=Arachis hypoga 61.4 89.28 2 7510 1 1 2 61011
8 27 Q5I6T2|Q5Arachin Ahy‐4 OS=Arachis h 61.4 89.28 2 7510 1 1 2 60736
8 3 Q647H4|QArachin Ahy‐1 OS=Arachis h 61.4 89.28 2 7510 1 1 2 61506
8 10 Q6T2T4|Q Storage protein OS=Arachis 61.4 89.28 2 7510 1 1 2 61499
8 1 Q647H3|QArachin Ahy‐2 OS=Arachis h 61.4 89.28 2 7510 1 1 2 61532
8 18 Q8LKN1|QAllergen Arah3/Arah4 OS=A 61.4 89.28 2 7510 1 1 2 61738
10 96 E9LFE8|E911S arachin (Fragment) OS= 61.4 87.57 6 5200 1 1 2 28290
21 47 Q38711|QGalactose‐binding lectin (Fr 61.4 64.45 5 2240 1 1 1 29134
21 45 sp|P02872Galactose‐binding lectin OS 61.4 64.45 5 2240 1 1 1 29325
21 49 A0A089ZXLPeanut agglutinin variant OS 61.4 64.45 5 2240 1 1 1 29407
11 38 Q6IWG5|QGlycinin (Fragment) OS=Ara 40.5 30.39 5 12400 1 1 2 58061
11 43 E5G077|E5Ara h 3 allergen OS=Arachis 40.5 30.39 5 12400 1 1 2 58305
11 40 Q0GM57|QIso‐Ara h3 OS=Arachis hypo 40.5 30.39 5 12400 1 1 2 58263

CPS bands identification 1D ‐ Figure S2A

no sensible identification

no sensible identification
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4 1 Q647H3|QArachin Ahy‐2 OS=Arachis h 99.1 300.44 29 5610000 30 3 333 61532
2 3 Q647H4|QArachin Ahy‐1 OS=Arachis h 99.1 295.41 29 802000 31 5 386 61506
2 10 Q6T2T4|Q Storage protein OS=Arachis 99.1 295.41 29 802000 31 5 386 61499
3 25 B5TYU1|B Arachin Arah3 isoform OS=A 99.1 293.23 32 2470000 28 2 337 60624
6 7 Q9FZ11|Q9Gly1 OS=Arachis hypogaea  99.1 285.72 26 286000 24 2 304 60449
8 38 Q6IWG5|QGlycinin (Fragment) OS=Ara 99.1 256.15 31 18400000 21 16 157 58061
8 40 Q0GM57|QIso‐Ara h3 OS=Arachis hypo 99.1 256.15 31 18400000 21 16 157 58263
9 42 O82580|OGlycinin (Fragment) OS=Ara 99.1 247.87 22 7770 18 1 127 58350
10 58 sp|Q647H2Arachin Ahy‐3 OS=Arachis h 98.4 126.39 7 268000 3 2 9 54569
1 6 A1DZF0|A1Arachin 6 OS=Arachis hypog 98.4 166.65 8 0 3 1 11 60375
1 25 B5TYU1|B Arachin Arah3 isoform OS=A 98.4 166.65 8 0 3 1 11 60624
1 3 Q647H4|QArachin Ahy‐1 OS=Arachis h 98.4 166.65 8 0 3 1 11 61506
1 10 Q6T2T4|Q Storage protein OS=Arachis 98.4 166.65 8 0 3 1 11 61499
2 7 Q9FZ11|Q9Gly1 OS=Arachis hypogaea  98.4 159.94 8 4100 3 1 9 60449
2 27 Q5I6T2|Q5Arachin Ahy‐4 OS=Arachis h 98.4 159.94 8 4100 3 1 9 60736
2 1 Q647H3|QArachin Ahy‐2 OS=Arachis h 98.4 159.94 8 4100 3 1 9 61532
1 6 A1DZF0|A1Arachin 6 OS=Arachis hypog 99.1 211.18 33 900000 10 7 61 60375
3 1 Q647H3|QArachin Ahy‐2 OS=Arachis h 98.8 192.17 18 2520 8 2 22 61532
2 27 Q5I6T2|Q5Arachin Ahy‐4 OS=Arachis h 99 189.65 27 85700 8 2 24 60736
4 38 Q6IWG5|QGlycinin (Fragment) OS=Ara 81.2 45.2 11 33800 2 2 5 58061
4 40 Q0GM57|QIso‐Ara h3 OS=Arachis hypo 81.2 45.2 11 33800 2 2 5 58263
5 124 A1E2B0|A111S seed storage globulin B 51.5 28.2 4 17900 1 1 2 33520
1 45 sp|P02872Galactose‐binding lectin OS 99.1 268.42 70 615000 19 18 61 29325
2 89 Q43373|QGalactose‐binding lectin OS 89.8 116.12 14 19700 3 2 13 29566
11 6 A1DZF0|A1Arachin 6 OS=Arachis hypog 84.2 115.64 5 1310 2 1 2 60375
11 25 B5TYU1|B Arachin Arah3 isoform OS=A 84.2 115.64 5 1310 2 1 2 60624
11 3 Q647H4|QArachin Ahy‐1 OS=Arachis h 84.2 115.64 4 1310 2 1 2 61506
11 10 Q6T2T4|Q Storage protein OS=Arachis 84.2 115.64 4 1310 2 1 2 61499
12 7 Q9FZ11|Q9Gly1 OS=Arachis hypogaea  83.4 105.76 5 2200 2 1 2 60449
12 27 Q5I6T2|Q5Arachin Ahy‐4 OS=Arachis h 83.4 105.76 5 2200 2 1 2 60736
12 1 Q647H3|QArachin Ahy‐2 OS=Arachis h 83.4 105.76 4 2200 2 1 2 61532
7 38 Q6IWG5|QGlycinin (Fragment) OS=Ara 60.4 39.62 5 12900 1 1 2 58061
7 43 E5G077|E5Ara h 3 allergen OS=Arachis 60.4 39.62 5 12900 1 1 2 58305
7 40 Q0GM57|QIso‐Ara h3 OS=Arachis hypo 60.4 39.62 5 12900 1 1 2 58263

no sensible identification

9

8

5

6

7



Table S4.  Identification of protein spots and bands from standard peanut extract, control peanut and digested peanut samples by tandem 
bottom up proteomics on Orbitrap LTQ hybrid and PEAKS Suite 8.5 softwares 

17 

1 3 Q647H4|QArachin Ahy‐1 OS=Arachis h 99.2 258.54 46 55400 20 3 143 61506
7 12 N1NG13|NSeed storage protein Ara h1 98.9 147.28 7 49500 4 4 4 71345
7 14 sp|P43238Allergen Ara h 1  clone P41B 98.9 147.28 7 49500 4 4 4 71345
7 15 Q6PSU4|QConarachin (Fragment) OS= 98.9 147.28 11 49500 4 4 4 48095
6 38 Q6IWG5|QGlycinin (Fragment) OS=Ara 98.8 132.45 17 616000 4 4 19 58061
6 40 Q0GM57|QIso‐Ara h3 OS=Arachis hypo 98.8 132.45 17 616000 4 4 19 58263
6 43 E5G077|E5Ara h 3 allergen OS=Arachis 98.8 132.45 17 616000 4 4 19 58305
11 77 T2B9M0|TFructose‐bisphosphate aldo 61.8 38.14 6 32600 1 1 2 38383

2 24 Q6PSU3|QConarachin (Fragment) OS= 99.1 192 18 101000 9 1 54 66575
2 19 sp|P43237Allergen Ara h 1  clone P17  99.1 192 17 101000 9 1 54 70283
2 21 B3IXL2|B3Main allergen Ara h1 OS=Ar 99.1 192 17 101000 9 1 54 70283
1 12 N1NG13|NSeed storage protein Ara h1 99.1 190.75 16 53100 9 1 54 71345
1 14 sp|P43238Allergen Ara h 1  clone P41B 99.1 190.75 16 53100 9 1 54 71345
3 64 Q9M5D3|QLipoxygenase OS=Arachis h 98.9 177.92 8 77500 5 5 18 97616
3 67 Q4JME7|QLipoxygenase OS=Arachis h 98.9 177.92 8 77500 5 5 18 97596
3 66 Q4JME6|QLipoxygenase OS=Arachis h 98.9 177.92 8 77500 5 5 18 97476
7 7 Q9FZ11|Q9Gly1 OS=Arachis hypogaea  83.8 138.75 8 0 3 1 8 60449
7 27 Q5I6T2|Q5Arachin Ahy‐4 OS=Arachis h 83.8 138.75 8 0 3 1 8 60736
7 1 Q647H3|QArachin Ahy‐2 OS=Arachis h 83.8 138.75 8 0 3 1 8 61532
5 6 A1DZF0|A1Arachin 6 OS=Arachis hypog 98.3 132.72 8 0 3 1 8 60375
5 25 B5TYU1|B Arachin Arah3 isoform OS=A 98.2 132.72 8 0 3 1 8 60624
5 3 Q647H4|QArachin Ahy‐1 OS=Arachis h 98.2 132.72 8 0 3 1 8 61506
5 10 Q6T2T4|Q Storage protein OS=Arachis 98.2 132.72 8 0 3 1 8 61499
4 38 Q6IWG5|QGlycinin (Fragment) OS=Ara 61.5 53.76 5 123000 1 1 7 58061
4 40 Q0GM57|QIso‐Ara h3 OS=Arachis hypo 61.5 53.76 5 123000 1 1 7 58263
4 43 E5G077|E5Ara h 3 allergen OS=Arachis 61.5 53.76 5 123000 1 1 7 58305

no sensible identification

no sensible identification
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3 38 Q6IWG5|QGlycinin (Fragment) OS=Arachi 98.8 137.05 19 13900000 11 9 85 58061
3 40 Q0GM57|QIso‐Ara h3 OS=Arachis hypoga 98.8 137.05 19 13900000 11 9 85 58263
3 43 E5G077|E5Ara h 3 allergen OS=Arachis hy 98.8 137.05 19 13900000 11 9 85 58305
1 6 A1DZF0|A1Arachin 6 OS=Arachis hypogae 98.9 112.7 21 185000 6 6 20 60375
3 38 Q6IWG5|QGlycinin (Fragment) OS=Arachi 59.8 34.6 7 18600 1 1 3 58061
3 40 Q0GM57|QIso‐Ara h3 OS=Arachis hypoga 59.8 34.6 7 18600 1 1 3 58263
3 43 E5G077|E5Ara h 3 allergen OS=Arachis hy 59.8 34.6 7 18600 1 1 3 58305

1 1 Q647H3|Q6Arachin Ahy‐2 OS=Arachis hypo 99.1 276.25 34 12800000 33 4 262 61532
2 6 A1DZF0|A1Arachin 6 OS=Arachis hypogae 99.1 276 34 1080000 35 2 252 60375
5 25 B5TYU1|B5Arachin Arah3 isoform OS=Ara 99.1 270.64 31 1250000 31 3 216 60624
4 7 Q9FZ11|Q9Gly1 OS=Arachis hypogaea GN 99.1 260.68 26 97200 25 1 223 60449
7 18 Q8LKN1|Q8Allergen Arah3/Arah4 OS=Arac 99.1 255.73 28 1380000 33 2 149 61738
6 38 Q6IWG5|QGlycinin (Fragment) OS=Arachi 99.2 249.22 36 40100000 32 28 205 58061
6 40 Q0GM57|QIso‐Ara h3 OS=Arachis hypoga 99.2 249.22 36 40100000 32 28 205 58263
8 42 O82580|O8Glycinin (Fragment) OS=Arachi 99.1 204.15 21 1630 15 2 48 58350
11 206 G0Y6U4|G0Retrotransposon gag protein O 57.4 21.2 2 44600 1 1 1 104156
3 1 Q647H3|Q6Arachin Ahy‐2 OS=Arachis hypo 99.1 267.52 38 377000 22 5 112 61532
5 25 B5TYU1|B5Arachin Arah3 isoform OS=Ara 99.1 266.85 36 8050 17 1 92 60624
7 18 Q8LKN1|Q8Allergen Arah3/Arah4 OS=Arac 99.1 241.3 37 886 14 1 73 61738
8 42 O82580|O8Glycinin (Fragment) OS=Arachi 99.1 196.99 27 606000 11 1 28 58350
6 38 Q6IWG5|QGlycinin (Fragment) OS=Arachi 99.1 193.34 32 2580000 11 10 87 58061
6 40 Q0GM57|QIso‐Ara h3 OS=Arachis hypoga 99.1 193.34 32 2580000 11 10 87 58263
9 15 Q6PSU4|Q6Conarachin (Fragment) OS=Ara 98.8 100.7 17 303000 5 5 10 48095
9 12 N1NG13|NSeed storage protein Ara h1 O 98.8 100.7 12 303000 5 5 10 71345
9 14 sp|P43238 Allergen Ara h 1  clone P41B O 98.8 100.7 12 303000 5 5 10 71345

DPS bands identification 1D ‐ Figure S2A

no sensible identification

no sensible identification
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1 1 Q647H3|Q6Arachin Ahy‐2 OS=Arachis hypo 99.1 281.33 52 32200 31 2 222 61532
2 7 Q9FZ11|Q9Gly1 OS=Arachis hypogaea GN 99.1 280.17 46 47300 30 1 221 60449
3 27 Q5I6T2|Q5Arachin Ahy‐4 OS=Arachis hypo 99.1 278.74 43 0 29 1 214 60736
5 3 Q647H4|Q6Arachin Ahy‐1 OS=Arachis hypo 99.1 274.43 43 148000 28 2 201 61506
6 6 A1DZF0|A1Arachin 6 OS=Arachis hypogae 99.1 269.93 43 8880 28 2 193 60375
7 38 Q6IWG5|QGlycinin (Fragment) OS=Arachi 98.3 99.38 18 651000 5 3 19 58061
7 40 Q0GM57|QIso‐Ara h3 OS=Arachis hypoga 98.3 99.38 18 651000 5 3 19 58263
14 47 Q38711|Q3Galactose‐binding lectin (Fragm 65 59.8 5 5950 1 1 1 29134
14 45 sp|P02872 Galactose‐binding lectin OS=A 65 59.8 5 5950 1 1 1 29325
14 49 A0A089ZXL Peanut agglutinin variant OS=A 65 59.8 5 5950 1 1 1 29407
17 124 A1E2B0|A111S seed storage globulin B1 O 55.3 26.38 4 8170 1 1 1 33520
15 143 A0A109QJMLong chain acyl‐CoA synthetas 58.2 25.9 2 0 1 1 1 74266
1 7 Q9FZ11|Q9Gly1 OS=Arachis hypogaea GN 78.4 102.15 5 89000 1 1 16 60449
1 27 Q5I6T2|Q5Arachin Ahy‐4 OS=Arachis hypo 78.4 102.15 5 89000 1 1 16 60736
1 1 Q647H3|Q6Arachin Ahy‐2 OS=Arachis hypo 78.4 102.15 4 89000 1 1 16 61532
2 25 B5TYU1|B5Arachin Arah3 isoform OS=Ara 78.4 95.3 5 37100 1 1 12 60624
2 6 A1DZF0|A1Arachin 6 OS=Arachis hypogae 68 95.3 5 37100 1 1 12 60375
2 3 Q647H4|Q6Arachin Ahy‐1 OS=Arachis hypo 68 95.3 4 37100 1 1 12 61506
2 10 Q6T2T4|Q6Storage protein OS=Arachis hy 68 95.3 4 37100 1 1 12 61499
3 38 Q6IWG5|QGlycinin (Fragment) OS=Arachi 30.8 39.81 5 4210 1 1 2 58061
3 43 E5G077|E5Ara h 3 allergen OS=Arachis hy 30.8 39.81 5 4210 1 1 2 58305
3 40 Q0GM57|QIso‐Ara h3 OS=Arachis hypoga 30.8 39.81 5 4210 1 1 2 58263
1 15 Q6PSU4|Q6Conarachin (Fragment) OS=Ara 95.9 135.4 7 225000 3 3 20 48095
1 12 N1NG13|NSeed storage protein Ara h1 O 95.9 135.4 5 225000 3 3 20 71345
1 14 sp|P43238 Allergen Ara h 1  clone P41B O 95.9 135.4 5 225000 3 3 20 71345
3 10 Q6T2T4|Q6Storage protein OS=Arachis hy 92.6 131.39 4 37000 2 1 10 61499
4 1 Q647H3|Q6Arachin Ahy‐2 OS=Arachis hypo 88.7 124.11 4 8580 2 1 8 61532
4 7 Q9FZ11|Q9Gly1 OS=Arachis hypogaea GN 84.2 124.11 5 8580 2 1 8 60449
4 27 Q5I6T2|Q5Arachin Ahy‐4 OS=Arachis hypo 84.2 124.11 5 8580 2 1 8 60736
2 38 Q6IWG5|QGlycinin (Fragment) OS=Arachi 98.6 123.46 10 265000 3 3 8 58061
2 40 Q0GM57|QIso‐Ara h3 OS=Arachis hypoga 98.6 123.46 10 265000 3 3 8 58263
18 47 Q38711|Q3Galactose‐binding lectin (Fragm 84.3 112.57 9 16800 2 2 2 29134
18 45 sp|P02872 Galactose‐binding lectin OS=A 84.3 112.57 9 16800 2 2 2 29325
5 81 B4UWA1|BLactoylglutathione lyase (Frag 98.3 101.94 24 45700 4 4 7 22284

10 no sensible identification

7

8

9
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2 3 Q647H4|Q6Arachin Ahy‐1 OS=Arachis hypo 98.4 123.02 11 3.19E+04 3 3 6 61506
2 10 Q6T2T4|Q6Storage protein OS=Arachis hy 98.4 123.02 11 3.19E+04 3 3 6 61499
2 6 A1DZF0|A1Arachin 6 OS=Arachis hypogae 98.3 123.02 11 3.19E+04 3 3 6 60375
18 380 A0A0F6VX6Annexin OS=Arachis hypogaea 24 27.73 7 7.08E+03 1 1 1 36080
3 24 Q6PSU3|Q6Conarachin (Fragment) OS=Ara 8.5 23.95 5 5.51E+04 1 1 3 66575
3 19 sp|P43237 Allergen Ara h 1  clone P17 OS= 8.5 23.95 5 5.51E+04 1 1 3 70283
3 21 B3IXL2|B3IMain allergen Ara h1 OS=Arach 8.5 23.95 5 5.51E+04 1 1 3 70283
3 12 N1NG13|NSeed storage protein Ara h1 O 8.5 23.95 5 5.51E+04 1 1 3 71345
3 14 sp|P43238 Allergen Ara h 1  clone P41B O 8.5 23.95 5 5.51E+04 1 1 3 71345
3 15 Q6PSU4|Q6Conarachin (Fragment) OS=Ara 7.3 23.95 7 5.51E+04 1 1 3 48095
25 1427 A0A0F7GFEAnnexin OS=Arachis hypogaea 5.6 20.96 2 1.89E+04 1 1 1 36291
1 7 Q9FZ11|Q9Gly1 OS=Arachis hypogaea GN 99.2 258.39 46 150000 20 3 186 60449
2 1 Q647H3|Q6Arachin Ahy‐2 OS=Arachis hypo 99.2 255.4 45 191000 19 3 182 61532
3 25 B5TYU1|B5Arachin Arah3 isoform OS=Ara 99.2 253.28 37 2860 18 1 181 60624
6 24 Q6PSU3|Q6Conarachin (Fragment) OS=Ara 99.1 148.17 24 59800 9 1 15 66575
6 19 sp|P43237 Allergen Ara h 1  clone P17 OS= 99.1 148.17 23 59800 9 1 15 70283
6 21 B3IXL2|B3IMain allergen Ara h1 OS=Arach 99.1 148.17 23 59800 9 1 15 70283
8 77 T2B9M0|T2Fructose‐bisphosphate aldolas 98.9 134.75 22 667000 4 4 15 38383
9 38 Q6IWG5|QGlycinin (Fragment) OS=Arachi 98.3 94.51 15 1270000 3 2 11 58061
9 40 Q0GM57|QIso‐Ara h3 OS=Arachis hypoga 98.3 94.51 15 1270000 3 2 11 58263
9 43 E5G077|E5Ara h 3 allergen OS=Arachis hy 98.3 94.51 15 1270000 3 2 11 58305
20 101 A0A0A6ZDPGlyceraldehyde‐3‐phosphate d 61.5 66.05 8 0 1 1 1 20101
20 104 A0A0A6ZDTGlyceraldehyde‐3‐phosphate d 61.5 66.05 8 0 1 1 1 20099
4 7 Q9FZ11|Q9Gly1 OS=Arachis hypogaea GN 80.5 118.17 2 14400 1 1 1 60449
1 38 Q6IWG5|QGlycinin (Fragment) OS=Arachi 59.6 45.12 5 145000 1 1 7 58061
1 40 Q0GM57|QIso‐Ara h3 OS=Arachis hypoga 59.6 45.12 5 145000 1 1 7 58263
1 43 E5G077|E5Ara h 3 allergen OS=Arachis hy 59.6 45.12 5 145000 1 1 7 58305
1 25 B5TYU1|B5Arachin Arah3 isoform OS=Ara 79.8 51.79 4 8000 1 1 1 60624
1 27 Q5I6T2|Q5Arachin Ahy‐4 OS=Arachis hypo 79.8 51.79 4 8000 1 1 1 60736
1 1 Q647H3|Q6Arachin Ahy‐2 OS=Arachis hypo 79.8 51.79 4 8000 1 1 1 61532

11

12
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END OF THE BASIC TABLE S4. 

1 12 N1NG13|NSeed storage protein Ara h1 O 99.2 358.28 55 10100000 58 15 384 71345
1 14 sp|P43238 Allergen Ara h 1  clone P41B O 99.2 358.28 55 10100000 58 15 384 71345
2 24 Q6PSU3|Q6Conarachin (Fragment) OS=Ara 99.2 346.49 56 3610000 52 9 341 66575
2 19 sp|P43237 Allergen Ara h 1  clone P17 OS= 99.2 346.49 52 3610000 52 9 341 70283
2 21 B3IXL2|B3IMain allergen Ara h1 OS=Arach 99.2 346.49 52 3610000 52 9 341 70283
10 7 Q9FZ11|Q9Gly1 OS=Arachis hypogaea GN 63.5 87.17 2 44400 1 1 1 60449
10 25 B5TYU1|B5Arachin Arah3 isoform OS=Ara 63.5 87.17 2 44400 1 1 1 60624
10 1 Q647H3|Q6Arachin Ahy‐2 OS=Arachis hypo 63.5 87.17 2 44400 1 1 1 61532
10 27 Q5I6T2|Q5Arachin Ahy‐4 OS=Arachis hypo 63.4 87.17 2 44400 1 1 1 60736
10 31 Q9SQH7|QGlycinin OS=Arachis hypogaea 63.2 87.17 2 44400 1 1 1 61011
10 6 A1DZF0|A1Arachin 6 OS=Arachis hypogae 63.1 87.17 2 44400 1 1 1 60375
10 3 Q647H4|Q6Arachin Ahy‐1 OS=Arachis hypo 61.9 87.17 2 44400 1 1 1 61506
10 10 Q6T2T4|Q6Storage protein OS=Arachis hy 61.9 87.17 2 44400 1 1 1 61499
10 18 Q8LKN1|Q8Allergen Arah3/Arah4 OS=Arac 61.9 87.17 2 44400 1 1 1 61738
5 64 Q9M5D3|QLipoxygenase OS=Arachis hypo 88.3 113.85 2 2210 1 1 1 97616
4 24 Q6PSU3|Q6Conarachin (Fragment) OS=Ara 75.7 88.45 2 4440 1 1 3 66575
4 21 B3IXL2|B3IMain allergen Ara h1 OS=Arach 75.7 88.45 2 4440 1 1 3 70283
4 19 sp|P43237 Allergen Ara h 1  clone P17 OS= 75.7 88.45 2 4440 1 1 3 70283
1 15 Q6PSU4|Q6Conarachin (Fragment) OS=Ara 97.8 85.86 24 291000 4 4 12 48095
1 12 N1NG13|NSeed storage protein Ara h1 O 97.8 85.86 16 291000 4 4 12 71345
1 14 sp|P43238 Allergen Ara h 1  clone P41B O 97.8 85.86 16 291000 4 4 12 71345
10 134 E5FHY1|E5 Late embryogenesis abundant 40 29.59 14 3610 1 1 1 10140
5 1056 H9L6X4|H9UDP‐sulfoquinovose synthase  28.2 24.24 2 3610 1 1 1 53229

13
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Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 1 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 3073
# of MS/MS scans 2059

Table 2. Result filtration parameters.
Peptide -10lgP ≥22
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 129
Peptide sequences 40
Protein groups 4
Proteins 8
Proteins (#Unique Peptides) 7 (>2); 0 (=2); 1 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 25

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

Oxidation 15.99 M 12 55.11 6.39E3 1000.00

Deamidation .98 NQ 11 53.76 4.3E3 49.37

Carbamidomethyl 57.02 C 7 68.35 2.03E4 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 8 33 7 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
  Deamidation (NQ): 0.98
  Oxidation (M): 15.99
  Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3606.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

Protein List



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

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 8

Area
Sample 8 #Peptides #Unique #Spec

Sample 8 PTM Avg.
Mass Description

2 15 Q647H3|Q647H3_ARAHY 99.1 205.33 20 20 2.41E4 9 1 70 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=2 SV=1

4 7 Q647H4|Q647H4_ARAHY 99.1 191.60 28 28 1.64E4 11 3 63 Y 61506 Arachin Ahy-1 OS=Arachis hypogaea PE=2 SV=1

4 12 Q6T2T4|Q6T2T4_ARAHY 99.1 191.60 28 28 1.64E4 11 3 63 Y 61499 Storage protein OS=Arachis hypogaea PE=2 SV=1

6 18 N1NG13|N1NG13_ARAHY 99.1 128.17 14 14 4.85E4 5 5 12 Y 71345 Seed storage protein Ara h1 OS=Arachis hypogaea GN=
ARAX_AHF417E07-017 PE=4 SV=1

6 20 sp|P43238|ALL12_ARAHY 99.1 128.17 14 14 4.85E4 5 5 12 Y 71345 Allergen Ara h 1, clone P41B OS=Arachis hypogaea PE=
1 SV=1

6 27 Q6PSU4|Q6PSU4_ARAHY 99.1 128.17 21 21 4.85E4 5 5 12 Y 48095 Conarachin (Fragment) OS=Arachis hypogaea PE=2 SV
=1

7 41 Q6IWG5|Q6IWG5_ARAHY 98.7 100.37 15 15 5.36E4 3 3 11 Y 58061 Glycinin (Fragment) OS=Arachis hypogaea PE=2 SV=1

7 42 Q0GM57|Q0GM57_ARAHY 98.7 100.37 15 15 5.36E4 3 3 11 Y 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 SV=1

total 8 proteins

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 8 #Spec #Spec
Sample 8 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 82.94 1540.7673 13 -0.1 771.3909 2 32.61 8 1920 OB3606.raw 3.6E5 16 16 396 408

K.SQSDNFEYVAFK.T N 99.9 65.44 1433.6462 12 1.2 717.8312 2 30.04 8 1606 OB3606.raw 1.94E4 3 3 466 477

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 65.42 2540.2910 23 -0.4 847.7706 3 30.95 8 1712 OB3606.raw 6.48E5 11 11 443 465

R.NALFVPHYNTNAHSIIYALR.G N 99.9 60.27 2313.2019 20 -0.7 772.0740 3 30.42 8 1645 OB3606.raw 1.44E6 14 14 409 428

N.GIEETIC(+57.02)TASVK.K Y 99.9 59.58 1306.6438 12 0.0 654.3292 2 27.53 8 1422 OB3606.raw 2.41E4 4 4 353 364 Carbamidomethylation

K.TANDLNLLILR.W N 99.9 52.41 1254.7296 11 -0.2 628.3719 2 32.98 8 1963 OB3606.raw 4.8E5 12 12 385 395

R.SPDIYNPQAGSLK.T N 99.9 50.54 1388.6936 13 -0.5 695.3537 2 27.07 8 1391 OB3606.raw 4.12E4 6 6 372 384

K.TAN(+.98)DLNLLILR.W N 99.8 44.35 1255.7136 11 3.4 628.8662 2 33.08 8 1977 OB3606.raw 2.04E4 1 1 385 395 Deamidation (NQ)

R.NRSPDIYN(+.98)PQAGSLK.T N 99.8 40.74 1659.8217 15 0.3 554.2813 3 26.31 8 1348 OB3606.raw 5.99E3 1 1 370 384 Deamidation (NQ)

R.NRSPDIYNPQAGSLK.T N 99.7 40.53 1658.8376 15 0.5 553.9534 3 25.54 8 1301 OB3606.raw 3.5E3 1 1 370 384

R.NALFVPHYNTNAH.S N 87.5 22.52 1496.7161 13 0.1 499.9127 3 27.35 8 1408 OB3606.raw 2.22E3 1 1 409 421



total 11 peptides

Q647H4|Q647H4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

8
#Spec

#Spec
Sample

8
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 82.94 1540.7673 13 -0.1 771.3909 2 32.61 8 1920 OB3606.raw 3.6E5 16 16 395 407

R.NALFVPHYNTNAHSIIYALR.G N 99.9 60.27 2313.2019 20 -0.7 772.0740 3 30.42 8 1645 OB3606.raw 1.44E6 14 14 408 427

K.TANELNLLILR.W N 99.9 59.78 1268.7452 11 -0.6 635.3795 2 33.08 8 1976 OB3606.raw 1.89E5 12 12 384 394

R.AHVQVVDSNGDR.V Y 99.9 59.04 1295.6218 12 0.4 648.8184 2 20.42 8 1043 OB3606.raw 6.33E3 1 1 430 441

K.SQSENFEYVAFK.T N 99.9 55.37 1447.6619 12 -1.3 724.8373 2 29.93 8 1597 OB3606.raw 2.09E4 4 4 465 476

K.SQSEN(+.98)FEYVAFK.T N 99.9 53.76 1448.6459 12 -2.8 725.3282 2 30.20 8 1620 OB3606.raw 4.3E3 1 1 465 476 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.9 50.54 1388.6936 13 -0.5 695.3537 2 27.07 8 1391 OB3606.raw 4.12E4 6 6 371 383

N.GIEETIC(+57.02)TASFK.K Y 99.8 42.10 1354.6438 12 0.9 678.3298 2 29.39 8 1554 OB3606.raw 2.19E3 2 2 352 363 Carbamidomethylation

R.NRSPDIYN(+.98)PQAGSLK.T N 99.8 40.74 1659.8217 15 0.3 554.2813 3 26.31 8 1348 OB3606.raw 5.99E3 1 1 369 383 Deamidation (NQ)

R.NRSPDIYNPQAGSLK.T N 99.7 40.53 1658.8376 15 0.5 553.9534 3 25.54 8 1301 OB3606.raw 3.5E3 1 1 369 383

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 97.3 28.36 3544.7434 33 0.5 1182.5890 3 35.63 8 2277 OB3606.raw 1.94E4 2 2 477 509

R.VFDEELQEGHVLVVPQNFAVAGK.S Y 94.4 27.74 2524.2961 23 1.5 842.4406 3 31.72 8 1809 OB3606.raw 7.83E3 2 2 442 464

R.NALFVPHYNTNAH.S N 87.5 22.52 1496.7161 13 0.1 499.9127 3 27.35 8 1408 OB3606.raw 2.22E3 1 1 408 420

total 13 peptides

Q6T2T4|Q6T2T4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
Sample

8
#Spec

#Spec
Sample

8
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 82.94 1540.7673 13 -0.1 771.3909 2 32.61 8 1920 OB3606.raw 3.6E5 16 16 395 407

R.NALFVPHYNTNAHSIIYALR.G N 99.9 60.27 2313.2019 20 -0.7 772.0740 3 30.42 8 1645 OB3606.raw 1.44E6 14 14 408 427

K.TANELNLLILR.W N 99.9 59.78 1268.7452 11 -0.6 635.3795 2 33.08 8 1976 OB3606.raw 1.89E5 12 12 384 394

R.AHVQVVDSNGDR.V Y 99.9 59.04 1295.6218 12 0.4 648.8184 2 20.42 8 1043 OB3606.raw 6.33E3 1 1 430 441

K.SQSENFEYVAFK.T N 99.9 55.37 1447.6619 12 -1.3 724.8373 2 29.93 8 1597 OB3606.raw 2.09E4 4 4 465 476

K.SQSEN(+.98)FEYVAFK.T N 99.9 53.76 1448.6459 12 -2.8 725.3282 2 30.20 8 1620 OB3606.raw 4.3E3 1 1 465 476 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.9 50.54 1388.6936 13 -0.5 695.3537 2 27.07 8 1391 OB3606.raw 4.12E4 6 6 371 383

N.GIEETIC(+57.02)TASFK.K Y 99.8 42.10 1354.6438 12 0.9 678.3298 2 29.39 8 1554 OB3606.raw 2.19E3 2 2 352 363 Carbamidomethylation

R.NRSPDIYN(+.98)PQAGSLK.T N 99.8 40.74 1659.8217 15 0.3 554.2813 3 26.31 8 1348 OB3606.raw 5.99E3 1 1 369 383 Deamidation (NQ)

R.NRSPDIYNPQAGSLK.T N 99.7 40.53 1658.8376 15 0.5 553.9534 3 25.54 8 1301 OB3606.raw 3.5E3 1 1 369 383

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 97.3 28.36 3544.7434 33 0.5 1182.5890 3 35.63 8 2277 OB3606.raw 1.94E4 2 2 477 509

R.VFDEELQEGHVLVVPQNFAVAGK.S Y 94.4 27.74 2524.2961 23 1.5 842.4406 3 31.72 8 1809 OB3606.raw 7.83E3 2 2 442 464

R.NALFVPHYNTNAH.S N 87.5 22.52 1496.7161 13 0.1 499.9127 3 27.35 8 1408 OB3606.raw 2.22E3 1 1 408 420

total 13 peptides

N1NG13|N1NG13_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 8 #Spec #Spec
Sample 8 Start End PTM

R.NTLEAAFNAEFNEIR.R Y 99.9 56.43 1737.8322 15 0.7 869.9240 2 33.47 8 2021 OB3606.raw 4.71E3 1 1 319 333

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D Y 99.9 55.11 2242.0364 20 -2.4 748.3510 3 32.22 8 1871 OB3606.raw 6.39E3 2 2 288 307 Oxidation (M)

R.IPSGFISYILNR.H Y 99.9 54.18 1378.7609 12 -1.5 690.3867 2 34.14 8 2100 OB3606.raw 7.95E3 1 1 266 277

R.IFLAGDKDNVIDQ(+.98)IEK.Q Y 99.9 45.65 1817.9410 16 -2.5 606.9861 3 30.52 8 1658 OB3606.raw 1.83E1 1 1 541 556 Deamidation (NQ)

R.IFLAGDKDNVIDQIEK.Q Y 99.5 38.07 1816.9570 16 0.6 606.6600 3 30.44 8 1648 OB3606.raw 2.9E4 3 3 541 556

K.HADADNILVIQQGQATVTVANGNNR.K Y 98.8 31.59 2618.3162 25 1.0 873.7802 3 28.97 8 1524 OB3606.raw 4.51E2 2 2 229 253

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D Y 93.9 27.34 2243.0205 20 -1.4 748.6797 3 32.63 8 1923 OB3606.raw 0 1 1 288 307 Oxidation (M);
Deamidation (NQ)

R.IFLAGDKDN(+.98)VIDQIEK.Q Y 93.9 27.10 1817.9410 16 0.1 606.9877 3 30.71 8 1682 OB3606.raw 1.83E1 1 1 541 556 Deamidation (NQ)

total 8 peptides

sp|P43238|ALL12_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 8 #Spec #Spec
Sample 8 Start End PTM

R.NTLEAAFNAEFNEIR.R Y 99.9 56.43 1737.8322 15 0.7 869.9240 2 33.47 8 2021 OB3606.raw 4.71E3 1 1 319 333

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D Y 99.9 55.11 2242.0364 20 -2.4 748.3510 3 32.22 8 1871 OB3606.raw 6.39E3 2 2 288 307 Oxidation (M)

R.IPSGFISYILNR.H Y 99.9 54.18 1378.7609 12 -1.5 690.3867 2 34.14 8 2100 OB3606.raw 7.95E3 1 1 266 277

R.IFLAGDKDNVIDQ(+.98)IEK.Q Y 99.9 45.65 1817.9410 16 -2.5 606.9861 3 30.52 8 1658 OB3606.raw 1.83E1 1 1 541 556 Deamidation (NQ)

R.IFLAGDKDNVIDQIEK.Q Y 99.5 38.07 1816.9570 16 0.6 606.6600 3 30.44 8 1648 OB3606.raw 2.9E4 3 3 541 556

K.HADADNILVIQQGQATVTVANGNNR.K Y 98.8 31.59 2618.3162 25 1.0 873.7802 3 28.97 8 1524 OB3606.raw 4.51E2 2 2 229 253

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D Y 93.9 27.34 2243.0205 20 -1.4 748.6797 3 32.63 8 1923 OB3606.raw 0 1 1 288 307 Oxidation (M);
Deamidation (NQ)

R.IFLAGDKDN(+.98)VIDQIEK.Q Y 93.9 27.10 1817.9410 16 0.1 606.9877 3 30.71 8 1682 OB3606.raw 1.83E1 1 1 541 556 Deamidation (NQ)

total 8 peptides

Q6PSU4|Q6PSU4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:



Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 8 #Spec #Spec
Sample 8 Start End PTM

R.NTLEAAFNAEFNEIR.R Y 99.9 56.43 1737.8322 15 0.7 869.9240 2 33.47 8 2021 OB3606.raw 4.71E3 1 1 122 136

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D Y 99.9 55.11 2242.0364 20 -2.4 748.3510 3 32.22 8 1871 OB3606.raw 6.39E3 2 2 91 110 Oxidation (M)

R.IPSGFISYILNR.H Y 99.9 54.18 1378.7609 12 -1.5 690.3867 2 34.14 8 2100 OB3606.raw 7.95E3 1 1 69 80

R.IFLAGDKDNVIDQ(+.98)IEK.Q Y 99.9 45.65 1817.9410 16 -2.5 606.9861 3 30.52 8 1658 OB3606.raw 1.83E1 1 1 343 358 Deamidation (NQ)

R.IFLAGDKDNVIDQIEK.Q Y 99.5 38.07 1816.9570 16 0.6 606.6600 3 30.44 8 1648 OB3606.raw 2.9E4 3 3 343 358

K.HADADNILVIQQGQATVTVANGNNR.K Y 98.8 31.59 2618.3162 25 1.0 873.7802 3 28.97 8 1524 OB3606.raw 4.51E2 2 2 32 56

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D Y 93.9 27.34 2243.0205 20 -1.4 748.6797 3 32.63 8 1923 OB3606.raw 0 1 1 91 110 Oxidation (M);
Deamidation (NQ)

R.IFLAGDKDN(+.98)VIDQIEK.Q Y 93.9 27.10 1817.9410 16 0.1 606.9877 3 30.71 8 1682 OB3606.raw 1.83E1 1 1 343 358 Deamidation (NQ)

total 8 peptides

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 8 #Spec #Spec
Sample 8 Start End PTM

R.NAM(+15.99)FVPHYTLNAHTIVVALN(+.98)GR.A Y 99.9 48.65 2454.2478 22 -0.5 614.5689 4 30.51 8 1656 OB3606.raw 3.29E4 5 5 381 402
Oxidation (M);
Deamidation
(NQ)

R.NAM(+15.99)FVPHYTLNAHTIVVALNGR.A Y 99.5 38.13 2453.2637 22 -1.1 818.7609 3 30.86 8 1701 OB3606.raw 1.85E4 3 3 381 402 Oxidation (M)

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 97.4 28.62 3243.6006 30 -2.8 1082.2045 3 33.97 8 2083 OB3606.raw 0 1 1 450 479

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 94.2 27.57 2554.3066 23 -1.4 852.4417 3 31.29 8 1756 OB3606.raw 2.17E3 2 2 415 437

total 4 peptides

Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 8 #Spec #Spec
Sample 8 Start End PTM

R.NAM(+15.99)FVPHYTLNAHTIVVALN(+.98)GR.A Y 99.9 48.65 2454.2478 22 -0.5 614.5689 4 30.51 8 1656 OB3606.raw 3.29E4 5 5 383 404
Oxidation (M);
Deamidation
(NQ)

R.NAM(+15.99)FVPHYTLNAHTIVVALNGR.A Y 99.5 38.13 2453.2637 22 -1.1 818.7609 3 30.86 8 1701 OB3606.raw 1.85E4 3 3 383 404 Oxidation (M)

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 97.4 28.62 3243.6006 30 -2.8 1082.2045 3 33.97 8 2083 OB3606.raw 0 1 1 452 481

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 94.2 27.57 2554.3066 23 -1.4 852.4417 3 31.29 8 1756 OB3606.raw 2.17E3 2 2 417 439

total 4 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 peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 3 from 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php
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Table 1. Statistics of data.
# of MS scans 3006
# of MS/MS scans 2108

Table 2. Result filtration parameters.
Peptide -10lgP ≥19
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 405
Peptide sequences 121
Protein groups 6
Proteins 12
Proteins (#Unique Peptides) 5 (>2); 1 (=2); 6 (=1);
FDR (Peptide-Spectrum Matches) 0.2%
FDR (Peptide Sequences) 0.8%
FDR (Protein) 0.0%
De Novo Only Spectra 63

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

Deamidation .98 NQ 55 71.43 1.95E4 45.16

Oxidation 15.99 M 55 68.35 9.71E4 1000.00

Carbamidomethyl 57.02 C 20 68.26 3.95E4 1000.00

HydPro 15.99 P 2 67.63 6.97E4 38.03

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php
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Table 5. Number of identified peptides in each sample by the number of missed cleavages

Missed Cleavages 0 1 2 3 4+
Sample 7 109 12 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
  Deamidation (NQ): 0.98
  Oxidation (M): 15.99
  Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3605.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

Protein List

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

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 7

Area
Sample 7 #Peptides #Unique #Spec

Sample 7 PTM Avg.
Mass Description

1 18 N1NG13|N1NG13_ARAHY 99.2 286.27 43 43 1.79E6 27 6 209 Y 71345 Seed storage protein Ara h1 OS=Arachis hypogaea GN=ARAX_
AHF417E07-017 PE=4 SV=1

1 20 sp|P43238|ALL12_ARAHY 99.2 286.27 43 43 1.79E6 27 6 209 Y 71345 Allergen Ara h 1, clone P41B OS=Arachis hypogaea PE=1 SV=
1

2 26 Q6PSU3|Q6PSU3_ARAHY 99.2 280.01 41 41 1.06E5 24 3 187 Y 66575 Conarachin (Fragment) OS=Arachis hypogaea PE=4 SV=1

2 21 sp|P43237|ALL11_ARAHY 99.2 280.01 39 39 1.06E5 24 3 187 Y 70283 Allergen Ara h 1, clone P17 OS=Arachis hypogaea PE=1 SV=1

2 23 B3IXL2|B3IXL2_ARAHY 99.2 280.01 39 39 1.06E5 24 3 187 Y 70283 Main allergen Ara h1 OS=Arachis hypogaea PE=2 SV=1

3 15 Q647H3|Q647H3_ARAHY 99.1 204.93 26 26 1.72E5 9 2 69 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=2 SV=1

5 3 B5TYU1|B5TYU1_ARAHY 99.1 202.39 26 26 4.88E4 9 1 63 Y 60624 Arachin Arah3 isoform OS=Arachis hypogaea PE=1 SV=1

6 7 Q647H4|Q647H4_ARAHY 99.1 185.10 22 22 9.42E3 8 1 54 Y 61506 Arachin Ahy-1 OS=Arachis hypogaea PE=2 SV=1

6 12 Q6T2T4|Q6T2T4_ARAHY 99.1 185.10 22 22 9.42E3 8 1 54 Y 61499 Storage protein OS=Arachis hypogaea PE=2 SV=1

14 41 Q6IWG5|Q6IWG5_ARAHY 83.6 61.56 5 5 1.77E5 1 1 1 N 58061 Glycinin (Fragment) OS=Arachis hypogaea PE=2 SV=1

14 42 Q0GM57|Q0GM57_ARAHY 83.6 61.56 4 4 1.77E5 1 1 1 N 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 SV=1

14 45 E5G077|E5G077_ARAHY 83.6 61.56 4 4 1.77E5 1 1 1 N 58305 Ara h 3 allergen OS=Arachis hypogaea GN=ara h 3 PE=3 SV=1

total 12 proteins

N1NG13|N1NG13_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:
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Supporting Peptides:

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

Area
Sample

7
#Spec

#Spec
Sample

7
Start End PTM

R.NTLEAAFNAEFNEIR.R N 99.9 91.13 1737.8322 15 -0.6 869.9229 2 33.43 7 2175 OB3605.raw 3.45E5 10 10 319 333

R.VLLEENAGGEQEER.G N 99.9 79.13 1571.7427 14 -0.2 786.8785 2 25.62 7 1220 OB3605.raw 8.24E4 4 4 335 348

R.IPSGFISYILNR.H N 99.9 74.81 1378.7609 12 0.3 690.3879 2 34.18 7 2277 OB3605.raw 6.36E5 10 10 266 277

K.HADADNILVIQQGQATVTVANGNNR.K N 99.9 73.94 2618.3162 25 0.1 873.7794 3 28.92 7 1572 OB3605.raw 4.19E5 5 5 229 253

R.DQSSYLQGFSR.N N 99.9 72.79 1286.5891 11 0.0 644.3018 2 29.22 7 1612 OB3605.raw 9.76E4 5 5 308 318

K.GSEEEGDITNPINLR.E Y 99.9 72.21 1642.7798 15 -0.2 822.3970 2 29.26 7 1619 OB3605.raw 1.71E5 7 7 387 401

R.VLLEENAGGEQ(+.98)EER.G N 99.9 71.43 1572.7267 14 -0.9 787.3699 2 26.05 7 1253 OB3605.raw 1.95E4 1 1 335 348 Deamidation (NQ)

K.HADADNILVIQQGQATVTVAN(+.98)GNNR.K N 99.9 71.16 2619.3000 25 0.4 874.1076 3 29.25 7 1617 OB3605.raw 8.83E5 1 1 229 253 Deamidation (NQ)

R.IFLAGDKDNVIDQIEK.Q N 99.9 70.69 1816.9570 16 -0.1 909.4857 2 30.45 7 1780 OB3605.raw 2.23E6 32 32 541 556

K.GTGNLELVAVR.K N 99.9 70.62 1127.6299 11 -0.9 564.8217 2 28.73 7 1545 OB3605.raw 8.29E5 6 6 461 471

K.AMVIVVVNK.G N 99.9 69.91 971.5837 9 -0.3 486.7990 2 28.00 7 1453 OB3605.raw 1.25E4 2 2 452 460

R.DQ(+.98)SSYLQGFSR.N N 99.9 69.37 1287.5731 11 -0.3 644.7936 2 29.87 7 1701 OB3605.raw 5.71E4 1 1 308 318 Deamidation (NQ)

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 99.9 68.35 2242.0364 20 0.3 1122.0258 2 32.26 7 2019 OB3605.raw 3.79E5 5 5 288 307 Oxidation (M)

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 68.26 2079.9526 17 0.0 1040.9836 2 32.26 7 2020 OB3605.raw 7.18E4 3 3 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation
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R.NTLEAAFN(+.98)AEFNEIR.R N 99.9 68.12 1738.8162 15 -1.5 870.4141 2 34.42 7 2309 OB3605.raw 2.98E4 1 1 319 333 Deamidation (NQ)

K.ISMP(+15.99)VNTPGQ(+.98)FEDFFPASSR.D N 99.9 67.63 2243.0205 20 0.5 1122.5181 2 32.93 7 2109 OB3605.raw 7.91E4 2 2 288 307 Hydroxylation Pro;
Deamidation (NQ)

K.SFNLDEGHALR.I N 99.9 67.46 1257.6101 11 -0.9 629.8118 2 27.12 7 1353 OB3605.raw 6.15E4 6 6 255 265

K.ISM(+15.99)PVNTPGQ(+.98)FEDFFPASSR.D N 99.9 67.20 2243.0205 20 -1.6 748.6796 3 32.98 7 2115 OB3605.raw 1.6E5 5 5 288 307 Oxidation (M);
Deamidation (NQ)

R.DQSSYLQ(+.98)GFSR.N N 99.9 66.89 1287.5731 11 -0.7 644.7934 2 29.70 7 1678 OB3605.raw 5.71E4 1 1 308 318 Deamidation (NQ)

R.DQ(+.98)SSYLQ(+.98)GFSR.N N 99.9 64.35 1288.5571 11 0.9 645.2864 2 30.22 7 1749 OB3605.raw 1.25E4 1 1 308 318 Deamidation (NQ)

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 99.9 63.50 1817.9410 16 -1.2 909.9767 2 30.91 7 1841 OB3605.raw 3.83E4 4 4 541 556 Deamidation (NQ)

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 62.41 2078.9688 17 -1.0 693.9962 3 31.80 7 1959 OB3605.raw 1.8E5 4 4 423 439 Oxidation (M);
Carbamidomethylation

R.EGEPDLSNNFGK.L Y 99.9 61.81 1305.5836 12 0.0 653.7991 2 26.87 7 1329 OB3605.raw 6.85E4 4 4 402 413

R.N(+.98)TLEAAFNAEFNEIR.R N 99.9 61.43 1738.8162 15 -2.5 870.4132 2 34.60 7 2333 OB3605.raw 2.98E4 2 2 319 333 Deamidation (NQ)

K.HADADNILVIQQGQ(+.98)ATVTVANGN(+.98)NR.K N 99.9 58.34 2620.2842 25 2.4 874.4374 3 30.40 7 1774 OB3605.raw 0 1 1 229 253 Deamidation (NQ)

K.AM(+15.99)VIVVVNK.G N 99.9 56.11 987.5787 9 -0.3 494.7965 2 25.74 7 1233 OB3605.raw 9.29E4 5 5 452 460 Oxidation (M)

R.VLLEEN(+.98)AGGEQEER.G N 99.9 54.76 1572.7267 14 -0.7 787.3701 2 26.23 7 1269 OB3605.raw 1.95E4 1 1 335 348 Deamidation (NQ)

R.NNPFYFPSR.R N 99.9 54.75 1140.5352 9 0.1 571.2749 2 30.09 7 1731 OB3605.raw 1.72E5 5 5 172 180

K.KNPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 54.02 2207.0637 18 -0.1 736.6951 3 30.49 7 1786 OB3605.raw 5.62E4 1 1 422 439 Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFNSK.A N 99.9 53.12 1358.6653 12 -0.1 680.3398 2 28.77 7 1551 OB3605.raw 5.19E5 13 13 440 451 Oxidation (M)

K.DLAFPGSGEQVEK.L N 99.9 52.48 1375.6619 13 1.0 688.8389 2 28.74 7 1547 OB3605.raw 1.12E5 2 2 560 572

R.SSENNEGVIVK.V Y 99.9 51.34 1174.5830 11 -0.2 588.2986 2 22.93 7 1069 OB3605.raw 3.52E4 3 3 357 367

R.IVQ(+.98)IEAKPNTLVLPK.H Y 99.9 51.13 1662.9919 15 -1.6 832.5020 2 29.09 7 1595 OB3605.raw 8.41E4 2 2 214 228 Deamidation (NQ)

K.KN(+.98)PQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 50.25 2208.0476 18 -1.3 737.0222 3 30.94 7 1845 OB3605.raw 5.34E4 3 3 422 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IVQIEAKPNTLVLPK.H Y 99.9 50.12 1662.0079 15 -0.4 832.0109 2 28.31 7 1491 OB3605.raw 9.51E5 10 10 214 228

K.KGSEEEGDITNPINLR.E Y 99.9 47.82 1770.8748 16 -0.3 591.2987 3 27.56 7 1400 OB3605.raw 1.25E5 3 3 386 401

R.IPSGFISYILN(+.98)R.H N 99.9 47.63 1379.7449 12 -1.3 690.8788 2 34.51 7 2321 OB3605.raw 5.95E4 1 1 266 277 Deamidation (NQ)

R.VLLEEN(+.98)AGGEQ(+.98)EER.G N 99.9 47.46 1573.7107 14 -1.9 787.8611 2 26.59 7 1310 OB3605.raw 3.08E3 2 2 335 348 Deamidation (NQ)

R.IFLAGDKDN(+.98)VIDQIEK.Q N 99.9 46.35 1817.9410 16 -4.8 909.9734 2 31.00 7 1854 OB3605.raw 2.11E4 1 1 541 556 Deamidation (NQ)

R.IVQIEAKPN(+.98)TLVLPK.H Y 99.9 46.16 1662.9919 15 1.4 555.3387 3 29.08 7 1593 OB3605.raw 2.52E5 2 2 214 228 Deamidation (NQ)

K.GTGN(+.98)LELVAVR.K N 99.9 45.83 1128.6139 11 2.9 565.3159 2 29.30 7 1623 OB3605.raw 9.15E3 1 1 461 471 Deamidation (NQ)

R.NTLEAAFNAEFNEIRR.V N 99.9 45.32 1893.9332 16 -0.1 947.9738 2 32.76 7 2086 OB3605.raw 1.67E5 6 6 319 334

K.NPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 44.71 2079.9526 17 -1.7 694.3237 3 32.31 7 2026 OB3605.raw 7.18E4 2 2 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.PNTLVLPK.H N 99.9 43.52 880.5382 8 0.2 441.2765 2 27.12 7 1352 OB3605.raw 1.07E5 5 5 221 228

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 99.9 43.03 2062.9736 17 1.3 1032.4955 2 32.73 7 2083 OB3605.raw 1.44E4 1 1 423 439 Oxidation (M);
Carbamidomethylation

K.DLAFPGSGEQ(+.98)VEK.L N 99.8 41.70 1376.6459 13 0.3 689.3304 2 29.04 7 1588 OB3605.raw 1.96E4 1 1 560 572 Deamidation (NQ)

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 99.8 41.04 2062.9736 17 -1.1 688.6644 3 32.72 7 2082 OB3605.raw 1.29E4 1 1 423 439 Oxidation (M);
Carbamidomethylation

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 99.8 40.46 2243.0205 20 0.6 1122.5182 2 33.17 7 2141 OB3605.raw 6.97E4 1 1 288 307 Oxidation (M);
Deamidation (NQ)

K.NPQ(+.98)LQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.8 40.17 2080.9368 17 2.5 694.6546 3 32.68 7 2076 OB3605.raw 8.05E3 1 1 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IVQ(+.98)IEAKPN(+.98)TLVLPK.H Y 99.7 38.29 1663.9760 15 1.4 555.6667 3 29.39 7 1635 OB3605.raw 8.87E4 3 3 214 228 Deamidation (NQ)

K.GSEEEGDITN(+.98)PINLR.E Y 99.6 37.39 1643.7638 15 -3.6 822.8862 2 29.47 7 1647 OB3605.raw 0 1 1 387 401 Deamidation (NQ)

N.TLVLPK.H N 98.3 32.15 669.4425 6 0.0 335.7285 2 26.37 7 1284 OB3605.raw 1.78E4 1 1 223 228

K.EHVEELTK.H Y 98.1 28.95 983.4924 8 -2.3 492.7523 2 20.43 7 945 OB3605.raw 1.25E4 2 2 371 378

R.IPSGFISY.I N 96.8 26.65 882.4487 8 0.2 442.2317 2 32.31 7 2027 OB3605.raw 1.49E4 2 2 266 273

K.LFEVKPDK.K N 95.9 26.37 974.5436 8 -0.9 325.8549 3 24.46 7 1152 OB3605.raw 3.31E4 2 2 414 421

K.AM(+15.99)VIVVVN(+.98)K.G N 94.9 26.04 988.5627 9 7.1 495.2921 2 26.33 7 1279 OB3605.raw 0 1 1 452 460 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LPHFN.S N 93.1 24.89 1143.5382 10 -0.1 572.7763 2 31.12 7 1869 OB3605.raw 2.12E4 1 1 440 449 Oxidation (M)
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total 57 peptides

sp|P43238|ALL12_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

7
#Spec

#Spec
Sample

7
Start End PTM

R.NTLEAAFNAEFNEIR.R N 99.9 91.13 1737.8322 15 -0.6 869.9229 2 33.43 7 2175 OB3605.raw 3.45E5 10 10 319 333

R.VLLEENAGGEQEER.G N 99.9 79.13 1571.7427 14 -0.2 786.8785 2 25.62 7 1220 OB3605.raw 8.24E4 4 4 335 348

R.IPSGFISYILNR.H N 99.9 74.81 1378.7609 12 0.3 690.3879 2 34.18 7 2277 OB3605.raw 6.36E5 10 10 266 277

K.HADADNILVIQQGQATVTVANGNNR.K N 99.9 73.94 2618.3162 25 0.1 873.7794 3 28.92 7 1572 OB3605.raw 4.19E5 5 5 229 253

R.DQSSYLQGFSR.N N 99.9 72.79 1286.5891 11 0.0 644.3018 2 29.22 7 1612 OB3605.raw 9.76E4 5 5 308 318

K.GSEEEGDITNPINLR.E Y 99.9 72.21 1642.7798 15 -0.2 822.3970 2 29.26 7 1619 OB3605.raw 1.71E5 7 7 387 401

R.VLLEENAGGEQ(+.98)EER.G N 99.9 71.43 1572.7267 14 -0.9 787.3699 2 26.05 7 1253 OB3605.raw 1.95E4 1 1 335 348 Deamidation (NQ)

K.HADADNILVIQQGQATVTVAN(+.98)GNNR.K N 99.9 71.16 2619.3000 25 0.4 874.1076 3 29.25 7 1617 OB3605.raw 8.83E5 1 1 229 253 Deamidation (NQ)

R.IFLAGDKDNVIDQIEK.Q N 99.9 70.69 1816.9570 16 -0.1 909.4857 2 30.45 7 1780 OB3605.raw 2.23E6 32 32 541 556
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K.GTGNLELVAVR.K N 99.9 70.62 1127.6299 11 -0.9 564.8217 2 28.73 7 1545 OB3605.raw 8.29E5 6 6 461 471

K.AMVIVVVNK.G N 99.9 69.91 971.5837 9 -0.3 486.7990 2 28.00 7 1453 OB3605.raw 1.25E4 2 2 452 460

R.DQ(+.98)SSYLQGFSR.N N 99.9 69.37 1287.5731 11 -0.3 644.7936 2 29.87 7 1701 OB3605.raw 5.71E4 1 1 308 318 Deamidation (NQ)

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 99.9 68.35 2242.0364 20 0.3 1122.0258 2 32.26 7 2019 OB3605.raw 3.79E5 5 5 288 307 Oxidation (M)

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 68.26 2079.9526 17 0.0 1040.9836 2 32.26 7 2020 OB3605.raw 7.18E4 3 3 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.NTLEAAFN(+.98)AEFNEIR.R N 99.9 68.12 1738.8162 15 -1.5 870.4141 2 34.42 7 2309 OB3605.raw 2.98E4 1 1 319 333 Deamidation (NQ)

K.ISMP(+15.99)VNTPGQ(+.98)FEDFFPASSR.D N 99.9 67.63 2243.0205 20 0.5 1122.5181 2 32.93 7 2109 OB3605.raw 7.91E4 2 2 288 307 Hydroxylation Pro;
Deamidation (NQ)

K.SFNLDEGHALR.I N 99.9 67.46 1257.6101 11 -0.9 629.8118 2 27.12 7 1353 OB3605.raw 6.15E4 6 6 255 265

K.ISM(+15.99)PVNTPGQ(+.98)FEDFFPASSR.D N 99.9 67.20 2243.0205 20 -1.6 748.6796 3 32.98 7 2115 OB3605.raw 1.6E5 5 5 288 307 Oxidation (M);
Deamidation (NQ)

R.DQSSYLQ(+.98)GFSR.N N 99.9 66.89 1287.5731 11 -0.7 644.7934 2 29.70 7 1678 OB3605.raw 5.71E4 1 1 308 318 Deamidation (NQ)

R.DQ(+.98)SSYLQ(+.98)GFSR.N N 99.9 64.35 1288.5571 11 0.9 645.2864 2 30.22 7 1749 OB3605.raw 1.25E4 1 1 308 318 Deamidation (NQ)

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 99.9 63.50 1817.9410 16 -1.2 909.9767 2 30.91 7 1841 OB3605.raw 3.83E4 4 4 541 556 Deamidation (NQ)

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 62.41 2078.9688 17 -1.0 693.9962 3 31.80 7 1959 OB3605.raw 1.8E5 4 4 423 439 Oxidation (M);
Carbamidomethylation

R.EGEPDLSNNFGK.L Y 99.9 61.81 1305.5836 12 0.0 653.7991 2 26.87 7 1329 OB3605.raw 6.85E4 4 4 402 413

R.N(+.98)TLEAAFNAEFNEIR.R N 99.9 61.43 1738.8162 15 -2.5 870.4132 2 34.60 7 2333 OB3605.raw 2.98E4 2 2 319 333 Deamidation (NQ)

K.HADADNILVIQQGQ(+.98)ATVTVANGN(+.98)NR.K N 99.9 58.34 2620.2842 25 2.4 874.4374 3 30.40 7 1774 OB3605.raw 0 1 1 229 253 Deamidation (NQ)

K.AM(+15.99)VIVVVNK.G N 99.9 56.11 987.5787 9 -0.3 494.7965 2 25.74 7 1233 OB3605.raw 9.29E4 5 5 452 460 Oxidation (M)

R.VLLEEN(+.98)AGGEQEER.G N 99.9 54.76 1572.7267 14 -0.7 787.3701 2 26.23 7 1269 OB3605.raw 1.95E4 1 1 335 348 Deamidation (NQ)

R.NNPFYFPSR.R N 99.9 54.75 1140.5352 9 0.1 571.2749 2 30.09 7 1731 OB3605.raw 1.72E5 5 5 172 180

K.KNPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 54.02 2207.0637 18 -0.1 736.6951 3 30.49 7 1786 OB3605.raw 5.62E4 1 1 422 439 Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFNSK.A N 99.9 53.12 1358.6653 12 -0.1 680.3398 2 28.77 7 1551 OB3605.raw 5.19E5 13 13 440 451 Oxidation (M)

K.DLAFPGSGEQVEK.L N 99.9 52.48 1375.6619 13 1.0 688.8389 2 28.74 7 1547 OB3605.raw 1.12E5 2 2 560 572

R.SSENNEGVIVK.V Y 99.9 51.34 1174.5830 11 -0.2 588.2986 2 22.93 7 1069 OB3605.raw 3.52E4 3 3 357 367

R.IVQ(+.98)IEAKPNTLVLPK.H Y 99.9 51.13 1662.9919 15 -1.6 832.5020 2 29.09 7 1595 OB3605.raw 8.41E4 2 2 214 228 Deamidation (NQ)

K.KN(+.98)PQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 50.25 2208.0476 18 -1.3 737.0222 3 30.94 7 1845 OB3605.raw 5.34E4 3 3 422 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IVQIEAKPNTLVLPK.H Y 99.9 50.12 1662.0079 15 -0.4 832.0109 2 28.31 7 1491 OB3605.raw 9.51E5 10 10 214 228

K.KGSEEEGDITNPINLR.E Y 99.9 47.82 1770.8748 16 -0.3 591.2987 3 27.56 7 1400 OB3605.raw 1.25E5 3 3 386 401

R.IPSGFISYILN(+.98)R.H N 99.9 47.63 1379.7449 12 -1.3 690.8788 2 34.51 7 2321 OB3605.raw 5.95E4 1 1 266 277 Deamidation (NQ)

R.VLLEEN(+.98)AGGEQ(+.98)EER.G N 99.9 47.46 1573.7107 14 -1.9 787.8611 2 26.59 7 1310 OB3605.raw 3.08E3 2 2 335 348 Deamidation (NQ)

R.IFLAGDKDN(+.98)VIDQIEK.Q N 99.9 46.35 1817.9410 16 -4.8 909.9734 2 31.00 7 1854 OB3605.raw 2.11E4 1 1 541 556 Deamidation (NQ)

R.IVQIEAKPN(+.98)TLVLPK.H Y 99.9 46.16 1662.9919 15 1.4 555.3387 3 29.08 7 1593 OB3605.raw 2.52E5 2 2 214 228 Deamidation (NQ)

K.GTGN(+.98)LELVAVR.K N 99.9 45.83 1128.6139 11 2.9 565.3159 2 29.30 7 1623 OB3605.raw 9.15E3 1 1 461 471 Deamidation (NQ)

R.NTLEAAFNAEFNEIRR.V N 99.9 45.32 1893.9332 16 -0.1 947.9738 2 32.76 7 2086 OB3605.raw 1.67E5 6 6 319 334

K.NPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 44.71 2079.9526 17 -1.7 694.3237 3 32.31 7 2026 OB3605.raw 7.18E4 2 2 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.PNTLVLPK.H N 99.9 43.52 880.5382 8 0.2 441.2765 2 27.12 7 1352 OB3605.raw 1.07E5 5 5 221 228

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 99.9 43.03 2062.9736 17 1.3 1032.4955 2 32.73 7 2083 OB3605.raw 1.44E4 1 1 423 439 Oxidation (M);
Carbamidomethylation

K.DLAFPGSGEQ(+.98)VEK.L N 99.8 41.70 1376.6459 13 0.3 689.3304 2 29.04 7 1588 OB3605.raw 1.96E4 1 1 560 572 Deamidation (NQ)

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 99.8 41.04 2062.9736 17 -1.1 688.6644 3 32.72 7 2082 OB3605.raw 1.29E4 1 1 423 439 Oxidation (M);
Carbamidomethylation

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 99.8 40.46 2243.0205 20 0.6 1122.5182 2 33.17 7 2141 OB3605.raw 6.97E4 1 1 288 307 Oxidation (M);
Deamidation (NQ)

K.NPQ(+.98)LQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.8 40.17 2080.9368 17 2.5 694.6546 3 32.68 7 2076 OB3605.raw 8.05E3 1 1 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IVQ(+.98)IEAKPN(+.98)TLVLPK.H Y 99.7 38.29 1663.9760 15 1.4 555.6667 3 29.39 7 1635 OB3605.raw 8.87E4 3 3 214 228 Deamidation (NQ)

K.GSEEEGDITN(+.98)PINLR.E Y 99.6 37.39 1643.7638 15 -3.6 822.8862 2 29.47 7 1647 OB3605.raw 0 1 1 387 401 Deamidation (NQ)
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N.TLVLPK.H N 98.3 32.15 669.4425 6 0.0 335.7285 2 26.37 7 1284 OB3605.raw 1.78E4 1 1 223 228

K.EHVEELTK.H Y 98.1 28.95 983.4924 8 -2.3 492.7523 2 20.43 7 945 OB3605.raw 1.25E4 2 2 371 378

R.IPSGFISY.I N 96.8 26.65 882.4487 8 0.2 442.2317 2 32.31 7 2027 OB3605.raw 1.49E4 2 2 266 273

K.LFEVKPDK.K N 95.9 26.37 974.5436 8 -0.9 325.8549 3 24.46 7 1152 OB3605.raw 3.31E4 2 2 414 421

K.AM(+15.99)VIVVVN(+.98)K.G N 94.9 26.04 988.5627 9 7.1 495.2921 2 26.33 7 1279 OB3605.raw 0 1 1 452 460 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LPHFN.S N 93.1 24.89 1143.5382 10 -0.1 572.7763 2 31.12 7 1869 OB3605.raw 2.12E4 1 1 440 449 Oxidation (M)

total 57 peptides

Q6PSU3|Q6PSU3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

7
#Spec

#Spec
Sample

7
Start End PTM

R.NTLEAAFNAEFNEIR.R N 99.9 91.13 1737.8322 15 -0.6 869.9229 2 33.43 7 2175 OB3605.raw 3.45E5 10 10 313 327

R.VLLEENAGGEQEER.G N 99.9 79.13 1571.7427 14 -0.2 786.8785 2 25.62 7 1220 OB3605.raw 8.24E4 4 4 329 342

R.IPSGFISYILNR.H N 99.9 74.81 1378.7609 12 0.3 690.3879 2 34.18 7 2277 OB3605.raw 6.36E5 10 10 260 271

K.HADADNILVIQQGQATVTVANGNNR.K N 99.9 73.94 2618.3162 25 0.1 873.7794 3 28.92 7 1572 OB3605.raw 4.19E5 5 5 223 247

R.DQSSYLQGFSR.N N 99.9 72.79 1286.5891 11 0.0 644.3018 2 29.22 7 1612 OB3605.raw 9.76E4 5 5 302 312
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R.VLLEENAGGEQ(+.98)EER.G N 99.9 71.43 1572.7267 14 -0.9 787.3699 2 26.05 7 1253 OB3605.raw 1.95E4 1 1 329 342 Deamidation (NQ)

K.HADADNILVIQQGQATVTVAN(+.98)GNNR.K N 99.9 71.16 2619.3000 25 0.4 874.1076 3 29.25 7 1617 OB3605.raw 8.83E5 1 1 223 247 Deamidation (NQ)

R.IFLAGDKDNVIDQIEK.Q N 99.9 70.69 1816.9570 16 -0.1 909.4857 2 30.45 7 1780 OB3605.raw 2.23E6 32 32 536 551

K.GTGNLELVAVR.K N 99.9 70.62 1127.6299 11 -0.9 564.8217 2 28.73 7 1545 OB3605.raw 8.29E5 6 6 453 463

K.AMVIVVVNK.G N 99.9 69.91 971.5837 9 -0.3 486.7990 2 28.00 7 1453 OB3605.raw 1.25E4 2 2 444 452

R.DQ(+.98)SSYLQGFSR.N N 99.9 69.37 1287.5731 11 -0.3 644.7936 2 29.87 7 1701 OB3605.raw 5.71E4 1 1 302 312 Deamidation (NQ)

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 99.9 68.35 2242.0364 20 0.3 1122.0258 2 32.26 7 2019 OB3605.raw 3.79E5 5 5 282 301 Oxidation (M)

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 68.26 2079.9526 17 0.0 1040.9836 2 32.26 7 2020 OB3605.raw 7.18E4 3 3 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.NTLEAAFN(+.98)AEFNEIR.R N 99.9 68.12 1738.8162 15 -1.5 870.4141 2 34.42 7 2309 OB3605.raw 2.98E4 1 1 313 327 Deamidation (NQ)

K.ISMP(+15.99)VNTPGQ(+.98)FEDFFPASSR.D N 99.9 67.63 2243.0205 20 0.5 1122.5181 2 32.93 7 2109 OB3605.raw 7.91E4 2 2 282 301 Hydroxylation Pro;
Deamidation (NQ)

K.SFNLDEGHALR.I N 99.9 67.46 1257.6101 11 -0.9 629.8118 2 27.12 7 1353 OB3605.raw 6.15E4 6 6 249 259

K.ISM(+15.99)PVNTPGQ(+.98)FEDFFPASSR.D N 99.9 67.20 2243.0205 20 -1.6 748.6796 3 32.98 7 2115 OB3605.raw 1.6E5 5 5 282 301 Oxidation (M);
Deamidation (NQ)

R.DQSSYLQ(+.98)GFSR.N N 99.9 66.89 1287.5731 11 -0.7 644.7934 2 29.70 7 1678 OB3605.raw 5.71E4 1 1 302 312 Deamidation (NQ)

R.DQ(+.98)SSYLQ(+.98)GFSR.N N 99.9 64.35 1288.5571 11 0.9 645.2864 2 30.22 7 1749 OB3605.raw 1.25E4 1 1 302 312 Deamidation (NQ)

K.GSEEEDITNPINLR.D Y 99.9 64.11 1585.7583 14 0.2 793.8866 2 29.44 7 1642 OB3605.raw 4.43E4 5 5 380 393

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 99.9 63.50 1817.9410 16 -1.2 909.9767 2 30.91 7 1841 OB3605.raw 3.83E4 4 4 536 551 Deamidation (NQ)

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 62.41 2078.9688 17 -1.0 693.9962 3 31.80 7 1959 OB3605.raw 1.8E5 4 4 415 431 Oxidation (M);
Carbamidomethylation

R.N(+.98)TLEAAFNAEFNEIR.R N 99.9 61.43 1738.8162 15 -2.5 870.4132 2 34.60 7 2333 OB3605.raw 2.98E4 2 2 313 327 Deamidation (NQ)

K.HADADNILVIQQGQ(+.98)ATVTVANGN(+.98)NR.K N 99.9 58.34 2620.2842 25 2.4 874.4374 3 30.40 7 1774 OB3605.raw 0 1 1 223 247 Deamidation (NQ)

K.AM(+15.99)VIVVVNK.G N 99.9 56.11 987.5787 9 -0.3 494.7965 2 25.74 7 1233 OB3605.raw 9.29E4 5 5 444 452 Oxidation (M)

R.VLLEEN(+.98)AGGEQEER.G N 99.9 54.76 1572.7267 14 -0.7 787.3701 2 26.23 7 1269 OB3605.raw 1.95E4 1 1 329 342 Deamidation (NQ)

R.NNPFYFPSR.R N 99.9 54.75 1140.5352 9 0.1 571.2749 2 30.09 7 1731 OB3605.raw 1.72E5 5 5 166 174

K.KNPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 54.02 2207.0637 18 -0.1 736.6951 3 30.49 7 1786 OB3605.raw 5.62E4 1 1 414 431 Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFNSK.A N 99.9 53.12 1358.6653 12 -0.1 680.3398 2 28.77 7 1551 OB3605.raw 5.19E5 13 13 432 443 Oxidation (M)

K.DLAFPGSGEQVEK.L N 99.9 52.48 1375.6619 13 1.0 688.8389 2 28.74 7 1547 OB3605.raw 1.12E5 2 2 555 567

K.KN(+.98)PQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 50.25 2208.0476 18 -1.3 737.0222 3 30.94 7 1845 OB3605.raw 5.34E4 3 3 414 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.DGEPDLSNNFGR.L Y 99.9 48.59 1319.5742 12 -1.1 660.7936 2 27.63 7 1410 OB3605.raw 1.99E4 2 2 394 405

R.IPSGFISYILN(+.98)R.H N 99.9 47.63 1379.7449 12 -1.3 690.8788 2 34.51 7 2321 OB3605.raw 5.95E4 1 1 260 271 Deamidation (NQ)

R.VLLEEN(+.98)AGGEQ(+.98)EER.G N 99.9 47.46 1573.7107 14 -1.9 787.8611 2 26.59 7 1310 OB3605.raw 3.08E3 2 2 329 342 Deamidation (NQ)

K.KGSEEEDITN(+.98)PINLR.D Y 99.9 46.97 1714.8373 15 0.4 572.6199 3 28.27 7 1486 OB3605.raw 6.33E0 2 2 379 393 Deamidation (NQ)

K.KGSEEEDITNPINLR.D Y 99.9 46.40 1713.8533 15 -0.9 572.2912 3 27.96 7 1448 OB3605.raw 4.14E4 5 5 379 393

R.IFLAGDKDN(+.98)VIDQIEK.Q N 99.9 46.35 1817.9410 16 -4.8 909.9734 2 31.00 7 1854 OB3605.raw 2.11E4 1 1 536 551 Deamidation (NQ)

K.GTGN(+.98)LELVAVR.K N 99.9 45.83 1128.6139 11 2.9 565.3159 2 29.30 7 1623 OB3605.raw 9.15E3 1 1 453 463 Deamidation (NQ)

R.NTLEAAFNAEFNEIRR.V N 99.9 45.32 1893.9332 16 -0.1 947.9738 2 32.76 7 2086 OB3605.raw 1.67E5 6 6 313 328

K.NPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 44.71 2079.9526 17 -1.7 694.3237 3 32.31 7 2026 OB3605.raw 7.18E4 2 2 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.PNTLVLPK.H N 99.9 43.52 880.5382 8 0.2 441.2765 2 27.12 7 1352 OB3605.raw 1.07E5 5 5 215 222

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 99.9 43.03 2062.9736 17 1.3 1032.4955 2 32.73 7 2083 OB3605.raw 1.44E4 1 1 415 431 Oxidation (M);
Carbamidomethylation

K.DLAFPGSGEQ(+.98)VEK.L N 99.8 41.70 1376.6459 13 0.3 689.3304 2 29.04 7 1588 OB3605.raw 1.96E4 1 1 555 567 Deamidation (NQ)

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 99.8 41.04 2062.9736 17 -1.1 688.6644 3 32.72 7 2082 OB3605.raw 1.29E4 1 1 415 431 Oxidation (M);
Carbamidomethylation

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 99.8 40.46 2243.0205 20 0.6 1122.5182 2 33.17 7 2141 OB3605.raw 6.97E4 1 1 282 301 Oxidation (M);
Deamidation (NQ)

K.NPQ(+.98)LQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.8 40.17 2080.9368 17 2.5 694.6546 3 32.68 7 2076 OB3605.raw 8.05E3 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

N.TLVLPK.H N 98.3 32.15 669.4425 6 0.0 335.7285 2 26.37 7 1284 OB3605.raw 1.78E4 1 1 217 222
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K.GSEEEDITNPIN(+.98)LR.D Y 98.1 28.77 1586.7423 14 -5.2 794.3743 2 29.81 7 1693 OB3605.raw 0 1 1 380 393 Deamidation (NQ)

R.IPSGFISY.I N 96.8 26.65 882.4487 8 0.2 442.2317 2 32.31 7 2027 OB3605.raw 1.49E4 2 2 260 267

R.LFEVKPDK.K N 95.9 26.37 974.5436 8 -0.9 325.8549 3 24.46 7 1152 OB3605.raw 3.31E4 2 2 406 413

K.AM(+15.99)VIVVVN(+.98)K.G N 94.9 26.04 988.5627 9 7.1 495.2921 2 26.33 7 1279 OB3605.raw 0 1 1 444 452 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LPHFN.S N 93.1 24.89 1143.5382 10 -0.1 572.7763 2 31.12 7 1869 OB3605.raw 2.12E4 1 1 432 441 Oxidation (M)

total 52 peptides

sp|P43237|ALL11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

7
#Spec

#Spec
Sample

7
Start End PTM

R.NTLEAAFNAEFNEIR.R N 99.9 91.13 1737.8322 15 -0.6 869.9229 2 33.43 7 2175 OB3605.raw 3.45E5 10 10 313 327

R.VLLEENAGGEQEER.G N 99.9 79.13 1571.7427 14 -0.2 786.8785 2 25.62 7 1220 OB3605.raw 8.24E4 4 4 329 342

R.IPSGFISYILNR.H N 99.9 74.81 1378.7609 12 0.3 690.3879 2 34.18 7 2277 OB3605.raw 6.36E5 10 10 260 271

K.HADADNILVIQQGQATVTVANGNNR.K N 99.9 73.94 2618.3162 25 0.1 873.7794 3 28.92 7 1572 OB3605.raw 4.19E5 5 5 223 247

R.DQSSYLQGFSR.N N 99.9 72.79 1286.5891 11 0.0 644.3018 2 29.22 7 1612 OB3605.raw 9.76E4 5 5 302 312

R.VLLEENAGGEQ(+.98)EER.G N 99.9 71.43 1572.7267 14 -0.9 787.3699 2 26.05 7 1253 OB3605.raw 1.95E4 1 1 329 342 Deamidation (NQ)
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K.HADADNILVIQQGQATVTVAN(+.98)GNNR.K N 99.9 71.16 2619.3000 25 0.4 874.1076 3 29.25 7 1617 OB3605.raw 8.83E5 1 1 223 247 Deamidation (NQ)

R.IFLAGDKDNVIDQIEK.Q N 99.9 70.69 1816.9570 16 -0.1 909.4857 2 30.45 7 1780 OB3605.raw 2.23E6 32 32 536 551

K.GTGNLELVAVR.K N 99.9 70.62 1127.6299 11 -0.9 564.8217 2 28.73 7 1545 OB3605.raw 8.29E5 6 6 453 463

K.AMVIVVVNK.G N 99.9 69.91 971.5837 9 -0.3 486.7990 2 28.00 7 1453 OB3605.raw 1.25E4 2 2 444 452

R.DQ(+.98)SSYLQGFSR.N N 99.9 69.37 1287.5731 11 -0.3 644.7936 2 29.87 7 1701 OB3605.raw 5.71E4 1 1 302 312 Deamidation (NQ)

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 99.9 68.35 2242.0364 20 0.3 1122.0258 2 32.26 7 2019 OB3605.raw 3.79E5 5 5 282 301 Oxidation (M)

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 68.26 2079.9526 17 0.0 1040.9836 2 32.26 7 2020 OB3605.raw 7.18E4 3 3 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.NTLEAAFN(+.98)AEFNEIR.R N 99.9 68.12 1738.8162 15 -1.5 870.4141 2 34.42 7 2309 OB3605.raw 2.98E4 1 1 313 327 Deamidation (NQ)

K.ISMP(+15.99)VNTPGQ(+.98)FEDFFPASSR.D N 99.9 67.63 2243.0205 20 0.5 1122.5181 2 32.93 7 2109 OB3605.raw 7.91E4 2 2 282 301 Hydroxylation Pro;
Deamidation (NQ)

K.SFNLDEGHALR.I N 99.9 67.46 1257.6101 11 -0.9 629.8118 2 27.12 7 1353 OB3605.raw 6.15E4 6 6 249 259

K.ISM(+15.99)PVNTPGQ(+.98)FEDFFPASSR.D N 99.9 67.20 2243.0205 20 -1.6 748.6796 3 32.98 7 2115 OB3605.raw 1.6E5 5 5 282 301 Oxidation (M);
Deamidation (NQ)

R.DQSSYLQ(+.98)GFSR.N N 99.9 66.89 1287.5731 11 -0.7 644.7934 2 29.70 7 1678 OB3605.raw 5.71E4 1 1 302 312 Deamidation (NQ)

R.DQ(+.98)SSYLQ(+.98)GFSR.N N 99.9 64.35 1288.5571 11 0.9 645.2864 2 30.22 7 1749 OB3605.raw 1.25E4 1 1 302 312 Deamidation (NQ)

K.GSEEEDITNPINLR.D Y 99.9 64.11 1585.7583 14 0.2 793.8866 2 29.44 7 1642 OB3605.raw 4.43E4 5 5 380 393

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 99.9 63.50 1817.9410 16 -1.2 909.9767 2 30.91 7 1841 OB3605.raw 3.83E4 4 4 536 551 Deamidation (NQ)

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 62.41 2078.9688 17 -1.0 693.9962 3 31.80 7 1959 OB3605.raw 1.8E5 4 4 415 431 Oxidation (M);
Carbamidomethylation

R.N(+.98)TLEAAFNAEFNEIR.R N 99.9 61.43 1738.8162 15 -2.5 870.4132 2 34.60 7 2333 OB3605.raw 2.98E4 2 2 313 327 Deamidation (NQ)

K.HADADNILVIQQGQ(+.98)ATVTVANGN(+.98)NR.K N 99.9 58.34 2620.2842 25 2.4 874.4374 3 30.40 7 1774 OB3605.raw 0 1 1 223 247 Deamidation (NQ)

K.AM(+15.99)VIVVVNK.G N 99.9 56.11 987.5787 9 -0.3 494.7965 2 25.74 7 1233 OB3605.raw 9.29E4 5 5 444 452 Oxidation (M)

R.VLLEEN(+.98)AGGEQEER.G N 99.9 54.76 1572.7267 14 -0.7 787.3701 2 26.23 7 1269 OB3605.raw 1.95E4 1 1 329 342 Deamidation (NQ)

R.NNPFYFPSR.R N 99.9 54.75 1140.5352 9 0.1 571.2749 2 30.09 7 1731 OB3605.raw 1.72E5 5 5 166 174

K.KNPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 54.02 2207.0637 18 -0.1 736.6951 3 30.49 7 1786 OB3605.raw 5.62E4 1 1 414 431 Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFNSK.A N 99.9 53.12 1358.6653 12 -0.1 680.3398 2 28.77 7 1551 OB3605.raw 5.19E5 13 13 432 443 Oxidation (M)

K.DLAFPGSGEQVEK.L N 99.9 52.48 1375.6619 13 1.0 688.8389 2 28.74 7 1547 OB3605.raw 1.12E5 2 2 555 567

K.KN(+.98)PQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 50.25 2208.0476 18 -1.3 737.0222 3 30.94 7 1845 OB3605.raw 5.34E4 3 3 414 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.DGEPDLSNNFGR.L Y 99.9 48.59 1319.5742 12 -1.1 660.7936 2 27.63 7 1410 OB3605.raw 1.99E4 2 2 394 405

R.IPSGFISYILN(+.98)R.H N 99.9 47.63 1379.7449 12 -1.3 690.8788 2 34.51 7 2321 OB3605.raw 5.95E4 1 1 260 271 Deamidation (NQ)

R.VLLEEN(+.98)AGGEQ(+.98)EER.G N 99.9 47.46 1573.7107 14 -1.9 787.8611 2 26.59 7 1310 OB3605.raw 3.08E3 2 2 329 342 Deamidation (NQ)

K.KGSEEEDITN(+.98)PINLR.D Y 99.9 46.97 1714.8373 15 0.4 572.6199 3 28.27 7 1486 OB3605.raw 6.33E0 2 2 379 393 Deamidation (NQ)

K.KGSEEEDITNPINLR.D Y 99.9 46.40 1713.8533 15 -0.9 572.2912 3 27.96 7 1448 OB3605.raw 4.14E4 5 5 379 393

R.IFLAGDKDN(+.98)VIDQIEK.Q N 99.9 46.35 1817.9410 16 -4.8 909.9734 2 31.00 7 1854 OB3605.raw 2.11E4 1 1 536 551 Deamidation (NQ)

K.GTGN(+.98)LELVAVR.K N 99.9 45.83 1128.6139 11 2.9 565.3159 2 29.30 7 1623 OB3605.raw 9.15E3 1 1 453 463 Deamidation (NQ)

R.NTLEAAFNAEFNEIRR.V N 99.9 45.32 1893.9332 16 -0.1 947.9738 2 32.76 7 2086 OB3605.raw 1.67E5 6 6 313 328

K.NPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 44.71 2079.9526 17 -1.7 694.3237 3 32.31 7 2026 OB3605.raw 7.18E4 2 2 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.PNTLVLPK.H N 99.9 43.52 880.5382 8 0.2 441.2765 2 27.12 7 1352 OB3605.raw 1.07E5 5 5 215 222

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 99.9 43.03 2062.9736 17 1.3 1032.4955 2 32.73 7 2083 OB3605.raw 1.44E4 1 1 415 431 Oxidation (M);
Carbamidomethylation

K.DLAFPGSGEQ(+.98)VEK.L N 99.8 41.70 1376.6459 13 0.3 689.3304 2 29.04 7 1588 OB3605.raw 1.96E4 1 1 555 567 Deamidation (NQ)

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 99.8 41.04 2062.9736 17 -1.1 688.6644 3 32.72 7 2082 OB3605.raw 1.29E4 1 1 415 431 Oxidation (M);
Carbamidomethylation

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 99.8 40.46 2243.0205 20 0.6 1122.5182 2 33.17 7 2141 OB3605.raw 6.97E4 1 1 282 301 Oxidation (M);
Deamidation (NQ)

K.NPQ(+.98)LQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.8 40.17 2080.9368 17 2.5 694.6546 3 32.68 7 2076 OB3605.raw 8.05E3 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

N.TLVLPK.H N 98.3 32.15 669.4425 6 0.0 335.7285 2 26.37 7 1284 OB3605.raw 1.78E4 1 1 217 222

K.GSEEEDITNPIN(+.98)LR.D Y 98.1 28.77 1586.7423 14 -5.2 794.3743 2 29.81 7 1693 OB3605.raw 0 1 1 380 393 Deamidation (NQ)
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R.IPSGFISY.I N 96.8 26.65 882.4487 8 0.2 442.2317 2 32.31 7 2027 OB3605.raw 1.49E4 2 2 260 267

R.LFEVKPDK.K N 95.9 26.37 974.5436 8 -0.9 325.8549 3 24.46 7 1152 OB3605.raw 3.31E4 2 2 406 413

K.AM(+15.99)VIVVVN(+.98)K.G N 94.9 26.04 988.5627 9 7.1 495.2921 2 26.33 7 1279 OB3605.raw 0 1 1 444 452 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LPHFN.S N 93.1 24.89 1143.5382 10 -0.1 572.7763 2 31.12 7 1869 OB3605.raw 2.12E4 1 1 432 441 Oxidation (M)

total 52 peptides

B3IXL2|B3IXL2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

7
#Spec

#Spec
Sample

7
Start End PTM

R.NTLEAAFNAEFNEIR.R N 99.9 91.13 1737.8322 15 -0.6 869.9229 2 33.43 7 2175 OB3605.raw 3.45E5 10 10 313 327

R.VLLEENAGGEQEER.G N 99.9 79.13 1571.7427 14 -0.2 786.8785 2 25.62 7 1220 OB3605.raw 8.24E4 4 4 329 342

R.IPSGFISYILNR.H N 99.9 74.81 1378.7609 12 0.3 690.3879 2 34.18 7 2277 OB3605.raw 6.36E5 10 10 260 271

K.HADADNILVIQQGQATVTVANGNNR.K N 99.9 73.94 2618.3162 25 0.1 873.7794 3 28.92 7 1572 OB3605.raw 4.19E5 5 5 223 247

R.DQSSYLQGFSR.N N 99.9 72.79 1286.5891 11 0.0 644.3018 2 29.22 7 1612 OB3605.raw 9.76E4 5 5 302 312

R.VLLEENAGGEQ(+.98)EER.G N 99.9 71.43 1572.7267 14 -0.9 787.3699 2 26.05 7 1253 OB3605.raw 1.95E4 1 1 329 342 Deamidation (NQ)

K.HADADNILVIQQGQATVTVAN(+.98)GNNR.K N 99.9 71.16 2619.3000 25 0.4 874.1076 3 29.25 7 1617 OB3605.raw 8.83E5 1 1 223 247 Deamidation (NQ)
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R.IFLAGDKDNVIDQIEK.Q N 99.9 70.69 1816.9570 16 -0.1 909.4857 2 30.45 7 1780 OB3605.raw 2.23E6 32 32 536 551

K.GTGNLELVAVR.K N 99.9 70.62 1127.6299 11 -0.9 564.8217 2 28.73 7 1545 OB3605.raw 8.29E5 6 6 453 463

K.AMVIVVVNK.G N 99.9 69.91 971.5837 9 -0.3 486.7990 2 28.00 7 1453 OB3605.raw 1.25E4 2 2 444 452

R.DQ(+.98)SSYLQGFSR.N N 99.9 69.37 1287.5731 11 -0.3 644.7936 2 29.87 7 1701 OB3605.raw 5.71E4 1 1 302 312 Deamidation (NQ)

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 99.9 68.35 2242.0364 20 0.3 1122.0258 2 32.26 7 2019 OB3605.raw 3.79E5 5 5 282 301 Oxidation (M)

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 68.26 2079.9526 17 0.0 1040.9836 2 32.26 7 2020 OB3605.raw 7.18E4 3 3 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.NTLEAAFN(+.98)AEFNEIR.R N 99.9 68.12 1738.8162 15 -1.5 870.4141 2 34.42 7 2309 OB3605.raw 2.98E4 1 1 313 327 Deamidation (NQ)

K.ISMP(+15.99)VNTPGQ(+.98)FEDFFPASSR.D N 99.9 67.63 2243.0205 20 0.5 1122.5181 2 32.93 7 2109 OB3605.raw 7.91E4 2 2 282 301 Hydroxylation Pro;
Deamidation (NQ)

K.SFNLDEGHALR.I N 99.9 67.46 1257.6101 11 -0.9 629.8118 2 27.12 7 1353 OB3605.raw 6.15E4 6 6 249 259

K.ISM(+15.99)PVNTPGQ(+.98)FEDFFPASSR.D N 99.9 67.20 2243.0205 20 -1.6 748.6796 3 32.98 7 2115 OB3605.raw 1.6E5 5 5 282 301 Oxidation (M);
Deamidation (NQ)

R.DQSSYLQ(+.98)GFSR.N N 99.9 66.89 1287.5731 11 -0.7 644.7934 2 29.70 7 1678 OB3605.raw 5.71E4 1 1 302 312 Deamidation (NQ)

R.DQ(+.98)SSYLQ(+.98)GFSR.N N 99.9 64.35 1288.5571 11 0.9 645.2864 2 30.22 7 1749 OB3605.raw 1.25E4 1 1 302 312 Deamidation (NQ)

K.GSEEEDITNPINLR.D Y 99.9 64.11 1585.7583 14 0.2 793.8866 2 29.44 7 1642 OB3605.raw 4.43E4 5 5 380 393

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 99.9 63.50 1817.9410 16 -1.2 909.9767 2 30.91 7 1841 OB3605.raw 3.83E4 4 4 536 551 Deamidation (NQ)

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 62.41 2078.9688 17 -1.0 693.9962 3 31.80 7 1959 OB3605.raw 1.8E5 4 4 415 431 Oxidation (M);
Carbamidomethylation

R.N(+.98)TLEAAFNAEFNEIR.R N 99.9 61.43 1738.8162 15 -2.5 870.4132 2 34.60 7 2333 OB3605.raw 2.98E4 2 2 313 327 Deamidation (NQ)

K.HADADNILVIQQGQ(+.98)ATVTVANGN(+.98)NR.K N 99.9 58.34 2620.2842 25 2.4 874.4374 3 30.40 7 1774 OB3605.raw 0 1 1 223 247 Deamidation (NQ)

K.AM(+15.99)VIVVVNK.G N 99.9 56.11 987.5787 9 -0.3 494.7965 2 25.74 7 1233 OB3605.raw 9.29E4 5 5 444 452 Oxidation (M)

R.VLLEEN(+.98)AGGEQEER.G N 99.9 54.76 1572.7267 14 -0.7 787.3701 2 26.23 7 1269 OB3605.raw 1.95E4 1 1 329 342 Deamidation (NQ)

R.NNPFYFPSR.R N 99.9 54.75 1140.5352 9 0.1 571.2749 2 30.09 7 1731 OB3605.raw 1.72E5 5 5 166 174

K.KNPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 54.02 2207.0637 18 -0.1 736.6951 3 30.49 7 1786 OB3605.raw 5.62E4 1 1 414 431 Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFNSK.A N 99.9 53.12 1358.6653 12 -0.1 680.3398 2 28.77 7 1551 OB3605.raw 5.19E5 13 13 432 443 Oxidation (M)

K.DLAFPGSGEQVEK.L N 99.9 52.48 1375.6619 13 1.0 688.8389 2 28.74 7 1547 OB3605.raw 1.12E5 2 2 555 567

K.KN(+.98)PQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 50.25 2208.0476 18 -1.3 737.0222 3 30.94 7 1845 OB3605.raw 5.34E4 3 3 414 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.DGEPDLSNNFGR.L Y 99.9 48.59 1319.5742 12 -1.1 660.7936 2 27.63 7 1410 OB3605.raw 1.99E4 2 2 394 405

R.IPSGFISYILN(+.98)R.H N 99.9 47.63 1379.7449 12 -1.3 690.8788 2 34.51 7 2321 OB3605.raw 5.95E4 1 1 260 271 Deamidation (NQ)

R.VLLEEN(+.98)AGGEQ(+.98)EER.G N 99.9 47.46 1573.7107 14 -1.9 787.8611 2 26.59 7 1310 OB3605.raw 3.08E3 2 2 329 342 Deamidation (NQ)

K.KGSEEEDITN(+.98)PINLR.D Y 99.9 46.97 1714.8373 15 0.4 572.6199 3 28.27 7 1486 OB3605.raw 6.33E0 2 2 379 393 Deamidation (NQ)

K.KGSEEEDITNPINLR.D Y 99.9 46.40 1713.8533 15 -0.9 572.2912 3 27.96 7 1448 OB3605.raw 4.14E4 5 5 379 393

R.IFLAGDKDN(+.98)VIDQIEK.Q N 99.9 46.35 1817.9410 16 -4.8 909.9734 2 31.00 7 1854 OB3605.raw 2.11E4 1 1 536 551 Deamidation (NQ)

K.GTGN(+.98)LELVAVR.K N 99.9 45.83 1128.6139 11 2.9 565.3159 2 29.30 7 1623 OB3605.raw 9.15E3 1 1 453 463 Deamidation (NQ)

R.NTLEAAFNAEFNEIRR.V N 99.9 45.32 1893.9332 16 -0.1 947.9738 2 32.76 7 2086 OB3605.raw 1.67E5 6 6 313 328

K.NPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 44.71 2079.9526 17 -1.7 694.3237 3 32.31 7 2026 OB3605.raw 7.18E4 2 2 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.PNTLVLPK.H N 99.9 43.52 880.5382 8 0.2 441.2765 2 27.12 7 1352 OB3605.raw 1.07E5 5 5 215 222

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 99.9 43.03 2062.9736 17 1.3 1032.4955 2 32.73 7 2083 OB3605.raw 1.44E4 1 1 415 431 Oxidation (M);
Carbamidomethylation

K.DLAFPGSGEQ(+.98)VEK.L N 99.8 41.70 1376.6459 13 0.3 689.3304 2 29.04 7 1588 OB3605.raw 1.96E4 1 1 555 567 Deamidation (NQ)

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 99.8 41.04 2062.9736 17 -1.1 688.6644 3 32.72 7 2082 OB3605.raw 1.29E4 1 1 415 431 Oxidation (M);
Carbamidomethylation

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 99.8 40.46 2243.0205 20 0.6 1122.5182 2 33.17 7 2141 OB3605.raw 6.97E4 1 1 282 301 Oxidation (M);
Deamidation (NQ)

K.NPQ(+.98)LQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.8 40.17 2080.9368 17 2.5 694.6546 3 32.68 7 2076 OB3605.raw 8.05E3 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

N.TLVLPK.H N 98.3 32.15 669.4425 6 0.0 335.7285 2 26.37 7 1284 OB3605.raw 1.78E4 1 1 217 222

K.GSEEEDITNPIN(+.98)LR.D Y 98.1 28.77 1586.7423 14 -5.2 794.3743 2 29.81 7 1693 OB3605.raw 0 1 1 380 393 Deamidation (NQ)

R.IPSGFISY.I N 96.8 26.65 882.4487 8 0.2 442.2317 2 32.31 7 2027 OB3605.raw 1.49E4 2 2 260 267



proteins
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R.LFEVKPDK.K N 95.9 26.37 974.5436 8 -0.9 325.8549 3 24.46 7 1152 OB3605.raw 3.31E4 2 2 406 413

K.AM(+15.99)VIVVVN(+.98)K.G N 94.9 26.04 988.5627 9 7.1 495.2921 2 26.33 7 1279 OB3605.raw 0 1 1 444 452 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LPHFN.S N 93.1 24.89 1143.5382 10 -0.1 572.7763 2 31.12 7 1869 OB3605.raw 2.12E4 1 1 432 441 Oxidation (M)

total 52 peptides

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

7 #Spec #Spec Sample
7 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 93.96 1540.7673 13 -0.1 771.3909 2 32.48 7 2049 OB3605.raw 5.16E5 13 13 396 408

K.SQSDNFEYVAFK.T N 99.9 70.25 1433.6462 12 -1.0 717.8297 2 30.14 7 1739 OB3605.raw 1.05E4 1 1 466 477

K.TDSRPSIANLAGENSIIDNLPEEVVANSYGLPR.E Y 99.9 57.42 3510.7590 33 0.0 1171.2603 3 34.77 7 2356 OB3605.raw 1.56E5 4 4 478 510

K.TANDLNLLILR.W N 99.9 53.90 1254.7296 11 0.0 628.3721 2 32.30 7 2025 OB3605.raw 3.63E5 9 9 385 395

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 53.48 2540.2910 23 0.3 847.7712 3 31.16 7 1875 OB3605.raw 6.1E5 12 12 443 465

R.NALFVPHYNTNAHSIIYALR.G N 99.9 52.28 2313.2019 20 -0.5 579.3074 4 31.03 7 1857 OB3605.raw 1.62E6 19 19 409 428

N.GIEETIC(+57.02)TASVK.K Y 99.9 45.43 1306.6438 12 0.4 654.3294 2 27.60 7 1406 OB3605.raw 1.54E4 1 1 353 364 Carbamidomethylation

K.TAN(+.98)DLNLLILR.W N 99.9 44.81 1255.7136 11 1.5 628.8651 2 33.34 7 2163 OB3605.raw 1.37E4 2 2 385 395 Deamidation (NQ)

R.VYDEELQ(+.98)EGHVLVVPQNFAVAGK.S N 99.8 42.41 2541.2751 23 1.9 848.1006 3 31.43 7 1911 OB3605.raw 5.52E5 1 1 443 465 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.8 42.01 1388.6936 13 0.6 695.3545 2 27.34 7 1373 OB3605.raw 2.22E4 4 4 372 384

R.NRSPDIYNPQAGSLK.T N 98.3 31.96 1658.8376 15 -0.5 553.9529 3 25.70 7 1229 OB3605.raw 3.95E3 1 1 370 384

R.NRSPDIYNPQ(+.98)AGSLK.T N 98.1 28.66 1659.8217 15 0.8 554.2816 3 26.32 7 1278 OB3605.raw 6.42E3 2 2 370 384 Deamidation (NQ)

total 12 peptides

B5TYU1|B5TYU1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



proteins
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Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

7 #Spec #Spec Sample
7 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 93.96 1540.7673 13 -0.1 771.3909 2 32.48 7 2049 OB3605.raw 5.16E5 13 13 389 401

K.SQSDNFEYVAFK.T N 99.9 70.25 1433.6462 12 -1.0 717.8297 2 30.14 7 1739 OB3605.raw 1.05E4 1 1 459 470

K.TANELNLLILR.W N 99.9 58.94 1268.7452 11 -0.2 635.3798 2 33.16 7 2139 OB3605.raw 1.68E5 6 6 378 388

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 53.48 2540.2910 23 0.3 847.7712 3 31.16 7 1875 OB3605.raw 6.1E5 12 12 436 458

R.NALFVPHYNTNAHSIIYALR.G N 99.9 52.28 2313.2019 20 -0.5 579.3074 4 31.03 7 1857 OB3605.raw 1.62E6 19 19 402 421

N.GIEETIC(+57.02)TATVK.K N 99.9 46.79 1320.6595 12 -0.8 661.3365 2 27.97 7 1449 OB3605.raw 1.26E4 1 1 346 357 Carbamidomethylation

R.VYDEELQ(+.98)EGHVLVVPQNFAVAGK.S N 99.8 42.41 2541.2751 23 1.9 848.1006 3 31.43 7 1911 OB3605.raw 5.52E5 1 1 436 458 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.8 42.01 1388.6936 13 0.6 695.3545 2 27.34 7 1373 OB3605.raw 2.22E4 4 4 365 377

R.NRSPDIYNPQAGSLK.T N 98.3 31.96 1658.8376 15 -0.5 553.9529 3 25.70 7 1229 OB3605.raw 3.95E3 1 1 363 377

K.TDSRPSIANLAGENSVIDNLPEEVVANSYGLPR.E Y 98.1 28.70 3496.7434 33 1.6 1166.5903 3 34.38 7 2304 OB3605.raw 4.88E4 3 3 471 503

R.NRSPDIYNPQ(+.98)AGSLK.T N 98.1 28.66 1659.8217 15 0.8 554.2816 3 26.32 7 1278 OB3605.raw 6.42E3 2 2 363 377 Deamidation (NQ)

total 11 peptides

Q647H4|Q647H4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 7 #Spec #Spec Sample 7 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 93.96 1540.7673 13 -0.1 771.3909 2 32.48 7 2049 OB3605.raw 5.16E5 13 13 395 407

R.AHVQVVDSNGDR.V Y 99.9 59.08 1295.6218 12 -1.1 648.8174 2 20.49 7 950 OB3605.raw 9.42E3 2 2 430 441



proteins
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K.TANELNLLILR.W N 99.9 58.94 1268.7452 11 -0.2 635.3798 2 33.16 7 2139 OB3605.raw 1.68E5 6 6 384 394

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 52.41 3544.7434 33 1.6 1182.5903 3 35.25 7 2421 OB3605.raw 1.26E5 6 6 477 509

R.NALFVPHYNTNAHSIIYALR.G N 99.9 52.28 2313.2019 20 -0.5 579.3074 4 31.03 7 1857 OB3605.raw 1.62E6 19 19 408 427

R.SPDIYNPQAGSLK.T N 99.8 42.01 1388.6936 13 0.6 695.3545 2 27.34 7 1373 OB3605.raw 2.22E4 4 4 371 383

K.SQSENFEYVAFK.T N 99.7 38.60 1447.6619 12 -0.1 724.8381 2 29.98 7 1716 OB3605.raw 2E4 1 1 465 476

R.NRSPDIYNPQAGSLK.T N 98.3 31.96 1658.8376 15 -0.5 553.9529 3 25.70 7 1229 OB3605.raw 3.95E3 1 1 369 383

R.NRSPDIYNPQ(+.98)AGSLK.T N 98.1 28.66 1659.8217 15 0.8 554.2816 3 26.32 7 1278 OB3605.raw 6.42E3 2 2 369 383 Deamidation (NQ)

total 9 peptides

Q6T2T4|Q6T2T4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 7 #Spec #Spec Sample 7 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 93.96 1540.7673 13 -0.1 771.3909 2 32.48 7 2049 OB3605.raw 5.16E5 13 13 395 407

R.AHVQVVDSNGDR.V Y 99.9 59.08 1295.6218 12 -1.1 648.8174 2 20.49 7 950 OB3605.raw 9.42E3 2 2 430 441

K.TANELNLLILR.W N 99.9 58.94 1268.7452 11 -0.2 635.3798 2 33.16 7 2139 OB3605.raw 1.68E5 6 6 384 394

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 52.41 3544.7434 33 1.6 1182.5903 3 35.25 7 2421 OB3605.raw 1.26E5 6 6 477 509

R.NALFVPHYNTNAHSIIYALR.G N 99.9 52.28 2313.2019 20 -0.5 579.3074 4 31.03 7 1857 OB3605.raw 1.62E6 19 19 408 427

R.SPDIYNPQAGSLK.T N 99.8 42.01 1388.6936 13 0.6 695.3545 2 27.34 7 1373 OB3605.raw 2.22E4 4 4 371 383

K.SQSENFEYVAFK.T N 99.7 38.60 1447.6619 12 -0.1 724.8381 2 29.98 7 1716 OB3605.raw 2E4 1 1 465 476

R.NRSPDIYNPQAGSLK.T N 98.3 31.96 1658.8376 15 -0.5 553.9529 3 25.70 7 1229 OB3605.raw 3.95E3 1 1 369 383

R.NRSPDIYNPQ(+.98)AGSLK.T N 98.1 28.66 1659.8217 15 0.8 554.2816 3 26.32 7 1278 OB3605.raw 6.42E3 2 2 369 383 Deamidation (NQ)

total 9 peptides

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



proteins

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_87%20spot6/protein%20spot3.html[10/5/2017 5:19:59 PM]

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 7 #Spec #Spec Sample 7 Start End PTM

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 86.1 22.38 2554.3066 23 -0.9 852.4421 3 31.22 7 1883 OB3605.raw 1.77E5 1 1 415 437

total 1 peptides

Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 7 #Spec #Spec Sample 7 Start End PTM

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 86.1 22.38 2554.3066 23 -0.9 852.4421 3 31.22 7 1883 OB3605.raw 1.77E5 1 1 417 439

total 1 peptides

E5G077|E5G077_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:



proteins
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Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 7 #Spec #Spec Sample 7 Start End PTM

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 86.1 22.38 2554.3066 23 -0.9 852.4421 3 31.22 7 1883 OB3605.raw 1.77E5 1 1 417 439

total 1 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 peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 5 from 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2921
# of MS/MS scans 3061

Table 2. Result filtration parameters.
Peptide -10lgP ≥29
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 285
Peptide sequences 62
Protein groups 2
Proteins 4
Proteins (#Unique Peptides) 0 (>2); 0 (=2); 4 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 71

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

Carbamidomethyl 57.02 C 58 79.79 2E5 1000.00

Deamidation .98 NQ 36 66.11 30.72

HydPro 15.99 P 25 66.99 3.83E5 83.88

Oxidation 15.99 M 7 52.90 2.43E4 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 9 59 3 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99

Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3607.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

Protein List

Protein Accession Contains:
Protein Description Contains:



Protein Sample Area >=
Protein Ptm Contains:

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 9

Area
Sample 9 #Peptides #Unique #Spec

Sample 9 PTM Avg.
Mass Description

1 13 Q9FZ11|Q9FZ11_ARAHY 99.2 229.99 41 41 1.18E5 17 1 182 Y 60449 Gly1 OS=Arachis hypogaea GN=Gly1 PE=2 SV=
1

8 41 Q6IWG5|Q6IWG5_ARAHY 83.8 56.10 7 7 4.93E4 2 1 3 Y 58061 Glycinin (Fragment) OS=Arachis hypogaea PE=
2 SV=1

8 42 Q0GM57|Q0GM57_ARAHY 83.8 56.10 7 7 4.93E4 2 1 3 Y 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 SV=1

8 45 E5G077|E5G077_ARAHY 83.8 56.10 7 7 4.93E4 2 1 3 Y 58305 Ara h 3 allergen OS=Arachis hypogaea GN=ara 
h 3 PE=3 SV=1

total 4 proteins

Q9FZ11|Q9FZ11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

9
#Spec

#Spec
Sample

9
Start End PTM

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 99.9 79.79 2473.1372 22 0.4 1237.5764 2 33.61 9 2192 OB3607.raw 9.53E5 15 15 100 121 Carbamidomethylation

R.WLGLSAEYGNLYR.N N 99.9 75.99 1540.7673 13 -0.5 771.3906 2 32.18 9 2002 OB3607.raw 6.36E4 2 2 388 400

R.GENESEEEGAIVTVK.G Y 99.9 68.65 1589.7421 15 -0.5 795.8779 2 4.74 9 311 OB3607.raw 1.18E5 14 14 287 301

R.SLPYSP(+15.99)YSP(+15.99)QSQPR.Q N 99.9 66.99 1637.7684 14 0.7 819.8920 2 4.67 9 301 OB3607.raw 3.83E5 12 12 219 232 Hydroxylation Pro

R.RPFYSNAPQEIFIQQGR.G N 99.9 66.94 2050.0383 17 -0.9 684.3528 3 3.87 9 185 OB3607.raw 1.02E6 49 49 83 99

R.RPFYSNAPQ(+.98)EIFIQQGR.G N 99.9 66.11 2051.0225 17 0.8 684.6820 3 30.18 9 1752 OB3607.raw 0 1 1 83 99 Deamidation (NQ)



R.FNLAGNHEQEFLR.Y N 99.9 65.12 1573.7637 13 0.0 787.8891 2 28.51 9 1585 OB3607.raw 3.06E5 17 17 198 210

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R N 99.9 60.10 2474.1211 22 1.4 1238.0696 2 33.75 9 2210 OB3607.raw 3.65E5 5 5 100 121 Carbamidomethylation;
Deamidation (NQ)

R.LESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 57.15 3069.3774 27 0.3 1024.1334 3 32.40 9 2031 OB3607.raw 4.9E5 9 9 47 73 Carbamidomethylation

E.FLAQAFQVDDR.Q N 99.9 56.24 1308.6462 11 0.3 655.3306 2 29.48 9 1672 OB3607.raw 7.99E3 2 2 269 279

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R N 99.9 54.98 2489.1321 22 0.1 1245.5735 2 33.34 9 2155 OB3607.raw 3.94E4 2 2 100 121 Hydroxylation Pro;
Carbamidomethylation

K.TANDLNLLILR.W N 99.9 54.54 1254.7296 11 -1.5 628.3712 2 32.45 9 2038 OB3607.raw 7.38E4 5 5 377 387

R.SLPYSP(+15.99)YSP(+15.99)Q(+.98)SQPR.Q N 99.9 54.33 1638.7524 14 5.0 820.3876 2 4.87 9 331 OB3607.raw 8.55E3 3 3 219 232 Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R N 99.9 54.24 2474.1211 22 2.6 825.7165 3 34.23 9 2275 OB3607.raw 2.7E5 3 3 100 121 Carbamidomethylation;
Deamidation (NQ)

R.AGQEEENEGGNIFSGFTPEFLAQAFQVDDR.Q N 99.9 53.68 3301.4800 30 2.0 1101.5028 3 36.90 9 2532 OB3607.raw 8.51E4 3 3 250 279

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R N 99.9 51.28 2489.1321 22 0.0 830.7180 3 33.30 9 2151 OB3607.raw 3.21E4 3 3 100 121 Carbamidomethylation;
Hydroxylation Pro

R.LESEGGYIETWNPN(+.98)NQEFEC(+57.02)AGVALSR.L N 99.8 46.72 3070.3613 27 1.4 1024.4625 3 32.67 9 2067 OB3607.raw 1.78E5 2 2 47 73 Deamidation (NQ);
Carbamidomethylation

K.TAN(+.98)DLNLLILR.W N 99.8 45.03 1255.7136 11 0.0 628.8641 2 33.17 9 2133 OB3607.raw 4.4E3 2 2 377 387 Deamidation (NQ)

R.LESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 99.8 44.88 3070.3613 27 0.5 1024.4615 3 32.85 9 2091 OB3607.raw 1.63E5 1 1 47 73 Deamidation (NQ);
Carbamidomethylation

R.QIVQNLR.G N 99.8 43.79 869.5083 7 -0.4 435.7613 2 3.86 9 183 OB3607.raw 3.48E5 11 11 280 286

R.RPFYSN(+.98)APQ(+.98)EIFIQQGR.G N 99.5 41.28 2052.0063 17 -4.3 685.0065 3 30.70 9 1814 OB3607.raw 1.59E3 3 3 83 99 Deamidation (NQ)

R.ILSPDR.K N 99.2 38.24 699.3915 6 0.1 350.7031 2 20.94 9 1230 OB3607.raw 1.01E5 3 3 306 311

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.H N 99.2 38.13 2631.2063 23 1.7 878.0775 3 32.27 9 2013 OB3607.raw 8.51E4 3 3 100 122 Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)QPEENAC(+57.02)QFQR.L N 98.9 36.49 1534.6470 12 -2.6 768.3288 2 5.17 9 376 OB3607.raw 3.53E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 98.9 36.18 1534.6470 12 -1.1 768.3300 2 5.49 9 424 OB3607.raw 9.79E3 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 98.9 36.05 1534.6470 12 -1.8 768.3294 2 5.80 9 466 OB3607.raw 9.79E3 1 1 26 37 Carbamidomethylation;
Deamidation (NQ)

R.LNAQRPDNR.L N 98.9 35.26 1082.5581 9 -1.3 361.8595 3 6.29 9 523 OB3607.raw 3.72E4 1 1 38 46

R.NALFVPHYNTNAHSIIYALR.G N 98.9 34.76 2313.2019 20 -1.7 579.3068 4 31.08 9 1858 OB3607.raw 5.88E4 1 1 401 420

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 97.6 33.17 1535.6311 12 -1.8 768.8215 2 5.66 9 448 OB3607.raw 0 2 2 26 37 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGRR.H N 97.5 32.14 2630.2224 23 -0.2 877.7479 3 32.58 9 2055 OB3607.raw 1.64E5 1 1 100 122 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R N 97.5 31.29 2475.1052 22 3.4 1238.5641 2 34.76 9 2343 OB3607.raw 4.73E3 2 2 100 121 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEP(+15.99)AQQGR.R N 96.5 30.95 2505.1270 22 2.6 1253.5740 2 34.12 9 2261 OB3607.raw 0 1 1 100 121 Hydroxylation Pro;
Carbamidomethylation

G.RGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R N 96.2 29.75 2630.2224 23 0.0 877.7481 3 31.96 9 1973 OB3607.raw 1.22E5 1 1 99 121 Carbamidomethylation;
Deamidation (NQ)

total 33 peptides

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
Sample

9
#Spec

#Spec
Sample

9
Start End PTM

R.IESEGGYIETWNP(+15.99)NNQEFQC(+57.02)AGVALSR.T Y 99.3 38.47 3084.3882 27 0.4 1029.1371 3 33.48 9 2174 OB3607.raw 4.93E4 2 2 44 70 Hydroxylation Pro;
Carbamidomethylation

R.LNAQRPDNR.I N 98.9 35.26 1082.5581 9 -1.3 361.8595 3 6.29 9 523 OB3607.raw 3.72E4 1 1 35 43

total 2 peptides

Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

9
#Spec

#Spec
Sample

9
Start End PTM

R.IESEGGYIETWNP(+15.99)NNQEFQC(+57.02)AGVALSR.T Y 99.3 38.47 3084.3882 27 0.4 1029.1371 3 33.48 9 2174 OB3607.raw 4.93E4 2 2 46 72 Hydroxylation Pro;
Carbamidomethylation

R.LNAQRPDNR.I N 98.9 35.26 1082.5581 9 -1.3 361.8595 3 6.29 9 523 OB3607.raw 3.72E4 1 1 37 45

total 2 peptides

E5G077|E5G077_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
Sample

9
#Spec

#Spec
Sample

9
Start End PTM

R.IESEGGYIETWNP(+15.99)NNQEFQC(+57.02)AGVALSR.T Y 99.3 38.47 3084.3882 27 0.4 1029.1371 3 33.48 9 2174 OB3607.raw 4.93E4 2 2 46 72 Hydroxylation Pro;
Carbamidomethylation

R.LNAQRPDNR.I N 98.9 35.26 1082.5581 9 -1.3 361.8595 3 6.29 9 523 OB3607.raw 3.72E4 1 1 37 45

total 2 peptides

Peptide List

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_91%20spot8/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 7 from 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2768
# of MS/MS scans 3990

Table 2. Result filtration parameters.
Peptide -10lgP ≥18
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 345
Peptide sequences 128
Protein groups 6
Proteins 12
Proteins (#Unique Peptides) 3 (>2); 3 (=2); 6 (=1);
FDR (Peptide-Spectrum Matches) 0.3%
FDR (Peptide Sequences) 0.8%
FDR (Protein) 0.0%
De Novo Only Spectra 50

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

Oxidation 15.99 M 91 88.73 1.68E4 1000.00

Deamidation .98 NQ 59 88.73 1.68E4 0.00

Carbamidomethyl 57.02 C 59 88.73 1.68E4 1000.00

HydPro 15.99 P 12 35.76 5E4 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 10 113 15 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3608.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

Protein List

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



Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 10

Area
Sample 10 #Peptides #Unique #Spec

Sample 10 PTM Avg.
Mass Description

1 69 Q6PSU5|Q6PSU5_ARAHY 99.1 263.37 45 45 9.31E5 20 7 194 Y 33604 Conarachin (Fragment) OS=Arachis hypogaea PE=2 SV=1

1 18 N1NG13|N1NG13_ARAHY 99.1 263.37 21 21 9.31E5 20 7 194 Y 71345 Seed storage protein Ara h1 OS=Arachis hypogaea GN=ARAX_
AHF417E07-017 PE=4 SV=1

1 20 sp|P43238|ALL12_ARAHY 99.1 263.37 21 21 9.31E5 20 7 194 Y 71345 Allergen Ara h 1, clone P41B OS=Arachis hypogaea PE=1 SV=
1

2 26 Q6PSU3|Q6PSU3_ARAHY 99.1 230.39 17 17 1.3E3 14 1 164 Y 66575 Conarachin (Fragment) OS=Arachis hypogaea PE=4 SV=1

2 23 B3IXL2|B3IXL2_ARAHY 99.1 230.39 16 16 1.3E3 14 1 164 Y 70283 Main allergen Ara h1 OS=Arachis hypogaea PE=2 SV=1

2 21 sp|P43237|ALL11_ARAHY 99.1 230.39 16 16 1.3E3 14 1 164 Y 70283 Allergen Ara h 1, clone P17 OS=Arachis hypogaea PE=1 SV=1

2 57 Q6PSU6|Q6PSU6_ARAHY 99.1 230.39 33 33 1.3E3 14 1 164 Y 34133 Conarachin (Fragment) OS=Arachis hypogaea PE=2 SV=1

3 13 Q9FZ11|Q9FZ11_ARAHY 99.1 160.62 36 36 3.27E4 13 2 46 Y 60449 Gly1 OS=Arachis hypogaea GN=Gly1 PE=2 SV=1

7 2 A1DZF0|A1DZF0_ARAHY 99.1 147.70 37 37 3.91E3 12 1 40 Y 60375 Arachin 6 OS=Arachis hypogaea PE=2 SV=1

5 15 Q647H3|Q647H3_ARAHY 99.1 146.57 37 37 6.76E3 12 1 41 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=2 SV=1

12 41 Q6IWG5|Q6IWG5_ARAHY 97.9 55.98 12 12 6.44E4 3 2 4 N 58061 Glycinin (Fragment) OS=Arachis hypogaea PE=2 SV=1

12 42 Q0GM57|Q0GM57_ARAHY 97.9 55.98 12 12 6.44E4 3 2 4 N 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 SV=1

total 12 proteins

Q6PSU5|Q6PSU5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

10
#Spec

#Spec
Sample

10
Start End PTM

K.GSEEEGDITNPINLR.E Y 99.9 88.96 1642.7798 15 -0.1 822.3971 2 29.01 10 1628 OB3608.raw 3.64E5 10 10 67 81

Deamidation (NQ);



K.NPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 88.73 2079.9526 17 0.0 1040.9836 2 32.16 10 2046 OB3608.raw 6.76E4 6 6 103 119 Oxidation (M);
Carbamidomethylation

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 99.9 84.04 2062.9736 17 0.4 1032.4945 2 32.52 10 2093 OB3608.raw 5.32E4 1 1 103 119 Oxidation (M);
Carbamidomethylation

R.IFLAGDKDNVIDQIEK.Q N 99.9 80.55 1816.9570 16 -0.1 909.4857 2 30.34 10 1805 OB3608.raw 8.34E6 39 39 221 236

R.EGEPDLSNNFGK.L Y 99.9 78.16 1305.5836 12 0.0 653.7991 2 26.86 10 1384 OB3608.raw 3.66E5 6 6 82 93

K.GTGNLELVAVR.K N 99.9 76.60 1127.6299 11 -0.5 564.8220 2 28.48 10 1556 OB3608.raw 1.44E6 11 11 141 151

K.N(+.98)PQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 73.89 2080.9368 17 -1.2 1041.4744 2 32.53 10 2095 OB3608.raw 1.35E4 1 1 103 119
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.AMVIVVVNK.G N 99.9 69.93 971.5837 9 -1.2 486.7986 2 28.00 10 1493 OB3608.raw 4.43E4 3 3 132 140

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 66.57 2078.9688 17 0.3 1040.4919 2 31.89 10 2010 OB3608.raw 8.2E5 11 11 103 119 Oxidation (M);
Carbamidomethylation

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 65.55 2079.9526 17 0.8 694.3254 3 31.98 10 2021 OB3608.raw 5.26E4 4 4 103 119
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFNSK.A N 99.9 65.39 1358.6653 12 -0.9 680.3393 2 28.70 10 1586 OB3608.raw 1.78E6 20 20 120 131 Oxidation (M)

K.DLAFPGSGEQVEK.L N 99.9 62.87 1375.6619 13 -0.6 688.8378 2 28.62 10 1575 OB3608.raw 4.49E5 12 12 240 252

K.AM(+15.99)VIVVVNK.G N 99.9 62.72 987.5787 9 -0.6 494.7963 2 25.50 10 1264 OB3608.raw 1.72E5 10 10 132 140 Oxidation (M)

L.AGDKDNVIDQIEK.Q N 99.9 57.45 1443.7205 13 -0.4 722.8672 2 30.22 10 1789 OB3608.raw 2.2E4 1 1 224 236

K.KGSEEEGDITNPINLR.E Y 99.9 56.99 1770.8748 16 0.2 886.4448 2 27.48 10 1441 OB3608.raw 1.44E5 5 5 66 81

K.NPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIK.E N 99.9 54.38 2063.9578 17 -0.9 688.9926 3 32.91 10 2145 OB3608.raw 1.21E4 1 1 103 119
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 99.9 53.83 1817.9410 16 -0.6 606.9872 3 28.92 10 1616 OB3608.raw 1E5 3 3 221 236 Deamidation (NQ)

K.DLAFPGSGEQ(+.98)VEK.L N 99.9 52.86 1376.6459 13 -0.8 689.3297 2 28.97 10 1623 OB3608.raw 7.97E4 1 1 240 252 Deamidation (NQ)

K.GSEEEGDITN(+.98)PINLR.E Y 99.9 51.34 1643.7638 15 3.7 822.8922 2 29.78 10 1729 OB3608.raw 0 2 2 67 81 Deamidation (NQ)

K.EGALM(+15.99)LPHFN(+.98)SK.A N 99.9 51.20 1359.6493 12 3.9 680.8346 2 29.13 10 1642 OB3608.raw 2.16E5 3 3 120 131 Oxidation (M);
Deamidation (NQ)

K.KNPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 51.18 2208.0476 18 -0.5 737.0228 3 30.75 10 1859 OB3608.raw 4.9E4 1 1 102 119
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

F.LAGDKDNVIDQIEK.Q N 99.9 48.71 1556.8046 14 -1.6 779.4083 2 30.21 10 1787 OB3608.raw 5.76E4 4 4 223 236

R.EGEPDLSN(+.98)N(+.98)FGK.L Y 99.9 48.70 1307.5516 12 -0.8 654.7826 2 28.01 10 1494 OB3608.raw 0 1 1 82 93 Deamidation (NQ)

G.SEEEGDITNPINLR.E Y 99.9 48.46 1585.7583 14 -2.0 793.8848 2 28.94 10 1619 OB3608.raw 1.1E4 1 1 68 81

R.SSENNEGVIVK.V Y 99.9 48.08 1174.5830 11 -1.1 588.2982 2 22.56 10 1086 OB3608.raw 2.81E4 4 4 37 47

K.GTGN(+.98)LELVAVR.K N 99.9 47.82 1128.6139 11 4.4 565.3167 2 29.11 10 1639 OB3608.raw 5.27E4 1 1 141 151 Deamidation (NQ)

K.EGALMLPHFNSK.A N 99.8 44.12 1342.6703 12 -0.5 672.3421 2 29.07 10 1636 OB3608.raw 9.42E3 1 1 120 131

I.FLAGDKDNVIDQIEK.Q N 99.8 42.30 1703.8729 15 -1.6 852.9424 2 30.21 10 1788 OB3608.raw 2.73E4 1 1 222 236

I.FLAGDKDNVIDQ(+.98)IEK.Q N 99.8 41.58 1704.8569 15 -4.2 853.4322 2 30.73 10 1857 OB3608.raw 1.72E3 1 1 222 236 Deamidation (NQ)

K.LFEVKPDK.K N 99.6 38.95 974.5436 8 -0.3 488.2790 2 24.37 10 1191 OB3608.raw 8.33E4 5 5 94 101

K.NPQ(+.98)LQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.6 38.46 2080.9368 17 -2.2 694.6513 3 32.50 10 2091 OB3608.raw 2.49E4 1 1 103 119
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IFLAGDKDN(+.98)VIDQIEK.Q N 99.6 38.30 1817.9410 16 3.5 606.9897 3 30.84 10 1871 OB3608.raw 3.88E5 1 1 221 236 Deamidation (NQ)

K.N(+.98)PQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.2 36.25 2080.9368 17 -2.8 694.6509 3 32.66 10 2112 OB3608.raw 3.83E4 2 2 103 119
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.AM(+15.99)VIVVVN(+.98)K.G N 99.2 36.06 988.5627 9 6.1 495.2917 2 26.20 10 1323 OB3608.raw 6.95E3 2 2 132 140 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LP(+15.99)HFNSK.A N 99.2 35.76 1374.6602 12 -1.8 459.2265 3 28.93 10 1617 OB3608.raw 5E4 1 1 120 131 Oxidation (M);
Hydroxylation Pro

F.LAGDKDNVIDQ(+.98)IEK.Q N 99.2 35.13 1557.7886 14 -3.2 779.8990 2 30.70 10 1853 OB3608.raw 7.34E3 2 2 223 236 Deamidation (NQ)

K.NP(+15.99)QLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.1 34.51 2094.9636 17 -0.8 699.3279 3 32.03 10 2028 OB3608.raw 6.55E4 3 3 103 119
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

G.DITNPINLR.E N 98.2 32.88 1054.5771 9 -1.6 528.2950 2 29.21 10 1653 OB3608.raw 4.27E3 1 1 73 81

K.EHVEELTK.H Y 98.2 32.67 983.4924 8 -2.8 492.7521 2 20.40 10 984 OB3608.raw 1.33E4 1 1 51 58

K.N(+.98)P(+15.99)QLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 97.8 30.68 2095.9475 17 -1.2 699.6556 3 32.31 10 2065 OB3608.raw 3.53E4 2 2 103 119

Deamidation (NQ);
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation



K.EGALM(+15.99)LPHFN.S N 92.8 26.19 1143.5382 10 -1.7 572.7754 2 30.95 10 1887 OB3608.raw 1.43E4 1 1 120 129 Oxidation (M)

K.NP(+15.99)QLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 85.0 23.56 2095.9475 17 -0.9 1048.9801 2 32.31 10 2066 OB3608.raw 4.25E4 3 3 103 119

Hydroxylation Pro;
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

S.SENNEGVIVK.V Y 79.9 22.47 1087.5509 10 -0.2 544.7826 2 22.67 10 1094 OB3608.raw 4.64E3 1 1 38 47

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 79.5 22.29 2062.9736 17 -0.5 688.6648 3 32.53 10 2094 OB3608.raw 4.06E4 1 1 103 119 Oxidation (M);
Carbamidomethylation

K.KNPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 60.1 20.49 2208.0476 18 5.0 737.0268 3 30.58 10 1837 OB3608.raw 4.9E4 1 1 102 119
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.N(+.98)P(+15.99)QLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 59.0 19.86 2079.9526 17 -1.9 694.3235 3 33.13 10 2174 OB3608.raw 3.47E4 1 1 103 119

Deamidation (NQ);
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

total 46 peptides

N1NG13|N1NG13_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

10
#Spec

#Spec
Sample

10
Start End PTM



K.GSEEEGDITNPINLR.E Y 99.9 88.96 1642.7798 15 -0.1 822.3971 2 29.01 10 1628 OB3608.raw 3.64E5 10 10 387 401

K.NPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 88.73 2079.9526 17 0.0 1040.9836 2 32.16 10 2046 OB3608.raw 6.76E4 6 6 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 99.9 84.04 2062.9736 17 0.4 1032.4945 2 32.52 10 2093 OB3608.raw 5.32E4 1 1 423 439 Oxidation (M);
Carbamidomethylation

R.IFLAGDKDNVIDQIEK.Q N 99.9 80.55 1816.9570 16 -0.1 909.4857 2 30.34 10 1805 OB3608.raw 8.34E6 39 39 541 556

R.EGEPDLSNNFGK.L Y 99.9 78.16 1305.5836 12 0.0 653.7991 2 26.86 10 1384 OB3608.raw 3.66E5 6 6 402 413

K.GTGNLELVAVR.K N 99.9 76.60 1127.6299 11 -0.5 564.8220 2 28.48 10 1556 OB3608.raw 1.44E6 11 11 461 471

K.N(+.98)PQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 73.89 2080.9368 17 -1.2 1041.4744 2 32.53 10 2095 OB3608.raw 1.35E4 1 1 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.AMVIVVVNK.G N 99.9 69.93 971.5837 9 -1.2 486.7986 2 28.00 10 1493 OB3608.raw 4.43E4 3 3 452 460

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 66.57 2078.9688 17 0.3 1040.4919 2 31.89 10 2010 OB3608.raw 8.2E5 11 11 423 439 Oxidation (M);
Carbamidomethylation

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 65.55 2079.9526 17 0.8 694.3254 3 31.98 10 2021 OB3608.raw 5.26E4 4 4 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFNSK.A N 99.9 65.39 1358.6653 12 -0.9 680.3393 2 28.70 10 1586 OB3608.raw 1.78E6 20 20 440 451 Oxidation (M)

K.DLAFPGSGEQVEK.L N 99.9 62.87 1375.6619 13 -0.6 688.8378 2 28.62 10 1575 OB3608.raw 4.49E5 12 12 560 572

K.AM(+15.99)VIVVVNK.G N 99.9 62.72 987.5787 9 -0.6 494.7963 2 25.50 10 1264 OB3608.raw 1.72E5 10 10 452 460 Oxidation (M)

L.AGDKDNVIDQIEK.Q N 99.9 57.45 1443.7205 13 -0.4 722.8672 2 30.22 10 1789 OB3608.raw 2.2E4 1 1 544 556

K.KGSEEEGDITNPINLR.E Y 99.9 56.99 1770.8748 16 0.2 886.4448 2 27.48 10 1441 OB3608.raw 1.44E5 5 5 386 401

K.NPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIK.E N 99.9 54.38 2063.9578 17 -0.9 688.9926 3 32.91 10 2145 OB3608.raw 1.21E4 1 1 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 99.9 53.83 1817.9410 16 -0.6 606.9872 3 28.92 10 1616 OB3608.raw 1E5 3 3 541 556 Deamidation (NQ)

K.DLAFPGSGEQ(+.98)VEK.L N 99.9 52.86 1376.6459 13 -0.8 689.3297 2 28.97 10 1623 OB3608.raw 7.97E4 1 1 560 572 Deamidation (NQ)

K.GSEEEGDITN(+.98)PINLR.E Y 99.9 51.34 1643.7638 15 3.7 822.8922 2 29.78 10 1729 OB3608.raw 0 2 2 387 401 Deamidation (NQ)

K.EGALM(+15.99)LPHFN(+.98)SK.A N 99.9 51.20 1359.6493 12 3.9 680.8346 2 29.13 10 1642 OB3608.raw 2.16E5 3 3 440 451 Oxidation (M);
Deamidation (NQ)

K.KNPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 51.18 2208.0476 18 -0.5 737.0228 3 30.75 10 1859 OB3608.raw 4.9E4 1 1 422 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

F.LAGDKDNVIDQIEK.Q N 99.9 48.71 1556.8046 14 -1.6 779.4083 2 30.21 10 1787 OB3608.raw 5.76E4 4 4 543 556

R.EGEPDLSN(+.98)N(+.98)FGK.L Y 99.9 48.70 1307.5516 12 -0.8 654.7826 2 28.01 10 1494 OB3608.raw 0 1 1 402 413 Deamidation (NQ)

G.SEEEGDITNPINLR.E Y 99.9 48.46 1585.7583 14 -2.0 793.8848 2 28.94 10 1619 OB3608.raw 1.1E4 1 1 388 401

R.SSENNEGVIVK.V Y 99.9 48.08 1174.5830 11 -1.1 588.2982 2 22.56 10 1086 OB3608.raw 2.81E4 4 4 357 367

K.GTGN(+.98)LELVAVR.K N 99.9 47.82 1128.6139 11 4.4 565.3167 2 29.11 10 1639 OB3608.raw 5.27E4 1 1 461 471 Deamidation (NQ)

K.EGALMLPHFNSK.A N 99.8 44.12 1342.6703 12 -0.5 672.3421 2 29.07 10 1636 OB3608.raw 9.42E3 1 1 440 451

I.FLAGDKDNVIDQIEK.Q N 99.8 42.30 1703.8729 15 -1.6 852.9424 2 30.21 10 1788 OB3608.raw 2.73E4 1 1 542 556

I.FLAGDKDNVIDQ(+.98)IEK.Q N 99.8 41.58 1704.8569 15 -4.2 853.4322 2 30.73 10 1857 OB3608.raw 1.72E3 1 1 542 556 Deamidation (NQ)

K.LFEVKPDK.K N 99.6 38.95 974.5436 8 -0.3 488.2790 2 24.37 10 1191 OB3608.raw 8.33E4 5 5 414 421

K.NPQ(+.98)LQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.6 38.46 2080.9368 17 -2.2 694.6513 3 32.50 10 2091 OB3608.raw 2.49E4 1 1 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IFLAGDKDN(+.98)VIDQIEK.Q N 99.6 38.30 1817.9410 16 3.5 606.9897 3 30.84 10 1871 OB3608.raw 3.88E5 1 1 541 556 Deamidation (NQ)

K.N(+.98)PQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.2 36.25 2080.9368 17 -2.8 694.6509 3 32.66 10 2112 OB3608.raw 3.83E4 2 2 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.AM(+15.99)VIVVVN(+.98)K.G N 99.2 36.06 988.5627 9 6.1 495.2917 2 26.20 10 1323 OB3608.raw 6.95E3 2 2 452 460 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LP(+15.99)HFNSK.A N 99.2 35.76 1374.6602 12 -1.8 459.2265 3 28.93 10 1617 OB3608.raw 5E4 1 1 440 451 Oxidation (M);
Hydroxylation Pro

F.LAGDKDNVIDQ(+.98)IEK.Q N 99.2 35.13 1557.7886 14 -3.2 779.8990 2 30.70 10 1853 OB3608.raw 7.34E3 2 2 543 556 Deamidation (NQ)

K.NP(+15.99)QLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.1 34.51 2094.9636 17 -0.8 699.3279 3 32.03 10 2028 OB3608.raw 6.55E4 3 3 423 439
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

G.DITNPINLR.E N 98.2 32.88 1054.5771 9 -1.6 528.2950 2 29.21 10 1653 OB3608.raw 4.27E3 1 1 393 401

K.EHVEELTK.H Y 98.2 32.67 983.4924 8 -2.8 492.7521 2 20.40 10 984 OB3608.raw 1.33E4 1 1 371 378

Deamidation (NQ);



K.N(+.98)P(+15.99)QLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 97.8 30.68 2095.9475 17 -1.2 699.6556 3 32.31 10 2065 OB3608.raw 3.53E4 2 2 423 439 Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFN.S N 92.8 26.19 1143.5382 10 -1.7 572.7754 2 30.95 10 1887 OB3608.raw 1.43E4 1 1 440 449 Oxidation (M)

K.NP(+15.99)QLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 85.0 23.56 2095.9475 17 -0.9 1048.9801 2 32.31 10 2066 OB3608.raw 4.25E4 3 3 423 439

Hydroxylation Pro;
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

S.SENNEGVIVK.V Y 79.9 22.47 1087.5509 10 -0.2 544.7826 2 22.67 10 1094 OB3608.raw 4.64E3 1 1 358 367

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 79.5 22.29 2062.9736 17 -0.5 688.6648 3 32.53 10 2094 OB3608.raw 4.06E4 1 1 423 439 Oxidation (M);
Carbamidomethylation

K.KNPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 60.1 20.49 2208.0476 18 5.0 737.0268 3 30.58 10 1837 OB3608.raw 4.9E4 1 1 422 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.N(+.98)P(+15.99)QLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 59.0 19.86 2079.9526 17 -1.9 694.3235 3 33.13 10 2174 OB3608.raw 3.47E4 1 1 423 439

Deamidation (NQ);
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

total 46 peptides

sp|P43238|ALL12_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:



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

Area
Sample

10
#Spec

#Spec
Sample

10
Start End PTM

K.GSEEEGDITNPINLR.E Y 99.9 88.96 1642.7798 15 -0.1 822.3971 2 29.01 10 1628 OB3608.raw 3.64E5 10 10 387 401

K.NPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 88.73 2079.9526 17 0.0 1040.9836 2 32.16 10 2046 OB3608.raw 6.76E4 6 6 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 99.9 84.04 2062.9736 17 0.4 1032.4945 2 32.52 10 2093 OB3608.raw 5.32E4 1 1 423 439 Oxidation (M);
Carbamidomethylation

R.IFLAGDKDNVIDQIEK.Q N 99.9 80.55 1816.9570 16 -0.1 909.4857 2 30.34 10 1805 OB3608.raw 8.34E6 39 39 541 556

R.EGEPDLSNNFGK.L Y 99.9 78.16 1305.5836 12 0.0 653.7991 2 26.86 10 1384 OB3608.raw 3.66E5 6 6 402 413

K.GTGNLELVAVR.K N 99.9 76.60 1127.6299 11 -0.5 564.8220 2 28.48 10 1556 OB3608.raw 1.44E6 11 11 461 471

K.N(+.98)PQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 73.89 2080.9368 17 -1.2 1041.4744 2 32.53 10 2095 OB3608.raw 1.35E4 1 1 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.AMVIVVVNK.G N 99.9 69.93 971.5837 9 -1.2 486.7986 2 28.00 10 1493 OB3608.raw 4.43E4 3 3 452 460

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 66.57 2078.9688 17 0.3 1040.4919 2 31.89 10 2010 OB3608.raw 8.2E5 11 11 423 439 Oxidation (M);
Carbamidomethylation

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 65.55 2079.9526 17 0.8 694.3254 3 31.98 10 2021 OB3608.raw 5.26E4 4 4 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFNSK.A N 99.9 65.39 1358.6653 12 -0.9 680.3393 2 28.70 10 1586 OB3608.raw 1.78E6 20 20 440 451 Oxidation (M)

K.DLAFPGSGEQVEK.L N 99.9 62.87 1375.6619 13 -0.6 688.8378 2 28.62 10 1575 OB3608.raw 4.49E5 12 12 560 572

K.AM(+15.99)VIVVVNK.G N 99.9 62.72 987.5787 9 -0.6 494.7963 2 25.50 10 1264 OB3608.raw 1.72E5 10 10 452 460 Oxidation (M)

L.AGDKDNVIDQIEK.Q N 99.9 57.45 1443.7205 13 -0.4 722.8672 2 30.22 10 1789 OB3608.raw 2.2E4 1 1 544 556

K.KGSEEEGDITNPINLR.E Y 99.9 56.99 1770.8748 16 0.2 886.4448 2 27.48 10 1441 OB3608.raw 1.44E5 5 5 386 401

K.NPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIK.E N 99.9 54.38 2063.9578 17 -0.9 688.9926 3 32.91 10 2145 OB3608.raw 1.21E4 1 1 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 99.9 53.83 1817.9410 16 -0.6 606.9872 3 28.92 10 1616 OB3608.raw 1E5 3 3 541 556 Deamidation (NQ)

K.DLAFPGSGEQ(+.98)VEK.L N 99.9 52.86 1376.6459 13 -0.8 689.3297 2 28.97 10 1623 OB3608.raw 7.97E4 1 1 560 572 Deamidation (NQ)

K.GSEEEGDITN(+.98)PINLR.E Y 99.9 51.34 1643.7638 15 3.7 822.8922 2 29.78 10 1729 OB3608.raw 0 2 2 387 401 Deamidation (NQ)

K.EGALM(+15.99)LPHFN(+.98)SK.A N 99.9 51.20 1359.6493 12 3.9 680.8346 2 29.13 10 1642 OB3608.raw 2.16E5 3 3 440 451 Oxidation (M);
Deamidation (NQ)

K.KNPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 51.18 2208.0476 18 -0.5 737.0228 3 30.75 10 1859 OB3608.raw 4.9E4 1 1 422 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

F.LAGDKDNVIDQIEK.Q N 99.9 48.71 1556.8046 14 -1.6 779.4083 2 30.21 10 1787 OB3608.raw 5.76E4 4 4 543 556

R.EGEPDLSN(+.98)N(+.98)FGK.L Y 99.9 48.70 1307.5516 12 -0.8 654.7826 2 28.01 10 1494 OB3608.raw 0 1 1 402 413 Deamidation (NQ)

G.SEEEGDITNPINLR.E Y 99.9 48.46 1585.7583 14 -2.0 793.8848 2 28.94 10 1619 OB3608.raw 1.1E4 1 1 388 401

R.SSENNEGVIVK.V Y 99.9 48.08 1174.5830 11 -1.1 588.2982 2 22.56 10 1086 OB3608.raw 2.81E4 4 4 357 367

K.GTGN(+.98)LELVAVR.K N 99.9 47.82 1128.6139 11 4.4 565.3167 2 29.11 10 1639 OB3608.raw 5.27E4 1 1 461 471 Deamidation (NQ)

K.EGALMLPHFNSK.A N 99.8 44.12 1342.6703 12 -0.5 672.3421 2 29.07 10 1636 OB3608.raw 9.42E3 1 1 440 451

I.FLAGDKDNVIDQIEK.Q N 99.8 42.30 1703.8729 15 -1.6 852.9424 2 30.21 10 1788 OB3608.raw 2.73E4 1 1 542 556

I.FLAGDKDNVIDQ(+.98)IEK.Q N 99.8 41.58 1704.8569 15 -4.2 853.4322 2 30.73 10 1857 OB3608.raw 1.72E3 1 1 542 556 Deamidation (NQ)

K.LFEVKPDK.K N 99.6 38.95 974.5436 8 -0.3 488.2790 2 24.37 10 1191 OB3608.raw 8.33E4 5 5 414 421

K.NPQ(+.98)LQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.6 38.46 2080.9368 17 -2.2 694.6513 3 32.50 10 2091 OB3608.raw 2.49E4 1 1 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IFLAGDKDN(+.98)VIDQIEK.Q N 99.6 38.30 1817.9410 16 3.5 606.9897 3 30.84 10 1871 OB3608.raw 3.88E5 1 1 541 556 Deamidation (NQ)

K.N(+.98)PQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.2 36.25 2080.9368 17 -2.8 694.6509 3 32.66 10 2112 OB3608.raw 3.83E4 2 2 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.AM(+15.99)VIVVVN(+.98)K.G N 99.2 36.06 988.5627 9 6.1 495.2917 2 26.20 10 1323 OB3608.raw 6.95E3 2 2 452 460 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LP(+15.99)HFNSK.A N 99.2 35.76 1374.6602 12 -1.8 459.2265 3 28.93 10 1617 OB3608.raw 5E4 1 1 440 451 Oxidation (M);
Hydroxylation Pro

F.LAGDKDNVIDQ(+.98)IEK.Q N 99.2 35.13 1557.7886 14 -3.2 779.8990 2 30.70 10 1853 OB3608.raw 7.34E3 2 2 543 556 Deamidation (NQ)

K.NP(+15.99)QLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.1 34.51 2094.9636 17 -0.8 699.3279 3 32.03 10 2028 OB3608.raw 6.55E4 3 3 423 439
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

G.DITNPINLR.E N 98.2 32.88 1054.5771 9 -1.6 528.2950 2 29.21 10 1653 OB3608.raw 4.27E3 1 1 393 401



K.EHVEELTK.H Y 98.2 32.67 983.4924 8 -2.8 492.7521 2 20.40 10 984 OB3608.raw 1.33E4 1 1 371 378

K.N(+.98)P(+15.99)QLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 97.8 30.68 2095.9475 17 -1.2 699.6556 3 32.31 10 2065 OB3608.raw 3.53E4 2 2 423 439

Deamidation (NQ);
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFN.S N 92.8 26.19 1143.5382 10 -1.7 572.7754 2 30.95 10 1887 OB3608.raw 1.43E4 1 1 440 449 Oxidation (M)

K.NP(+15.99)QLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 85.0 23.56 2095.9475 17 -0.9 1048.9801 2 32.31 10 2066 OB3608.raw 4.25E4 3 3 423 439

Hydroxylation Pro;
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

S.SENNEGVIVK.V Y 79.9 22.47 1087.5509 10 -0.2 544.7826 2 22.67 10 1094 OB3608.raw 4.64E3 1 1 358 367

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 79.5 22.29 2062.9736 17 -0.5 688.6648 3 32.53 10 2094 OB3608.raw 4.06E4 1 1 423 439 Oxidation (M);
Carbamidomethylation

K.KNPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 60.1 20.49 2208.0476 18 5.0 737.0268 3 30.58 10 1837 OB3608.raw 4.9E4 1 1 422 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.N(+.98)P(+15.99)QLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 59.0 19.86 2079.9526 17 -1.9 694.3235 3 33.13 10 2174 OB3608.raw 3.47E4 1 1 423 439

Deamidation (NQ);
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

total 46 peptides

Q6PSU3|Q6PSU3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:



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

Area
Sample

10
#Spec

#Spec
Sample

10
Start End PTM

K.NPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 88.73 2079.9526 17 0.0 1040.9836 2 32.16 10 2046 OB3608.raw 6.76E4 6 6 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 99.9 84.04 2062.9736 17 0.4 1032.4945 2 32.52 10 2093 OB3608.raw 5.32E4 1 1 415 431 Oxidation (M);
Carbamidomethylation

R.IFLAGDKDNVIDQIEK.Q N 99.9 80.55 1816.9570 16 -0.1 909.4857 2 30.34 10 1805 OB3608.raw 8.34E6 39 39 536 551

K.GTGNLELVAVR.K N 99.9 76.60 1127.6299 11 -0.5 564.8220 2 28.48 10 1556 OB3608.raw 1.44E6 11 11 453 463

K.N(+.98)PQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 73.89 2080.9368 17 -1.2 1041.4744 2 32.53 10 2095 OB3608.raw 1.35E4 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.AMVIVVVNK.G N 99.9 69.93 971.5837 9 -1.2 486.7986 2 28.00 10 1493 OB3608.raw 4.43E4 3 3 444 452

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 66.57 2078.9688 17 0.3 1040.4919 2 31.89 10 2010 OB3608.raw 8.2E5 11 11 415 431 Oxidation (M);
Carbamidomethylation

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 65.55 2079.9526 17 0.8 694.3254 3 31.98 10 2021 OB3608.raw 5.26E4 4 4 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFNSK.A N 99.9 65.39 1358.6653 12 -0.9 680.3393 2 28.70 10 1586 OB3608.raw 1.78E6 20 20 432 443 Oxidation (M)

K.DLAFPGSGEQVEK.L N 99.9 62.87 1375.6619 13 -0.6 688.8378 2 28.62 10 1575 OB3608.raw 4.49E5 12 12 555 567

K.AM(+15.99)VIVVVNK.G N 99.9 62.72 987.5787 9 -0.6 494.7963 2 25.50 10 1264 OB3608.raw 1.72E5 10 10 444 452 Oxidation (M)

L.AGDKDNVIDQIEK.Q N 99.9 57.45 1443.7205 13 -0.4 722.8672 2 30.22 10 1789 OB3608.raw 2.2E4 1 1 539 551

K.NPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIK.E N 99.9 54.38 2063.9578 17 -0.9 688.9926 3 32.91 10 2145 OB3608.raw 1.21E4 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 99.9 53.83 1817.9410 16 -0.6 606.9872 3 28.92 10 1616 OB3608.raw 1E5 3 3 536 551 Deamidation (NQ)

K.DLAFPGSGEQ(+.98)VEK.L N 99.9 52.86 1376.6459 13 -0.8 689.3297 2 28.97 10 1623 OB3608.raw 7.97E4 1 1 555 567 Deamidation (NQ)

K.EGALM(+15.99)LPHFN(+.98)SK.A N 99.9 51.20 1359.6493 12 3.9 680.8346 2 29.13 10 1642 OB3608.raw 2.16E5 3 3 432 443 Oxidation (M);
Deamidation (NQ)

K.KNPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 51.18 2208.0476 18 -0.5 737.0228 3 30.75 10 1859 OB3608.raw 4.9E4 1 1 414 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

F.LAGDKDNVIDQIEK.Q N 99.9 48.71 1556.8046 14 -1.6 779.4083 2 30.21 10 1787 OB3608.raw 5.76E4 4 4 538 551

K.GTGN(+.98)LELVAVR.K N 99.9 47.82 1128.6139 11 4.4 565.3167 2 29.11 10 1639 OB3608.raw 5.27E4 1 1 453 463 Deamidation (NQ)

K.EGALMLPHFNSK.A N 99.8 44.12 1342.6703 12 -0.5 672.3421 2 29.07 10 1636 OB3608.raw 9.42E3 1 1 432 443

I.FLAGDKDNVIDQIEK.Q N 99.8 42.30 1703.8729 15 -1.6 852.9424 2 30.21 10 1788 OB3608.raw 2.73E4 1 1 537 551

I.FLAGDKDNVIDQ(+.98)IEK.Q N 99.8 41.58 1704.8569 15 -4.2 853.4322 2 30.73 10 1857 OB3608.raw 1.72E3 1 1 537 551 Deamidation (NQ)

R.LFEVKPDK.K N 99.6 38.95 974.5436 8 -0.3 488.2790 2 24.37 10 1191 OB3608.raw 8.33E4 5 5 406 413

K.NPQ(+.98)LQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.6 38.46 2080.9368 17 -2.2 694.6513 3 32.50 10 2091 OB3608.raw 2.49E4 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IFLAGDKDN(+.98)VIDQIEK.Q N 99.6 38.30 1817.9410 16 3.5 606.9897 3 30.84 10 1871 OB3608.raw 3.88E5 1 1 536 551 Deamidation (NQ)

K.N(+.98)PQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.2 36.25 2080.9368 17 -2.8 694.6509 3 32.66 10 2112 OB3608.raw 3.83E4 2 2 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.AM(+15.99)VIVVVN(+.98)K.G N 99.2 36.06 988.5627 9 6.1 495.2917 2 26.20 10 1323 OB3608.raw 6.95E3 2 2 444 452 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LP(+15.99)HFNSK.A N 99.2 35.76 1374.6602 12 -1.8 459.2265 3 28.93 10 1617 OB3608.raw 5E4 1 1 432 443 Oxidation (M);
Hydroxylation Pro

F.LAGDKDNVIDQ(+.98)IEK.Q N 99.2 35.13 1557.7886 14 -3.2 779.8990 2 30.70 10 1853 OB3608.raw 7.34E3 2 2 538 551 Deamidation (NQ)

K.NP(+15.99)QLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.1 34.51 2094.9636 17 -0.8 699.3279 3 32.03 10 2028 OB3608.raw 6.55E4 3 3 415 431
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

E.DITNPINLR.D N 98.2 32.88 1054.5771 9 -1.6 528.2950 2 29.21 10 1653 OB3608.raw 4.27E3 1 1 385 393

K.GSEEEDITN(+.98)PINLR.D Y 97.9 31.32 1586.7423 14 -2.7 794.3763 2 29.40 10 1679 OB3608.raw 1.3E3 1 1 380 393 Deamidation (NQ)

K.N(+.98)P(+15.99)QLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 97.8 30.68 2095.9475 17 -1.2 699.6556 3 32.31 10 2065 OB3608.raw 3.53E4 2 2 415 431

Deamidation (NQ);
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFN.S N 92.8 26.19 1143.5382 10 -1.7 572.7754 2 30.95 10 1887 OB3608.raw 1.43E4 1 1 432 441 Oxidation (M)

K.NP(+15.99)QLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 85.0 23.56 2095.9475 17 -0.9 1048.9801 2 32.31 10 2066 OB3608.raw 4.25E4 3 3 415 431

Hydroxylation Pro;
Deamidation (NQ);



Oxidation (M);
Carbamidomethylation

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 79.5 22.29 2062.9736 17 -0.5 688.6648 3 32.53 10 2094 OB3608.raw 4.06E4 1 1 415 431 Oxidation (M);
Carbamidomethylation

K.KNPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 60.1 20.49 2208.0476 18 5.0 737.0268 3 30.58 10 1837 OB3608.raw 4.9E4 1 1 414 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.N(+.98)P(+15.99)QLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 59.0 19.86 2079.9526 17 -1.9 694.3235 3 33.13 10 2174 OB3608.raw 3.47E4 1 1 415 431

Deamidation (NQ);
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

total 38 peptides

B3IXL2|B3IXL2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

10
#Spec

#Spec
Sample

10
Start End PTM

K.NPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 88.73 2079.9526 17 0.0 1040.9836 2 32.16 10 2046 OB3608.raw 6.76E4 6 6 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 99.9 84.04 2062.9736 17 0.4 1032.4945 2 32.52 10 2093 OB3608.raw 5.32E4 1 1 415 431 Oxidation (M);
Carbamidomethylation

R.IFLAGDKDNVIDQIEK.Q N 99.9 80.55 1816.9570 16 -0.1 909.4857 2 30.34 10 1805 OB3608.raw 8.34E6 39 39 536 551



K.GTGNLELVAVR.K N 99.9 76.60 1127.6299 11 -0.5 564.8220 2 28.48 10 1556 OB3608.raw 1.44E6 11 11 453 463

K.N(+.98)PQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 73.89 2080.9368 17 -1.2 1041.4744 2 32.53 10 2095 OB3608.raw 1.35E4 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.AMVIVVVNK.G N 99.9 69.93 971.5837 9 -1.2 486.7986 2 28.00 10 1493 OB3608.raw 4.43E4 3 3 444 452

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 66.57 2078.9688 17 0.3 1040.4919 2 31.89 10 2010 OB3608.raw 8.2E5 11 11 415 431 Oxidation (M);
Carbamidomethylation

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 65.55 2079.9526 17 0.8 694.3254 3 31.98 10 2021 OB3608.raw 5.26E4 4 4 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFNSK.A N 99.9 65.39 1358.6653 12 -0.9 680.3393 2 28.70 10 1586 OB3608.raw 1.78E6 20 20 432 443 Oxidation (M)

K.DLAFPGSGEQVEK.L N 99.9 62.87 1375.6619 13 -0.6 688.8378 2 28.62 10 1575 OB3608.raw 4.49E5 12 12 555 567

K.AM(+15.99)VIVVVNK.G N 99.9 62.72 987.5787 9 -0.6 494.7963 2 25.50 10 1264 OB3608.raw 1.72E5 10 10 444 452 Oxidation (M)

L.AGDKDNVIDQIEK.Q N 99.9 57.45 1443.7205 13 -0.4 722.8672 2 30.22 10 1789 OB3608.raw 2.2E4 1 1 539 551

K.NPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIK.E N 99.9 54.38 2063.9578 17 -0.9 688.9926 3 32.91 10 2145 OB3608.raw 1.21E4 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 99.9 53.83 1817.9410 16 -0.6 606.9872 3 28.92 10 1616 OB3608.raw 1E5 3 3 536 551 Deamidation (NQ)

K.DLAFPGSGEQ(+.98)VEK.L N 99.9 52.86 1376.6459 13 -0.8 689.3297 2 28.97 10 1623 OB3608.raw 7.97E4 1 1 555 567 Deamidation (NQ)

K.EGALM(+15.99)LPHFN(+.98)SK.A N 99.9 51.20 1359.6493 12 3.9 680.8346 2 29.13 10 1642 OB3608.raw 2.16E5 3 3 432 443 Oxidation (M);
Deamidation (NQ)

K.KNPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 51.18 2208.0476 18 -0.5 737.0228 3 30.75 10 1859 OB3608.raw 4.9E4 1 1 414 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

F.LAGDKDNVIDQIEK.Q N 99.9 48.71 1556.8046 14 -1.6 779.4083 2 30.21 10 1787 OB3608.raw 5.76E4 4 4 538 551

K.GTGN(+.98)LELVAVR.K N 99.9 47.82 1128.6139 11 4.4 565.3167 2 29.11 10 1639 OB3608.raw 5.27E4 1 1 453 463 Deamidation (NQ)

K.EGALMLPHFNSK.A N 99.8 44.12 1342.6703 12 -0.5 672.3421 2 29.07 10 1636 OB3608.raw 9.42E3 1 1 432 443

I.FLAGDKDNVIDQIEK.Q N 99.8 42.30 1703.8729 15 -1.6 852.9424 2 30.21 10 1788 OB3608.raw 2.73E4 1 1 537 551

I.FLAGDKDNVIDQ(+.98)IEK.Q N 99.8 41.58 1704.8569 15 -4.2 853.4322 2 30.73 10 1857 OB3608.raw 1.72E3 1 1 537 551 Deamidation (NQ)

R.LFEVKPDK.K N 99.6 38.95 974.5436 8 -0.3 488.2790 2 24.37 10 1191 OB3608.raw 8.33E4 5 5 406 413

K.NPQ(+.98)LQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.6 38.46 2080.9368 17 -2.2 694.6513 3 32.50 10 2091 OB3608.raw 2.49E4 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IFLAGDKDN(+.98)VIDQIEK.Q N 99.6 38.30 1817.9410 16 3.5 606.9897 3 30.84 10 1871 OB3608.raw 3.88E5 1 1 536 551 Deamidation (NQ)

K.N(+.98)PQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.2 36.25 2080.9368 17 -2.8 694.6509 3 32.66 10 2112 OB3608.raw 3.83E4 2 2 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.AM(+15.99)VIVVVN(+.98)K.G N 99.2 36.06 988.5627 9 6.1 495.2917 2 26.20 10 1323 OB3608.raw 6.95E3 2 2 444 452 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LP(+15.99)HFNSK.A N 99.2 35.76 1374.6602 12 -1.8 459.2265 3 28.93 10 1617 OB3608.raw 5E4 1 1 432 443 Oxidation (M);
Hydroxylation Pro

F.LAGDKDNVIDQ(+.98)IEK.Q N 99.2 35.13 1557.7886 14 -3.2 779.8990 2 30.70 10 1853 OB3608.raw 7.34E3 2 2 538 551 Deamidation (NQ)

K.NP(+15.99)QLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.1 34.51 2094.9636 17 -0.8 699.3279 3 32.03 10 2028 OB3608.raw 6.55E4 3 3 415 431
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

E.DITNPINLR.D N 98.2 32.88 1054.5771 9 -1.6 528.2950 2 29.21 10 1653 OB3608.raw 4.27E3 1 1 385 393

K.GSEEEDITN(+.98)PINLR.D Y 97.9 31.32 1586.7423 14 -2.7 794.3763 2 29.40 10 1679 OB3608.raw 1.3E3 1 1 380 393 Deamidation (NQ)

K.N(+.98)P(+15.99)QLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 97.8 30.68 2095.9475 17 -1.2 699.6556 3 32.31 10 2065 OB3608.raw 3.53E4 2 2 415 431

Deamidation (NQ);
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFN.S N 92.8 26.19 1143.5382 10 -1.7 572.7754 2 30.95 10 1887 OB3608.raw 1.43E4 1 1 432 441 Oxidation (M)

K.NP(+15.99)QLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 85.0 23.56 2095.9475 17 -0.9 1048.9801 2 32.31 10 2066 OB3608.raw 4.25E4 3 3 415 431

Hydroxylation Pro;
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 79.5 22.29 2062.9736 17 -0.5 688.6648 3 32.53 10 2094 OB3608.raw 4.06E4 1 1 415 431 Oxidation (M);
Carbamidomethylation

K.KNPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 60.1 20.49 2208.0476 18 5.0 737.0268 3 30.58 10 1837 OB3608.raw 4.9E4 1 1 414 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.N(+.98)P(+15.99)QLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 59.0 19.86 2079.9526 17 -1.9 694.3235 3 33.13 10 2174 OB3608.raw 3.47E4 1 1 415 431

Deamidation (NQ);
Hydroxylation Pro;
Oxidation (M);



Carbamidomethylation

total 38 peptides

sp|P43237|ALL11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

10
#Spec

#Spec
Sample

10
Start End PTM

K.NPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 88.73 2079.9526 17 0.0 1040.9836 2 32.16 10 2046 OB3608.raw 6.76E4 6 6 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 99.9 84.04 2062.9736 17 0.4 1032.4945 2 32.52 10 2093 OB3608.raw 5.32E4 1 1 415 431 Oxidation (M);
Carbamidomethylation

R.IFLAGDKDNVIDQIEK.Q N 99.9 80.55 1816.9570 16 -0.1 909.4857 2 30.34 10 1805 OB3608.raw 8.34E6 39 39 536 551

K.GTGNLELVAVR.K N 99.9 76.60 1127.6299 11 -0.5 564.8220 2 28.48 10 1556 OB3608.raw 1.44E6 11 11 453 463

K.N(+.98)PQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 73.89 2080.9368 17 -1.2 1041.4744 2 32.53 10 2095 OB3608.raw 1.35E4 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.AMVIVVVNK.G N 99.9 69.93 971.5837 9 -1.2 486.7986 2 28.00 10 1493 OB3608.raw 4.43E4 3 3 444 452

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 66.57 2078.9688 17 0.3 1040.4919 2 31.89 10 2010 OB3608.raw 8.2E5 11 11 415 431 Oxidation (M);
Carbamidomethylation

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 65.55 2079.9526 17 0.8 694.3254 3 31.98 10 2021 OB3608.raw 5.26E4 4 4 415 431
Deamidation (NQ);
Oxidation (M);



Carbamidomethylation

K.EGALM(+15.99)LPHFNSK.A N 99.9 65.39 1358.6653 12 -0.9 680.3393 2 28.70 10 1586 OB3608.raw 1.78E6 20 20 432 443 Oxidation (M)

K.DLAFPGSGEQVEK.L N 99.9 62.87 1375.6619 13 -0.6 688.8378 2 28.62 10 1575 OB3608.raw 4.49E5 12 12 555 567

K.AM(+15.99)VIVVVNK.G N 99.9 62.72 987.5787 9 -0.6 494.7963 2 25.50 10 1264 OB3608.raw 1.72E5 10 10 444 452 Oxidation (M)

L.AGDKDNVIDQIEK.Q N 99.9 57.45 1443.7205 13 -0.4 722.8672 2 30.22 10 1789 OB3608.raw 2.2E4 1 1 539 551

K.NPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIK.E N 99.9 54.38 2063.9578 17 -0.9 688.9926 3 32.91 10 2145 OB3608.raw 1.21E4 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 99.9 53.83 1817.9410 16 -0.6 606.9872 3 28.92 10 1616 OB3608.raw 1E5 3 3 536 551 Deamidation (NQ)

K.DLAFPGSGEQ(+.98)VEK.L N 99.9 52.86 1376.6459 13 -0.8 689.3297 2 28.97 10 1623 OB3608.raw 7.97E4 1 1 555 567 Deamidation (NQ)

K.EGALM(+15.99)LPHFN(+.98)SK.A N 99.9 51.20 1359.6493 12 3.9 680.8346 2 29.13 10 1642 OB3608.raw 2.16E5 3 3 432 443 Oxidation (M);
Deamidation (NQ)

K.KNPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 51.18 2208.0476 18 -0.5 737.0228 3 30.75 10 1859 OB3608.raw 4.9E4 1 1 414 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

F.LAGDKDNVIDQIEK.Q N 99.9 48.71 1556.8046 14 -1.6 779.4083 2 30.21 10 1787 OB3608.raw 5.76E4 4 4 538 551

K.GTGN(+.98)LELVAVR.K N 99.9 47.82 1128.6139 11 4.4 565.3167 2 29.11 10 1639 OB3608.raw 5.27E4 1 1 453 463 Deamidation (NQ)

K.EGALMLPHFNSK.A N 99.8 44.12 1342.6703 12 -0.5 672.3421 2 29.07 10 1636 OB3608.raw 9.42E3 1 1 432 443

I.FLAGDKDNVIDQIEK.Q N 99.8 42.30 1703.8729 15 -1.6 852.9424 2 30.21 10 1788 OB3608.raw 2.73E4 1 1 537 551

I.FLAGDKDNVIDQ(+.98)IEK.Q N 99.8 41.58 1704.8569 15 -4.2 853.4322 2 30.73 10 1857 OB3608.raw 1.72E3 1 1 537 551 Deamidation (NQ)

R.LFEVKPDK.K N 99.6 38.95 974.5436 8 -0.3 488.2790 2 24.37 10 1191 OB3608.raw 8.33E4 5 5 406 413

K.NPQ(+.98)LQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.6 38.46 2080.9368 17 -2.2 694.6513 3 32.50 10 2091 OB3608.raw 2.49E4 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IFLAGDKDN(+.98)VIDQIEK.Q N 99.6 38.30 1817.9410 16 3.5 606.9897 3 30.84 10 1871 OB3608.raw 3.88E5 1 1 536 551 Deamidation (NQ)

K.N(+.98)PQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.2 36.25 2080.9368 17 -2.8 694.6509 3 32.66 10 2112 OB3608.raw 3.83E4 2 2 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.AM(+15.99)VIVVVN(+.98)K.G N 99.2 36.06 988.5627 9 6.1 495.2917 2 26.20 10 1323 OB3608.raw 6.95E3 2 2 444 452 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LP(+15.99)HFNSK.A N 99.2 35.76 1374.6602 12 -1.8 459.2265 3 28.93 10 1617 OB3608.raw 5E4 1 1 432 443 Oxidation (M);
Hydroxylation Pro

F.LAGDKDNVIDQ(+.98)IEK.Q N 99.2 35.13 1557.7886 14 -3.2 779.8990 2 30.70 10 1853 OB3608.raw 7.34E3 2 2 538 551 Deamidation (NQ)

K.NP(+15.99)QLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.1 34.51 2094.9636 17 -0.8 699.3279 3 32.03 10 2028 OB3608.raw 6.55E4 3 3 415 431
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

E.DITNPINLR.D N 98.2 32.88 1054.5771 9 -1.6 528.2950 2 29.21 10 1653 OB3608.raw 4.27E3 1 1 385 393

K.GSEEEDITN(+.98)PINLR.D Y 97.9 31.32 1586.7423 14 -2.7 794.3763 2 29.40 10 1679 OB3608.raw 1.3E3 1 1 380 393 Deamidation (NQ)

K.N(+.98)P(+15.99)QLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 97.8 30.68 2095.9475 17 -1.2 699.6556 3 32.31 10 2065 OB3608.raw 3.53E4 2 2 415 431

Deamidation (NQ);
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFN.S N 92.8 26.19 1143.5382 10 -1.7 572.7754 2 30.95 10 1887 OB3608.raw 1.43E4 1 1 432 441 Oxidation (M)

K.NP(+15.99)QLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 85.0 23.56 2095.9475 17 -0.9 1048.9801 2 32.31 10 2066 OB3608.raw 4.25E4 3 3 415 431

Hydroxylation Pro;
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 79.5 22.29 2062.9736 17 -0.5 688.6648 3 32.53 10 2094 OB3608.raw 4.06E4 1 1 415 431 Oxidation (M);
Carbamidomethylation

K.KNPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 60.1 20.49 2208.0476 18 5.0 737.0268 3 30.58 10 1837 OB3608.raw 4.9E4 1 1 414 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.N(+.98)P(+15.99)QLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 59.0 19.86 2079.9526 17 -1.9 694.3235 3 33.13 10 2174 OB3608.raw 3.47E4 1 1 415 431

Deamidation (NQ);
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

total 38 peptides

Q6PSU6|Q6PSU6_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
Sample

10
#Spec

#Spec
Sample

10
Start End PTM

K.NPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 88.73 2079.9526 17 0.0 1040.9836 2 32.16 10 2046 OB3608.raw 6.76E4 6 6 104 120
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 99.9 84.04 2062.9736 17 0.4 1032.4945 2 32.52 10 2093 OB3608.raw 5.32E4 1 1 104 120 Oxidation (M);
Carbamidomethylation

R.IFLAGDKDNVIDQIEK.Q N 99.9 80.55 1816.9570 16 -0.1 909.4857 2 30.34 10 1805 OB3608.raw 8.34E6 39 39 225 240

K.GTGNLELVAVR.K N 99.9 76.60 1127.6299 11 -0.5 564.8220 2 28.48 10 1556 OB3608.raw 1.44E6 11 11 142 152

K.N(+.98)PQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 73.89 2080.9368 17 -1.2 1041.4744 2 32.53 10 2095 OB3608.raw 1.35E4 1 1 104 120
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.AMVIVVVNK.G N 99.9 69.93 971.5837 9 -1.2 486.7986 2 28.00 10 1493 OB3608.raw 4.43E4 3 3 133 141

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 66.57 2078.9688 17 0.3 1040.4919 2 31.89 10 2010 OB3608.raw 8.2E5 11 11 104 120 Oxidation (M);
Carbamidomethylation

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 65.55 2079.9526 17 0.8 694.3254 3 31.98 10 2021 OB3608.raw 5.26E4 4 4 104 120
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFNSK.A N 99.9 65.39 1358.6653 12 -0.9 680.3393 2 28.70 10 1586 OB3608.raw 1.78E6 20 20 121 132 Oxidation (M)

K.DLAFPGSGEQVEK.L N 99.9 62.87 1375.6619 13 -0.6 688.8378 2 28.62 10 1575 OB3608.raw 4.49E5 12 12 244 256

K.AM(+15.99)VIVVVNK.G N 99.9 62.72 987.5787 9 -0.6 494.7963 2 25.50 10 1264 OB3608.raw 1.72E5 10 10 133 141 Oxidation (M)

L.AGDKDNVIDQIEK.Q N 99.9 57.45 1443.7205 13 -0.4 722.8672 2 30.22 10 1789 OB3608.raw 2.2E4 1 1 228 240

K.NPQLQ(+.98)DLDMM(+15.99)LTC(+57.02)VEIK.E N 99.9 54.38 2063.9578 17 -0.9 688.9926 3 32.91 10 2145 OB3608.raw 1.21E4 1 1 104 120
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IFLAGDKDNVIDQ(+.98)IEK.Q N 99.9 53.83 1817.9410 16 -0.6 606.9872 3 28.92 10 1616 OB3608.raw 1E5 3 3 225 240 Deamidation (NQ)

K.DLAFPGSGEQ(+.98)VEK.L N 99.9 52.86 1376.6459 13 -0.8 689.3297 2 28.97 10 1623 OB3608.raw 7.97E4 1 1 244 256 Deamidation (NQ)

K.EGALM(+15.99)LPHFN(+.98)SK.A N 99.9 51.20 1359.6493 12 3.9 680.8346 2 29.13 10 1642 OB3608.raw 2.16E5 3 3 121 132 Oxidation (M);
Deamidation (NQ)

K.KNPQ(+.98)LQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.9 51.18 2208.0476 18 -0.5 737.0228 3 30.75 10 1859 OB3608.raw 4.9E4 1 1 103 120
Deamidation (NQ);
Oxidation (M);



Carbamidomethylation

F.LAGDKDNVIDQIEK.Q N 99.9 48.71 1556.8046 14 -1.6 779.4083 2 30.21 10 1787 OB3608.raw 5.76E4 4 4 227 240

K.GTGN(+.98)LELVAVR.K N 99.9 47.82 1128.6139 11 4.4 565.3167 2 29.11 10 1639 OB3608.raw 5.27E4 1 1 142 152 Deamidation (NQ)

K.EGALMLPHFNSK.A N 99.8 44.12 1342.6703 12 -0.5 672.3421 2 29.07 10 1636 OB3608.raw 9.42E3 1 1 121 132

I.FLAGDKDNVIDQIEK.Q N 99.8 42.30 1703.8729 15 -1.6 852.9424 2 30.21 10 1788 OB3608.raw 2.73E4 1 1 226 240

I.FLAGDKDNVIDQ(+.98)IEK.Q N 99.8 41.58 1704.8569 15 -4.2 853.4322 2 30.73 10 1857 OB3608.raw 1.72E3 1 1 226 240 Deamidation (NQ)

R.LFEVKPDK.K N 99.6 38.95 974.5436 8 -0.3 488.2790 2 24.37 10 1191 OB3608.raw 8.33E4 5 5 95 102

K.NPQ(+.98)LQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.6 38.46 2080.9368 17 -2.2 694.6513 3 32.50 10 2091 OB3608.raw 2.49E4 1 1 104 120
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IFLAGDKDN(+.98)VIDQIEK.Q N 99.6 38.30 1817.9410 16 3.5 606.9897 3 30.84 10 1871 OB3608.raw 3.88E5 1 1 225 240 Deamidation (NQ)

K.N(+.98)PQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.2 36.25 2080.9368 17 -2.8 694.6509 3 32.66 10 2112 OB3608.raw 3.83E4 2 2 104 120
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.AM(+15.99)VIVVVN(+.98)K.G N 99.2 36.06 988.5627 9 6.1 495.2917 2 26.20 10 1323 OB3608.raw 6.95E3 2 2 133 141 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LP(+15.99)HFNSK.A N 99.2 35.76 1374.6602 12 -1.8 459.2265 3 28.93 10 1617 OB3608.raw 5E4 1 1 121 132 Oxidation (M);
Hydroxylation Pro

F.LAGDKDNVIDQ(+.98)IEK.Q N 99.2 35.13 1557.7886 14 -3.2 779.8990 2 30.70 10 1853 OB3608.raw 7.34E3 2 2 227 240 Deamidation (NQ)

K.NP(+15.99)QLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 99.1 34.51 2094.9636 17 -0.8 699.3279 3 32.03 10 2028 OB3608.raw 6.55E4 3 3 104 120
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

E.DITNPINLR.D N 98.2 32.88 1054.5771 9 -1.6 528.2950 2 29.21 10 1653 OB3608.raw 4.27E3 1 1 74 82

K.GSEEEDITN(+.98)PINLR.D Y 97.9 31.32 1586.7423 14 -2.7 794.3763 2 29.40 10 1679 OB3608.raw 1.3E3 1 1 69 82 Deamidation (NQ)

K.N(+.98)P(+15.99)QLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 97.8 30.68 2095.9475 17 -1.2 699.6556 3 32.31 10 2065 OB3608.raw 3.53E4 2 2 104 120

Deamidation (NQ);
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

K.EGALM(+15.99)LPHFN.S N 92.8 26.19 1143.5382 10 -1.7 572.7754 2 30.95 10 1887 OB3608.raw 1.43E4 1 1 121 130 Oxidation (M)

K.NP(+15.99)QLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 85.0 23.56 2095.9475 17 -0.9 1048.9801 2 32.31 10 2066 OB3608.raw 4.25E4 3 3 104 120

Hydroxylation Pro;
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQDLDM(+15.99)MLTC(+57.02)VEIK.E N 79.5 22.29 2062.9736 17 -0.5 688.6648 3 32.53 10 2094 OB3608.raw 4.06E4 1 1 104 120 Oxidation (M);
Carbamidomethylation

K.KNPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 60.1 20.49 2208.0476 18 5.0 737.0268 3 30.58 10 1837 OB3608.raw 4.9E4 1 1 103 120
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.N(+.98)P(+15.99)QLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 59.0 19.86 2079.9526 17 -1.9 694.3235 3 33.13 10 2174 OB3608.raw 3.47E4 1 1 104 120

Deamidation (NQ);
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

total 38 peptides

Q9FZ11|Q9FZ11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 10 #Spec #Spec
Sample 10 Start End PTM

R.GENESEEEGAIVTVK.G Y 99.9 60.12 1589.7421 15 0.5 795.8787 2 26.28 10 1332 OB3608.raw 1.96E4 5 5 287 301

R.WLGLSAEYGNLYR.N N 99.9 55.63 1540.7673 13 0.9 771.3917 2 32.45 10 2084 OB3608.raw 4.44E4 2 2 388 400

R.RPFYSNAPQEIFIQQGR.G N 99.9 51.79 2050.0383 17 -0.6 684.3530 3 29.76 10 1727 OB3608.raw 3.25E4 3 3 83 99

K.TANDLNLLILR.W N 99.9 51.75 1254.7296 11 -1.8 628.3710 2 32.57 10 2100 OB3608.raw 3.1E4 2 2 377 387

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 48.55 2540.2910 23 0.1 847.7711 3 30.77 10 1863 OB3608.raw 1.07E5 3 3 435 457

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.8 41.38 1534.6470 12 -0.3 768.3306 2 24.65 10 1209 OB3608.raw 9.87E3 4 4 26 37 Deamidation (NQ);
Carbamidomethylation

R.NALFVPHYNTNAHSIIYALR.G N 99.6 40.03 2313.2019 20 -3.6 772.0718 3 30.41 10 1815 OB3608.raw 2.31E5 7 7 401 420

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.6 39.26 1535.6311 12 -1.2 768.8219 2 25.38 10 1257 OB3608.raw 1.02E4 2 2 26 37 Deamidation (NQ);
Carbamidomethylation

R.SPDIYNPQAGSLK.T N 99.6 39.03 1388.6936 13 0.0 695.3541 2 27.03 10 1400 OB3608.raw 6.09E3 1 1 364 376

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.2 35.78 1535.6311 12 3.2 768.8253 2 24.62 10 1207 OB3608.raw 1.02E4 2 2 26 37 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.1 34.02 1534.6470 12 0.4 768.3311 2 24.25 10 1183 OB3608.raw 9.87E3 2 2 26 37 Carbamidomethylation;
Deamidation (NQ)

R.SLPYSP(+15.99)YSP(+15.99)QSQPR.Q N 98.2 32.86 1637.7684 14 -1.6 819.8902 2 25.90 10 1291 OB3608.raw 3.02E3 1 1 219 232 Hydroxylation Pro

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 97.9 31.00 1535.6311 12 -1.2 768.8219 2 24.92 10 1227 OB3608.raw 1.02E4 2 2 26 37 Deamidation (NQ);
Carbamidomethylation

R.QIVQNLRGENESEEEGAIVTVK.G Y 97.8 30.65 2441.2397 22 0.1 814.7540 3 27.57 10 1450 OB3608.raw 1.31E4 1 1 280 301

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 97.8 30.41 2473.1372 22 -1.5 825.3851 3 34.06 10 2296 OB3608.raw 6.09E3 1 1 100 121 Carbamidomethylation

R.FNLAGNHEQEFLR.Y N 95.8 28.25 1573.7637 13 -0.4 525.5950 3 28.90 10 1614 OB3608.raw 1.9E4 3 3 198 210

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 93.2 26.76 1535.6311 12 -5.0 768.8190 2 24.67 10 1211 OB3608.raw 0 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 93.1 26.59 1536.6151 12 -4.8 769.3112 2 25.72 10 1279 OB3608.raw 1.81E3 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 92.8 26.18 1533.6630 12 0.9 767.8395 2 23.84 10 1155 OB3608.raw 1.97E3 1 1 26 37 Carbamidomethylation

R.SLPYSP(+15.99)YSP(+15.99)QSQ(+.98)PR.Q N 92.8 26.15 1638.7524 14 -3.3 820.3808 2 26.12 10 1315 OB3608.raw 3.73E3 1 1 219 232 Hydroxylation Pro;
Deamidation (NQ)

R.LNAQRPDNR.L N 91.0 25.71 1082.5581 9 -0.5 361.8598 3 18.07 10 832 OB3608.raw 5.89E3 1 1 38 46

total 21 peptides

A1DZF0|A1DZF0_ARAHY back to list



| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 10 #Spec #Spec
Sample 10 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 55.63 1540.7673 13 0.9 771.3917 2 32.45 10 2084 OB3608.raw 4.44E4 2 2 388 400

K.TANELNLLILR.W N 99.9 53.02 1268.7452 11 -0.3 635.3797 2 33.08 10 2167 OB3608.raw 2.74E4 2 2 377 387

R.RPFYSNAPQEIFIQQGR.G N 99.9 51.79 2050.0383 17 -0.6 684.3530 3 29.76 10 1727 OB3608.raw 3.25E4 3 3 82 98

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 48.55 2540.2910 23 0.1 847.7711 3 30.77 10 1863 OB3608.raw 1.07E5 3 3 435 457

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.8 41.38 1534.6470 12 -0.3 768.3306 2 24.65 10 1209 OB3608.raw 9.87E3 4 4 25 36 Deamidation (NQ);
Carbamidomethylation

R.NALFVPHYNTNAHSIIYALR.G N 99.6 40.03 2313.2019 20 -3.6 772.0718 3 30.41 10 1815 OB3608.raw 2.31E5 7 7 401 420

K.SQSENFEYVAFK.T N 99.6 39.51 1447.6619 12 0.7 724.8387 2 29.91 10 1748 OB3608.raw 3.23E3 1 1 458 469

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.6 39.26 1535.6311 12 -1.2 768.8219 2 25.38 10 1257 OB3608.raw 1.02E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.SPDIYNPQAGSLK.T N 99.6 39.03 1388.6936 13 0.0 695.3541 2 27.03 10 1400 OB3608.raw 6.09E3 1 1 364 376

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.2 35.78 1535.6311 12 3.2 768.8253 2 24.62 10 1207 OB3608.raw 1.02E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.1 34.02 1534.6470 12 0.4 768.3311 2 24.25 10 1183 OB3608.raw 9.87E3 2 2 25 36 Carbamidomethylation;
Deamidation (NQ)

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 97.9 31.00 1535.6311 12 -1.2 768.8219 2 24.92 10 1227 OB3608.raw 1.02E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 97.8 30.41 2473.1372 22 -1.5 825.3851 3 34.06 10 2296 OB3608.raw 6.09E3 1 1 99 120 Carbamidomethylation

R.FNLAGNHEQEFLR.Y N 95.8 28.25 1573.7637 13 -0.4 525.5950 3 28.90 10 1614 OB3608.raw 1.9E4 3 3 196 208

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 93.2 26.76 1535.6311 12 -5.0 768.8190 2 24.67 10 1211 OB3608.raw 0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 93.1 26.59 1536.6151 12 -4.8 769.3112 2 25.72 10 1279 OB3608.raw 1.81E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 92.8 26.18 1533.6630 12 0.9 767.8395 2 23.84 10 1155 OB3608.raw 1.97E3 1 1 25 36 Carbamidomethylation

R.LNAQRPDNR.I N 91.0 25.71 1082.5581 9 -0.5 361.8598 3 18.07 10 832 OB3608.raw 5.89E3 1 1 37 45

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E Y 90.7 25.69 3544.7434 33 -0.4 1182.5879 3 35.00 10 2413 OB3608.raw 3.91E3 1 1 470 502

total 19 peptides

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 10 #Spec #Spec
Sample 10 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 55.63 1540.7673 13 0.9 771.3917 2 32.45 10 2084 OB3608.raw 4.44E4 2 2 396 408

R.RPFYSNAPQEIFIQQGR.G N 99.9 51.79 2050.0383 17 -0.6 684.3530 3 29.76 10 1727 OB3608.raw 3.25E4 3 3 82 98

K.TANDLNLLILR.W N 99.9 51.75 1254.7296 11 -1.8 628.3710 2 32.57 10 2100 OB3608.raw 3.1E4 2 2 385 395

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 48.55 2540.2910 23 0.1 847.7711 3 30.77 10 1863 OB3608.raw 1.07E5 3 3 443 465

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.8 41.38 1534.6470 12 -0.3 768.3306 2 24.65 10 1209 OB3608.raw 9.87E3 4 4 25 36 Deamidation (NQ);
Carbamidomethylation

R.NALFVPHYNTNAHSIIYALR.G N 99.6 40.03 2313.2019 20 -3.6 772.0718 3 30.41 10 1815 OB3608.raw 2.31E5 7 7 409 428

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.6 39.26 1535.6311 12 -1.2 768.8219 2 25.38 10 1257 OB3608.raw 1.02E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.SPDIYNPQAGSLK.T N 99.6 39.03 1388.6936 13 0.0 695.3541 2 27.03 10 1400 OB3608.raw 6.09E3 1 1 372 384

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.2 35.78 1535.6311 12 3.2 768.8253 2 24.62 10 1207 OB3608.raw 1.02E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.1 34.02 1534.6470 12 0.4 768.3311 2 24.25 10 1183 OB3608.raw 9.87E3 2 2 25 36 Carbamidomethylation;
Deamidation (NQ)

R.SLPYSP(+15.99)YSP(+15.99)QSQPR.Q N 98.2 32.86 1637.7684 14 -1.6 819.8902 2 25.90 10 1291 OB3608.raw 3.02E3 1 1 218 231 Hydroxylation Pro

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 97.9 31.00 1535.6311 12 -1.2 768.8219 2 24.92 10 1227 OB3608.raw 1.02E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 97.8 30.41 2473.1372 22 -1.5 825.3851 3 34.06 10 2296 OB3608.raw 6.09E3 1 1 99 120 Carbamidomethylation

K.TDSRPSIANLAGENSIIDNLPEEVVANSYGLPR.E Y 96.9 29.23 3510.7590 33 0.0 1171.2603 3 34.74 10 2384 OB3608.raw 6.76E3 1 1 478 510

R.FNLAGNHEQEFLR.Y N 95.8 28.25 1573.7637 13 -0.4 525.5950 3 28.90 10 1614 OB3608.raw 1.9E4 3 3 197 209

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 93.2 26.76 1535.6311 12 -5.0 768.8190 2 24.67 10 1211 OB3608.raw 0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 93.1 26.59 1536.6151 12 -4.8 769.3112 2 25.72 10 1279 OB3608.raw 1.81E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 92.8 26.18 1533.6630 12 0.9 767.8395 2 23.84 10 1155 OB3608.raw 1.97E3 1 1 25 36 Carbamidomethylation

R.SLPYSP(+15.99)YSP(+15.99)QSQ(+.98)PR.Q N 92.8 26.15 1638.7524 14 -3.3 820.3808 2 26.12 10 1315 OB3608.raw 3.73E3 1 1 218 231 Hydroxylation Pro;
Deamidation (NQ)

R.LNAQRPDNR.L N 91.0 25.71 1082.5581 9 -0.5 361.8598 3 18.07 10 832 OB3608.raw 5.89E3 1 1 37 45

total 20 peptides

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |



Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 10 #Spec #Spec Sample 10 Start End PTM

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 97.9 31.83 2554.3066 23 -1.1 852.4419 3 31.08 10 1904 OB3608.raw 5.04E4 2 2 415 437

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 97.9 31.14 3243.6006 30 0.2 1082.2076 3 33.94 10 2282 OB3608.raw 1.4E4 1 1 450 479

R.LNAQRPDNR.I N 91.0 25.71 1082.5581 9 -0.5 361.8598 3 18.07 10 832 OB3608.raw 5.89E3 1 1 35 43

total 3 peptides

Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 10 #Spec #Spec Sample 10 Start End PTM

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 97.9 31.83 2554.3066 23 -1.1 852.4419 3 31.08 10 1904 OB3608.raw 5.04E4 2 2 417 439

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 97.9 31.14 3243.6006 30 0.2 1082.2076 3 33.94 10 2282 OB3608.raw 1.4E4 1 1 452 481

R.LNAQRPDNR.I N 91.0 25.71 1082.5581 9 -0.5 361.8598 3 18.07 10 832 OB3608.raw 5.89E3 1 1 37 45

total 3 peptides

Peptide List

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_95%20spot9/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 9 from 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2760
# of MS/MS scans 4143

Table 2. Result filtration parameters.
Peptide -10lgP ≥22
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 402
Peptide sequences 143
Protein groups 6
Proteins 10
Proteins (#Unique Peptides) 8 (>2); 2 (=2); 0 (=1);
FDR (Peptide-Spectrum Matches) 0.2%
FDR (Peptide Sequences) 0.7%
FDR (Protein) 5.3%
De Novo Only Spectra 50

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

Deamidation .98 NQ 58 74.84 2.87E6 29.85

Oxidation 15.99 M 53 61.78 4.87E4 1000.00

Carbamidomethyl 57.02 C 30 66.60 2.66E5 1000.00

HydPro 15.99 P 3 38.38 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 17 136 7 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99

Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3615.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

Protein List

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

Protein Protein Score Coverage Coverage (%) Area #Spec Avg.



Group ID Accession (%) -10lgP (%) Sample 17 Sample 17 #Peptides #Unique Sample 17 PTM Mass Description

1 41 Q6IWG5|Q6IWG5_ARAHY 99.1 253.41 31 31 1.09E7 24 4 155 Y 58061 Glycinin (Fragment) OS=Arachis hypogaea PE=2 SV=1

1 42 Q0GM57|Q0GM57_ARAHY 99.1 253.41 31 31 1.09E7 24 4 155 Y 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 SV=1

4 15 Q647H3|Q647H3_ARAHY 99.1 192.61 26 26 5.77E5 14 2 48 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=2 SV=1

6 7 Q647H4|Q647H4_ARAHY 99.2 188.29 31 31 6.33E4 12 3 39 Y 61506 Arachin Ahy-1 OS=Arachis hypogaea PE=2 SV=1

6 12 Q6T2T4|Q6T2T4_ARAHY 99.2 188.29 31 31 6.33E4 12 3 39 Y 61499 Storage protein OS=Arachis hypogaea PE=2 SV=1

13 59 Q647H1|Q647H1_ARAHY 99.1 139.13 11 11 1.76E5 5 5 11 Y 75933 Conarachin OS=Arachis hypogaea PE=2 SV=1

12 27 Q6PSU4|Q6PSU4_ARAHY 98.2 95.52 12 12 6.13E4 3 3 5 Y 48095 Conarachin (Fragment) OS=Arachis hypogaea PE=2 SV=1

12 18 N1NG13|N1NG13_ARAHY 98.2 95.52 8 8 6.13E4 3 3 5 Y 71345 Seed storage protein Ara h1 OS=Arachis hypogaea GN=ARAX_
AHF417E07-017 PE=4 SV=1

12 20 sp|P43238|ALL12_ARAHY 98.2 95.52 8 8 6.13E4 3 3 5 Y 71345 Allergen Ara h 1, clone P41B OS=Arachis hypogaea PE=1 SV=1

16 92 sp|Q647H2|AHY3_ARAHY 88.2 72.23 5 5 5.45E4 2 2 3 N 54569 Arachin Ahy-3 OS=Arachis hypogaea PE=1 SV=1

total 10 proteins

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

17
#Spec

#Spec
Sample

17
Start End PTM

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 87.90 3243.6006 30 1.2 1082.2087 3 34.06 17 2322 OB3615.raw 7.74E6 23 23 450 479

R.SSNPDIYNPQAGSLR.S N 99.9 78.83 1617.7747 15 0.4 809.8950 2 27.13 17 1408 OB3615.raw 4.75E5 5 5 342 356

K.AQSENYEYLAFK.T N 99.9 77.49 1461.6776 12 0.2 731.8463 2 29.95 17 1776 OB3615.raw 3.72E5 5 5 438 449

K.TDSRPSIANLAGEN(+.98)SIIDNLPEEVVANSYR.L Y 99.9 74.84 3244.5847 30 3.2 1082.5389 3 34.42 17 2370 OB3615.raw 2.87E6 2 2 450 479 Deamidation (NQ)



K.AQ(+.98)SENYEYLAFK.T N 99.9 69.30 1462.6616 12 -1.0 732.3373 2 29.70 17 1741 OB3615.raw 5.92E4 3 3 438 449 Deamidation (NQ)

N.GIEETIC(+57.02)SASVK.K N 99.9 66.60 1292.6282 12 0.0 647.3214 2 27.62 17 1466 OB3615.raw 3.35E5 12 12 325 336 Carbamidomethylation

R.SSNPDIYNPQ(+.98)AGSLR.S N 99.9 65.41 1618.7587 15 -0.7 810.3860 2 27.57 17 1460 OB3615.raw 2.05E5 5 5 342 356 Deamidation (NQ)

R.PSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 65.40 2784.3928 26 0.4 929.1386 3 35.02 17 2452 OB3615.raw 1.04E5 3 3 454 479

R.VYDEELQEGHVLVVPQNFAVAAK.A N 99.9 64.68 2554.3066 23 1.3 1278.1622 2 31.09 17 1927 OB3615.raw 6.26E6 15 15 415 437

K.TDSRPSIANLAGENSIIDNLPEEVVAN(+.98)SYR.L Y 99.9 64.48 3244.5847 30 2.7 1082.5385 3 33.21 17 2208 OB3615.raw 4.15E4 2 2 450 479 Deamidation (NQ)

R.NAM(+15.99)FVPHYTLNAHTIVVALN(+.98)GR.A N 99.9 59.41 2454.2478 22 1.8 819.0913 3 31.09 17 1928 OB3615.raw 4.42E5 8 8 381 402 Oxidation (M);
Deamidation (NQ)

R.SSNPDIYN(+.98)PQ(+.98)AGSLR.S N 99.9 57.86 1619.7427 15 -1.6 810.8773 2 28.09 17 1525 OB3615.raw 2.23E4 3 3 342 356 Deamidation (NQ)

K.TDSRPSIAN(+.98)LAGENSIIDN.L N 99.9 57.03 1986.9493 19 0.5 994.4824 2 30.78 17 1887 OB3615.raw 2.84E4 1 1 450 468 Deamidation (NQ)

R.NAM(+15.99)FVPHYTLNAHTIVVALNGR.A N 99.9 51.07 2453.2637 22 -0.3 818.7616 3 31.40 17 1968 OB3615.raw 7.94E5 4 4 381 402 Oxidation (M)

R.SSNPDIYN(+.98)PQAGSLR.S N 99.9 48.35 1618.7587 15 -3.2 810.3840 2 28.37 17 1562 OB3615.raw 5.13E4 1 1 342 356 Deamidation (NQ)

R.SSN(+.98)PDIYNPQAGSLR.S N 99.9 47.90 1618.7587 15 6.2 810.3916 2 27.38 17 1437 OB3615.raw 1.49E5 1 1 342 356 Deamidation (NQ)

K.NNNPFK.F N 99.9 47.24 732.3555 6 0.9 367.1853 2 21.83 17 1083 OB3615.raw 1.74E4 2 2 490 495

R.NAM(+15.99)FVPHYTLN(+.98)AHTIVVALNGR.A N 99.9 47.02 2454.2478 22 1.1 819.0908 3 31.99 17 2046 OB3615.raw 1.27E5 6 6 381 402 Oxidation (M);
Deamidation (NQ)

K.TDSRPSIANLAGENSIIDN(+.98)LPEEVVANSYR.L Y 99.9 46.73 3244.5847 30 1.0 1082.5366 3 37.06 17 2720 OB3615.raw 5.59E4 1 1 450 479 Deamidation (NQ)

H.TIVVALN(+.98)GR.A N 99.9 46.65 942.5498 9 -0.8 472.2818 2 27.63 17 1468 OB3615.raw 3.65E4 3 3 394 402 Deamidation (NQ)

R.VYDEELQEGHVLVVPQN(+.98)FAVAAK.A N 99.8 45.68 2555.2908 23 -8.4 1278.6420 2 31.32 17 1957 OB3615.raw 0 1 1 415 437 Deamidation (NQ)

S.IANLAGENSIIDNLPEEVVANSYR.L Y 99.8 45.52 2600.3081 24 0.9 867.7775 3 34.40 17 2368 OB3615.raw 2.52E4 2 2 456 479

R.SVNELDLPILGWLGLSAQHGTIYR.N N 99.8 44.71 2651.4070 24 -0.5 884.8092 3 37.31 17 2742 OB3615.raw 2.48E5 6 6 357 380

K.TDSRPSIANLAGENSIID.N N 99.8 44.39 1871.9225 18 -0.2 936.9683 2 30.74 17 1881 OB3615.raw 4.51E4 1 1 450 467

H.VLVVPQNFAVAAK.A N 99.7 42.38 1354.7972 13 1.2 678.4067 2 30.24 17 1815 OB3615.raw 9.6E3 1 1 425 437

R.N(+.98)AM(+15.99)FVPHYTLN(+.98)AHTIVVALNGR.A N 99.7 42.06 2455.2317 22 5.6 614.8187 4 32.32 17 2089 OB3615.raw 4.56E4 1 1 381 402 Deamidation (NQ);
Oxidation (M)

H.YTLNAHTIVVALN(+.98)GR.A N 99.7 40.46 1641.8838 15 -1.5 548.3010 3 30.14 17 1801 OB3615.raw 4.56E4 2 2 388 402 Deamidation (NQ)

H.YTLNAHTIVVALNGR.A N 99.7 39.83 1640.8998 15 -1.4 547.9731 3 31.02 17 1918 OB3615.raw 3.38E4 2 2 388 402

H.TIVVALNGR.A N 99.6 38.78 941.5658 9 -1.8 471.7893 2 27.08 17 1402 OB3615.raw 1.27E4 1 1 394 402

Y.TLNAHTIVVALNGR.A N 99.6 38.64 1477.8365 14 -1.8 493.6186 3 29.63 17 1731 OB3615.raw 6.38E3 1 1 389 402

R.N(+.98)AM(+15.99)FVPHYTLNAHTIVVALNGR.A N 99.6 38.54 2454.2478 22 -1.2 819.0889 3 32.18 17 2070 OB3615.raw 7.78E4 2 2 381 402 Deamidation (NQ);
Oxidation (M)

K.FFVPPFDHQSM(+15.99)R.E N 99.6 38.30 1522.7026 12 -1.1 508.5742 3 29.65 17 1734 OB3615.raw 1.72E5 5 5 496 507 Oxidation (M)

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 99.6 37.89 2837.4043 27 0.6 946.8093 3 33.97 17 2310 OB3615.raw 1.15E5 2 2 450 476

K.TDSRPSIANLAGEN(+.98).S N 99.5 36.81 1444.6793 14 -1.6 723.3458 2 27.99 17 1514 OB3615.raw 7.72E3 1 1 450 463 Deamidation (NQ)

K.TDSRPSIANLAGEN.S N 99.5 36.25 1443.6953 14 -0.2 722.8548 2 27.55 17 1458 OB3615.raw 1.26E4 3 3 450 463

Y.TLNAHTIVVALN(+.98)GR.A N 99.4 36.16 1478.8206 14 -0.2 493.9474 3 28.87 17 1629 OB3615.raw 3.51E3 2 2 389 402 Deamidation (NQ)

R.N(+.98)AM(+15.99)FVP(+15.99)HYTLN(+.98)AHTIVVALNGR.A N 99.0 34.36 2471.2268 22 -2.0 824.7479 3 32.61 17 2128 OB3615.raw 4.13E4 1 1 381 402
Deamidation (NQ);
Oxidation (M);
Hydroxylation Pro

N.LAGENSIIDNLPEEVVANSYR.L Y 98.7 33.44 2302.1440 21 -1.3 768.3876 3 33.62 17 2263 OB3615.raw 4.28E4 2 2 459 479

R.NAM(+15.99)FVPHYTLNAH.T N 98.2 32.98 1529.7085 13 -0.6 510.9098 3 27.45 17 1445 OB3615.raw 8.09E4 5 5 381 393 Oxidation (M)

N.SIIDNLPEEVVANSYR.L N 96.1 30.36 1817.9159 16 -1.6 606.9783 3 32.91 17 2168 OB3615.raw 2.11E4 2 2 464 479

R.SVNELDLPILGWLGLSAQ(+.98)HGTIYR.N N 94.5 26.79 2652.3911 24 1.0 885.1385 3 36.88 17 2698 OB3615.raw 1.52E4 1 1 357 380 Deamidation (NQ)

K.FFVPPFDHQSM(+15.99)RE.V N 88.6 25.62 1651.7452 13 -0.2 551.5889 3 29.52 17 1716 OB3615.raw 7.16E5 4 4 496 508 Oxidation (M)

R.N(+.98)AM(+15.99)FVP(+15.99)HYTLN(+.98)AHTIVVALN(+.98)GR.A N 86.5 23.07 2472.2107 22 6.2 825.0826 3 31.97 17 2044 OB3615.raw 1.03E4 1 1 381 402
Deamidation (NQ);
Oxidation (M);
Hydroxylation Pro

R.VYDEELQEGHVLVVPQNF.A N 83.6 22.54 2114.0320 18 -0.8 1058.0225 2 32.37 17 2097 OB3615.raw 1.59E4 1 1 415 432

total 44 peptides

Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
Sample

17
#Spec

#Spec
Sample

17
Start End PTM

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 87.90 3243.6006 30 1.2 1082.2087 3 34.06 17 2322 OB3615.raw 7.74E6 23 23 452 481

R.SSNPDIYNPQAGSLR.S N 99.9 78.83 1617.7747 15 0.4 809.8950 2 27.13 17 1408 OB3615.raw 4.75E5 5 5 344 358

K.AQSENYEYLAFK.T N 99.9 77.49 1461.6776 12 0.2 731.8463 2 29.95 17 1776 OB3615.raw 3.72E5 5 5 440 451

K.TDSRPSIANLAGEN(+.98)SIIDNLPEEVVANSYR.L Y 99.9 74.84 3244.5847 30 3.2 1082.5389 3 34.42 17 2370 OB3615.raw 2.87E6 2 2 452 481 Deamidation (NQ)

K.AQ(+.98)SENYEYLAFK.T N 99.9 69.30 1462.6616 12 -1.0 732.3373 2 29.70 17 1741 OB3615.raw 5.92E4 3 3 440 451 Deamidation (NQ)

N.GIEETIC(+57.02)SASVK.K N 99.9 66.60 1292.6282 12 0.0 647.3214 2 27.62 17 1466 OB3615.raw 3.35E5 12 12 327 338 Carbamidomethylation

R.SSNPDIYNPQ(+.98)AGSLR.S N 99.9 65.41 1618.7587 15 -0.7 810.3860 2 27.57 17 1460 OB3615.raw 2.05E5 5 5 344 358 Deamidation (NQ)

R.PSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 65.40 2784.3928 26 0.4 929.1386 3 35.02 17 2452 OB3615.raw 1.04E5 3 3 456 481

R.VYDEELQEGHVLVVPQNFAVAAK.A N 99.9 64.68 2554.3066 23 1.3 1278.1622 2 31.09 17 1927 OB3615.raw 6.26E6 15 15 417 439

K.TDSRPSIANLAGENSIIDNLPEEVVAN(+.98)SYR.L Y 99.9 64.48 3244.5847 30 2.7 1082.5385 3 33.21 17 2208 OB3615.raw 4.15E4 2 2 452 481 Deamidation (NQ)

R.NAM(+15.99)FVPHYTLNAHTIVVALN(+.98)GR.A N 99.9 59.41 2454.2478 22 1.8 819.0913 3 31.09 17 1928 OB3615.raw 4.42E5 8 8 383 404 Oxidation (M);
Deamidation (NQ)

R.SSNPDIYN(+.98)PQ(+.98)AGSLR.S N 99.9 57.86 1619.7427 15 -1.6 810.8773 2 28.09 17 1525 OB3615.raw 2.23E4 3 3 344 358 Deamidation (NQ)

K.TDSRPSIAN(+.98)LAGENSIIDN.L N 99.9 57.03 1986.9493 19 0.5 994.4824 2 30.78 17 1887 OB3615.raw 2.84E4 1 1 452 470 Deamidation (NQ)

R.NAM(+15.99)FVPHYTLNAHTIVVALNGR.A N 99.9 51.07 2453.2637 22 -0.3 818.7616 3 31.40 17 1968 OB3615.raw 7.94E5 4 4 383 404 Oxidation (M)

R.SSNPDIYN(+.98)PQAGSLR.S N 99.9 48.35 1618.7587 15 -3.2 810.3840 2 28.37 17 1562 OB3615.raw 5.13E4 1 1 344 358 Deamidation (NQ)



R.SSN(+.98)PDIYNPQAGSLR.S N 99.9 47.90 1618.7587 15 6.2 810.3916 2 27.38 17 1437 OB3615.raw 1.49E5 1 1 344 358 Deamidation (NQ)

K.NNNPFK.F N 99.9 47.24 732.3555 6 0.9 367.1853 2 21.83 17 1083 OB3615.raw 1.74E4 2 2 492 497

R.NAM(+15.99)FVPHYTLN(+.98)AHTIVVALNGR.A N 99.9 47.02 2454.2478 22 1.1 819.0908 3 31.99 17 2046 OB3615.raw 1.27E5 6 6 383 404 Oxidation (M);
Deamidation (NQ)

K.TDSRPSIANLAGENSIIDN(+.98)LPEEVVANSYR.L Y 99.9 46.73 3244.5847 30 1.0 1082.5366 3 37.06 17 2720 OB3615.raw 5.59E4 1 1 452 481 Deamidation (NQ)

H.TIVVALN(+.98)GR.A N 99.9 46.65 942.5498 9 -0.8 472.2818 2 27.63 17 1468 OB3615.raw 3.65E4 3 3 396 404 Deamidation (NQ)

R.VYDEELQEGHVLVVPQN(+.98)FAVAAK.A N 99.8 45.68 2555.2908 23 -8.4 1278.6420 2 31.32 17 1957 OB3615.raw 0 1 1 417 439 Deamidation (NQ)

S.IANLAGENSIIDNLPEEVVANSYR.L Y 99.8 45.52 2600.3081 24 0.9 867.7775 3 34.40 17 2368 OB3615.raw 2.52E4 2 2 458 481

R.SVNELDLPILGWLGLSAQHGTIYR.N N 99.8 44.71 2651.4070 24 -0.5 884.8092 3 37.31 17 2742 OB3615.raw 2.48E5 6 6 359 382

K.TDSRPSIANLAGENSIID.N N 99.8 44.39 1871.9225 18 -0.2 936.9683 2 30.74 17 1881 OB3615.raw 4.51E4 1 1 452 469

H.VLVVPQNFAVAAK.A N 99.7 42.38 1354.7972 13 1.2 678.4067 2 30.24 17 1815 OB3615.raw 9.6E3 1 1 427 439

R.N(+.98)AM(+15.99)FVPHYTLN(+.98)AHTIVVALNGR.A N 99.7 42.06 2455.2317 22 5.6 614.8187 4 32.32 17 2089 OB3615.raw 4.56E4 1 1 383 404 Deamidation (NQ);
Oxidation (M)

H.YTLNAHTIVVALN(+.98)GR.A N 99.7 40.46 1641.8838 15 -1.5 548.3010 3 30.14 17 1801 OB3615.raw 4.56E4 2 2 390 404 Deamidation (NQ)

H.YTLNAHTIVVALNGR.A N 99.7 39.83 1640.8998 15 -1.4 547.9731 3 31.02 17 1918 OB3615.raw 3.38E4 2 2 390 404

H.TIVVALNGR.A N 99.6 38.78 941.5658 9 -1.8 471.7893 2 27.08 17 1402 OB3615.raw 1.27E4 1 1 396 404

Y.TLNAHTIVVALNGR.A N 99.6 38.64 1477.8365 14 -1.8 493.6186 3 29.63 17 1731 OB3615.raw 6.38E3 1 1 391 404

R.N(+.98)AM(+15.99)FVPHYTLNAHTIVVALNGR.A N 99.6 38.54 2454.2478 22 -1.2 819.0889 3 32.18 17 2070 OB3615.raw 7.78E4 2 2 383 404 Deamidation (NQ);
Oxidation (M)

K.FFVPPFDHQSM(+15.99)R.E N 99.6 38.30 1522.7026 12 -1.1 508.5742 3 29.65 17 1734 OB3615.raw 1.72E5 5 5 498 509 Oxidation (M)

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 99.6 37.89 2837.4043 27 0.6 946.8093 3 33.97 17 2310 OB3615.raw 1.15E5 2 2 452 478

K.TDSRPSIANLAGEN(+.98).S N 99.5 36.81 1444.6793 14 -1.6 723.3458 2 27.99 17 1514 OB3615.raw 7.72E3 1 1 452 465 Deamidation (NQ)

K.TDSRPSIANLAGEN.S N 99.5 36.25 1443.6953 14 -0.2 722.8548 2 27.55 17 1458 OB3615.raw 1.26E4 3 3 452 465

Y.TLNAHTIVVALN(+.98)GR.A N 99.4 36.16 1478.8206 14 -0.2 493.9474 3 28.87 17 1629 OB3615.raw 3.51E3 2 2 391 404 Deamidation (NQ)

R.N(+.98)AM(+15.99)FVP(+15.99)HYTLN(+.98)AHTIVVALNGR.A N 99.0 34.36 2471.2268 22 -2.0 824.7479 3 32.61 17 2128 OB3615.raw 4.13E4 1 1 383 404
Deamidation (NQ);
Oxidation (M);
Hydroxylation Pro

N.LAGENSIIDNLPEEVVANSYR.L Y 98.7 33.44 2302.1440 21 -1.3 768.3876 3 33.62 17 2263 OB3615.raw 4.28E4 2 2 461 481

R.NAM(+15.99)FVPHYTLNAH.T N 98.2 32.98 1529.7085 13 -0.6 510.9098 3 27.45 17 1445 OB3615.raw 8.09E4 5 5 383 395 Oxidation (M)

N.SIIDNLPEEVVANSYR.L N 96.1 30.36 1817.9159 16 -1.6 606.9783 3 32.91 17 2168 OB3615.raw 2.11E4 2 2 466 481

R.SVNELDLPILGWLGLSAQ(+.98)HGTIYR.N N 94.5 26.79 2652.3911 24 1.0 885.1385 3 36.88 17 2698 OB3615.raw 1.52E4 1 1 359 382 Deamidation (NQ)

K.FFVPPFDHQSM(+15.99)RE.V N 88.6 25.62 1651.7452 13 -0.2 551.5889 3 29.52 17 1716 OB3615.raw 7.16E5 4 4 498 510 Oxidation (M)

R.N(+.98)AM(+15.99)FVP(+15.99)HYTLN(+.98)AHTIVVALN(+.98)GR.A N 86.5 23.07 2472.2107 22 6.2 825.0826 3 31.97 17 2044 OB3615.raw 1.03E4 1 1 383 404
Deamidation (NQ);
Oxidation (M);
Hydroxylation Pro

R.VYDEELQEGHVLVVPQNF.A N 83.6 22.54 2114.0320 18 -0.8 1058.0225 2 32.37 17 2097 OB3615.raw 1.59E4 1 1 417 434

total 44 peptides

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

17 #Spec #Spec Sample
17 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 77.60 1540.7673 13 0.0 771.3909 2 32.81 17 2154 OB3615.raw 1.63E5 7 7 396 408

N.GIEETIC(+57.02)TASVK.K Y 99.9 57.79 1306.6438 12 0.5 654.3295 2 27.39 17 1439 OB3615.raw 1.48E5 10 10 353 364 Carbamidomethylation

K.TDSRPSIAN(+.98)LAGENSIIDN.L N 99.9 57.03 1986.9493 19 0.5 994.4824 2 30.78 17 1887 OB3615.raw 2.84E4 1 1 478 496 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.9 53.99 1388.6936 13 1.4 695.3550 2 27.10 17 1405 OB3615.raw 1.27E4 2 2 372 384

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 53.20 2540.2910 23 0.1 847.7711 3 30.93 17 1906 OB3615.raw 1.88E5 4 4 443 465

K.TANDLNLLILR.W N 99.9 51.48 1254.7296 11 -0.7 628.3716 2 32.63 17 2130 OB3615.raw 7.82E4 5 5 385 395

K.NNNPFK.F N 99.9 47.24 732.3555 6 0.9 367.1853 2 21.83 17 1083 OB3615.raw 1.74E4 2 2 518 523

K.TDSRPSIANLAGENSIID.N N 99.8 44.39 1871.9225 18 -0.2 936.9683 2 30.74 17 1881 OB3615.raw 4.51E4 1 1 478 495

R.NALFVPHYNTNAHSIIYALR.G N 99.7 42.78 2313.2019 20 -2.0 579.3066 4 30.28 17 1821 OB3615.raw 2.45E5 4 4 409 428

R.VYDEELQ(+.98)EGHVLVVPQNFAVAGK.S N 99.7 39.75 2541.2751 23 1.7 848.1004 3 31.37 17 1964 OB3615.raw 2.95E4 1 1 443 465 Deamidation (NQ)

R.VYDEELQEGHVLVVP(+15.99)QNFAVAGK.S N 99.6 38.38 2556.2859 23 -0.6 853.1021 3 40.67 17 3038 OB3615.raw 0 1 1 443 465 Hydroxylation Pro

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 99.6 37.89 2837.4043 27 0.6 946.8093 3 33.97 17 2310 OB3615.raw 1.15E5 2 2 478 504

K.TDSRPSIANLAGEN(+.98).S N 99.5 36.81 1444.6793 14 -1.6 723.3458 2 27.99 17 1514 OB3615.raw 7.72E3 1 1 478 491 Deamidation (NQ)

K.TDSRPSIANLAGEN.S N 99.5 36.25 1443.6953 14 -0.2 722.8548 2 27.55 17 1458 OB3615.raw 1.26E4 3 3 478 491

K.TAN(+.98)DLNLLILR.W N 98.1 32.20 1255.7136 11 6.9 628.8684 2 33.23 17 2210 OB3615.raw 6.9E3 1 1 385 395 Deamidation (NQ)

R.FNLAGNHEQEFLR.Y N 96.0 28.91 1573.7637 13 -0.8 525.5947 3 28.69 17 1606 OB3615.raw 2.33E3 1 1 197 209

K.TDSRPSIANLAGENSIIDNLPEEVVANSYGL.P Y 94.2 26.22 3257.6050 31 3.7 1086.8796 3 34.55 17 2388 OB3615.raw 4.29E5 1 1 478 508

R.VYDEELQEGHVLVVPQNF.A N 83.6 22.54 2114.0320 18 -0.8 1058.0225 2 32.37 17 2097 OB3615.raw 1.59E4 1 1 443 460

total 18 peptides

Q647H4|Q647H4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

17 #Spec #Spec Sample
17 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 77.60 1540.7673 13 0.0 771.3909 2 32.81 17 2154 OB3615.raw 1.63E5 7 7 395 407

K.SQSENFEYVAFK.T N 99.9 63.61 1447.6619 12 -0.5 724.8378 2 29.84 17 1761 OB3615.raw 1.11E4 2 2 465 476

K.TANELNLLILR.W N 99.9 54.14 1268.7452 11 -0.3 635.3797 2 32.50 17 2113 OB3615.raw 1.42E5 5 5 384 394

R.SPDIYNPQAGSLK.T N 99.9 53.99 1388.6936 13 1.4 695.3550 2 27.10 17 1405 OB3615.raw 1.27E4 2 2 371 383

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 48.76 3544.7434 33 3.7 1182.5928 3 35.31 17 2490 OB3615.raw 2.03E4 3 3 477 509

N.GIEETIC(+57.02)TASFK.K Y 99.9 48.74 1354.6438 12 -0.5 678.3289 2 29.27 17 1682 OB3615.raw 5.67E3 1 1 352 363 Carbamidomethylation

K.NNNPFK.F N 99.9 47.24 732.3555 6 0.9 367.1853 2 21.83 17 1083 OB3615.raw 1.74E4 2 2 517 522

R.NALFVPHYNTNAHSIIYALR.G N 99.7 42.78 2313.2019 20 -2.0 579.3066 4 30.28 17 1821 OB3615.raw 2.45E5 4 4 408 427

K.TANELN(+.98)LLILR.W N 99.7 42.53 1269.7292 11 1.5 635.8729 2 33.64 17 2265 OB3615.raw 0 1 1 384 394 Deamidation (NQ)

R.AHVQVVDSNGDR.V Y 99.7 41.66 1295.6218 12 1.8 648.8193 2 20.26 17 1002 OB3615.raw 3.38E3 3 3 430 441

K.TAN(+.98)ELNLLILR.W N 99.7 40.19 1269.7292 11 0.7 635.8723 2 33.41 17 2234 OB3615.raw 0 1 1 384 394 Deamidation (NQ)

R.VFDEELQEGHVLVVPQNFAVAGK.S Y 99.7 40.10 2524.2961 23 1.4 842.4405 3 31.64 17 2000 OB3615.raw 4.36E4 2 2 442 464

K.TDSRPSIANLAGEN(+.98).S N 99.5 36.81 1444.6793 14 -1.6 723.3458 2 27.99 17 1514 OB3615.raw 7.72E3 1 1 477 490 Deamidation (NQ)

K.TDSRPSIANLAGEN.S N 99.5 36.25 1443.6953 14 -0.2 722.8548 2 27.55 17 1458 OB3615.raw 1.26E4 3 3 477 490

R.VFDEELQ(+.98)EGHVLVVPQNFAVAGK.S Y 98.0 31.97 2525.2800 23 1.4 842.7685 3 32.01 17 2049 OB3615.raw 1.07E4 1 1 442 464 Deamidation (NQ)

R.FNLAGNHEQEFLR.Y N 96.0 28.91 1573.7637 13 -0.8 525.5947 3 28.69 17 1606 OB3615.raw 2.33E3 1 1 196 208

total 16 peptides

Q6T2T4|Q6T2T4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

17 #Spec #Spec Sample
17 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 77.60 1540.7673 13 0.0 771.3909 2 32.81 17 2154 OB3615.raw 1.63E5 7 7 395 407

K.SQSENFEYVAFK.T N 99.9 63.61 1447.6619 12 -0.5 724.8378 2 29.84 17 1761 OB3615.raw 1.11E4 2 2 465 476

K.TANELNLLILR.W N 99.9 54.14 1268.7452 11 -0.3 635.3797 2 32.50 17 2113 OB3615.raw 1.42E5 5 5 384 394

R.SPDIYNPQAGSLK.T N 99.9 53.99 1388.6936 13 1.4 695.3550 2 27.10 17 1405 OB3615.raw 1.27E4 2 2 371 383

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 48.76 3544.7434 33 3.7 1182.5928 3 35.31 17 2490 OB3615.raw 2.03E4 3 3 477 509

N.GIEETIC(+57.02)TASFK.K Y 99.9 48.74 1354.6438 12 -0.5 678.3289 2 29.27 17 1682 OB3615.raw 5.67E3 1 1 352 363 Carbamidomethylation

K.NNNPFK.F N 99.9 47.24 732.3555 6 0.9 367.1853 2 21.83 17 1083 OB3615.raw 1.74E4 2 2 517 522

R.NALFVPHYNTNAHSIIYALR.G N 99.7 42.78 2313.2019 20 -2.0 579.3066 4 30.28 17 1821 OB3615.raw 2.45E5 4 4 408 427

K.TANELN(+.98)LLILR.W N 99.7 42.53 1269.7292 11 1.5 635.8729 2 33.64 17 2265 OB3615.raw 0 1 1 384 394 Deamidation (NQ)

R.AHVQVVDSNGDR.V Y 99.7 41.66 1295.6218 12 1.8 648.8193 2 20.26 17 1002 OB3615.raw 3.38E3 3 3 430 441

K.TAN(+.98)ELNLLILR.W N 99.7 40.19 1269.7292 11 0.7 635.8723 2 33.41 17 2234 OB3615.raw 0 1 1 384 394 Deamidation (NQ)

R.VFDEELQEGHVLVVPQNFAVAGK.S Y 99.7 40.10 2524.2961 23 1.4 842.4405 3 31.64 17 2000 OB3615.raw 4.36E4 2 2 442 464

K.TDSRPSIANLAGEN(+.98).S N 99.5 36.81 1444.6793 14 -1.6 723.3458 2 27.99 17 1514 OB3615.raw 7.72E3 1 1 477 490 Deamidation (NQ)

K.TDSRPSIANLAGEN.S N 99.5 36.25 1443.6953 14 -0.2 722.8548 2 27.55 17 1458 OB3615.raw 1.26E4 3 3 477 490

R.VFDEELQ(+.98)EGHVLVVPQNFAVAGK.S Y 98.0 31.97 2525.2800 23 1.4 842.7685 3 32.01 17 2049 OB3615.raw 1.07E4 1 1 442 464 Deamidation (NQ)

R.FNLAGNHEQEFLR.Y N 96.0 28.91 1573.7637 13 -0.8 525.5947 3 28.69 17 1606 OB3615.raw 2.33E3 1 1 196 208

total 16 peptides

Q647H1|Q647H1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 17 #Spec #Spec Sample 17 Start End PTM

R.IQVVNSQGNAVFN(+.98)GVLR.E Y 99.9 65.73 1814.9639 17 -0.6 908.4886 2 30.82 17 1892 OB3615.raw 1.94E4 2 2 530 546 Deamidation (NQ)

R.EGQILLVPQNFAVGK.Q Y 99.9 62.21 1611.8984 15 0.8 806.9572 2 31.73 17 2011 OB3615.raw 5.64E4 2 2 547 561

R.IQVVNSQ(+.98)GNAVFN(+.98)GVLR.E Y 99.9 59.15 1815.9479 17 2.4 908.9834 2 30.74 17 1882 OB3615.raw 1.53E2 1 1 530 546 Deamidation (NQ)

R.ISSANSLTFPILR.W Y 99.9 52.57 1417.7928 13 0.0 709.9037 2 31.83 17 2025 OB3615.raw 4.3E4 2 2 480 492

R.IQVVNSQGNAVFNGVLR.E Y 99.7 42.46 1813.9799 17 -0.2 605.6671 3 30.43 17 1840 OB3615.raw 2.13E3 1 1 530 546

N.GVEETLC(+57.02)SPTLVEDIAR.P Y 99.6 38.29 1887.9248 17 0.0 944.9697 2 31.87 17 2030 OB3615.raw 2.74E4 1 1 450 466 Carbamidomethylation

R.WFQLSAEHVLLYR.N Y 99.0 34.83 1660.8726 13 -1.0 554.6309 3 32.54 17 2119 OB3615.raw 2.76E4 2 2 493 505

total 7 peptides

Q6PSU4|Q6PSU4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 17 #Spec #Spec Sample 17 Start End PTM

R.IPSGFISYILNR.H Y 99.9 57.89 1378.7609 12 -0.9 690.3871 2 34.17 17 2337 OB3615.raw 5.31E3 1 1 69 80

K.HADADNILVIQQGQATVTVAN(+.98)GNNR.K Y 99.7 40.70 2619.3000 25 1.5 874.1086 3 29.06 17 1654 OB3615.raw 2.76E4 1 1 32 56 Deamidation (NQ)

K.HADADNILVIQQGQATVTVANGNNR.K Y 98.8 33.48 2618.3162 25 1.8 873.7809 3 28.80 17 1620 OB3615.raw 2.74E3 1 1 32 56

R.IVQIEAKPNTLVLPK.H Y 94.4 26.61 1662.0079 15 -0.8 555.0095 3 28.68 17 1603 OB3615.raw 2.57E4 2 2 17 31

total 4 peptides

N1NG13|N1NG13_ARAHY back to list



| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 17 #Spec #Spec Sample 17 Start End PTM

R.IPSGFISYILNR.H Y 99.9 57.89 1378.7609 12 -0.9 690.3871 2 34.17 17 2337 OB3615.raw 5.31E3 1 1 266 277

K.HADADNILVIQQGQATVTVAN(+.98)GNNR.K Y 99.7 40.70 2619.3000 25 1.5 874.1086 3 29.06 17 1654 OB3615.raw 2.76E4 1 1 229 253 Deamidation (NQ)

K.HADADNILVIQQGQATVTVANGNNR.K Y 98.8 33.48 2618.3162 25 1.8 873.7809 3 28.80 17 1620 OB3615.raw 2.74E3 1 1 229 253

R.IVQIEAKPNTLVLPK.H Y 94.4 26.61 1662.0079 15 -0.8 555.0095 3 28.68 17 1603 OB3615.raw 2.57E4 2 2 214 228

total 4 peptides

sp|P43238|ALL12_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 17 #Spec #Spec Sample 17 Start End PTM

R.IPSGFISYILNR.H Y 99.9 57.89 1378.7609 12 -0.9 690.3871 2 34.17 17 2337 OB3615.raw 5.31E3 1 1 266 277

K.HADADNILVIQQGQATVTVAN(+.98)GNNR.K Y 99.7 40.70 2619.3000 25 1.5 874.1086 3 29.06 17 1654 OB3615.raw 2.76E4 1 1 229 253 Deamidation (NQ)

K.HADADNILVIQQGQATVTVANGNNR.K Y 98.8 33.48 2618.3162 25 1.8 873.7809 3 28.80 17 1620 OB3615.raw 2.74E3 1 1 229 253

R.IVQIEAKPNTLVLPK.H Y 94.4 26.61 1662.0079 15 -0.8 555.0095 3 28.68 17 1603 OB3615.raw 2.57E4 2 2 214 228

total 4 peptides

sp|Q647H2|AHY3_ARAHY back to list



| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 17 #Spec #Spec Sample 17 Start End PTM

R.TVNELDLPILNR.L Y 99.9 55.21 1395.7721 12 -0.1 698.8932 2 32.29 17 2086 OB3615.raw 3.26E4 2 2 331 342

K.SQSEHFLYVAFK.T Y 99.0 34.03 1454.7194 12 -0.9 485.9133 3 29.91 17 1770 OB3615.raw 2.19E4 1 1 412 423

total 2 peptides

Peptide List
 

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_99%20spot16/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 11 from 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2960
# of MS/MS scans 2761

Table 2. Result filtration parameters.
Peptide -10lgP ≥25
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 462
Peptide sequences 82
Protein groups 2
Proteins 4
Proteins (#Unique Peptides) 2 (>2); 2 (=2); 0 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 83

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

Carbamidomethyl 57.02 C 25 72.34 1.49E5 1000.00

Deamidation .98 NQ 21 64.23 1.46E4 37.54

Oxidation 15.99 M 17 41.42 1.1E4 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 21 80 2 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3619.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

Protein List

Protein Accession Contains:



Protein Description Contains:
Protein Sample Area >=
Protein Ptm Contains:

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 21

Area Sample
21 #Peptides #Unique #Spec

Sample 21 PTM Avg.
Mass Description

1 7 Q647H4|Q647H4_ARAHY 99.1 235.54 28 28 5.75E6 18 4 261 Y 61506 Arachin Ahy-1 OS=Arachis hypogaea PE
=2 SV=1

1 12 Q6T2T4|Q6T2T4_ARAHY 99.1 235.54 28 28 5.75E6 18 4 261 Y 61499 Storage protein OS=Arachis hypogaea P
E=2 SV=1

7 41 Q6IWG5|Q6IWG5_ARAHY 99.1 179.89 29 29 5.73E5 14 2 81 Y 58061 Glycinin (Fragment) OS=Arachis hypoga
ea PE=2 SV=1

7 42 Q0GM57|Q0GM57_ARAHY 99.1 179.89 29 29 5.73E5 14 2 81 Y 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 
SV=1

total 4 proteins

Q647H4|Q647H4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

21
#Spec

#Spec
Sample

21
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 82.80 1540.7673 13 0.1 771.3911 2 32.29 21 2260 OB3619.raw 2.36E6 38 38 395 407

K.SQSENFEYVAFK.T N 99.9 75.49 1447.6619 12 -0.3 724.8380 2 29.81 21 1930 OB3619.raw 7.01E5 25 25 465 476

N.GIEETIC(+57.02)TASFK.K Y 99.9 72.34 1354.6438 12 -0.6 678.3288 2 28.78 21 1800 OB3619.raw 4.29E5 16 16 352 363 Carbamidomethylation

R.VFDEELQEGHVLVVPQNFAVAGK.S Y 99.9 68.52 2524.2961 23 -0.3 1263.1550 2 31.48 21 2154 OB3619.raw 3.76E6 37 37 442 464

R.NALFVPHYNTNAHSIIYALR.G N 99.9 63.72 2313.2019 20 -1.0 772.0738 3 30.21 21 1985 OB3619.raw 1.92E6 10 10 408 427

K.TANELNLLILR.W N 99.9 63.56 1268.7452 11 -0.4 635.3796 2 32.69 21 2314 OB3619.raw 3.79E6 37 37 384 394

R.SPDIYNPQAGSLK.T N 99.9 63.51 1388.6936 13 -0.8 695.3535 2 3.81 21 180 OB3619.raw 7.96E5 35 35 371 383

K.SQ(+.98)SENFEYVAFK.T N 99.9 61.24 1448.6459 12 -1.7 725.3290 2 30.11 21 1972 OB3619.raw 4.29E4 1 1 465 476 Deamidation (NQ)



K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 55.00 3544.7434 33 0.8 1182.5894 3 34.85 21 2604 OB3619.raw 9.15E5 18 18 477 509

K.SQSEN(+.98)FEYVAFK.T N 99.9 52.75 1448.6459 12 4.9 725.3337 2 30.44 21 2016 OB3619.raw 0 1 1 465 476 Deamidation (NQ)

K.FFVPPSEQSLR.A Y 99.9 51.13 1305.6716 11 -1.0 653.8424 2 6.18 21 529 OB3619.raw 8.32E5 20 20 523 533

K.TDSRPSIANLAGENSFIDNLPEEVVAN(+.98)SYGLPR.E N 99.9 44.43 3545.7273 33 0.7 1182.9172 3 34.22 21 2519 OB3619.raw 1.19E4 1 1 477 509 Deamidation (NQ)

K.TAN(+.98)ELNLLILR.W N 99.8 41.10 1269.7292 11 2.0 635.8732 2 33.37 21 2404 OB3619.raw 0 2 2 384 394 Deamidation (NQ)

R.VFDEELQEGHVLVVPQN(+.98)FAVAGK.S Y 99.6 37.64 2525.2800 23 4.3 842.7709 3 32.11 21 2236 OB3619.raw 5.9E5 1 1 442 464 Deamidation (NQ)

A.NELNLLILR.W N 99.5 36.78 1096.6604 9 1.0 549.3380 2 32.31 21 2264 OB3619.raw 3.52E3 1 1 386 394

K.TDSRPSIANLAGENSFIDN(+.98)LPEEVVANSYGLPR.E N 99.3 34.53 3545.7273 33 6.3 1182.9238 3 4.94 21 349 OB3619.raw 1.51E5 2 2 477 509 Deamidation (NQ)

R.PSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.0 32.66 3085.5356 29 -1.1 1029.5181 3 35.69 21 2713 OB3619.raw 3.66E4 1 1 481 509

H.SIIYALR.G N 98.8 32.22 834.4963 7 0.1 418.2555 2 27.98 21 1705 OB3619.raw 1.67E5 4 4 421 427

K.FFVPPSEQSLRA.V Y 98.7 31.83 1376.7087 12 -0.8 689.3611 2 28.98 21 1825 OB3619.raw 2.34E4 1 1 523 534

K.TDSRPSIANLAGEN.S N 98.5 31.26 1443.6953 14 -0.4 722.8546 2 27.39 21 1647 OB3619.raw 2.24E3 2 2 477 490

R.NALFVPHYNTNAH.S N 97.9 30.35 1496.7161 13 -0.7 499.9123 3 27.12 21 1618 OB3619.raw 1.15E5 2 2 408 420

K.FFVPPSEQ(+.98)SLRA.V Y 97.8 29.32 1377.6927 12 -0.1 689.8536 2 29.50 21 1890 OB3619.raw 1.16E5 2 2 523 534 Deamidation (NQ)

H.YNTNAHSIIYALR.G N 97.7 28.97 1534.7892 13 -0.9 512.6032 3 28.80 21 1803 OB3619.raw 2.32E4 1 1 415 427

K.TDSRPSIANLAGENSFIDNLPEEVVAN.S N 97.7 28.80 2871.3887 27 -0.1 958.1367 3 34.26 21 2525 OB3619.raw 1.53E4 1 1 477 503

K.FFVPPSEQ(+.98)SLR.A Y 97.2 28.72 1306.6556 11 2.6 654.3368 2 29.33 21 1867 OB3619.raw 0 1 1 523 533 Deamidation (NQ)

H.VLVVPQNFAVAGK.S N 96.4 28.37 1340.7816 13 -0.6 671.3977 2 29.54 21 1896 OB3619.raw 8.77E3 1 1 452 464

total 26 peptides

Q6T2T4|Q6T2T4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

21
#Spec

#Spec
Sample

21
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 82.80 1540.7673 13 0.1 771.3911 2 32.29 21 2260 OB3619.raw 2.36E6 38 38 395 407



K.SQSENFEYVAFK.T N 99.9 75.49 1447.6619 12 -0.3 724.8380 2 29.81 21 1930 OB3619.raw 7.01E5 25 25 465 476

N.GIEETIC(+57.02)TASFK.K Y 99.9 72.34 1354.6438 12 -0.6 678.3288 2 28.78 21 1800 OB3619.raw 4.29E5 16 16 352 363 Carbamidomethylation

R.VFDEELQEGHVLVVPQNFAVAGK.S Y 99.9 68.52 2524.2961 23 -0.3 1263.1550 2 31.48 21 2154 OB3619.raw 3.76E6 37 37 442 464

R.NALFVPHYNTNAHSIIYALR.G N 99.9 63.72 2313.2019 20 -1.0 772.0738 3 30.21 21 1985 OB3619.raw 1.92E6 10 10 408 427

K.TANELNLLILR.W N 99.9 63.56 1268.7452 11 -0.4 635.3796 2 32.69 21 2314 OB3619.raw 3.79E6 37 37 384 394

R.SPDIYNPQAGSLK.T N 99.9 63.51 1388.6936 13 -0.8 695.3535 2 3.81 21 180 OB3619.raw 7.96E5 35 35 371 383

K.SQ(+.98)SENFEYVAFK.T N 99.9 61.24 1448.6459 12 -1.7 725.3290 2 30.11 21 1972 OB3619.raw 4.29E4 1 1 465 476 Deamidation (NQ)

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 55.00 3544.7434 33 0.8 1182.5894 3 34.85 21 2604 OB3619.raw 9.15E5 18 18 477 509

K.SQSEN(+.98)FEYVAFK.T N 99.9 52.75 1448.6459 12 4.9 725.3337 2 30.44 21 2016 OB3619.raw 0 1 1 465 476 Deamidation (NQ)

K.FFVPPSEQSLR.A Y 99.9 51.13 1305.6716 11 -1.0 653.8424 2 6.18 21 529 OB3619.raw 8.32E5 20 20 523 533

K.TDSRPSIANLAGENSFIDNLPEEVVAN(+.98)SYGLPR.E N 99.9 44.43 3545.7273 33 0.7 1182.9172 3 34.22 21 2519 OB3619.raw 1.19E4 1 1 477 509 Deamidation (NQ)

K.TAN(+.98)ELNLLILR.W N 99.8 41.10 1269.7292 11 2.0 635.8732 2 33.37 21 2404 OB3619.raw 0 2 2 384 394 Deamidation (NQ)

R.VFDEELQEGHVLVVPQN(+.98)FAVAGK.S Y 99.6 37.64 2525.2800 23 4.3 842.7709 3 32.11 21 2236 OB3619.raw 5.9E5 1 1 442 464 Deamidation (NQ)

A.NELNLLILR.W N 99.5 36.78 1096.6604 9 1.0 549.3380 2 32.31 21 2264 OB3619.raw 3.52E3 1 1 386 394

K.TDSRPSIANLAGENSFIDN(+.98)LPEEVVANSYGLPR.E N 99.3 34.53 3545.7273 33 6.3 1182.9238 3 4.94 21 349 OB3619.raw 1.51E5 2 2 477 509 Deamidation (NQ)

R.PSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.0 32.66 3085.5356 29 -1.1 1029.5181 3 35.69 21 2713 OB3619.raw 3.66E4 1 1 481 509

H.SIIYALR.G N 98.8 32.22 834.4963 7 0.1 418.2555 2 27.98 21 1705 OB3619.raw 1.67E5 4 4 421 427

K.FFVPPSEQSLRA.V Y 98.7 31.83 1376.7087 12 -0.8 689.3611 2 28.98 21 1825 OB3619.raw 2.34E4 1 1 523 534

K.TDSRPSIANLAGEN.S N 98.5 31.26 1443.6953 14 -0.4 722.8546 2 27.39 21 1647 OB3619.raw 2.24E3 2 2 477 490

R.NALFVPHYNTNAH.S N 97.9 30.35 1496.7161 13 -0.7 499.9123 3 27.12 21 1618 OB3619.raw 1.15E5 2 2 408 420

K.FFVPPSEQ(+.98)SLRA.V Y 97.8 29.32 1377.6927 12 -0.1 689.8536 2 29.50 21 1890 OB3619.raw 1.16E5 2 2 523 534 Deamidation (NQ)

H.YNTNAHSIIYALR.G N 97.7 28.97 1534.7892 13 -0.9 512.6032 3 28.80 21 1803 OB3619.raw 2.32E4 1 1 415 427

K.TDSRPSIANLAGENSFIDNLPEEVVAN.S N 97.7 28.80 2871.3887 27 -0.1 958.1367 3 34.26 21 2525 OB3619.raw 1.53E4 1 1 477 503

K.FFVPPSEQ(+.98)SLR.A Y 97.2 28.72 1306.6556 11 2.6 654.3368 2 29.33 21 1867 OB3619.raw 0 1 1 523 533 Deamidation (NQ)

H.VLVVPQNFAVAGK.S N 96.4 28.37 1340.7816 13 -0.6 671.3977 2 29.54 21 1896 OB3619.raw 8.77E3 1 1 452 464

total 26 peptides

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Area #Spec



Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Sample

21
#Spec Sample

21
Start End PTM

R.SSNPDIYNPQAGSLR.S N 99.9 68.48 1617.7747 15 0.0 809.8946 2 26.97 21 1603 OB3619.raw 2.33E5 6 6 342 356

K.AQ(+.98)SENYEYLAFK.T N 99.9 64.23 1462.6616 12 -0.5 732.3377 2 29.51 21 1892 OB3619.raw 1.46E4 2 2 438 449 Deamidation (NQ)

K.AQSENYEYLAFK.T N 99.9 64.09 1461.6776 12 -0.4 731.8458 2 29.81 21 1931 OB3619.raw 4.18E5 19 19 438 449

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 61.97 3243.6006 30 0.4 1082.2079 3 33.77 21 2458 OB3619.raw 5.1E5 12 12 450 479

R.VYDEELQEGHVLVVPQNFAVAAK.A N 99.9 54.29 2554.3066 23 0.9 852.4436 3 30.88 21 2074 OB3619.raw 1.95E6 16 16 415 437

K.TDSRPSIANLAGENSIIDN(+.98)LPEEVVANSYR.L Y 99.9 51.52 3244.5847 30 2.0 1082.5377 3 33.09 21 2368 OB3619.raw 4.8E4 1 1 450 479 Deamidation (NQ)

N.GIEETIC(+57.02)SASVK.K N 99.9 50.67 1292.6282 12 -0.2 647.3212 2 27.28 21 1633 OB3619.raw 4.64E4 4 4 325 336 Carbamidomethylation

R.SSNPDIYNPQ(+.98)AGSLR.S N 99.8 43.33 1618.7587 15 -3.8 810.3835 2 27.13 21 1619 OB3619.raw 4.57E4 1 1 342 356 Deamidation (NQ)

R.NAM(+15.99)FVPHYTLNAHTIVVALNGR.A N 99.4 35.50 2453.2637 22 -1.9 818.7603 3 30.71 21 2052 OB3619.raw 5.33E4 5 5 381 402 Oxidation (M)

R.N(+.98)AM(+15.99)FVPHYTLN(+.98)AHTIVVALNGR.A N 99.3 34.60 2455.2317 22 -3.9 819.4146 3 31.07 21 2100 OB3619.raw 1.6E3 1 1 381 402 Deamidation (NQ);
Oxidation (M)

H.TIVVALNGR.A N 99.3 34.40 941.5658 9 0.3 471.7903 2 26.39 21 1549 OB3619.raw 1.46E3 2 2 394 402

R.PSIANLAGENSIIDNLPEEVVANSYR.L Y 99.3 34.38 2784.3928 26 -0.8 929.1375 3 34.81 21 2599 OB3619.raw 1.45E4 1 1 454 479

R.SVNELDLPILGWLGLSAQHGTIYR.N N 98.8 32.17 2651.4070 24 -0.2 884.8094 3 4.66 21 307 OB3619.raw 2.63E5 3 3 357 380

R.NAM(+15.99)FVPHYTLN(+.98)AHTIVVALNGR.A N 98.7 31.75 2454.2478 22 0.1 819.0900 3 31.62 21 2171 OB3619.raw 2.54E4 1 1 381 402 Oxidation (M);
Deamidation (NQ)

K.TDSRPSIANLAGEN.S N 98.5 31.26 1443.6953 14 -0.4 722.8546 2 27.39 21 1647 OB3619.raw 2.24E3 2 2 450 463

H.VLVVPQNFAVAAK.A N 97.8 29.58 1354.7972 13 -0.1 678.4058 2 29.73 21 1920 OB3619.raw 2.34E3 1 1 425 437

K.FFVPPFDHQSM(+15.99)R.E N 96.1 27.54 1522.7026 12 -0.9 508.5744 3 29.11 21 1838 OB3619.raw 4.29E4 1 1 496 507 Oxidation (M)

R.NAM(+15.99)FVPHYTLNAH.T N 96.1 27.48 1529.7085 13 0.2 510.9102 3 27.25 21 1629 OB3619.raw 1.29E4 1 1 381 393 Oxidation (M)

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 95.6 26.53 2837.4043 27 -0.6 946.8082 3 33.69 21 2448 OB3619.raw 1.3E4 1 1 450 476

R.N(+.98)AM(+15.99)FVPHYTLNAHTIVVALNGR.A N 95.3 26.28 2454.2478 22 -3.0 614.5674 4 31.58 21 2166 OB3619.raw 2.17E4 1 1 381 402 Deamidation (NQ);
Oxidation (M)

total 20 peptides

Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:



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

Area
Sample

21
#Spec

#Spec
Sample

21
Start End PTM

R.SSNPDIYNPQAGSLR.S N 99.9 68.48 1617.7747 15 0.0 809.8946 2 26.97 21 1603 OB3619.raw 2.33E5 6 6 344 358

K.AQ(+.98)SENYEYLAFK.T N 99.9 64.23 1462.6616 12 -0.5 732.3377 2 29.51 21 1892 OB3619.raw 1.46E4 2 2 440 451 Deamidation (NQ)

K.AQSENYEYLAFK.T N 99.9 64.09 1461.6776 12 -0.4 731.8458 2 29.81 21 1931 OB3619.raw 4.18E5 19 19 440 451

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 61.97 3243.6006 30 0.4 1082.2079 3 33.77 21 2458 OB3619.raw 5.1E5 12 12 452 481

R.VYDEELQEGHVLVVPQNFAVAAK.A N 99.9 54.29 2554.3066 23 0.9 852.4436 3 30.88 21 2074 OB3619.raw 1.95E6 16 16 417 439

K.TDSRPSIANLAGENSIIDN(+.98)LPEEVVANSYR.L Y 99.9 51.52 3244.5847 30 2.0 1082.5377 3 33.09 21 2368 OB3619.raw 4.8E4 1 1 452 481 Deamidation (NQ)

N.GIEETIC(+57.02)SASVK.K N 99.9 50.67 1292.6282 12 -0.2 647.3212 2 27.28 21 1633 OB3619.raw 4.64E4 4 4 327 338 Carbamidomethylation

R.SSNPDIYNPQ(+.98)AGSLR.S N 99.8 43.33 1618.7587 15 -3.8 810.3835 2 27.13 21 1619 OB3619.raw 4.57E4 1 1 344 358 Deamidation (NQ)

R.NAM(+15.99)FVPHYTLNAHTIVVALNGR.A N 99.4 35.50 2453.2637 22 -1.9 818.7603 3 30.71 21 2052 OB3619.raw 5.33E4 5 5 383 404 Oxidation (M)

R.N(+.98)AM(+15.99)FVPHYTLN(+.98)AHTIVVALNGR.A N 99.3 34.60 2455.2317 22 -3.9 819.4146 3 31.07 21 2100 OB3619.raw 1.6E3 1 1 383 404 Deamidation (NQ);
Oxidation (M)

H.TIVVALNGR.A N 99.3 34.40 941.5658 9 0.3 471.7903 2 26.39 21 1549 OB3619.raw 1.46E3 2 2 396 404

R.PSIANLAGENSIIDNLPEEVVANSYR.L Y 99.3 34.38 2784.3928 26 -0.8 929.1375 3 34.81 21 2599 OB3619.raw 1.45E4 1 1 456 481

R.SVNELDLPILGWLGLSAQHGTIYR.N N 98.8 32.17 2651.4070 24 -0.2 884.8094 3 4.66 21 307 OB3619.raw 2.63E5 3 3 359 382

R.NAM(+15.99)FVPHYTLN(+.98)AHTIVVALNGR.A N 98.7 31.75 2454.2478 22 0.1 819.0900 3 31.62 21 2171 OB3619.raw 2.54E4 1 1 383 404 Oxidation (M);
Deamidation (NQ)

K.TDSRPSIANLAGEN.S N 98.5 31.26 1443.6953 14 -0.4 722.8546 2 27.39 21 1647 OB3619.raw 2.24E3 2 2 452 465

H.VLVVPQNFAVAAK.A N 97.8 29.58 1354.7972 13 -0.1 678.4058 2 29.73 21 1920 OB3619.raw 2.34E3 1 1 427 439

K.FFVPPFDHQSM(+15.99)R.E N 96.1 27.54 1522.7026 12 -0.9 508.5744 3 29.11 21 1838 OB3619.raw 4.29E4 1 1 498 509 Oxidation (M)

R.NAM(+15.99)FVPHYTLNAH.T N 96.1 27.48 1529.7085 13 0.2 510.9102 3 27.25 21 1629 OB3619.raw 1.29E4 1 1 383 395 Oxidation (M)

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 95.6 26.53 2837.4043 27 -0.6 946.8082 3 33.69 21 2448 OB3619.raw 1.3E4 1 1 452 478

R.N(+.98)AM(+15.99)FVPHYTLNAHTIVVALNGR.A N 95.3 26.28 2454.2478 22 -3.0 614.5674 4 31.58 21 2166 OB3619.raw 2.17E4 1 1 383 404 Deamidation (NQ);
Oxidation (M)

total 20 peptides

Peptide List
 

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_115%20spot20/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 12 from 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2943
# of MS/MS scans 2845

Table 2. Result filtration parameters.
Peptide -10lgP ≥16.4
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 44
Peptide sequences 20
Protein groups 3
Proteins 9
Proteins (#Unique Peptides) 0 (>2); 0 (=2); 9 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 12

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

Deamidation .98 NQ 4 35.38 22.78

Carbamidomethyl 57.02 C 3 27.60 5.51E2 1000.00

HydPro 15.99 P 1 17.61 30.57

Oxidation 15.99 M 1 16.43 1.86E4 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 22 18 0 2 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3620.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

Protein List



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

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 22

Area
Sample

22
#Peptides #Unique

#Spec
Sample

22
PTM Avg.

Mass Description

1 7 Q647H4|Q647H4_ARAHY 99.1 162.19 25 25 7.07E4 8 1 29 Y 61506 Arachin Ahy-1 OS=Arachis hypogaea PE=2 SV=1

1 12 Q6T2T4|Q6T2T4_ARAHY 99.1 162.19 25 25 7.07E4 8 1 29 Y 61499 Storage protein OS=Arachis hypogaea PE=2 SV=1

6 41 Q6IWG5|Q6IWG5_ARAHY 82.8 54.94 5 5 1.41E4 1 1 1 N 58061 Glycinin (Fragment) OS=Arachis hypogaea PE=2 SV=
1

6 42 Q0GM57|Q0GM57_ARAHY 82.8 54.94 4 4 1.41E4 1 1 1 N 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 SV=1

9 289 G0Y6V1|G0Y6V1_ARAHY 33.5 22.56 1 1 8.39E3 1 1 1 N 126434 NBS-LRR type disease resistance protein OS=Arachis 
hypogaea GN=205D04_1 PE=3 SV=1

9 1029 G0Y6V0|G0Y6V0_ARAHY 32.6 22.56 1 1 8.39E3 1 1 1 N 97063 TIR-NBS-LRR-TIR type disease resistance protein OS
=Arachis hypogaea GN=303L13_20 PE=3 SV=1

9 713 G0Y6V4|G0Y6V4_ARAHY 32.6 22.56 1 1 8.39E3 1 1 1 N 98838 TIR-NBS-LRR type disease resistance protein OS=Ara
chis hypogaea GN=205D04_4 PE=3 SV=1

9 1033 G0Y6W5|G0Y6W5_ARAHY 32.6 22.56 1 1 8.39E3 1 1 1 N 105074 TIR-NBS-LRR type disease resistance protein OS=Ara
chis hypogaea GN=205D04_15 PE=4 SV=1

9 111 G0Y6W1|G0Y6W1_ARAHY 32.6 22.56 1 1 8.39E3 1 1 1 N 221451 TIR-NBS-LRR type disease resistance protein OS=Ara
chis hypogaea GN=205D04_11 PE=3 SV=1

total 9 proteins

Q647H4|Q647H4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

22
#Spec

#Spec
Sample

22
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 72.35 1540.7673 13 -0.8 771.3903 2 32.38 22 1650 OB3620.raw 4.16E4 8 8 395 407

K.SQSENFEYVAFK.T N 99.9 65.90 1447.6619 12 -1.5 724.8372 2 29.90 22 1436 OB3620.raw 3.23E3 2 2 465 476

R.VFDEELQEGHVLVVPQNFAVAGK.S Y 99.9 58.70 2524.2961 23 0.7 842.4399 3 31.40 22 1563 OB3620.raw 7.07E4 3 3 442 464

K.TANELNLLILR.W N 99.9 53.88 1268.7452 11 -0.7 635.3795 2 32.46 22 1658 OB3620.raw 2.17E4 5 5 384 394

R.SPDIYNPQAGSLK.T N 99.6 42.29 1388.6936 13 0.7 695.3546 2 27.03 22 1287 OB3620.raw 3.98E3 3 3 371 383

R.NALFVPHYNTNAHSIIYALR.G N 98.9 40.69 2313.2019 20 -1.9 772.0731 3 30.44 22 1477 OB3620.raw 6.84E3 3 3 408 427



K.TANELN(+.98)LLILR.W N 97.9 35.38 1269.7292 11 4.4 635.8747 2 33.14 22 1723 OB3620.raw 0 1 1 384 394 Deamidation
(NQ)

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 94.7 30.71 3544.7434 33 0.8 1182.5894 3 35.04 22 1896 OB3620.raw 1.61E4 2 2 477 509

K.TAN(+.98)ELNLLILR.W N 74.8 25.38 1269.7292 11 3.4 635.8741 2 33.17 22 1727 OB3620.raw 0 1 1 384 394 Deamidation
(NQ)

D.NLP(+15.99)EEVVANSYGLPREQ(+.98)ARQ(+.98)LK.N N 5.0 17.61 2528.2871 22 5.9 843.7747 3 32.25 22 1639 OB3620.raw 0 1 1 495 516

Hydroxylation
Pro;
Deamidation
(NQ)

total 10 peptides

Q6T2T4|Q6T2T4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

22
#Spec

#Spec
Sample

22
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 72.35 1540.7673 13 -0.8 771.3903 2 32.38 22 1650 OB3620.raw 4.16E4 8 8 395 407

K.SQSENFEYVAFK.T N 99.9 65.90 1447.6619 12 -1.5 724.8372 2 29.90 22 1436 OB3620.raw 3.23E3 2 2 465 476

R.VFDEELQEGHVLVVPQNFAVAGK.S Y 99.9 58.70 2524.2961 23 0.7 842.4399 3 31.40 22 1563 OB3620.raw 7.07E4 3 3 442 464

K.TANELNLLILR.W N 99.9 53.88 1268.7452 11 -0.7 635.3795 2 32.46 22 1658 OB3620.raw 2.17E4 5 5 384 394

R.SPDIYNPQAGSLK.T N 99.6 42.29 1388.6936 13 0.7 695.3546 2 27.03 22 1287 OB3620.raw 3.98E3 3 3 371 383

R.NALFVPHYNTNAHSIIYALR.G N 98.9 40.69 2313.2019 20 -1.9 772.0731 3 30.44 22 1477 OB3620.raw 6.84E3 3 3 408 427

K.TANELN(+.98)LLILR.W N 97.9 35.38 1269.7292 11 4.4 635.8747 2 33.14 22 1723 OB3620.raw 0 1 1 384 394 Deamidation
(NQ)

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 94.7 30.71 3544.7434 33 0.8 1182.5894 3 35.04 22 1896 OB3620.raw 1.61E4 2 2 477 509

K.TAN(+.98)ELNLLILR.W N 74.8 25.38 1269.7292 11 3.4 635.8741 2 33.17 22 1727 OB3620.raw 0 1 1 384 394 Deamidation
(NQ)

D.NLP(+15.99)EEVVANSYGLPREQ(+.98)ARQ(+.98)LK.N N 5.0 17.61 2528.2871 22 5.9 843.7747 3 32.25 22 1639 OB3620.raw 0 1 1 495 516

Hydroxylation
Pro;
Deamidation
(NQ)

total 10 peptides

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |



Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 22 #Spec #Spec Sample 22 Start End PTM

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 98.7 39.86 2554.3066 23 -0.7 852.4423 3 30.82 22 1504 OB3620.raw 1.41E4 1 1 415 437

total 1 peptides

Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 22 #Spec #Spec Sample 22 Start End PTM

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 98.7 39.86 2554.3066 23 -0.7 852.4423 3 30.82 22 1504 OB3620.raw 1.41E4 1 1 417 439

total 1 peptides

G0Y6V1|G0Y6V1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 22 #Spec #Spec Sample 22 Start End PTM

K.YSGGLPLALK.V Y 70.4 22.56 1017.5858 10 7.5 509.8040 2 32.70 22 1684 OB3620.raw 8.39E3 1 1 261 270

total 1 peptides

G0Y6V0|G0Y6V0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 22 #Spec #Spec Sample 22 Start End PTM

K.YSGGLPLALK.V Y 70.4 22.56 1017.5858 10 7.5 509.8040 2 32.70 22 1684 OB3620.raw 8.39E3 1 1 194 203



total 1 peptides

G0Y6V4|G0Y6V4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 22 #Spec #Spec Sample 22 Start End PTM

K.YSGGLPLALK.V Y 70.4 22.56 1017.5858 10 7.5 509.8040 2 32.70 22 1684 OB3620.raw 8.39E3 1 1 194 203

total 1 peptides

G0Y6W5|G0Y6W5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 22 #Spec #Spec Sample 22 Start End PTM

N.YSGGLPLALK.V Y 70.4 22.56 1017.5858 10 7.5 509.8040 2 32.70 22 1684 OB3620.raw 8.39E3 1 1 359 368

total 1 peptides

G0Y6W1|G0Y6W1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 22 #Spec #Spec Sample 22 Start End PTM

K.YSGGLPLALK.V Y 70.4 22.56 1017.5858 10 7.5 509.8040 2 32.70 22 1684 OB3620.raw 8.39E3 1 1 278 287

total 1 peptides



Peptide List

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_130%20spot21/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 13 from 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2892
# of MS/MS scans 3285

Table 2. Result filtration parameters.
Peptide -10lgP ≥30
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 753
Peptide sequences 93
Protein groups 5
Proteins 7
Proteins (#Unique Peptides) 4 (>2); 2 (=2); 1 (=1);
FDR (Peptide-Spectrum Matches) 0.1%
FDR (Peptide Sequences) 1.1%
FDR (Protein) 9.1%
De Novo Only Spectra 178

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

Deamidation .98 NQ 61 86.20 1.3E5 33.98

Carbamidomethyl 57.02 C 43 77.60 7.65E5 1000.00

HydPro 15.99 P 7 49.42 1.25E5 21.59

Oxidation 15.99 M 1 32.81 3.45E4 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 23 83 10 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99

Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3621.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

Protein List

Protein Accession Contains:



Protein Description Contains:
Protein Sample Area >=
Protein Ptm Contains:

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 23

Area
Sample 23 #Peptides #Unique #Spec

Sample 23 PTM Avg.
Mass Description

1 15 Q647H3|Q647H3_ARAHY 99.1 304.12 26 26 1.16E7 26 1 491 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea PE
=2 SV=1

3 3 B5TYU1|B5TYU1_ARAHY 99.1 303.67 28 28 2.79E6 24 2 472 Y 60624 Arachin Arah3 isoform OS=Arachis hypog
aea PE=1 SV=1

5 13 Q9FZ11|Q9FZ11_ARAHY 99.1 287.35 22 22 3.63E6 22 2 470 Y 60449 Gly1 OS=Arachis hypogaea GN=Gly1 PE
=2 SV=1

6 7 Q647H4|Q647H4_ARAHY 99.1 286.03 28 28 1.97E6 23 4 408 Y 61506 Arachin Ahy-1 OS=Arachis hypogaea PE
=2 SV=1

6 12 Q6T2T4|Q6T2T4_ARAHY 99.1 286.03 28 28 1.97E6 23 4 408 Y 61499 Storage protein OS=Arachis hypogaea P
E=2 SV=1

9 41 Q6IWG5|Q6IWG5_ARAHY 99.1 198.84 18 18 1.68E6 11 5 34 Y 58061 Glycinin (Fragment) OS=Arachis hypoga
ea PE=2 SV=1

9 42 Q0GM57|Q0GM57_ARAHY 99.1 198.84 18 18 1.68E6 11 5 34 Y 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 
SV=1

total 7 proteins

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
Sample

23
#Spec

#Spec
Sample

23
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 100.53 1540.7673 13 0.6 771.3914 2 33.21 23 2481 OB3621.raw 2.54E7 180 180 396 408

K.SQSDNFEYVAFK.T N 99.9 92.18 1433.6462 12 0.5 717.8307 2 30.27 23 2085 OB3621.raw 4.75E6 27 27 466 477

R.VYDEELQEGHVLVVPQ(+.98)NFAVAGK.S N 99.9 86.20 2541.2751 23 0.7 1271.6458 2 31.52 23 2254 OB3621.raw 1.3E5 1 1 443 465 Deamidation (NQ)

K.SQ(+.98)SDNFEYVAFK.T N 99.9 80.54 1434.6302 12 0.7 718.3229 2 30.67 23 2139 OB3621.raw 1.05E6 4 4 466 477 Deamidation (NQ)

R.NALFVPHYNTNAHSIIYALR.G N 99.9 77.63 2313.2019 20 0.6 1157.6089 2 30.63 23 2135 OB3621.raw 1.63E7 16 16 409 428

N.GIEETIC(+57.02)TASVK.K N 99.9 76.27 1306.6438 12 0.0 654.3292 2 27.74 23 1736 OB3621.raw 3.75E6 13 13 353 364 Carbamidomethylation

R.SPDIYNPQAGSLK.T N 99.9 76.05 1388.6936 13 -0.4 695.3538 2 26.97 23 1630 OB3621.raw 1.04E7 62 62 372 384

K.TDSRPSIANLAGENSIIDNLPEEVVANSYGLPR.E Y 99.9 75.38 3510.7590 33 1.7 1171.2623 3 34.94 23 2715 OB3621.raw 7.09E6 20 20 478 510

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 74.80 2540.2910 23 1.4 1271.1545 2 30.94 23 2176 OB3621.raw 1.98E7 51 51 443 465

R.SPDIYNPQ(+.98)AGSLK.T N 99.9 70.97 1389.6776 13 1.3 695.8470 2 28.06 23 1779 OB3621.raw 2.53E5 2 2 372 384 Deamidation (NQ)

R.NALFVPHYN(+.98)TNAHSIIYALR.G N 99.9 64.30 2314.1858 20 2.3 772.4043 3 31.60 23 2265 OB3621.raw 1.77E6 1 1 409 428 Deamidation (NQ)

K.TDSRPSIANLAGENSIIDN(+.98)LPEEVVANSYGLPR.E Y 99.9 63.92 3511.7429 33 3.2 1171.5920 3 34.49 23 2655 OB3621.raw 1.79E6 1 1 478 510 Deamidation (NQ)

K.TDSRPSIANLAGENSIIDNLPEEVVAN(+.98)SYGLPR.E Y 99.9 58.27 3511.7429 33 3.0 1171.5918 3 34.32 23 2631 OB3621.raw 2.1E6 3 3 478 510 Deamidation (NQ)

N.TNAHSIIYALR.G N 99.9 54.68 1257.6830 11 -0.8 629.8483 2 28.16 23 1794 OB3621.raw 1.37E4 1 1 418 428

R.N(+.98)ALFVPHYNTNAHSIIYALR.G N 99.9 53.61 2314.1858 20 -1.2 1158.0988 2 32.03 23 2323 OB3621.raw 9.47E4 2 2 409 428 Deamidation (NQ)

K.TANDLNLLILR.W N 99.9 53.58 1254.7296 11 1.1 628.3727 2 32.68 23 2411 OB3621.raw 1.96E7 60 60 385 395



K.TDSRPSIANLAGEN.S N 99.9 53.46 1443.6953 14 -1.0 722.8542 2 27.80 23 1745 OB3621.raw 8.88E4 4 4 478 491

K.TDSRPSIANLAGENSIID.N N 99.9 53.05 1871.9225 18 0.1 936.9686 2 30.82 23 2161 OB3621.raw 4.21E4 1 1 478 495

K.TDSRPSIANLAGEN(+.98).S N 99.9 52.16 1444.6793 14 -0.9 723.3463 2 28.32 23 1815 OB3621.raw 4.59E4 3 3 478 491 Deamidation (NQ)

K.TDSRPSIANLAGE.N N 99.9 50.02 1329.6525 13 -0.8 665.8329 2 27.89 23 1757 OB3621.raw 3.59E4 2 2 478 490

G.NGIEETIC(+57.02)TASVK.K N 99.9 48.27 1420.6868 13 -0.4 711.3503 2 29.89 23 2034 OB3621.raw 1.32E4 1 1 352 364 Carbamidomethylation

A.NDLNLLILR.W N 99.9 46.87 1082.6448 9 -0.5 542.3294 2 32.33 23 2362 OB3621.raw 3.22E4 1 1 387 395

K.TDSRPSIANLAGEN(+.98)SIIDNLPEEVVANSYGLPR.E Y 99.9 45.99 3511.7429 33 5.2 1171.5944 3 6.03 23 521 OB3621.raw 6.16E5 1 1 478 510 Deamidation (NQ)

P.DIYNPQAGSLK.T N 99.9 44.14 1204.6088 11 -0.2 603.3115 2 27.11 23 1649 OB3621.raw 0 1 1 374 384

R.NALFVPHYNTNAH.S N 99.9 42.40 1496.7161 13 -0.8 749.3647 2 27.49 23 1703 OB3621.raw 4.55E5 4 4 409 421

R.N(+.98)RSPDIYNPQAGSLK.T N 99.9 42.01 1659.8217 15 -0.4 554.2809 3 26.52 23 1575 OB3621.raw 1.61E5 4 4 370 384 Deamidation (NQ)

N.AHSIIYALR.G N 99.9 41.87 1042.5923 9 -0.5 348.5379 3 27.41 23 1691 OB3621.raw 3.52E3 1 1 420 428

K.TAN(+.98)DLNLLILR.W N 99.8 40.37 1255.7136 11 3.1 628.8660 2 33.43 23 2511 OB3621.raw 3.92E6 3 3 385 395 Deamidation (NQ)

K.TDSRPSIANLAG.E N 99.8 38.54 1200.6099 12 0.1 601.3123 2 27.76 23 1739 OB3621.raw 1.06E5 2 2 478 489

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 99.8 38.36 1660.8057 15 -1.3 554.6085 3 27.19 23 1660 OB3621.raw 3.8E4 1 1 370 384 Deamidation (NQ)

R.NRSPDIYN(+.98)PQAGSLK.T N 99.7 37.11 1659.8217 15 0.6 554.2815 3 26.87 23 1618 OB3621.raw 1.52E5 1 1 370 384 Deamidation (NQ)

K.TDSRPSIAN(+.98)LAGEN.S N 99.6 36.49 1444.6793 14 0.1 723.3470 2 28.73 23 1873 OB3621.raw 3.98E4 1 1 478 491 Deamidation (NQ)

R.VYDEELQEGHVLVVPQNF.A N 99.5 35.61 2114.0320 18 0.0 1058.0233 2 32.34 23 2363 OB3621.raw 3.86E4 1 1 443 460

H.SIIYALR.G N 99.5 34.84 834.4963 7 -0.1 418.2554 2 28.45 23 1834 OB3621.raw 1.03E6 5 5 422 428

H.VLVVPQNFAVAGK.S N 99.5 34.67 1340.7816 13 -0.9 671.3975 2 30.01 23 2050 OB3621.raw 1.68E4 1 1 453 465

R.N(+.98)RSPDIYN(+.98)PQAGSLK.T N 99.4 33.31 1660.8057 15 -1.6 554.6083 3 27.01 23 1635 OB3621.raw 3.8E4 1 1 370 384 Deamidation (NQ)

H.YNTNAHSIIYALR.G N 99.1 32.05 1534.7892 13 -2.6 768.3999 2 29.02 23 1913 OB3621.raw 3.67E4 3 3 416 428

R.NRSPDIYNPQ(+.98)AGSLK.T N 99.1 31.72 1659.8217 15 -1.2 554.2805 3 26.35 23 1558 OB3621.raw 1.52E5 1 1 370 384 Deamidation (NQ)

R.NRSPDIYNPQAGSLK.T N 98.9 31.35 1658.8376 15 -0.1 553.9531 3 25.82 23 1519 OB3621.raw 4.1E3 1 1 370 384

L.FVPHYNTNAHSIIYALR.G N 98.8 31.24 2015.0377 17 -1.7 672.6854 3 30.59 23 2129 OB3621.raw 2.21E4 1 1 412 428

N.DLNLLILR.W N 98.7 31.14 968.6018 8 -1.0 485.3077 2 33.40 23 2507 OB3621.raw 7.09E3 1 1 388 395

K.TDSRPSIANLAGENSIIDNLPEEVVANSY.G N 98.7 30.52 3087.4995 29 -1.4 1030.1724 3 35.10 23 2737 OB3621.raw 2.8E4 1 1 478 506

total 42 peptides

B5TYU1|B5TYU1_ARAHY back to list
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Protein Coverage:



Supporting Peptides:

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

Area
Sample

23
#Spec

#Spec
Sample

23
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 100.53 1540.7673 13 0.6 771.3914 2 33.21 23 2481 OB3621.raw 2.54E7 180 180 389 401

K.SQSDNFEYVAFK.T N 99.9 92.18 1433.6462 12 0.5 717.8307 2 30.27 23 2085 OB3621.raw 4.75E6 27 27 459 470

K.TDSRPSIANLAGENSVIDNLPEEVVANSYGLPR.E Y 99.9 87.80 3496.7434 33 0.7 1166.5892 3 34.54 23 2661 OB3621.raw 2.19E6 12 12 471 503

R.VYDEELQEGHVLVVPQ(+.98)NFAVAGK.S N 99.9 86.20 2541.2751 23 0.7 1271.6458 2 31.52 23 2254 OB3621.raw 1.3E5 1 1 436 458 Deamidation (NQ)

K.SQ(+.98)SDNFEYVAFK.T N 99.9 80.54 1434.6302 12 0.7 718.3229 2 30.67 23 2139 OB3621.raw 1.05E6 4 4 459 470 Deamidation (NQ)

R.NALFVPHYNTNAHSIIYALR.G N 99.9 77.63 2313.2019 20 0.6 1157.6089 2 30.63 23 2135 OB3621.raw 1.63E7 16 16 402 421

N.GIEETIC(+57.02)TATVK.K N 99.9 77.60 1320.6595 12 -0.1 661.3370 2 28.10 23 1785 OB3621.raw 2.39E6 23 23 346 357 Carbamidomethylation

R.SPDIYNPQAGSLK.T N 99.9 76.05 1388.6936 13 -0.4 695.3538 2 26.97 23 1630 OB3621.raw 1.04E7 62 62 365 377

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 74.80 2540.2910 23 1.4 1271.1545 2 30.94 23 2176 OB3621.raw 1.98E7 51 51 436 458

K.FFVPPSQQSPR.A N 99.9 71.45 1288.6564 11 -0.3 645.3353 2 27.22 23 1664 OB3621.raw 1.24E5 4 4 517 527

R.SPDIYNPQ(+.98)AGSLK.T N 99.9 70.97 1389.6776 13 1.3 695.8470 2 28.06 23 1779 OB3621.raw 2.53E5 2 2 365 377 Deamidation (NQ)

K.TDSRPSIANLAGENSVIDN(+.98)LPEEVVANSYGLPR.E Y 99.9 64.90 3497.7273 33 3.7 1166.9207 3 4.05 23 210 OB3621.raw 2.01E5 1 1 471 503 Deamidation (NQ)

R.NALFVPHYN(+.98)TNAHSIIYALR.G N 99.9 64.30 2314.1858 20 2.3 772.4043 3 31.60 23 2265 OB3621.raw 1.77E6 1 1 402 421 Deamidation (NQ)

K.TANELNLLILR.W N 99.9 62.88 1268.7452 11 0.7 635.3804 2 5.37 23 420 OB3621.raw 8.67E6 37 37 378 388

K.TDSRPSIANLAGENSVIDNLPEEVVAN(+.98)SYGLPR.E Y 99.9 62.86 3497.7273 33 1.6 1166.9182 3 33.96 23 2583 OB3621.raw 3.67E5 2 2 471 503 Deamidation (NQ)

R.PSIANLAGENSVIDNLPEEVVANSYGLPR.E Y 99.9 58.51 3037.5356 29 -1.3 1013.5179 3 35.28 23 2761 OB3621.raw 3.28E4 2 2 475 503

N.TNAHSIIYALR.G N 99.9 54.68 1257.6830 11 -0.8 629.8483 2 28.16 23 1794 OB3621.raw 1.37E4 1 1 411 421



R.N(+.98)ALFVPHYNTNAHSIIYALR.G N 99.9 53.61 2314.1858 20 -1.2 1158.0988 2 32.03 23 2323 OB3621.raw 9.47E4 2 2 402 421 Deamidation (NQ)

K.TDSRPSIANLAGEN.S N 99.9 53.46 1443.6953 14 -1.0 722.8542 2 27.80 23 1745 OB3621.raw 8.88E4 4 4 471 484

K.TDSRPSIANLAGEN(+.98).S N 99.9 52.16 1444.6793 14 -0.9 723.3463 2 28.32 23 1815 OB3621.raw 4.59E4 3 3 471 484 Deamidation (NQ)

K.TDSRPSIANLAGE.N N 99.9 50.02 1329.6525 13 -0.8 665.8329 2 27.89 23 1757 OB3621.raw 3.59E4 2 2 471 483

K.FFVPPSQQSP(+15.99)R.A N 99.9 47.46 1304.6512 11 -0.4 653.3326 2 26.83 23 1613 OB3621.raw 2.38E4 1 1 517 527 Hydroxylation Pro

P.DIYNPQAGSLK.T N 99.9 44.14 1204.6088 11 -0.2 603.3115 2 27.11 23 1649 OB3621.raw 0 1 1 367 377

R.NALFVPHYNTNAH.S N 99.9 42.40 1496.7161 13 -0.8 749.3647 2 27.49 23 1703 OB3621.raw 4.55E5 4 4 402 414

R.N(+.98)RSPDIYNPQAGSLK.T N 99.9 42.01 1659.8217 15 -0.4 554.2809 3 26.52 23 1575 OB3621.raw 1.61E5 4 4 363 377 Deamidation (NQ)

N.AHSIIYALR.G N 99.9 41.87 1042.5923 9 -0.5 348.5379 3 27.41 23 1691 OB3621.raw 3.52E3 1 1 413 421

K.TAN(+.98)ELNLLILR.W N 99.8 39.19 1269.7292 11 -3.1 635.8699 2 33.52 23 2523 OB3621.raw 9.38E5 1 1 378 388 Deamidation (NQ)

K.TDSRPSIANLAG.E N 99.8 38.54 1200.6099 12 0.1 601.3123 2 27.76 23 1739 OB3621.raw 1.06E5 2 2 471 482

K.FFVPPSQ(+.98)QSP(+15.99)R.A N 99.8 38.53 1305.6353 11 -0.4 653.8246 2 27.09 23 1646 OB3621.raw 8.48E3 1 1 517 527 Deamidation (NQ);
Hydroxylation Pro

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 99.8 38.36 1660.8057 15 -1.3 554.6085 3 27.19 23 1660 OB3621.raw 3.8E4 1 1 363 377 Deamidation (NQ)

R.NRSPDIYN(+.98)PQAGSLK.T N 99.7 37.11 1659.8217 15 0.6 554.2815 3 26.87 23 1618 OB3621.raw 1.52E5 1 1 363 377 Deamidation (NQ)

K.TDSRPSIAN(+.98)LAGEN.S N 99.6 36.49 1444.6793 14 0.1 723.3470 2 28.73 23 1873 OB3621.raw 3.98E4 1 1 471 484 Deamidation (NQ)

R.VYDEELQEGHVLVVPQNF.A N 99.5 35.61 2114.0320 18 0.0 1058.0233 2 32.34 23 2363 OB3621.raw 3.86E4 1 1 436 453

H.SIIYALR.G N 99.5 34.84 834.4963 7 -0.1 418.2554 2 28.45 23 1834 OB3621.raw 1.03E6 5 5 415 421

H.VLVVPQNFAVAGK.S N 99.5 34.67 1340.7816 13 -0.9 671.3975 2 30.01 23 2050 OB3621.raw 1.68E4 1 1 446 458

R.N(+.98)RSPDIYN(+.98)PQAGSLK.T N 99.4 33.31 1660.8057 15 -1.6 554.6083 3 27.01 23 1635 OB3621.raw 3.8E4 1 1 363 377 Deamidation (NQ)

K.TDSRPSIANLAGENSVIDNLPEEVVAN.S N 99.1 32.79 2823.3887 27 -1.8 942.1351 3 33.62 23 2537 OB3621.raw 4.8E4 2 2 471 497

K.FFVPPSQ(+.98)Q(+.98)SPR.A N 99.1 32.57 1290.6244 11 2.3 646.3210 2 28.24 23 1804 OB3621.raw 5.1E4 1 1 517 527 Deamidation (NQ)

H.YNTNAHSIIYALR.G N 99.1 32.05 1534.7892 13 -2.6 768.3999 2 29.02 23 1913 OB3621.raw 3.67E4 3 3 409 421

R.NRSPDIYNPQ(+.98)AGSLK.T N 99.1 31.72 1659.8217 15 -1.2 554.2805 3 26.35 23 1558 OB3621.raw 1.52E5 1 1 363 377 Deamidation (NQ)

R.NRSPDIYNPQAGSLK.T N 98.9 31.35 1658.8376 15 -0.1 553.9531 3 25.82 23 1519 OB3621.raw 4.1E3 1 1 363 377

L.FVPHYNTNAHSIIYALR.G N 98.8 31.24 2015.0377 17 -1.7 672.6854 3 30.59 23 2129 OB3621.raw 2.21E4 1 1 405 421

total 42 peptides

Q9FZ11|Q9FZ11_ARAHY back to list
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Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 23 #Spec #Spec
Sample 23 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 100.53 1540.7673 13 0.6 771.3914 2 33.21 23 2481 OB3621.raw 2.54E7 180 180 388 400

K.SQSDNFEYVAFK.T N 99.9 92.18 1433.6462 12 0.5 717.8307 2 30.27 23 2085 OB3621.raw 4.75E6 27 27 458 469

R.VYDEELQEGHVLVVPQ(+.98)NFAVAGK.S N 99.9 86.20 2541.2751 23 0.7 1271.6458 2 31.52 23 2254 OB3621.raw 1.3E5 1 1 435 457 Deamidation (NQ)

K.SQ(+.98)SDNFEYVAFK.T N 99.9 80.54 1434.6302 12 0.7 718.3229 2 30.67 23 2139 OB3621.raw 1.05E6 4 4 458 469 Deamidation (NQ)

R.NALFVPHYNTNAHSIIYALR.G N 99.9 77.63 2313.2019 20 0.6 1157.6089 2 30.63 23 2135 OB3621.raw 1.63E7 16 16 401 420

N.GIEETIC(+57.02)TASVK.K N 99.9 76.27 1306.6438 12 0.0 654.3292 2 27.74 23 1736 OB3621.raw 3.75E6 13 13 345 356 Carbamidomethylation

R.SPDIYNPQAGSLK.T N 99.9 76.05 1388.6936 13 -0.4 695.3538 2 26.97 23 1630 OB3621.raw 1.04E7 62 62 364 376

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 74.80 2540.2910 23 1.4 1271.1545 2 30.94 23 2176 OB3621.raw 1.98E7 51 51 435 457

R.SPDIYNPQ(+.98)AGSLK.T N 99.9 70.97 1389.6776 13 1.3 695.8470 2 28.06 23 1779 OB3621.raw 2.53E5 2 2 364 376 Deamidation (NQ)

R.NALFVPHYN(+.98)TNAHSIIYALR.G N 99.9 64.30 2314.1858 20 2.3 772.4043 3 31.60 23 2265 OB3621.raw 1.77E6 1 1 401 420 Deamidation (NQ)

K.FFVPPSQQSLR.A Y 99.9 58.44 1304.6876 11 0.0 653.3511 2 28.76 23 1876 OB3621.raw 2.69E6 11 11 516 526

N.TNAHSIIYALR.G N 99.9 54.68 1257.6830 11 -0.8 629.8483 2 28.16 23 1794 OB3621.raw 1.37E4 1 1 410 420

R.N(+.98)ALFVPHYNTNAHSIIYALR.G N 99.9 53.61 2314.1858 20 -1.2 1158.0988 2 32.03 23 2323 OB3621.raw 9.47E4 2 2 401 420 Deamidation (NQ)

K.TANDLNLLILR.W N 99.9 53.58 1254.7296 11 1.1 628.3727 2 32.68 23 2411 OB3621.raw 1.96E7 60 60 377 387

G.NGIEETIC(+57.02)TASVK.K N 99.9 48.27 1420.6868 13 -0.4 711.3503 2 29.89 23 2034 OB3621.raw 1.32E4 1 1 344 356 Carbamidomethylation

K.FFVPPSQQSLRA.V Y 99.9 47.29 1375.7247 12 0.1 688.8697 2 29.10 23 1924 OB3621.raw 2.12E5 3 3 516 527

A.NDLNLLILR.W N 99.9 46.87 1082.6448 9 -0.5 542.3294 2 32.33 23 2362 OB3621.raw 3.22E4 1 1 379 387

P.DIYNPQAGSLK.T N 99.9 44.14 1204.6088 11 -0.2 603.3115 2 27.11 23 1649 OB3621.raw 0 1 1 366 376

K.FFVPPSQQ(+.98)SLR.A Y 99.9 43.94 1305.6716 11 0.3 653.8433 2 29.44 23 1971 OB3621.raw 3.76E5 3 3 516 526 Deamidation (NQ)

R.NALFVPHYNTNAH.S N 99.9 42.40 1496.7161 13 -0.8 749.3647 2 27.49 23 1703 OB3621.raw 4.55E5 4 4 401 413

R.N(+.98)RSPDIYNPQAGSLK.T N 99.9 42.01 1659.8217 15 -0.4 554.2809 3 26.52 23 1575 OB3621.raw 1.61E5 4 4 362 376 Deamidation (NQ)

N.AHSIIYALR.G N 99.9 41.87 1042.5923 9 -0.5 348.5379 3 27.41 23 1691 OB3621.raw 3.52E3 1 1 412 420

K.TAN(+.98)DLNLLILR.W N 99.8 40.37 1255.7136 11 3.1 628.8660 2 33.43 23 2511 OB3621.raw 3.92E6 3 3 377 387 Deamidation (NQ)



K.FFVPPSQQ(+.98)SLRA.V Y 99.8 38.96 1376.7087 12 -0.1 689.3616 2 29.71 23 2008 OB3621.raw 3.58E5 1 1 516 527 Deamidation (NQ)

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 99.8 38.36 1660.8057 15 -1.3 554.6085 3 27.19 23 1660 OB3621.raw 3.8E4 1 1 362 376 Deamidation (NQ)

R.NRSPDIYN(+.98)PQAGSLK.T N 99.7 37.11 1659.8217 15 0.6 554.2815 3 26.87 23 1618 OB3621.raw 1.52E5 1 1 362 376 Deamidation (NQ)

R.VYDEELQEGHVLVVPQNF.A N 99.5 35.61 2114.0320 18 0.0 1058.0233 2 32.34 23 2363 OB3621.raw 3.86E4 1 1 435 452

H.SIIYALR.G N 99.5 34.84 834.4963 7 -0.1 418.2554 2 28.45 23 1834 OB3621.raw 1.03E6 5 5 414 420

H.VLVVPQNFAVAGK.S N 99.5 34.67 1340.7816 13 -0.9 671.3975 2 30.01 23 2050 OB3621.raw 1.68E4 1 1 445 457

R.N(+.98)RSPDIYN(+.98)PQAGSLK.T N 99.4 33.31 1660.8057 15 -1.6 554.6083 3 27.01 23 1635 OB3621.raw 3.8E4 1 1 362 376 Deamidation (NQ)

H.YNTNAHSIIYALR.G N 99.1 32.05 1534.7892 13 -2.6 768.3999 2 29.02 23 1913 OB3621.raw 3.67E4 3 3 408 420

R.NRSPDIYNPQ(+.98)AGSLK.T N 99.1 31.72 1659.8217 15 -1.2 554.2805 3 26.35 23 1558 OB3621.raw 1.52E5 1 1 362 376 Deamidation (NQ)

R.NRSPDIYNPQAGSLK.T N 98.9 31.35 1658.8376 15 -0.1 553.9531 3 25.82 23 1519 OB3621.raw 4.1E3 1 1 362 376

L.FVPHYNTNAHSIIYALR.G N 98.8 31.24 2015.0377 17 -1.7 672.6854 3 30.59 23 2129 OB3621.raw 2.21E4 1 1 404 420

N.DLNLLILR.W N 98.7 31.14 968.6018 8 -1.0 485.3077 2 33.40 23 2507 OB3621.raw 7.09E3 1 1 380 387

total 35 peptides

Q647H4|Q647H4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

23
#Spec

#Spec
Sample

23
Start End PTM



R.WLGLSAEYGNLYR.N N 99.9 100.53 1540.7673 13 0.6 771.3914 2 33.21 23 2481 OB3621.raw 2.54E7 180 180 395 407

K.SQSENFEYVAFK.T N 99.9 87.45 1447.6619 12 0.1 724.8383 2 30.14 23 2067 OB3621.raw 5.02E6 33 33 465 476

R.NALFVPHYNTNAHSIIYALR.G N 99.9 77.63 2313.2019 20 0.6 1157.6089 2 30.63 23 2135 OB3621.raw 1.63E7 16 16 408 427

K.SQ(+.98)SENFEYVAFK.T N 99.9 77.36 1448.6459 12 -0.2 725.3301 2 30.53 23 2121 OB3621.raw 5.38E5 3 3 465 476 Deamidation (NQ)

N.GIEETIC(+57.02)TASFK.K Y 99.9 76.78 1354.6438 12 -0.4 678.3289 2 29.29 23 1950 OB3621.raw 3.1E4 2 2 352 363 Carbamidomethylation

R.SPDIYNPQAGSLK.T N 99.9 76.05 1388.6936 13 -0.4 695.3538 2 26.97 23 1630 OB3621.raw 1.04E7 62 62 371 383

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 75.34 3544.7434 33 -0.1 1182.5883 3 34.90 23 2709 OB3621.raw 3.45E6 11 11 477 509

R.SPDIYNPQ(+.98)AGSLK.T N 99.9 70.97 1389.6776 13 1.3 695.8470 2 28.06 23 1779 OB3621.raw 2.53E5 2 2 371 383 Deamidation (NQ)

R.NALFVPHYN(+.98)TNAHSIIYALR.G N 99.9 64.30 2314.1858 20 2.3 772.4043 3 31.60 23 2265 OB3621.raw 1.77E6 1 1 408 427 Deamidation (NQ)

K.TANELNLLILR.W N 99.9 62.88 1268.7452 11 0.7 635.3804 2 5.37 23 420 OB3621.raw 8.67E6 37 37 384 394

K.TDSRPSIANLAGENSFIDNLPEEVVAN(+.98)SYGLPR.E N 99.9 61.36 3545.7273 33 2.2 1182.9189 3 34.55 23 2663 OB3621.raw 7.99E4 1 1 477 509 Deamidation (NQ)

K.TDSRPSIANLAGENSFIDN(+.98)LPEEVVANSYGLPR.E N 99.9 59.80 3545.7273 33 2.1 1182.9188 3 35.57 23 2799 OB3621.raw 1.12E6 4 4 477 509 Deamidation (NQ)

K.TDSRPSIANLAGEN(+.98)SFIDNLPEEVVANSYGLPR.E N 99.9 55.87 3545.7273 33 7.8 1182.9255 3 4.46 23 276 OB3621.raw 2.82E5 1 1 477 509 Deamidation (NQ)

N.TNAHSIIYALR.G N 99.9 54.68 1257.6830 11 -0.8 629.8483 2 28.16 23 1794 OB3621.raw 1.37E4 1 1 417 427

R.N(+.98)ALFVPHYNTNAHSIIYALR.G N 99.9 53.61 2314.1858 20 -1.2 1158.0988 2 32.03 23 2323 OB3621.raw 9.47E4 2 2 408 427 Deamidation (NQ)

K.TDSRPSIANLAGEN.S N 99.9 53.46 1443.6953 14 -1.0 722.8542 2 27.80 23 1745 OB3621.raw 8.88E4 4 4 477 490

K.TDSRPSIANLAGEN(+.98).S N 99.9 52.16 1444.6793 14 -0.9 723.3463 2 28.32 23 1815 OB3621.raw 4.59E4 3 3 477 490 Deamidation (NQ)

K.TDSRPSIANLAGE.N N 99.9 50.02 1329.6525 13 -0.8 665.8329 2 27.89 23 1757 OB3621.raw 3.59E4 2 2 477 489

K.FFVPPSEQSLR.A Y 99.9 46.62 1305.6716 11 -0.3 653.8429 2 29.27 23 1947 OB3621.raw 3.76E5 2 2 523 533

R.VFDEELQEGHVLVVPQNFAVAGK.S Y 99.9 44.56 2524.2961 23 2.8 842.4417 3 31.70 23 2278 OB3621.raw 5.89E4 2 2 442 464

P.DIYNPQAGSLK.T N 99.9 44.14 1204.6088 11 -0.2 603.3115 2 27.11 23 1649 OB3621.raw 0 1 1 373 383

R.PSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 43.62 3085.5356 29 0.7 1029.5199 3 36.08 23 2869 OB3621.raw 1.09E4 1 1 481 509

R.NALFVPHYNTNAH.S N 99.9 42.40 1496.7161 13 -0.8 749.3647 2 27.49 23 1703 OB3621.raw 4.55E5 4 4 408 420

R.N(+.98)RSPDIYNPQAGSLK.T N 99.9 42.01 1659.8217 15 -0.4 554.2809 3 26.52 23 1575 OB3621.raw 1.61E5 4 4 369 383 Deamidation (NQ)

N.AHSIIYALR.G N 99.9 41.87 1042.5923 9 -0.5 348.5379 3 27.41 23 1691 OB3621.raw 3.52E3 1 1 419 427

K.TAN(+.98)ELNLLILR.W N 99.8 39.19 1269.7292 11 -3.1 635.8699 2 33.52 23 2523 OB3621.raw 9.38E5 1 1 384 394 Deamidation (NQ)

K.TDSRPSIANLAG.E N 99.8 38.54 1200.6099 12 0.1 601.3123 2 27.76 23 1739 OB3621.raw 1.06E5 2 2 477 488

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 99.8 38.36 1660.8057 15 -1.3 554.6085 3 27.19 23 1660 OB3621.raw 3.8E4 1 1 369 383 Deamidation (NQ)

R.NRSPDIYN(+.98)PQAGSLK.T N 99.7 37.11 1659.8217 15 0.6 554.2815 3 26.87 23 1618 OB3621.raw 1.52E5 1 1 369 383 Deamidation (NQ)

K.FFVPPSEQSLRA.V Y 99.7 37.02 1376.7087 12 -0.6 689.3613 2 30.10 23 2062 OB3621.raw 1.35E6 8 8 523 534

K.TDSRPSIAN(+.98)LAGEN.S N 99.6 36.49 1444.6793 14 0.1 723.3470 2 28.73 23 1873 OB3621.raw 3.98E4 1 1 477 490 Deamidation (NQ)

H.SIIYALR.G N 99.5 34.84 834.4963 7 -0.1 418.2554 2 28.45 23 1834 OB3621.raw 1.03E6 5 5 421 427

H.VLVVPQNFAVAGK.S N 99.5 34.67 1340.7816 13 -0.9 671.3975 2 30.01 23 2050 OB3621.raw 1.68E4 1 1 452 464

R.N(+.98)RSPDIYN(+.98)PQAGSLK.T N 99.4 33.31 1660.8057 15 -1.6 554.6083 3 27.01 23 1635 OB3621.raw 3.8E4 1 1 369 383 Deamidation (NQ)

K.FFVPPSEQ(+.98)SLRA.V Y 99.4 33.16 1377.6927 12 -0.8 689.8531 2 30.32 23 2093 OB3621.raw 1.57E5 1 1 523 534 Deamidation (NQ)

H.YNTNAHSIIYALR.G N 99.1 32.05 1534.7892 13 -2.6 768.3999 2 29.02 23 1913 OB3621.raw 3.67E4 3 3 415 427

R.NRSPDIYNPQ(+.98)AGSLK.T N 99.1 31.72 1659.8217 15 -1.2 554.2805 3 26.35 23 1558 OB3621.raw 1.52E5 1 1 369 383 Deamidation (NQ)

R.NRSPDIYNPQAGSLK.T N 98.9 31.35 1658.8376 15 -0.1 553.9531 3 25.82 23 1519 OB3621.raw 4.1E3 1 1 369 383

L.FVPHYNTNAHSIIYALR.G N 98.8 31.24 2015.0377 17 -1.7 672.6854 3 30.59 23 2129 OB3621.raw 2.21E4 1 1 411 427

total 39 peptides

Q6T2T4|Q6T2T4_ARAHY back to list
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Protein Coverage:



Supporting Peptides:

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

Area
Sample

23
#Spec

#Spec
Sample

23
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 100.53 1540.7673 13 0.6 771.3914 2 33.21 23 2481 OB3621.raw 2.54E7 180 180 395 407

K.SQSENFEYVAFK.T N 99.9 87.45 1447.6619 12 0.1 724.8383 2 30.14 23 2067 OB3621.raw 5.02E6 33 33 465 476

R.NALFVPHYNTNAHSIIYALR.G N 99.9 77.63 2313.2019 20 0.6 1157.6089 2 30.63 23 2135 OB3621.raw 1.63E7 16 16 408 427

K.SQ(+.98)SENFEYVAFK.T N 99.9 77.36 1448.6459 12 -0.2 725.3301 2 30.53 23 2121 OB3621.raw 5.38E5 3 3 465 476 Deamidation (NQ)

N.GIEETIC(+57.02)TASFK.K Y 99.9 76.78 1354.6438 12 -0.4 678.3289 2 29.29 23 1950 OB3621.raw 3.1E4 2 2 352 363 Carbamidomethylation

R.SPDIYNPQAGSLK.T N 99.9 76.05 1388.6936 13 -0.4 695.3538 2 26.97 23 1630 OB3621.raw 1.04E7 62 62 371 383

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 75.34 3544.7434 33 -0.1 1182.5883 3 34.90 23 2709 OB3621.raw 3.45E6 11 11 477 509

R.SPDIYNPQ(+.98)AGSLK.T N 99.9 70.97 1389.6776 13 1.3 695.8470 2 28.06 23 1779 OB3621.raw 2.53E5 2 2 371 383 Deamidation (NQ)

R.NALFVPHYN(+.98)TNAHSIIYALR.G N 99.9 64.30 2314.1858 20 2.3 772.4043 3 31.60 23 2265 OB3621.raw 1.77E6 1 1 408 427 Deamidation (NQ)

K.TANELNLLILR.W N 99.9 62.88 1268.7452 11 0.7 635.3804 2 5.37 23 420 OB3621.raw 8.67E6 37 37 384 394

K.TDSRPSIANLAGENSFIDNLPEEVVAN(+.98)SYGLPR.E N 99.9 61.36 3545.7273 33 2.2 1182.9189 3 34.55 23 2663 OB3621.raw 7.99E4 1 1 477 509 Deamidation (NQ)

K.TDSRPSIANLAGENSFIDN(+.98)LPEEVVANSYGLPR.E N 99.9 59.80 3545.7273 33 2.1 1182.9188 3 35.57 23 2799 OB3621.raw 1.12E6 4 4 477 509 Deamidation (NQ)

K.TDSRPSIANLAGEN(+.98)SFIDNLPEEVVANSYGLPR.E N 99.9 55.87 3545.7273 33 7.8 1182.9255 3 4.46 23 276 OB3621.raw 2.82E5 1 1 477 509 Deamidation (NQ)

N.TNAHSIIYALR.G N 99.9 54.68 1257.6830 11 -0.8 629.8483 2 28.16 23 1794 OB3621.raw 1.37E4 1 1 417 427

R.N(+.98)ALFVPHYNTNAHSIIYALR.G N 99.9 53.61 2314.1858 20 -1.2 1158.0988 2 32.03 23 2323 OB3621.raw 9.47E4 2 2 408 427 Deamidation (NQ)

K.TDSRPSIANLAGEN.S N 99.9 53.46 1443.6953 14 -1.0 722.8542 2 27.80 23 1745 OB3621.raw 8.88E4 4 4 477 490

K.TDSRPSIANLAGEN(+.98).S N 99.9 52.16 1444.6793 14 -0.9 723.3463 2 28.32 23 1815 OB3621.raw 4.59E4 3 3 477 490 Deamidation (NQ)



K.TDSRPSIANLAGE.N N 99.9 50.02 1329.6525 13 -0.8 665.8329 2 27.89 23 1757 OB3621.raw 3.59E4 2 2 477 489

K.FFVPPSEQSLR.A Y 99.9 46.62 1305.6716 11 -0.3 653.8429 2 29.27 23 1947 OB3621.raw 3.76E5 2 2 523 533

R.VFDEELQEGHVLVVPQNFAVAGK.S Y 99.9 44.56 2524.2961 23 2.8 842.4417 3 31.70 23 2278 OB3621.raw 5.89E4 2 2 442 464

P.DIYNPQAGSLK.T N 99.9 44.14 1204.6088 11 -0.2 603.3115 2 27.11 23 1649 OB3621.raw 0 1 1 373 383

R.PSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 43.62 3085.5356 29 0.7 1029.5199 3 36.08 23 2869 OB3621.raw 1.09E4 1 1 481 509

R.NALFVPHYNTNAH.S N 99.9 42.40 1496.7161 13 -0.8 749.3647 2 27.49 23 1703 OB3621.raw 4.55E5 4 4 408 420

R.N(+.98)RSPDIYNPQAGSLK.T N 99.9 42.01 1659.8217 15 -0.4 554.2809 3 26.52 23 1575 OB3621.raw 1.61E5 4 4 369 383 Deamidation (NQ)

N.AHSIIYALR.G N 99.9 41.87 1042.5923 9 -0.5 348.5379 3 27.41 23 1691 OB3621.raw 3.52E3 1 1 419 427

K.TAN(+.98)ELNLLILR.W N 99.8 39.19 1269.7292 11 -3.1 635.8699 2 33.52 23 2523 OB3621.raw 9.38E5 1 1 384 394 Deamidation (NQ)

K.TDSRPSIANLAG.E N 99.8 38.54 1200.6099 12 0.1 601.3123 2 27.76 23 1739 OB3621.raw 1.06E5 2 2 477 488

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 99.8 38.36 1660.8057 15 -1.3 554.6085 3 27.19 23 1660 OB3621.raw 3.8E4 1 1 369 383 Deamidation (NQ)

R.NRSPDIYN(+.98)PQAGSLK.T N 99.7 37.11 1659.8217 15 0.6 554.2815 3 26.87 23 1618 OB3621.raw 1.52E5 1 1 369 383 Deamidation (NQ)

K.FFVPPSEQSLRA.V Y 99.7 37.02 1376.7087 12 -0.6 689.3613 2 30.10 23 2062 OB3621.raw 1.35E6 8 8 523 534

K.TDSRPSIAN(+.98)LAGEN.S N 99.6 36.49 1444.6793 14 0.1 723.3470 2 28.73 23 1873 OB3621.raw 3.98E4 1 1 477 490 Deamidation (NQ)

H.SIIYALR.G N 99.5 34.84 834.4963 7 -0.1 418.2554 2 28.45 23 1834 OB3621.raw 1.03E6 5 5 421 427

H.VLVVPQNFAVAGK.S N 99.5 34.67 1340.7816 13 -0.9 671.3975 2 30.01 23 2050 OB3621.raw 1.68E4 1 1 452 464

R.N(+.98)RSPDIYN(+.98)PQAGSLK.T N 99.4 33.31 1660.8057 15 -1.6 554.6083 3 27.01 23 1635 OB3621.raw 3.8E4 1 1 369 383 Deamidation (NQ)

K.FFVPPSEQ(+.98)SLRA.V Y 99.4 33.16 1377.6927 12 -0.8 689.8531 2 30.32 23 2093 OB3621.raw 1.57E5 1 1 523 534 Deamidation (NQ)

H.YNTNAHSIIYALR.G N 99.1 32.05 1534.7892 13 -2.6 768.3999 2 29.02 23 1913 OB3621.raw 3.67E4 3 3 415 427

R.NRSPDIYNPQ(+.98)AGSLK.T N 99.1 31.72 1659.8217 15 -1.2 554.2805 3 26.35 23 1558 OB3621.raw 1.52E5 1 1 369 383 Deamidation (NQ)

R.NRSPDIYNPQAGSLK.T N 98.9 31.35 1658.8376 15 -0.1 553.9531 3 25.82 23 1519 OB3621.raw 4.1E3 1 1 369 383

L.FVPHYNTNAHSIIYALR.G N 98.8 31.24 2015.0377 17 -1.7 672.6854 3 30.59 23 2129 OB3621.raw 2.21E4 1 1 411 427

total 39 peptides

Q6IWG5|Q6IWG5_ARAHY back to list
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Protein Coverage:

Supporting Peptides:

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

Area
Sample

23
#Spec #Spec

Sample 23 Start End PTM



R.SSNPDIYNPQAGSLR.S Y 99.9 68.82 1617.7747 15 -1.1 809.8937 2 27.36 23 1684 OB3621.raw 3.82E4 3 3 342 356

K.AQSENYEYLAFK.T Y 99.9 64.79 1461.6776 12 -1.5 731.8450 2 29.79 23 2019 OB3621.raw 1.43E6 10 10 438 449

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 63.25 3243.6006 30 -0.6 1082.2068 3 33.94 23 2581 OB3621.raw 1.41E5 3 3 450 479

N.GIEETIC(+57.02)SASVK.K Y 99.9 56.46 1292.6282 12 -0.2 647.3212 2 27.53 23 1707 OB3621.raw 1.17E4 1 1 325 336 Carbamidomethylation

K.TDSRPSIANLAGEN.S N 99.9 53.46 1443.6953 14 -1.0 722.8542 2 27.80 23 1745 OB3621.raw 8.88E4 4 4 450 463

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 99.9 53.09 2554.3066 23 -0.7 852.4422 3 31.09 23 2196 OB3621.raw 4.65E4 1 1 415 437

K.TDSRPSIANLAGENSIID.N N 99.9 53.05 1871.9225 18 0.1 936.9686 2 30.82 23 2161 OB3621.raw 4.21E4 1 1 450 467

K.TDSRPSIANLAGEN(+.98).S N 99.9 52.16 1444.6793 14 -0.9 723.3463 2 28.32 23 1815 OB3621.raw 4.59E4 3 3 450 463 Deamidation (NQ)

K.TDSRPSIANLAGE.N N 99.9 50.02 1329.6525 13 -0.8 665.8329 2 27.89 23 1757 OB3621.raw 3.59E4 2 2 450 462

R.SSNPDIYNPQ(+.98)AGSLR.S Y 99.9 45.78 1618.7587 15 -3.2 810.3840 2 27.93 23 1764 OB3621.raw 1.3E4 1 1 342 356 Deamidation (NQ)

K.TDSRPSIANLAG.E N 99.8 38.54 1200.6099 12 0.1 601.3123 2 27.76 23 1739 OB3621.raw 1.06E5 2 2 450 461

K.TDSRPSIAN(+.98)LAGEN.S N 99.6 36.49 1444.6793 14 0.1 723.3470 2 28.73 23 1873 OB3621.raw 3.98E4 1 1 450 463 Deamidation (NQ)

R.VYDEELQEGHVLVVPQNF.A N 99.5 35.61 2114.0320 18 0.0 1058.0233 2 32.34 23 2363 OB3621.raw 3.86E4 1 1 415 432

K.TDSRPSIANLAGENSIIDNLPEEVVANSY.R N 98.7 30.52 3087.4995 29 -1.4 1030.1724 3 35.10 23 2737 OB3621.raw 2.8E4 1 1 450 478

total 14 peptides

Q0GM57|Q0GM57_ARAHY back to list
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Protein Coverage:

Supporting Peptides:

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

Area
Sample

23
#Spec #Spec

Sample 23 Start End PTM

R.SSNPDIYNPQAGSLR.S Y 99.9 68.82 1617.7747 15 -1.1 809.8937 2 27.36 23 1684 OB3621.raw 3.82E4 3 3 344 358

K.AQSENYEYLAFK.T Y 99.9 64.79 1461.6776 12 -1.5 731.8450 2 29.79 23 2019 OB3621.raw 1.43E6 10 10 440 451

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 63.25 3243.6006 30 -0.6 1082.2068 3 33.94 23 2581 OB3621.raw 1.41E5 3 3 452 481

N.GIEETIC(+57.02)SASVK.K Y 99.9 56.46 1292.6282 12 -0.2 647.3212 2 27.53 23 1707 OB3621.raw 1.17E4 1 1 327 338 Carbamidomethylation



K.TDSRPSIANLAGEN.S N 99.9 53.46 1443.6953 14 -1.0 722.8542 2 27.80 23 1745 OB3621.raw 8.88E4 4 4 452 465

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 99.9 53.09 2554.3066 23 -0.7 852.4422 3 31.09 23 2196 OB3621.raw 4.65E4 1 1 417 439

K.TDSRPSIANLAGENSIID.N N 99.9 53.05 1871.9225 18 0.1 936.9686 2 30.82 23 2161 OB3621.raw 4.21E4 1 1 452 469

K.TDSRPSIANLAGEN(+.98).S N 99.9 52.16 1444.6793 14 -0.9 723.3463 2 28.32 23 1815 OB3621.raw 4.59E4 3 3 452 465 Deamidation (NQ)

K.TDSRPSIANLAGE.N N 99.9 50.02 1329.6525 13 -0.8 665.8329 2 27.89 23 1757 OB3621.raw 3.59E4 2 2 452 464

R.SSNPDIYNPQ(+.98)AGSLR.S Y 99.9 45.78 1618.7587 15 -3.2 810.3840 2 27.93 23 1764 OB3621.raw 1.3E4 1 1 344 358 Deamidation (NQ)

K.TDSRPSIANLAG.E N 99.8 38.54 1200.6099 12 0.1 601.3123 2 27.76 23 1739 OB3621.raw 1.06E5 2 2 452 463

K.TDSRPSIAN(+.98)LAGEN.S N 99.6 36.49 1444.6793 14 0.1 723.3470 2 28.73 23 1873 OB3621.raw 3.98E4 1 1 452 465 Deamidation (NQ)

R.VYDEELQEGHVLVVPQNF.A N 99.5 35.61 2114.0320 18 0.0 1058.0233 2 32.34 23 2363 OB3621.raw 3.86E4 1 1 417 434

K.TDSRPSIANLAGENSIIDNLPEEVVANSY.R N 98.7 30.52 3087.4995 29 -1.4 1030.1724 3 35.10 23 2737 OB3621.raw 2.8E4 1 1 452 480

total 14 peptides

Peptide List

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_119%20spot22/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 14 from 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2422
# of MS/MS scans 6197

Table 2. Result filtration parameters.
Peptide -10lgP ≥30
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 1252
Peptide sequences 135
Protein groups 5
Proteins 7
Proteins (#Unique Peptides) 3 (>2); 4 (=2); 0 (=1);
FDR (Peptide-Spectrum Matches) 0.1%
FDR (Peptide Sequences) 0.7%
FDR (Protein) 9.1%
De Novo Only Spectra 264

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

Deamidation .98 NQ 121 86.17 8.16E2 32.52

Carbamidomethyl 57.02 C 69 71.61 3.83E6 1000.00

HydPro 15.99 P 23 69.12 3.63E5 103.33

Oxidation 15.99 M 1 32.10 2.62E4 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 24 122 13 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
  Deamidation (NQ): 0.98
  Oxidation (M): 15.99
  Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3622.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

Protein List

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

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%) Sample
24

Area Sample
24 #Peptides #Unique #Spec Sample

24 PTM Avg.
Mass Description

3 3 B5TYU1|B5TYU1_ARAHY 99.2 339.69 32 32 3.54E7 42 2 769 Y 60624 Arachin Arah3 isoform OS=Arachis hypogaea PE=1
SV=1



1 15 Q647H3|Q647H3_ARAHY 99.2 338.17 32 32 5.51E7 44 5 842 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=2 SV=1

6 7 Q647H4|Q647H4_ARAHY 99.2 326.97 30 30 8.2E6 39 6 690 Y 61506 Arachin Ahy-1 OS=Arachis hypogaea PE=2 SV=1

6 12 Q6T2T4|Q6T2T4_ARAHY 99.2 326.97 30 30 8.2E6 39 6 690 Y 61499 Storage protein OS=Arachis hypogaea PE=2 SV=1

5 13 Q9FZ11|Q9FZ11_ARAHY 99.2 324.50 26 26 6.43E6 34 2 773 Y 60449 Gly1 OS=Arachis hypogaea GN=Gly1 PE=2 SV=1

9 41 Q6IWG5|Q6IWG5_ARAHY 99.1 194.92 15 15 1.98E6 13 2 60 Y 58061 Glycinin (Fragment) OS=Arachis hypogaea PE=2 S
V=1

9 42 Q0GM57|Q0GM57_ARAHY 99.1 194.92 15 15 1.98E6 13 2 60 Y 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 SV=1

total 7 proteins

B5TYU1|B5TYU1_ARAHY back to list
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Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

24 #Spec #Spec Sample
24 Start End PTM

R.NALFVPHYNTNAHSIIYALR.G N 99.9 99.52 2313.2019 20 -0.6 1157.6075 2 31.20 24 2573 OB3622.raw 1.39E8 53 53 402 421

R.WLGLSAEYGNLYR.N N 99.9 96.69 1540.7673 13 1.3 771.3919 2 32.99 24 2817 OB3622.raw 4.78E7 114 114 389 401



K.SQSDNFEYVAFK.T N 99.9 89.30 1433.6462 12 0.8 717.8310 2 30.18 24 2433 OB3622.raw 1.37E7 52 52 459 470

K.TDSRPSIANLAGENSVIDNLPEEVVANSYGLPR.E Y 99.9 85.39 3496.7434 33 1.0 1166.5896 3 34.02 24 2955 OB3622.raw 1.7E7 26 26 471 503

R.N(+.98)ALFVPHYNTNAHSIIYALR.G N 99.9 82.52 2314.1858 20 1.0 1158.1013 2 32.05 24 2688 OB3622.raw 0 3 3 402 421 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.9 79.74 1388.6936 13 0.5 695.3544 2 27.06 24 2001 OB3622.raw 3.7E7 141 141 365 377

K.SQ(+.98)SDNFEYVAFK.T N 99.9 77.76 1434.6302 12 4.2 718.3254 2 29.83 24 2385 OB3622.raw 2.73E6 3 3 459 470 Deamidation (NQ)

R.SPDIYNPQ(+.98)AGSLK.T N 99.9 77.75 1389.6776 13 1.1 695.8469 2 27.79 24 2103 OB3622.raw 3.34E6 2 2 365 377 Deamidation (NQ)

K.TDSRPSIANLAGEN(+.98)SVIDNLPEEVVANSYGLPR.E Y 99.9 75.81 3497.7273 33 5.8 1166.9231 3 35.07 24 3099 OB3622.raw 8.88E6 1 1 471 503 Deamidation (NQ)

K.TDSRPSIANLAGENSVIDN(+.98)LPEEVVANSYGLPR.E Y 99.9 74.87 3497.7273 33 2.3 1166.9191 3 33.68 24 2909 OB3622.raw 9.25E6 3 3 471 503 Deamidation (NQ)

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 74.54 2540.2910 23 0.5 1271.1534 2 30.64 24 2497 OB3622.raw 9.04E7 79 79 436 458

R.NALFVPHYN(+.98)TNAHSIIYALR.G N 99.9 72.62 2314.1858 20 3.9 772.4055 3 32.03 24 2685 OB3622.raw 6.33E6 4 4 402 421 Deamidation (NQ)

K.FFVPPSQQSPR.A N 99.9 72.34 1288.6564 11 -0.2 645.3353 2 26.41 24 1911 OB3622.raw 9.6E5 8 8 517 527

N.GIEETIC(+57.02)TATVK.K N 99.9 71.61 1320.6595 12 -0.3 661.3369 2 28.01 24 2133 OB3622.raw 1.19E7 25 25 346 357 Carbamidomethylation

R.PSIANLAGENSVIDNLPEEVVANSYGLPR.E Y 99.9 68.25 3037.5356 29 -0.6 1013.5186 3 35.13 24 3108 OB3622.raw 6.8E4 1 1 475 503

R.VYDEELQEGHVLVVPQ(+.98)NFAVAGK.S N 99.9 67.02 2541.2751 23 3.1 1271.6488 2 31.24 24 2579 OB3622.raw 1.57E6 1 1 436 458 Deamidation (NQ)

R.AHVQVVDSN(+.98)GNR.V N 99.9 66.38 1295.6218 12 0.9 648.8188 2 4.85 24 333 OB3622.raw 2.26E6 6 6 424 435 Deamidation (NQ)

K.FFVPPSQQSP(+15.99)R.A N 99.9 66.29 1304.6512 11 0.0 653.3329 2 26.06 24 1863 OB3622.raw 2.97E5 4 4 517 527 Hydroxylation Pro

K.FFVPPSQ(+.98)QSPR.A N 99.9 66.27 1289.6404 11 2.0 645.8287 2 27.50 24 2063 OB3622.raw 3.68E5 1 1 517 527 Deamidation (NQ)

R.NALFVPHYNTNAH.S N 99.9 65.14 1496.7161 13 -1.0 749.3646 2 27.67 24 2086 OB3622.raw 7.92E6 19 19 402 414

R.VYDEELQEGHVL.V N 99.9 64.92 1429.6725 12 0.0 715.8435 2 29.28 24 2311 OB3622.raw 1.14E5 2 2 436 447

R.N(+.98)RSPDIYNPQAGSLK.T N 99.9 64.27 1659.8217 15 -0.2 830.9180 2 26.24 24 1887 OB3622.raw 2.3E6 6 6 363 377 Deamidation (NQ)

K.TANELNLLILR.W N 99.9 64.26 1268.7452 11 1.5 635.3809 2 32.55 24 2757 OB3622.raw 2.03E7 74 74 378 388

R.NRSPDIYNPQAGSLK.T N 99.9 62.82 1658.8376 15 -0.3 830.4258 2 25.58 24 1797 OB3622.raw 2.4E6 17 17 363 377

K.TDSRPSIANLAGENSVIDNLPEEVVAN(+.98)SYGLPR.E Y 99.9 61.33 3497.7273 33 3.3 875.4420 4 33.76 24 2920 OB3622.raw 9.2E4 2 2 471 503 Deamidation (NQ)

R.AHVQVVDSNGNR.V N 99.9 59.87 1294.6378 12 -0.1 648.3261 2 19.68 24 1394 OB3622.raw 3.06E5 7 7 424 435

N.AHSIIYALR.G N 99.9 57.60 1042.5923 9 -1.3 522.3027 2 27.33 24 2039 OB3622.raw 2.62E5 6 6 413 421

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 99.9 56.14 1660.8057 15 -0.8 831.4094 2 26.82 24 1968 OB3622.raw 7.69E5 3 3 363 377 Deamidation (NQ)

R.NRSPDIYNPQ(+.98)AGSLK.T N 99.9 56.10 1659.8217 15 1.3 554.2819 3 26.02 24 1857 OB3622.raw 2.3E6 2 2 363 377 Deamidation (NQ)

H.VLVVPQNFAVAGK.S N 99.9 55.78 1340.7816 13 -0.4 671.3978 2 29.75 24 2375 OB3622.raw 5.67E4 1 1 446 458

N.TNAHSIIYALR.G N 99.9 55.69 1257.6830 11 -0.9 629.8482 2 27.43 24 2053 OB3622.raw 4.1E5 3 3 411 421

K.TDSRPSIANLAGE.N N 99.9 54.71 1329.6525 13 -1.0 665.8328 2 28.03 24 2137 OB3622.raw 9.7E4 2 2 471 483

L.FVPHYNTNAHSIIYALR.G N 99.9 53.28 2015.0377 17 -0.6 672.6861 3 30.41 24 2465 OB3622.raw 7.91E5 3 3 405 421

R.N(+.98)ALFVPHYNTNAH.S N 99.9 52.66 1497.7001 13 -3.0 749.8550 2 28.25 24 2167 OB3622.raw 4.05E4 5 5 402 414 Deamidation (NQ)

R.WLGLSAEYGN(+.98)LYR.N N 99.9 52.64 1541.7513 13 8.1 771.8892 2 33.31 24 2859 OB3622.raw 1.05E7 2 2 389 401 Deamidation (NQ)

P.DIYNPQAGSLK.T N 99.9 52.40 1204.6088 11 -0.4 603.3114 2 26.78 24 1963 OB3622.raw 4.79E4 3 3 367 377

K.TDSRPSIANLAGENSVID.N N 99.9 51.91 1857.9067 18 -0.7 929.9600 2 30.07 24 2419 OB3622.raw 5.72E4 2 2 471 488

R.NRSPDIYN(+.98)PQAGSLK.T N 99.9 51.55 1659.8217 15 -0.2 554.2811 3 26.67 24 1947 OB3622.raw 2.15E6 1 1 363 377 Deamidation (NQ)

K.TDSRPSIANLAGEN(+.98).S N 99.9 50.96 1444.6793 14 -1.7 723.3457 2 28.05 24 2139 OB3622.raw 8.3E4 4 4 471 484 Deamidation (NQ)

R.AHVQ(+.98)VVDSN(+.98)GNR.V N 99.9 50.96 1296.6058 12 2.9 649.3121 2 20.84 24 1462 OB3622.raw 1.01E4 1 1 424 435 Deamidation (NQ)

K.NNNPFK.F N 99.9 50.79 732.3555 6 0.0 367.1850 2 21.88 24 1526 OB3622.raw 1.33E6 12 12 511 516

A.LFVPHYNTNAHSIIYALR.G N 99.9 50.75 2128.1218 18 0.0 710.3812 3 30.41 24 2466 OB3622.raw 1.07E6 3 3 404 421

K.FFVPPSQ(+.98)QSP(+15.99)R.A N 99.9 49.86 1305.6353 11 1.9 653.8261 2 26.29 24 1895 OB3622.raw 2.59E5 1 1 517 527 Deamidation (NQ);
Hydroxylation Pro

H.YNTNAHSIIYALR.G N 99.9 48.98 1534.7892 13 0.3 768.4021 2 28.37 24 2183 OB3622.raw 6.52E5 7 7 409 421

K.TDSRPSIANLAGEN.S N 99.9 48.50 1443.6953 14 -2.1 722.8534 2 27.55 24 2069 OB3622.raw 2.59E5 2 2 471 484

R.NALFVPHYNTN.A N 99.9 48.13 1288.6200 11 -0.7 645.3168 2 28.93 24 2262 OB3622.raw 7.75E4 5 5 402 412

A.NELNLLILR.W N 99.9 48.10 1096.6604 9 -0.7 549.3371 2 32.53 24 2755 OB3622.raw 1.95E4 1 1 380 388

K.TDSRPSIANLAGENSVIDNLPEEVVANSY.G N 99.9 47.77 3073.4839 29 0.3 1025.5022 3 34.74 24 3053 OB3622.raw 3.3E4 1 1 471 499

Y.NTNAHSIIYALR.G N 99.9 47.26 1371.7258 12 -1.3 458.2486 3 28.12 24 2149 OB3622.raw 5.29E4 1 1 410 421

K.TDSRPSIANLA.G N 99.9 46.27 1143.5884 11 -0.3 572.8013 2 27.32 24 2037 OB3622.raw 1.4E5 3 3 471 481

A.HSIIYALR.G N 99.9 45.89 971.5552 8 -1.0 486.7844 2 27.03 24 1998 OB3622.raw 3.35E4 2 2 414 421

R.VYDEELQ(+.98)EGHVLVVPQNFAVAGK.S N 99.9 45.69 2541.2751 23 0.6 636.3264 4 31.48 24 2610 OB3622.raw 6.72E5 1 1 436 458 Deamidation (NQ)

R.AHVQ(+.98)VVDSNGNR.V N 99.9 45.52 1295.6218 12 -1.0 648.8176 2 21.53 24 1504 OB3622.raw 1.85E4 1 1 424 435 Deamidation (NQ)

K.FFVPPSQ(+.98)Q(+.98)SPR.A N 99.9 45.37 1290.6244 11 2.0 646.3207 2 28.02 24 2135 OB3622.raw 1.68E5 1 1 517 527 Deamidation (NQ)

R.VYDEELQEGHVLVVPQNF.A N 99.9 45.37 2114.0320 18 -0.8 1058.0225 2 32.13 24 2698 OB3622.raw 1.07E5 2 2 436 453

K.FFVPPSQQ.S N 99.9 45.30 948.4705 8 -1.2 475.2419 2 28.55 24 2209 OB3622.raw 9.93E3 1 1 517 524

K.TAN(+.98)ELNLLILR.W N 99.9 44.86 1269.7292 11 4.2 635.8746 2 33.44 24 2877 OB3622.raw 3.17E6 2 2 378 388 Deamidation (NQ)

K.TDSRPSIAN(+.98)LAGENSVIDNLPEEVVANSYGLPR.E Y 99.9 44.77 3497.7273 33 2.2 1749.8748 2 34.35 24 3001 OB3622.raw 8.25E4 1 1 471 503 Deamidation (NQ)



K.TDSRPSIANLAGENSVIDNLPEEVVAN.S N 99.9 44.61 2823.3887 27 -0.3 942.1365 3 33.31 24 2860 OB3622.raw 1.98E5 2 2 471 497

R.NALFVPHYN.T N 99.8 40.12 1073.5294 9 -0.1 537.7719 2 28.67 24 2225 OB3622.raw 4.24E4 1 1 402 410

K.FFVPPSQQ(+.98)SP(+15.99)RA.V N 99.8 39.41 1376.6724 12 0.1 689.3435 2 27.11 24 2009 OB3622.raw 1.09E5 3 3 517 528 Deamidation (NQ);
Hydroxylation Pro

K.TDSRPSIAN(+.98)LAG.E N 99.8 38.95 1201.5939 12 -0.1 601.8041 2 28.38 24 2185 OB3622.raw 1.35E4 1 1 471 482 Deamidation (NQ)

K.TDSRPSIANLAG.E N 99.8 38.90 1200.6099 12 -0.5 601.3119 2 27.53 24 2067 OB3622.raw 3.15E5 4 4 471 482

N.GIEETIC(+57.02)TATVKK.N N 99.8 38.64 1448.7545 13 0.0 725.3845 2 26.33 24 1900 OB3622.raw 5.79E4 1 1 346 358 Carbamidomethylation

H.YNTN(+.98)AHSIIYALR.G N 99.8 38.44 1535.7732 13 -1.3 512.9310 3 29.63 24 2359 OB3622.raw 3.41E4 1 1 409 421 Deamidation (NQ)

H.SIIYALR.G N 99.8 37.60 834.4963 7 0.3 418.2556 2 28.19 24 2158 OB3622.raw 3.94E6 9 9 415 421

N.RSPDIYNPQAGSLK.T N 99.7 36.90 1544.7947 14 -0.5 515.9386 3 25.42 24 1775 OB3622.raw 5.99E4 3 3 364 377

K.FFVPPSQQ(+.98)SP(+15.99)R.A N 99.6 35.72 1305.6353 11 7.1 653.8295 2 26.73 24 1956 OB3622.raw 2.59E5 1 1 517 527 Deamidation (NQ);
Hydroxylation Pro

K.TDSRPSIANLAGENSVIDNLPEEVVAN(+.98).S N 99.5 35.40 2824.3726 27 3.6 1413.1986 2 33.63 24 2902 OB3622.raw 2.62E4 1 1 471 497 Deamidation (NQ)

R.AHVQ(+.98)VVDSNGN(+.98)R.V N 99.4 33.69 1296.6058 12 4.3 433.2111 3 20.93 24 1468 OB3622.raw 1.25E5 1 1 424 435 Deamidation (NQ)

F.VPHYNTNAHSIIYALR.G N 99.4 33.06 1867.9692 16 -1.6 467.9988 4 28.64 24 2221 OB3622.raw 3.03E4 1 1 406 421

D.IYNPQAGSLK.T N 98.8 30.17 1089.5818 10 0.9 545.7986 2 24.83 24 1726 OB3622.raw 1.67E3 1 1 368 377

total 72 peptides
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Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 24 #Spec #Spec Sample 24 Start End PTM

R.NALFVPHYNTNAHSIIYALR.G N 99.9 99.52 2313.2019 20 -0.6 1157.6075 2 31.20 24 2573 OB3622.raw 1.39E8 53 53 409 428

R.WLGLSAEYGNLYR.N N 99.9 96.69 1540.7673 13 1.3 771.3919 2 32.99 24 2817 OB3622.raw 4.78E7 114 114 396 408

K.SQSDNFEYVAFK.T N 99.9 89.30 1433.6462 12 0.8 717.8310 2 30.18 24 2433 OB3622.raw 1.37E7 52 52 466 477

K.TDSRPSIANLAGENSIIDNLPEEVVANSYGLPR.E Y 99.9 86.72 3510.7590 33 5.7 1171.2670 3 34.86 24 3069 OB3622.raw 4.1E7 44 44 478 510

R.N(+.98)ALFVPHYNTNAHSIIYALR.G N 99.9 82.52 2314.1858 20 1.0 1158.1013 2 32.05 24 2688 OB3622.raw 0 3 3 409 428 Deamidation (NQ)

K.TDSRPSIANLAGENSIIDN(+.98)LPEEVVANSYGLPR.E Y 99.9 81.57 3511.7429 33 6.3 1171.5956 3 35.16 24 3111 OB3622.raw 1.34E7 8 8 478 510 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.9 79.74 1388.6936 13 0.5 695.3544 2 27.06 24 2001 OB3622.raw 3.7E7 141 141 372 384

K.SQ(+.98)SDNFEYVAFK.T N 99.9 77.76 1434.6302 12 4.2 718.3254 2 29.83 24 2385 OB3622.raw 2.73E6 3 3 466 477 Deamidation (NQ)

R.SPDIYNPQ(+.98)AGSLK.T N 99.9 77.75 1389.6776 13 1.1 695.8469 2 27.79 24 2103 OB3622.raw 3.34E6 2 2 372 384 Deamidation (NQ)

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 74.54 2540.2910 23 0.5 1271.1534 2 30.64 24 2497 OB3622.raw 9.04E7 79 79 443 465

R.NALFVPHYN(+.98)TNAHSIIYALR.G N 99.9 72.62 2314.1858 20 3.9 772.4055 3 32.03 24 2685 OB3622.raw 6.33E6 4 4 409 428 Deamidation (NQ)

K.TDSRPSIANLAGENSIIDNLPEEVVAN(+.98)SYGLPR.E Y 99.9 71.40 3511.7429 33 0.7 1171.5891 3 33.14 24 2838 OB3622.raw 5.3E4 3 3 478 510 Deamidation (NQ)

N.GIEETIC(+57.02)TASVK.K N 99.9 71.40 1306.6438 12 0.2 654.3293 2 27.07 24 2002 OB3622.raw 1.63E7 37 37 353 364 Carbamidomethylation

R.VYDEELQEGHVLVVPQ(+.98)NFAVAGK.S N 99.9 67.02 2541.2751 23 3.1 1271.6488 2 31.24 24 2579 OB3622.raw 1.57E6 1 1 443 465 Deamidation (NQ)

R.AHVQVVDSN(+.98)GNR.V N 99.9 66.38 1295.6218 12 0.9 648.8188 2 4.85 24 333 OB3622.raw 2.26E6 6 6 431 442 Deamidation (NQ)

R.NALFVPHYNTNAH.S N 99.9 65.14 1496.7161 13 -1.0 749.3646 2 27.67 24 2086 OB3622.raw 7.92E6 19 19 409 421



R.VYDEELQEGHVL.V N 99.9 64.92 1429.6725 12 0.0 715.8435 2 29.28 24 2311 OB3622.raw 1.14E5 2 2 443 454

R.N(+.98)RSPDIYNPQAGSLK.T N 99.9 64.27 1659.8217 15 -0.2 830.9180 2 26.24 24 1887 OB3622.raw 2.3E6 6 6 370 384 Deamidation (NQ)

R.NRSPDIYNPQAGSLK.T N 99.9 62.82 1658.8376 15 -0.3 830.4258 2 25.58 24 1797 OB3622.raw 2.4E6 17 17 370 384

R.AHVQVVDSNGNR.V N 99.9 59.87 1294.6378 12 -0.1 648.3261 2 19.68 24 1394 OB3622.raw 3.06E5 7 7 431 442

R.PSIANLAGENSIIDNLPEEVVANSYGLPR.E Y 99.9 57.72 3051.5513 29 1.1 1018.1922 3 35.92 24 3214 OB3622.raw 4.84E5 4 4 482 510

N.AHSIIYALR.G N 99.9 57.60 1042.5923 9 -1.3 522.3027 2 27.33 24 2039 OB3622.raw 2.62E5 6 6 420 428

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 99.9 56.14 1660.8057 15 -0.8 831.4094 2 26.82 24 1968 OB3622.raw 7.69E5 3 3 370 384 Deamidation (NQ)

R.NRSPDIYNPQ(+.98)AGSLK.T N 99.9 56.10 1659.8217 15 1.3 554.2819 3 26.02 24 1857 OB3622.raw 2.3E6 2 2 370 384 Deamidation (NQ)

H.VLVVPQNFAVAGK.S N 99.9 55.78 1340.7816 13 -0.4 671.3978 2 29.75 24 2375 OB3622.raw 5.67E4 1 1 453 465

N.TNAHSIIYALR.G N 99.9 55.69 1257.6830 11 -0.9 629.8482 2 27.43 24 2053 OB3622.raw 4.1E5 3 3 418 428

K.TDSRPSIANLAGE.N N 99.9 54.71 1329.6525 13 -1.0 665.8328 2 28.03 24 2137 OB3622.raw 9.7E4 2 2 478 490

K.TANDLNLLILR.W N 99.9 53.64 1254.7296 11 -0.9 628.3715 2 6.34 24 555 OB3622.raw 5.11E7 121 121 385 395

L.FVPHYNTNAHSIIYALR.G N 99.9 53.28 2015.0377 17 -0.6 672.6861 3 30.41 24 2465 OB3622.raw 7.91E5 3 3 412 428

R.N(+.98)ALFVPHYNTNAH.S N 99.9 52.66 1497.7001 13 -3.0 749.8550 2 28.25 24 2167 OB3622.raw 4.05E4 5 5 409 421 Deamidation (NQ)

R.WLGLSAEYGN(+.98)LYR.N N 99.9 52.64 1541.7513 13 8.1 771.8892 2 33.31 24 2859 OB3622.raw 1.05E7 2 2 396 408 Deamidation (NQ)

P.DIYNPQAGSLK.T N 99.9 52.40 1204.6088 11 -0.4 603.3114 2 26.78 24 1963 OB3622.raw 4.79E4 3 3 374 384

R.NRSPDIYN(+.98)PQAGSLK.T N 99.9 51.55 1659.8217 15 -0.2 554.2811 3 26.67 24 1947 OB3622.raw 2.15E6 1 1 370 384 Deamidation (NQ)

N.GIEETIC(+57.02)TASVKK.N N 99.9 51.52 1434.7388 13 -0.1 718.3766 2 25.86 24 1835 OB3622.raw 1.07E5 3 3 353 365 Carbamidomethylation

K.TDSRPSIANLAGEN(+.98).S N 99.9 50.96 1444.6793 14 -1.7 723.3457 2 28.05 24 2139 OB3622.raw 8.3E4 4 4 478 491 Deamidation (NQ)

R.AHVQ(+.98)VVDSN(+.98)GNR.V N 99.9 50.96 1296.6058 12 2.9 649.3121 2 20.84 24 1462 OB3622.raw 1.01E4 1 1 431 442 Deamidation (NQ)

K.NNNPFK.F N 99.9 50.79 732.3555 6 0.0 367.1850 2 21.88 24 1526 OB3622.raw 1.33E6 12 12 518 523

A.LFVPHYNTNAHSIIYALR.G N 99.9 50.75 2128.1218 18 0.0 710.3812 3 30.41 24 2466 OB3622.raw 1.07E6 3 3 411 428

A.NDLNLLILR.W N 99.9 49.40 1082.6448 9 -0.6 542.3293 2 32.14 24 2700 OB3622.raw 1.13E5 2 2 387 395

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 99.9 49.01 2837.4043 27 1.5 1419.7115 2 33.95 24 2946 OB3622.raw 3.67E5 2 2 478 504

H.YNTNAHSIIYALR.G N 99.9 48.98 1534.7892 13 0.3 768.4021 2 28.37 24 2183 OB3622.raw 6.52E5 7 7 416 428

K.TDSRPSIANLAGEN.S N 99.9 48.50 1443.6953 14 -2.1 722.8534 2 27.55 24 2069 OB3622.raw 2.59E5 2 2 478 491

R.NALFVPHYNTN.A N 99.9 48.13 1288.6200 11 -0.7 645.3168 2 28.93 24 2262 OB3622.raw 7.75E4 5 5 409 419

Y.NTNAHSIIYALR.G N 99.9 47.26 1371.7258 12 -1.3 458.2486 3 28.12 24 2149 OB3622.raw 5.29E4 1 1 417 428

K.TDSRPSIANLA.G N 99.9 46.27 1143.5884 11 -0.3 572.8013 2 27.32 24 2037 OB3622.raw 1.4E5 3 3 478 488

K.TAN(+.98)DLNLLILR.W N 99.9 45.98 1255.7136 11 4.2 628.8667 2 32.64 24 2769 OB3622.raw 1.32E7 2 2 385 395 Deamidation (NQ)

A.HSIIYALR.G N 99.9 45.89 971.5552 8 -1.0 486.7844 2 27.03 24 1998 OB3622.raw 3.35E4 2 2 421 428

R.VYDEELQ(+.98)EGHVLVVPQNFAVAGK.S N 99.9 45.69 2541.2751 23 0.6 636.3264 4 31.48 24 2610 OB3622.raw 6.72E5 1 1 443 465 Deamidation (NQ)

S.IANLAGENSIIDNLPEEVVANSYGLPR.E Y 99.9 45.56 2867.4663 27 1.5 956.8308 3 35.05 24 3097 OB3622.raw 1.15E4 1 1 484 510

R.AHVQ(+.98)VVDSNGNR.V N 99.9 45.52 1295.6218 12 -1.0 648.8176 2 21.53 24 1504 OB3622.raw 1.85E4 1 1 431 442 Deamidation (NQ)

R.VYDEELQEGHVLVVPQNF.A N 99.9 45.37 2114.0320 18 -0.8 1058.0225 2 32.13 24 2698 OB3622.raw 1.07E5 2 2 443 460

K.FFVPPSQQ.S N 99.9 45.30 948.4705 8 -1.2 475.2419 2 28.55 24 2209 OB3622.raw 9.93E3 1 1 524 531

K.TDSRPSIANLAGEN(+.98)SIIDNLPEEVVAN.S N 99.9 43.75 2838.3882 27 0.6 947.1372 3 34.21 24 2983 OB3622.raw 1.82E5 1 1 478 504 Deamidation (NQ)

R.NALFVPHYN.T N 99.8 40.12 1073.5294 9 -0.1 537.7719 2 28.67 24 2225 OB3622.raw 4.24E4 1 1 409 417

K.TDSRPSIAN(+.98)LAG.E N 99.8 38.95 1201.5939 12 -0.1 601.8041 2 28.38 24 2185 OB3622.raw 1.35E4 1 1 478 489 Deamidation (NQ)

K.TDSRPSIANLAG.E N 99.8 38.90 1200.6099 12 -0.5 601.3119 2 27.53 24 2067 OB3622.raw 3.15E5 4 4 478 489

N.DLNLLILR.W N 99.8 38.90 968.6018 8 -1.2 485.3076 2 33.23 24 2849 OB3622.raw 4.04E4 2 2 388 395

K.TDSRPSIANLAGENSIID.N N 99.8 38.66 1871.9225 18 -2.4 936.9663 2 30.90 24 2531 OB3622.raw 6.04E4 1 1 478 495

H.YNTN(+.98)AHSIIYALR.G N 99.8 38.44 1535.7732 13 -1.3 512.9310 3 29.63 24 2359 OB3622.raw 3.41E4 1 1 416 428 Deamidation (NQ)

H.SIIYALR.G N 99.8 37.60 834.4963 7 0.3 418.2556 2 28.19 24 2158 OB3622.raw 3.94E6 9 9 422 428

K.TDSRPSIANLAGENSIIDNLPEEVVANSY.G N 99.8 37.59 3087.4995 29 -0.1 1030.1737 3 35.03 24 3094 OB3622.raw 8.25E3 1 1 478 506

K.TDSRPSIANLAGENSIIDNLPEEVVANSYG.L Y 99.8 37.49 3144.5210 30 0.2 1049.1812 3 35.09 24 3102 OB3622.raw 9.89E4 1 1 478 507

N.RSPDIYNPQAGSLK.T N 99.7 36.90 1544.7947 14 -0.5 515.9386 3 25.42 24 1775 OB3622.raw 5.99E4 3 3 371 384

K.FFVPPSQQSLGAV.A Y 99.7 36.82 1375.7135 13 -1.8 688.8628 2 28.62 24 2219 OB3622.raw 5.21E4 1 1 524 536

R.AHVQ(+.98)VVDSNGN(+.98)R.V N 99.4 33.69 1296.6058 12 4.3 433.2111 3 20.93 24 1468 OB3622.raw 1.25E5 1 1 431 442 Deamidation (NQ)

F.VPHYNTNAHSIIYALR.G N 99.4 33.06 1867.9692 16 -1.6 467.9988 4 28.64 24 2221 OB3622.raw 3.03E4 1 1 413 428

K.TDSRPSIAN(+.98)LAGENSIIDNLPEEVVANSYGLPR.E Y 98.8 30.29 3511.7429 33 3.3 878.9459 4 39.18 24 3655 OB3622.raw 7.51E0 1 1 478 510 Deamidation (NQ)

D.IYNPQAGSLK.T N 98.8 30.17 1089.5818 10 0.9 545.7986 2 24.83 24 1726 OB3622.raw 1.67E3 1 1 375 384

total 68 peptides
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Supporting Peptides:

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

Area
Sample

24
#Spec

#Spec
Sample

24
Start End PTM

R.NALFVPHYNTNAHSIIYALR.G N 99.9 99.52 2313.2019 20 -0.6 1157.6075 2 31.20 24 2573 OB3622.raw 1.39E8 53 53 408 427

R.WLGLSAEYGNLYR.N N 99.9 96.69 1540.7673 13 1.3 771.3919 2 32.99 24 2817 OB3622.raw 4.78E7 114 114 395 407

K.SQSENFEYVAFK.T N 99.9 92.10 1447.6619 12 1.1 724.8390 2 29.52 24 2343 OB3622.raw 1.71E7 77 77 465 476

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 86.57 3544.7434 33 0.0 1182.5884 3 34.78 24 3058 OB3622.raw 1.22E7 34 34 477 509

K.TDSRPSIANLAGENSFIDN(+.98)LPEEVVANSYGLPR.E N 99.9 86.17 3545.7273 33 0.9 1182.9175 3 34.98 24 3087 OB3622.raw 1.1E7 6 6 477 509 Deamidation (NQ)

R.N(+.98)ALFVPHYNTNAHSIIYALR.G N 99.9 82.52 2314.1858 20 1.0 1158.1013 2 32.05 24 2688 OB3622.raw 0 3 3 408 427 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.9 79.74 1388.6936 13 0.5 695.3544 2 27.06 24 2001 OB3622.raw 3.7E7 141 141 371 383

R.SPDIYNPQ(+.98)AGSLK.T N 99.9 77.75 1389.6776 13 1.1 695.8469 2 27.79 24 2103 OB3622.raw 3.34E6 2 2 371 383 Deamidation (NQ)

K.SQ(+.98)SENFEYVAFK.T N 99.9 74.98 1448.6459 12 4.4 725.3334 2 30.32 24 2453 OB3622.raw 1.64E6 4 4 465 476 Deamidation (NQ)

R.NALFVPHYN(+.98)TNAHSIIYALR.G N 99.9 72.62 2314.1858 20 3.9 772.4055 3 32.03 24 2685 OB3622.raw 6.33E6 4 4 408 427 Deamidation (NQ)

K.TDSRPSIANLAGEN(+.98)SFIDNLPEEVVANSYGLPR.E N 99.9 71.13 3545.7273 33 3.4 1182.9204 3 34.24 24 2985 OB3622.raw 1.59E6 1 1 477 509 Deamidation (NQ)

R.AHVQVVDSNGDR.V Y 99.9 68.28 1295.6218 12 2.0 648.8195 2 4.04 24 204 OB3622.raw 2.13E6 6 6 430 441

R.NALFVPHYNTNAH.S N 99.9 65.14 1496.7161 13 -1.0 749.3646 2 27.67 24 2086 OB3622.raw 7.92E6 19 19 408 420



R.N(+.98)RSPDIYNPQAGSLK.T N 99.9 64.27 1659.8217 15 -0.2 830.9180 2 26.24 24 1887 OB3622.raw 2.3E6 6 6 369 383 Deamidation (NQ)

K.TANELNLLILR.W N 99.9 64.26 1268.7452 11 1.5 635.3809 2 32.55 24 2757 OB3622.raw 2.03E7 74 74 384 394

R.NRSPDIYNPQAGSLK.T N 99.9 62.82 1658.8376 15 -0.3 830.4258 2 25.58 24 1797 OB3622.raw 2.4E6 17 17 369 383

N.AHSIIYALR.G N 99.9 57.60 1042.5923 9 -1.3 522.3027 2 27.33 24 2039 OB3622.raw 2.62E5 6 6 419 427

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 99.9 56.14 1660.8057 15 -0.8 831.4094 2 26.82 24 1968 OB3622.raw 7.69E5 3 3 369 383 Deamidation (NQ)

R.NRSPDIYNPQ(+.98)AGSLK.T N 99.9 56.10 1659.8217 15 1.3 554.2819 3 26.02 24 1857 OB3622.raw 2.3E6 2 2 369 383 Deamidation (NQ)

K.FFVPPSEQSLR.A Y 99.9 55.97 1305.6716 11 2.7 653.8448 2 28.83 24 2247 OB3622.raw 1.61E6 7 7 523 533

H.VLVVPQNFAVAGK.S N 99.9 55.78 1340.7816 13 -0.4 671.3978 2 29.75 24 2375 OB3622.raw 5.67E4 1 1 452 464

N.TNAHSIIYALR.G N 99.9 55.69 1257.6830 11 -0.9 629.8482 2 27.43 24 2053 OB3622.raw 4.1E5 3 3 417 427

K.TDSRPSIANLAGE.N N 99.9 54.71 1329.6525 13 -1.0 665.8328 2 28.03 24 2137 OB3622.raw 9.7E4 2 2 477 489

L.FVPHYNTNAHSIIYALR.G N 99.9 53.28 2015.0377 17 -0.6 672.6861 3 30.41 24 2465 OB3622.raw 7.91E5 3 3 411 427

K.TDSRPSIANLAGENSFIDNLPEEVVAN(+.98)SYGLPR.E N 99.9 53.28 3545.7273 33 0.3 1182.9167 3 33.46 24 2880 OB3622.raw 1.44E5 3 3 477 509 Deamidation (NQ)

R.N(+.98)ALFVPHYNTNAH.S N 99.9 52.66 1497.7001 13 -3.0 749.8550 2 28.25 24 2167 OB3622.raw 4.05E4 5 5 408 420 Deamidation (NQ)

R.WLGLSAEYGN(+.98)LYR.N N 99.9 52.64 1541.7513 13 8.1 771.8892 2 33.31 24 2859 OB3622.raw 1.05E7 2 2 395 407 Deamidation (NQ)

P.DIYNPQAGSLK.T N 99.9 52.40 1204.6088 11 -0.4 603.3114 2 26.78 24 1963 OB3622.raw 4.79E4 3 3 373 383

K.TDSRPSIANLAGENSFIDNLP(+15.99)EEVVANSYGLPR.E N 99.9 52.06 3560.7383 33 2.6 1187.9231 3 36.69 24 3319 OB3622.raw 4.44E4 1 1 477 509 Hydroxylation Pro

R.NRSPDIYN(+.98)PQAGSLK.T N 99.9 51.55 1659.8217 15 -0.2 554.2811 3 26.67 24 1947 OB3622.raw 2.15E6 1 1 369 383 Deamidation (NQ)

K.TDSRPSIANLAGEN(+.98).S N 99.9 50.96 1444.6793 14 -1.7 723.3457 2 28.05 24 2139 OB3622.raw 8.3E4 4 4 477 490 Deamidation (NQ)

K.NNNPFK.F N 99.9 50.79 732.3555 6 0.0 367.1850 2 21.88 24 1526 OB3622.raw 1.33E6 12 12 517 522

A.LFVPHYNTNAHSIIYALR.G N 99.9 50.75 2128.1218 18 0.0 710.3812 3 30.41 24 2466 OB3622.raw 1.07E6 3 3 410 427

N.GIEETIC(+57.02)TASFK.K Y 99.9 50.48 1354.6438 12 -1.4 678.3282 2 29.06 24 2279 OB3622.raw 8.29E3 1 1 352 363 Carbamidomethylation

H.YNTNAHSIIYALR.G N 99.9 48.98 1534.7892 13 0.3 768.4021 2 28.37 24 2183 OB3622.raw 6.52E5 7 7 415 427

K.FFVPPSEQSLRA.V Y 99.9 48.97 1376.7087 12 0.2 689.3618 2 29.78 24 2379 OB3622.raw 3.04E6 9 9 523 534

K.TDSRPSIANLAGEN.S N 99.9 48.50 1443.6953 14 -2.1 722.8534 2 27.55 24 2069 OB3622.raw 2.59E5 2 2 477 490

R.NALFVPHYNTN.A N 99.9 48.13 1288.6200 11 -0.7 645.3168 2 28.93 24 2262 OB3622.raw 7.75E4 5 5 408 418

A.NELNLLILR.W N 99.9 48.10 1096.6604 9 -0.7 549.3371 2 32.53 24 2755 OB3622.raw 1.95E4 1 1 386 394

Y.NTNAHSIIYALR.G N 99.9 47.26 1371.7258 12 -1.3 458.2486 3 28.12 24 2149 OB3622.raw 5.29E4 1 1 416 427

K.TDSRPSIANLA.G N 99.9 46.27 1143.5884 11 -0.3 572.8013 2 27.32 24 2037 OB3622.raw 1.4E5 3 3 477 487

A.HSIIYALR.G N 99.9 45.89 971.5552 8 -1.0 486.7844 2 27.03 24 1998 OB3622.raw 3.35E4 2 2 420 427

R.PSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 45.35 3085.5356 29 1.0 1029.5201 3 35.84 24 3204 OB3622.raw 2.85E5 2 2 481 509

K.TAN(+.98)ELNLLILR.W N 99.9 44.86 1269.7292 11 4.2 635.8746 2 33.44 24 2877 OB3622.raw 3.17E6 2 2 384 394 Deamidation (NQ)

R.NALFVPHYN.T N 99.8 40.12 1073.5294 9 -0.1 537.7719 2 28.67 24 2225 OB3622.raw 4.24E4 1 1 408 416

K.TDSRPSIAN(+.98)LAG.E N 99.8 38.95 1201.5939 12 -0.1 601.8041 2 28.38 24 2185 OB3622.raw 1.35E4 1 1 477 488 Deamidation (NQ)

K.TDSRPSIANLAG.E N 99.8 38.90 1200.6099 12 -0.5 601.3119 2 27.53 24 2067 OB3622.raw 3.15E5 4 4 477 488

H.YNTN(+.98)AHSIIYALR.G N 99.8 38.44 1535.7732 13 -1.3 512.9310 3 29.63 24 2359 OB3622.raw 3.41E4 1 1 415 427 Deamidation (NQ)

K.TDSRPSIANLAGENSFIDN(+.98)LPEEVVAN.S N 99.8 38.08 2872.3726 27 2.5 958.4672 3 34.53 24 3025 OB3622.raw 9.49E4 1 1 477 503 Deamidation (NQ)

K.TDSRPSIAN(+.98)LAGENSFIDNLPEEVVANSYGLPR.E N 99.8 37.88 3545.7273 33 0.4 1182.9169 3 43.98 24 4301 OB3622.raw 1.23E5 1 1 477 509 Deamidation (NQ)

V.PPSEQSLR.A Y 99.8 37.85 912.4664 8 -1.1 457.2400 2 28.81 24 2245 OB3622.raw 2.91E4 1 1 526 533

H.SIIYALR.G N 99.8 37.60 834.4963 7 0.3 418.2556 2 28.19 24 2158 OB3622.raw 3.94E6 9 9 421 427

S.IANLAGENSFIDNLPEEVVANSYGLPR.E N 99.8 37.55 2901.4507 27 2.6 968.1600 3 35.43 24 3148 OB3622.raw 3.23E3 1 1 483 509

K.FFVPPSEQ(+.98)SLR.A Y 99.8 37.43 1306.6556 11 2.4 654.3367 2 29.58 24 2352 OB3622.raw 1.1E6 1 1 523 533 Deamidation (NQ)

N.RSPDIYNPQAGSLK.T N 99.7 36.90 1544.7947 14 -0.5 515.9386 3 25.42 24 1775 OB3622.raw 5.99E4 3 3 370 383

K.FFVPPSEQ(+.98)SLRA.V Y 99.7 36.50 1377.6927 12 1.4 689.8546 2 29.95 24 2403 OB3622.raw 2.75E5 2 2 523 534 Deamidation (NQ)

K.TDSRPSIAN(+.98)LAGEN(+.98)SFIDN(+.98)LP(+15.99)EEVVAN(+.98)SYGLPR.E N 99.5 34.77 3564.6743 33 -2.7 713.9402 5 35.18 24 3114 OB3622.raw 1.78E5 2 2 477 509 Deamidation (NQ);
Hydroxylation Pro

R.PSIANLAGENSFIDN(+.98)LPEEVVAN(+.98)SYGLPR.E N 99.4 34.48 3087.5037 29 3.2 1030.1785 3 36.82 24 3336 OB3622.raw 2.51E4 1 1 481 509 Deamidation (NQ)

F.VPHYNTNAHSIIYALR.G N 99.4 33.06 1867.9692 16 -1.6 467.9988 4 28.64 24 2221 OB3622.raw 3.03E4 1 1 412 427

K.FFVPPSEQ.S Y 99.2 32.25 949.4545 8 -1.4 475.7339 2 29.24 24 2305 OB3622.raw 8.9E3 1 1 523 530

K.TDSRPSIANLAGENSFIDNLPEEVVANSYG.L N 98.8 30.33 3178.5054 30 -5.1 1060.5037 3 35.44 24 3150 OB3622.raw 6.14E4 1 1 477 506

D.IYNPQAGSLK.T N 98.8 30.17 1089.5818 10 0.9 545.7986 2 24.83 24 1726 OB3622.raw 1.67E3 1 1 374 383

total 62 peptides
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Start End PTM

R.NALFVPHYNTNAHSIIYALR.G N 99.9 99.52 2313.2019 20 -0.6 1157.6075 2 31.20 24 2573 OB3622.raw 1.39E8 53 53 408 427

R.WLGLSAEYGNLYR.N N 99.9 96.69 1540.7673 13 1.3 771.3919 2 32.99 24 2817 OB3622.raw 4.78E7 114 114 395 407

K.SQSENFEYVAFK.T N 99.9 92.10 1447.6619 12 1.1 724.8390 2 29.52 24 2343 OB3622.raw 1.71E7 77 77 465 476

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 86.57 3544.7434 33 0.0 1182.5884 3 34.78 24 3058 OB3622.raw 1.22E7 34 34 477 509

K.TDSRPSIANLAGENSFIDN(+.98)LPEEVVANSYGLPR.E N 99.9 86.17 3545.7273 33 0.9 1182.9175 3 34.98 24 3087 OB3622.raw 1.1E7 6 6 477 509 Deamidation (NQ)

R.N(+.98)ALFVPHYNTNAHSIIYALR.G N 99.9 82.52 2314.1858 20 1.0 1158.1013 2 32.05 24 2688 OB3622.raw 0 3 3 408 427 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.9 79.74 1388.6936 13 0.5 695.3544 2 27.06 24 2001 OB3622.raw 3.7E7 141 141 371 383

R.SPDIYNPQ(+.98)AGSLK.T N 99.9 77.75 1389.6776 13 1.1 695.8469 2 27.79 24 2103 OB3622.raw 3.34E6 2 2 371 383 Deamidation (NQ)

K.SQ(+.98)SENFEYVAFK.T N 99.9 74.98 1448.6459 12 4.4 725.3334 2 30.32 24 2453 OB3622.raw 1.64E6 4 4 465 476 Deamidation (NQ)

R.NALFVPHYN(+.98)TNAHSIIYALR.G N 99.9 72.62 2314.1858 20 3.9 772.4055 3 32.03 24 2685 OB3622.raw 6.33E6 4 4 408 427 Deamidation (NQ)

K.TDSRPSIANLAGEN(+.98)SFIDNLPEEVVANSYGLPR.E N 99.9 71.13 3545.7273 33 3.4 1182.9204 3 34.24 24 2985 OB3622.raw 1.59E6 1 1 477 509 Deamidation (NQ)

R.AHVQVVDSNGDR.V Y 99.9 68.28 1295.6218 12 2.0 648.8195 2 4.04 24 204 OB3622.raw 2.13E6 6 6 430 441

R.NALFVPHYNTNAH.S N 99.9 65.14 1496.7161 13 -1.0 749.3646 2 27.67 24 2086 OB3622.raw 7.92E6 19 19 408 420

R.N(+.98)RSPDIYNPQAGSLK.T N 99.9 64.27 1659.8217 15 -0.2 830.9180 2 26.24 24 1887 OB3622.raw 2.3E6 6 6 369 383 Deamidation (NQ)



K.TANELNLLILR.W N 99.9 64.26 1268.7452 11 1.5 635.3809 2 32.55 24 2757 OB3622.raw 2.03E7 74 74 384 394

R.NRSPDIYNPQAGSLK.T N 99.9 62.82 1658.8376 15 -0.3 830.4258 2 25.58 24 1797 OB3622.raw 2.4E6 17 17 369 383

N.AHSIIYALR.G N 99.9 57.60 1042.5923 9 -1.3 522.3027 2 27.33 24 2039 OB3622.raw 2.62E5 6 6 419 427

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 99.9 56.14 1660.8057 15 -0.8 831.4094 2 26.82 24 1968 OB3622.raw 7.69E5 3 3 369 383 Deamidation (NQ)

R.NRSPDIYNPQ(+.98)AGSLK.T N 99.9 56.10 1659.8217 15 1.3 554.2819 3 26.02 24 1857 OB3622.raw 2.3E6 2 2 369 383 Deamidation (NQ)

K.FFVPPSEQSLR.A Y 99.9 55.97 1305.6716 11 2.7 653.8448 2 28.83 24 2247 OB3622.raw 1.61E6 7 7 523 533

H.VLVVPQNFAVAGK.S N 99.9 55.78 1340.7816 13 -0.4 671.3978 2 29.75 24 2375 OB3622.raw 5.67E4 1 1 452 464

N.TNAHSIIYALR.G N 99.9 55.69 1257.6830 11 -0.9 629.8482 2 27.43 24 2053 OB3622.raw 4.1E5 3 3 417 427

K.TDSRPSIANLAGE.N N 99.9 54.71 1329.6525 13 -1.0 665.8328 2 28.03 24 2137 OB3622.raw 9.7E4 2 2 477 489

L.FVPHYNTNAHSIIYALR.G N 99.9 53.28 2015.0377 17 -0.6 672.6861 3 30.41 24 2465 OB3622.raw 7.91E5 3 3 411 427

K.TDSRPSIANLAGENSFIDNLPEEVVAN(+.98)SYGLPR.E N 99.9 53.28 3545.7273 33 0.3 1182.9167 3 33.46 24 2880 OB3622.raw 1.44E5 3 3 477 509 Deamidation (NQ)

R.N(+.98)ALFVPHYNTNAH.S N 99.9 52.66 1497.7001 13 -3.0 749.8550 2 28.25 24 2167 OB3622.raw 4.05E4 5 5 408 420 Deamidation (NQ)

R.WLGLSAEYGN(+.98)LYR.N N 99.9 52.64 1541.7513 13 8.1 771.8892 2 33.31 24 2859 OB3622.raw 1.05E7 2 2 395 407 Deamidation (NQ)

P.DIYNPQAGSLK.T N 99.9 52.40 1204.6088 11 -0.4 603.3114 2 26.78 24 1963 OB3622.raw 4.79E4 3 3 373 383

K.TDSRPSIANLAGENSFIDNLP(+15.99)EEVVANSYGLPR.E N 99.9 52.06 3560.7383 33 2.6 1187.9231 3 36.69 24 3319 OB3622.raw 4.44E4 1 1 477 509 Hydroxylation Pro

R.NRSPDIYN(+.98)PQAGSLK.T N 99.9 51.55 1659.8217 15 -0.2 554.2811 3 26.67 24 1947 OB3622.raw 2.15E6 1 1 369 383 Deamidation (NQ)

K.TDSRPSIANLAGEN(+.98).S N 99.9 50.96 1444.6793 14 -1.7 723.3457 2 28.05 24 2139 OB3622.raw 8.3E4 4 4 477 490 Deamidation (NQ)

K.NNNPFK.F N 99.9 50.79 732.3555 6 0.0 367.1850 2 21.88 24 1526 OB3622.raw 1.33E6 12 12 517 522

A.LFVPHYNTNAHSIIYALR.G N 99.9 50.75 2128.1218 18 0.0 710.3812 3 30.41 24 2466 OB3622.raw 1.07E6 3 3 410 427

N.GIEETIC(+57.02)TASFK.K Y 99.9 50.48 1354.6438 12 -1.4 678.3282 2 29.06 24 2279 OB3622.raw 8.29E3 1 1 352 363 Carbamidomethylation

H.YNTNAHSIIYALR.G N 99.9 48.98 1534.7892 13 0.3 768.4021 2 28.37 24 2183 OB3622.raw 6.52E5 7 7 415 427

K.FFVPPSEQSLRA.V Y 99.9 48.97 1376.7087 12 0.2 689.3618 2 29.78 24 2379 OB3622.raw 3.04E6 9 9 523 534

K.TDSRPSIANLAGEN.S N 99.9 48.50 1443.6953 14 -2.1 722.8534 2 27.55 24 2069 OB3622.raw 2.59E5 2 2 477 490

R.NALFVPHYNTN.A N 99.9 48.13 1288.6200 11 -0.7 645.3168 2 28.93 24 2262 OB3622.raw 7.75E4 5 5 408 418

A.NELNLLILR.W N 99.9 48.10 1096.6604 9 -0.7 549.3371 2 32.53 24 2755 OB3622.raw 1.95E4 1 1 386 394

Y.NTNAHSIIYALR.G N 99.9 47.26 1371.7258 12 -1.3 458.2486 3 28.12 24 2149 OB3622.raw 5.29E4 1 1 416 427

K.TDSRPSIANLA.G N 99.9 46.27 1143.5884 11 -0.3 572.8013 2 27.32 24 2037 OB3622.raw 1.4E5 3 3 477 487

A.HSIIYALR.G N 99.9 45.89 971.5552 8 -1.0 486.7844 2 27.03 24 1998 OB3622.raw 3.35E4 2 2 420 427

R.PSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 45.35 3085.5356 29 1.0 1029.5201 3 35.84 24 3204 OB3622.raw 2.85E5 2 2 481 509

K.TAN(+.98)ELNLLILR.W N 99.9 44.86 1269.7292 11 4.2 635.8746 2 33.44 24 2877 OB3622.raw 3.17E6 2 2 384 394 Deamidation (NQ)

R.NALFVPHYN.T N 99.8 40.12 1073.5294 9 -0.1 537.7719 2 28.67 24 2225 OB3622.raw 4.24E4 1 1 408 416

K.TDSRPSIAN(+.98)LAG.E N 99.8 38.95 1201.5939 12 -0.1 601.8041 2 28.38 24 2185 OB3622.raw 1.35E4 1 1 477 488 Deamidation (NQ)

K.TDSRPSIANLAG.E N 99.8 38.90 1200.6099 12 -0.5 601.3119 2 27.53 24 2067 OB3622.raw 3.15E5 4 4 477 488

H.YNTN(+.98)AHSIIYALR.G N 99.8 38.44 1535.7732 13 -1.3 512.9310 3 29.63 24 2359 OB3622.raw 3.41E4 1 1 415 427 Deamidation (NQ)

K.TDSRPSIANLAGENSFIDN(+.98)LPEEVVAN.S N 99.8 38.08 2872.3726 27 2.5 958.4672 3 34.53 24 3025 OB3622.raw 9.49E4 1 1 477 503 Deamidation (NQ)

K.TDSRPSIAN(+.98)LAGENSFIDNLPEEVVANSYGLPR.E N 99.8 37.88 3545.7273 33 0.4 1182.9169 3 43.98 24 4301 OB3622.raw 1.23E5 1 1 477 509 Deamidation (NQ)

V.PPSEQSLR.A Y 99.8 37.85 912.4664 8 -1.1 457.2400 2 28.81 24 2245 OB3622.raw 2.91E4 1 1 526 533

H.SIIYALR.G N 99.8 37.60 834.4963 7 0.3 418.2556 2 28.19 24 2158 OB3622.raw 3.94E6 9 9 421 427

S.IANLAGENSFIDNLPEEVVANSYGLPR.E N 99.8 37.55 2901.4507 27 2.6 968.1600 3 35.43 24 3148 OB3622.raw 3.23E3 1 1 483 509

K.FFVPPSEQ(+.98)SLR.A Y 99.8 37.43 1306.6556 11 2.4 654.3367 2 29.58 24 2352 OB3622.raw 1.1E6 1 1 523 533 Deamidation (NQ)

N.RSPDIYNPQAGSLK.T N 99.7 36.90 1544.7947 14 -0.5 515.9386 3 25.42 24 1775 OB3622.raw 5.99E4 3 3 370 383

K.FFVPPSEQ(+.98)SLRA.V Y 99.7 36.50 1377.6927 12 1.4 689.8546 2 29.95 24 2403 OB3622.raw 2.75E5 2 2 523 534 Deamidation (NQ)

K.TDSRPSIAN(+.98)LAGEN(+.98)SFIDN(+.98)LP(+15.99)EEVVAN(+.98)SYGLPR.E N 99.5 34.77 3564.6743 33 -2.7 713.9402 5 35.18 24 3114 OB3622.raw 1.78E5 2 2 477 509 Deamidation (NQ);
Hydroxylation Pro

R.PSIANLAGENSFIDN(+.98)LPEEVVAN(+.98)SYGLPR.E N 99.4 34.48 3087.5037 29 3.2 1030.1785 3 36.82 24 3336 OB3622.raw 2.51E4 1 1 481 509 Deamidation (NQ)

F.VPHYNTNAHSIIYALR.G N 99.4 33.06 1867.9692 16 -1.6 467.9988 4 28.64 24 2221 OB3622.raw 3.03E4 1 1 412 427

K.FFVPPSEQ.S Y 99.2 32.25 949.4545 8 -1.4 475.7339 2 29.24 24 2305 OB3622.raw 8.9E3 1 1 523 530

K.TDSRPSIANLAGENSFIDNLPEEVVANSYG.L N 98.8 30.33 3178.5054 30 -5.1 1060.5037 3 35.44 24 3150 OB3622.raw 6.14E4 1 1 477 506

D.IYNPQAGSLK.T N 98.8 30.17 1089.5818 10 0.9 545.7986 2 24.83 24 1726 OB3622.raw 1.67E3 1 1 374 383

total 62 peptides

Q9FZ11|Q9FZ11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 24 #Spec #Spec Sample 24 Start End PTM

R.NALFVPHYNTNAHSIIYALR.G N 99.9 99.52 2313.2019 20 -0.6 1157.6075 2 31.20 24 2573 OB3622.raw 1.39E8 53 53 401 420

R.WLGLSAEYGNLYR.N N 99.9 96.69 1540.7673 13 1.3 771.3919 2 32.99 24 2817 OB3622.raw 4.78E7 114 114 388 400

K.SQSDNFEYVAFK.T N 99.9 89.30 1433.6462 12 0.8 717.8310 2 30.18 24 2433 OB3622.raw 1.37E7 52 52 458 469

R.N(+.98)ALFVPHYNTNAHSIIYALR.G N 99.9 82.52 2314.1858 20 1.0 1158.1013 2 32.05 24 2688 OB3622.raw 0 3 3 401 420 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.9 79.74 1388.6936 13 0.5 695.3544 2 27.06 24 2001 OB3622.raw 3.7E7 141 141 364 376

K.SQ(+.98)SDNFEYVAFK.T N 99.9 77.76 1434.6302 12 4.2 718.3254 2 29.83 24 2385 OB3622.raw 2.73E6 3 3 458 469 Deamidation (NQ)

R.SPDIYNPQ(+.98)AGSLK.T N 99.9 77.75 1389.6776 13 1.1 695.8469 2 27.79 24 2103 OB3622.raw 3.34E6 2 2 364 376 Deamidation (NQ)

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 74.54 2540.2910 23 0.5 1271.1534 2 30.64 24 2497 OB3622.raw 9.04E7 79 79 435 457

R.NALFVPHYN(+.98)TNAHSIIYALR.G N 99.9 72.62 2314.1858 20 3.9 772.4055 3 32.03 24 2685 OB3622.raw 6.33E6 4 4 401 420 Deamidation (NQ)

N.GIEETIC(+57.02)TASVK.K N 99.9 71.40 1306.6438 12 0.2 654.3293 2 27.07 24 2002 OB3622.raw 1.63E7 37 37 345 356 Carbamidomethylation

R.VYDEELQEGHVLVVPQ(+.98)NFAVAGK.S N 99.9 67.02 2541.2751 23 3.1 1271.6488 2 31.24 24 2579 OB3622.raw 1.57E6 1 1 435 457 Deamidation (NQ)

R.AHVQVVDSN(+.98)GNR.V N 99.9 66.38 1295.6218 12 0.9 648.8188 2 4.85 24 333 OB3622.raw 2.26E6 6 6 423 434 Deamidation (NQ)

R.NALFVPHYNTNAH.S N 99.9 65.14 1496.7161 13 -1.0 749.3646 2 27.67 24 2086 OB3622.raw 7.92E6 19 19 401 413

R.VYDEELQEGHVL.V N 99.9 64.92 1429.6725 12 0.0 715.8435 2 29.28 24 2311 OB3622.raw 1.14E5 2 2 435 446

R.N(+.98)RSPDIYNPQAGSLK.T N 99.9 64.27 1659.8217 15 -0.2 830.9180 2 26.24 24 1887 OB3622.raw 2.3E6 6 6 362 376 Deamidation (NQ)

R.NRSPDIYNPQAGSLK.T N 99.9 62.82 1658.8376 15 -0.3 830.4258 2 25.58 24 1797 OB3622.raw 2.4E6 17 17 362 376

K.FFVPPSQQSLR.A Y 99.9 62.48 1304.6876 11 0.3 653.3513 2 28.61 24 2217 OB3622.raw 3.23E6 7 7 516 526

R.AHVQVVDSNGNR.V N 99.9 59.87 1294.6378 12 -0.1 648.3261 2 19.68 24 1394 OB3622.raw 3.06E5 7 7 423 434

N.AHSIIYALR.G N 99.9 57.60 1042.5923 9 -1.3 522.3027 2 27.33 24 2039 OB3622.raw 2.62E5 6 6 412 420

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 99.9 56.14 1660.8057 15 -0.8 831.4094 2 26.82 24 1968 OB3622.raw 7.69E5 3 3 362 376 Deamidation (NQ)

R.NRSPDIYNPQ(+.98)AGSLK.T N 99.9 56.10 1659.8217 15 1.3 554.2819 3 26.02 24 1857 OB3622.raw 2.3E6 2 2 362 376 Deamidation (NQ)

H.VLVVPQNFAVAGK.S N 99.9 55.78 1340.7816 13 -0.4 671.3978 2 29.75 24 2375 OB3622.raw 5.67E4 1 1 445 457

N.TNAHSIIYALR.G N 99.9 55.69 1257.6830 11 -0.9 629.8482 2 27.43 24 2053 OB3622.raw 4.1E5 3 3 410 420

K.TANDLNLLILR.W N 99.9 53.64 1254.7296 11 -0.9 628.3715 2 6.34 24 555 OB3622.raw 5.11E7 121 121 377 387

L.FVPHYNTNAHSIIYALR.G N 99.9 53.28 2015.0377 17 -0.6 672.6861 3 30.41 24 2465 OB3622.raw 7.91E5 3 3 404 420



R.N(+.98)ALFVPHYNTNAH.S N 99.9 52.66 1497.7001 13 -3.0 749.8550 2 28.25 24 2167 OB3622.raw 4.05E4 5 5 401 413 Deamidation (NQ)

R.WLGLSAEYGN(+.98)LYR.N N 99.9 52.64 1541.7513 13 8.1 771.8892 2 33.31 24 2859 OB3622.raw 1.05E7 2 2 388 400 Deamidation (NQ)

P.DIYNPQAGSLK.T N 99.9 52.40 1204.6088 11 -0.4 603.3114 2 26.78 24 1963 OB3622.raw 4.79E4 3 3 366 376

R.NRSPDIYN(+.98)PQAGSLK.T N 99.9 51.55 1659.8217 15 -0.2 554.2811 3 26.67 24 1947 OB3622.raw 2.15E6 1 1 362 376 Deamidation (NQ)

N.GIEETIC(+57.02)TASVKK.N N 99.9 51.52 1434.7388 13 -0.1 718.3766 2 25.86 24 1835 OB3622.raw 1.07E5 3 3 345 357 Carbamidomethylation

R.AHVQ(+.98)VVDSN(+.98)GNR.V N 99.9 50.96 1296.6058 12 2.9 649.3121 2 20.84 24 1462 OB3622.raw 1.01E4 1 1 423 434 Deamidation (NQ)

K.NNNPFK.F N 99.9 50.79 732.3555 6 0.0 367.1850 2 21.88 24 1526 OB3622.raw 1.33E6 12 12 510 515

A.LFVPHYNTNAHSIIYALR.G N 99.9 50.75 2128.1218 18 0.0 710.3812 3 30.41 24 2466 OB3622.raw 1.07E6 3 3 403 420

K.FFVPPSQQSLRA.V Y 99.9 49.74 1375.7247 12 -0.9 688.8690 2 28.84 24 2249 OB3622.raw 2.02E5 2 2 516 527

A.NDLNLLILR.W N 99.9 49.40 1082.6448 9 -0.6 542.3293 2 32.14 24 2700 OB3622.raw 1.13E5 2 2 379 387

H.YNTNAHSIIYALR.G N 99.9 48.98 1534.7892 13 0.3 768.4021 2 28.37 24 2183 OB3622.raw 6.52E5 7 7 408 420

R.NALFVPHYNTN.A N 99.9 48.13 1288.6200 11 -0.7 645.3168 2 28.93 24 2262 OB3622.raw 7.75E4 5 5 401 411

Y.NTNAHSIIYALR.G N 99.9 47.26 1371.7258 12 -1.3 458.2486 3 28.12 24 2149 OB3622.raw 5.29E4 1 1 409 420

K.TAN(+.98)DLNLLILR.W N 99.9 45.98 1255.7136 11 4.2 628.8667 2 32.64 24 2769 OB3622.raw 1.32E7 2 2 377 387 Deamidation (NQ)

A.HSIIYALR.G N 99.9 45.89 971.5552 8 -1.0 486.7844 2 27.03 24 1998 OB3622.raw 3.35E4 2 2 413 420

R.VYDEELQ(+.98)EGHVLVVPQNFAVAGK.S N 99.9 45.69 2541.2751 23 0.6 636.3264 4 31.48 24 2610 OB3622.raw 6.72E5 1 1 435 457 Deamidation (NQ)

R.AHVQ(+.98)VVDSNGNR.V N 99.9 45.52 1295.6218 12 -1.0 648.8176 2 21.53 24 1504 OB3622.raw 1.85E4 1 1 423 434 Deamidation (NQ)

R.VYDEELQEGHVLVVPQNF.A N 99.9 45.37 2114.0320 18 -0.8 1058.0225 2 32.13 24 2698 OB3622.raw 1.07E5 2 2 435 452

K.FFVPPSQQ.S N 99.9 45.30 948.4705 8 -1.2 475.2419 2 28.55 24 2209 OB3622.raw 9.93E3 1 1 516 523

K.FFVPPSQQ(+.98)SLRA.V Y 99.9 42.03 1376.7087 12 0.3 689.3619 2 29.39 24 2325 OB3622.raw 3E6 6 6 516 527 Deamidation (NQ)

R.NALFVPHYN.T N 99.8 40.12 1073.5294 9 -0.1 537.7719 2 28.67 24 2225 OB3622.raw 4.24E4 1 1 401 409

N.DLNLLILR.W N 99.8 38.90 968.6018 8 -1.2 485.3076 2 33.23 24 2849 OB3622.raw 4.04E4 2 2 380 387

H.YNTN(+.98)AHSIIYALR.G N 99.8 38.44 1535.7732 13 -1.3 512.9310 3 29.63 24 2359 OB3622.raw 3.41E4 1 1 408 420 Deamidation (NQ)

H.SIIYALR.G N 99.8 37.60 834.4963 7 0.3 418.2556 2 28.19 24 2158 OB3622.raw 3.94E6 9 9 414 420

N.RSPDIYNPQAGSLK.T N 99.7 36.90 1544.7947 14 -0.5 515.9386 3 25.42 24 1775 OB3622.raw 5.99E4 3 3 363 376

R.AHVQ(+.98)VVDSNGN(+.98)R.V N 99.4 33.69 1296.6058 12 4.3 433.2111 3 20.93 24 1468 OB3622.raw 1.25E5 1 1 423 434 Deamidation (NQ)

F.VPHYNTNAHSIIYALR.G N 99.4 33.06 1867.9692 16 -1.6 467.9988 4 28.64 24 2221 OB3622.raw 3.03E4 1 1 405 420

D.IYNPQAGSLK.T N 98.8 30.17 1089.5818 10 0.9 545.7986 2 24.83 24 1726 OB3622.raw 1.67E3 1 1 367 376

total 53 peptides

Q6IWG5|Q6IWG5_ARAHY back to list
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Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 24 #Spec #Spec Sample 24 Start End PTM

R.AHVQVVDSN(+.98)GNR.V N 99.9 66.38 1295.6218 12 0.9 648.8188 2 4.85 24 333 OB3622.raw 2.26E6 6 6 403 414 Deamidation (NQ)



R.VYDEELQEGHVL.V N 99.9 64.92 1429.6725 12 0.0 715.8435 2 29.28 24 2311 OB3622.raw 1.14E5 2 2 415 426

R.AHVQVVDSNGNR.V N 99.9 59.87 1294.6378 12 -0.1 648.3261 2 19.68 24 1394 OB3622.raw 3.06E5 7 7 403 414

K.TDSRPSIANLAGEN(+.98)SIIDNLPEEVVANSYR.L Y 99.9 54.82 3244.5847 30 0.9 1082.5365 3 34.34 24 3000 OB3622.raw 3.76E4 1 1 450 479 Deamidation (NQ)

K.TDSRPSIANLAGE.N N 99.9 54.71 1329.6525 13 -1.0 665.8328 2 28.03 24 2137 OB3622.raw 9.7E4 2 2 450 462

K.TDSRPSIANLAGEN(+.98).S N 99.9 50.96 1444.6793 14 -1.7 723.3457 2 28.05 24 2139 OB3622.raw 8.3E4 4 4 450 463 Deamidation (NQ)

R.AHVQ(+.98)VVDSN(+.98)GNR.V N 99.9 50.96 1296.6058 12 2.9 649.3121 2 20.84 24 1462 OB3622.raw 1.01E4 1 1 403 414 Deamidation (NQ)

K.NNNPFK.F N 99.9 50.79 732.3555 6 0.0 367.1850 2 21.88 24 1526 OB3622.raw 1.33E6 12 12 490 495

K.AQSENYEYLAFK.T Y 99.9 50.05 1461.6776 12 -1.7 731.8448 2 29.97 24 2406 OB3622.raw 1.92E6 5 5 438 449

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 99.9 49.01 2837.4043 27 1.5 1419.7115 2 33.95 24 2946 OB3622.raw 3.67E5 2 2 450 476

K.TDSRPSIANLAGEN.S N 99.9 48.50 1443.6953 14 -2.1 722.8534 2 27.55 24 2069 OB3622.raw 2.59E5 2 2 450 463

K.TDSRPSIANLA.G N 99.9 46.27 1143.5884 11 -0.3 572.8013 2 27.32 24 2037 OB3622.raw 1.4E5 3 3 450 460

R.AHVQ(+.98)VVDSNGNR.V N 99.9 45.52 1295.6218 12 -1.0 648.8176 2 21.53 24 1504 OB3622.raw 1.85E4 1 1 403 414 Deamidation (NQ)

R.VYDEELQEGHVLVVPQNF.A N 99.9 45.37 2114.0320 18 -0.8 1058.0225 2 32.13 24 2698 OB3622.raw 1.07E5 2 2 415 432

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 45.12 3243.6006 30 -0.4 1082.2070 3 33.73 24 2916 OB3622.raw 1.64E4 1 1 450 479

K.TDSRPSIANLAGEN(+.98)SIIDNLPEEVVAN.S N 99.9 43.75 2838.3882 27 0.6 947.1372 3 34.21 24 2983 OB3622.raw 1.82E5 1 1 450 476 Deamidation (NQ)

K.TDSRPSIAN(+.98)LAG.E N 99.8 38.95 1201.5939 12 -0.1 601.8041 2 28.38 24 2185 OB3622.raw 1.35E4 1 1 450 461 Deamidation (NQ)

K.TDSRPSIANLAG.E N 99.8 38.90 1200.6099 12 -0.5 601.3119 2 27.53 24 2067 OB3622.raw 3.15E5 4 4 450 461

K.TDSRPSIANLAGENSIID.N N 99.8 38.66 1871.9225 18 -2.4 936.9663 2 30.90 24 2531 OB3622.raw 6.04E4 1 1 450 467

K.TDSRPSIANLAGENSIIDNLPEEVVANSY.R N 99.8 37.59 3087.4995 29 -0.1 1030.1737 3 35.03 24 3094 OB3622.raw 8.25E3 1 1 450 478

R.AHVQ(+.98)VVDSNGN(+.98)R.V N 99.4 33.69 1296.6058 12 4.3 433.2111 3 20.93 24 1468 OB3622.raw 1.25E5 1 1 403 414 Deamidation (NQ)

total 21 peptides

Q0GM57|Q0GM57_ARAHY back to list
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Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 24 #Spec #Spec Sample 24 Start End PTM

R.AHVQVVDSN(+.98)GNR.V N 99.9 66.38 1295.6218 12 0.9 648.8188 2 4.85 24 333 OB3622.raw 2.26E6 6 6 405 416 Deamidation (NQ)

R.VYDEELQEGHVL.V N 99.9 64.92 1429.6725 12 0.0 715.8435 2 29.28 24 2311 OB3622.raw 1.14E5 2 2 417 428

R.AHVQVVDSNGNR.V N 99.9 59.87 1294.6378 12 -0.1 648.3261 2 19.68 24 1394 OB3622.raw 3.06E5 7 7 405 416



K.TDSRPSIANLAGEN(+.98)SIIDNLPEEVVANSYR.L Y 99.9 54.82 3244.5847 30 0.9 1082.5365 3 34.34 24 3000 OB3622.raw 3.76E4 1 1 452 481 Deamidation (NQ)

K.TDSRPSIANLAGE.N N 99.9 54.71 1329.6525 13 -1.0 665.8328 2 28.03 24 2137 OB3622.raw 9.7E4 2 2 452 464

K.TDSRPSIANLAGEN(+.98).S N 99.9 50.96 1444.6793 14 -1.7 723.3457 2 28.05 24 2139 OB3622.raw 8.3E4 4 4 452 465 Deamidation (NQ)

R.AHVQ(+.98)VVDSN(+.98)GNR.V N 99.9 50.96 1296.6058 12 2.9 649.3121 2 20.84 24 1462 OB3622.raw 1.01E4 1 1 405 416 Deamidation (NQ)

K.NNNPFK.F N 99.9 50.79 732.3555 6 0.0 367.1850 2 21.88 24 1526 OB3622.raw 1.33E6 12 12 492 497

K.AQSENYEYLAFK.T Y 99.9 50.05 1461.6776 12 -1.7 731.8448 2 29.97 24 2406 OB3622.raw 1.92E6 5 5 440 451

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 99.9 49.01 2837.4043 27 1.5 1419.7115 2 33.95 24 2946 OB3622.raw 3.67E5 2 2 452 478

K.TDSRPSIANLAGEN.S N 99.9 48.50 1443.6953 14 -2.1 722.8534 2 27.55 24 2069 OB3622.raw 2.59E5 2 2 452 465

K.TDSRPSIANLA.G N 99.9 46.27 1143.5884 11 -0.3 572.8013 2 27.32 24 2037 OB3622.raw 1.4E5 3 3 452 462

R.AHVQ(+.98)VVDSNGNR.V N 99.9 45.52 1295.6218 12 -1.0 648.8176 2 21.53 24 1504 OB3622.raw 1.85E4 1 1 405 416 Deamidation (NQ)

R.VYDEELQEGHVLVVPQNF.A N 99.9 45.37 2114.0320 18 -0.8 1058.0225 2 32.13 24 2698 OB3622.raw 1.07E5 2 2 417 434

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 45.12 3243.6006 30 -0.4 1082.2070 3 33.73 24 2916 OB3622.raw 1.64E4 1 1 452 481

K.TDSRPSIANLAGEN(+.98)SIIDNLPEEVVAN.S N 99.9 43.75 2838.3882 27 0.6 947.1372 3 34.21 24 2983 OB3622.raw 1.82E5 1 1 452 478 Deamidation (NQ)

K.TDSRPSIAN(+.98)LAG.E N 99.8 38.95 1201.5939 12 -0.1 601.8041 2 28.38 24 2185 OB3622.raw 1.35E4 1 1 452 463 Deamidation (NQ)

K.TDSRPSIANLAG.E N 99.8 38.90 1200.6099 12 -0.5 601.3119 2 27.53 24 2067 OB3622.raw 3.15E5 4 4 452 463

K.TDSRPSIANLAGENSIID.N N 99.8 38.66 1871.9225 18 -2.4 936.9663 2 30.90 24 2531 OB3622.raw 6.04E4 1 1 452 469

K.TDSRPSIANLAGENSIIDNLPEEVVANSY.R N 99.8 37.59 3087.4995 29 -0.1 1030.1737 3 35.03 24 3094 OB3622.raw 8.25E3 1 1 452 480

R.AHVQ(+.98)VVDSNGN(+.98)R.V N 99.4 33.69 1296.6058 12 4.3 433.2111 3 20.93 24 1468 OB3622.raw 1.25E5 1 1 405 416 Deamidation (NQ)

total 21 peptides

Peptide List
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Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 15  from 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2872
# of MS/MS scans 3452

Table 2. Result filtration parameters.
Peptide -10lgP ≥26
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 19
Peptide sequences 12
Protein groups 3
Proteins 7
Proteins (#Unique Peptides) 3 (>2); 0 (=2); 4 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 7.7%
De Novo Only Spectra 13

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

Carbamidomethyl 57.02 C 2 42.76 1.85E3 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 18 12 0 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
  Deamidation (NQ): 0.98
  Oxidation (M): 15.99
  Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3616.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

Protein List



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

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 18

Area
Sample

18
#Peptides #Unique

#Spec
Sample

18
PTM Avg.

Mass Description

1 41 Q6IWG5|Q6IWG5_ARAHY 98.9 116.40 8 8 8.99E3 3 3 5 Y 58061 Glycinin (Fragment) OS=Arachis hypogaea PE=2 SV=1

1 45 E5G077|E5G077_ARAHY 98.9 116.40 8 8 8.99E3 3 3 5 Y 58305 Ara h 3 allergen OS=Arachis hypogaea GN=ara h 3 PE=3 S
V=1

1 42 Q0GM57|Q0GM57_ARAHY 98.9 116.40 8 8 8.99E3 3 3 5 Y 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 SV=1

2 13 Q9FZ11|Q9FZ11_ARAHY 98.8 106.02 9 9 1.48E3 4 1 5 N 60449 Gly1 OS=Arachis hypogaea GN=Gly1 PE=2 SV=1

2 5 Q5I6T2|Q5I6T2_ARAHY 98.8 106.02 9 9 1.48E3 4 1 5 N 60736 Arachin Ahy-4 OS=Arachis hypogaea PE=2 SV=1

2 15 Q647H3|Q647H3_ARAHY 98.8 106.02 9 9 1.48E3 4 1 5 N 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=2 SV=1

9 181 H9L792|H9L792_ARAHY 20.9 26.11 2 2 7.87E3 1 1 1 Y 33305 CDP-diacylglycerol-glycerol-3-phosphate 3-phosphatidyltran
sferase OS=Arachis hypogaea GN=PGP1 PE=2 SV=1

total 7 proteins

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

18 #Spec #Spec Sample
18 Start End PTM

R.SSNPDIYNPQAGSLR.S Y 99.9 60.27 1617.7747 15 -1.2 809.8936 2 27.86 18 1419 OB3616.raw 5.08E3 2 2 342 356

K.AQSENYEYLAFK.T Y 99.7 51.60 1461.6776 12 1.5 731.8472 2 30.58 18 1571 OB3616.raw 2.06E3 2 2 438 449

N.GIEETIC(+57.02)SASVK.K Y 99.1 42.76 1292.6282 12 1.3 647.3222 2 28.31 18 1442 OB3616.raw 1.85E3 1 1 325 336 Carbamidomethylation

total 3 peptides

E5G077|E5G077_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

18 #Spec #Spec Sample
18 Start End PTM

R.SSNPDIYNPQAGSLR.S Y 99.9 60.27 1617.7747 15 -1.2 809.8936 2 27.86 18 1419 OB3616.raw 5.08E3 2 2 344 358

K.AQSENYEYLAFK.T Y 99.7 51.60 1461.6776 12 1.5 731.8472 2 30.58 18 1571 OB3616.raw 2.06E3 2 2 440 451

N.GIEETIC(+57.02)SASVK.K Y 99.1 42.76 1292.6282 12 1.3 647.3222 2 28.31 18 1442 OB3616.raw 1.85E3 1 1 327 338 Carbamidomethylation

total 3 peptides

Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

18 #Spec #Spec Sample
18 Start End PTM

R.SSNPDIYNPQAGSLR.S Y 99.9 60.27 1617.7747 15 -1.2 809.8936 2 27.86 18 1419 OB3616.raw 5.08E3 2 2 344 358

K.AQSENYEYLAFK.T Y 99.7 51.60 1461.6776 12 1.5 731.8472 2 30.58 18 1571 OB3616.raw 2.06E3 2 2 440 451

N.GIEETIC(+57.02)SASVK.K Y 99.1 42.76 1292.6282 12 1.3 647.3222 2 28.31 18 1442 OB3616.raw 1.85E3 1 1 327 338 Carbamidomethylation

total 3 peptides

Q9FZ11|Q9FZ11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 18 #Spec #Spec Sample 18 Start End PTM

K.SQSDNFEYVAFK.T Y 99.9 56.00 1433.6462 12 -0.1 717.8303 2 30.71 18 1583 OB3616.raw 1.48E3 1 1 458 469

R.SPDIYNPQAGSLK.T N 97.8 39.79 1388.6936 13 1.4 695.3550 2 27.72 18 1407 OB3616.raw 5.56E3 2 2 364 376

R.WLGLSAEYGNLYR.N N 80.5 29.21 1540.7673 13 -1.3 771.3900 2 33.50 18 1755 OB3616.raw 2.26E3 1 1 388 400

K.TANDLNLLILR.W N 78.7 27.20 1254.7296 11 -1.4 628.3712 2 33.41 18 1748 OB3616.raw 1.34E3 1 1 377 387

total 4 peptides

Q5I6T2|Q5I6T2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 18 #Spec #Spec Sample 18 Start End PTM

K.SQSDNFEYVAFK.T Y 99.9 56.00 1433.6462 12 -0.1 717.8303 2 30.71 18 1583 OB3616.raw 1.48E3 1 1 459 470

R.SPDIYNPQAGSLK.T N 97.8 39.79 1388.6936 13 1.4 695.3550 2 27.72 18 1407 OB3616.raw 5.56E3 2 2 365 377

R.WLGLSAEYGNLYR.N N 80.5 29.21 1540.7673 13 -1.3 771.3900 2 33.50 18 1755 OB3616.raw 2.26E3 1 1 389 401

K.TANDLNLLILR.W N 78.7 27.20 1254.7296 11 -1.4 628.3712 2 33.41 18 1748 OB3616.raw 1.34E3 1 1 378 388

total 4 peptides

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 18 #Spec #Spec Sample 18 Start End PTM

K.SQSDNFEYVAFK.T Y 99.9 56.00 1433.6462 12 -0.1 717.8303 2 30.71 18 1583 OB3616.raw 1.48E3 1 1 466 477

R.SPDIYNPQAGSLK.T N 97.8 39.79 1388.6936 13 1.4 695.3550 2 27.72 18 1407 OB3616.raw 5.56E3 2 2 372 384

R.WLGLSAEYGNLYR.N N 80.5 29.21 1540.7673 13 -1.3 771.3900 2 33.50 18 1755 OB3616.raw 2.26E3 1 1 396 408

K.TANDLNLLILR.W N 78.7 27.20 1254.7296 11 -1.4 628.3712 2 33.41 18 1748 OB3616.raw 1.34E3 1 1 385 395

total 4 peptides

H9L792|H9L792_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 18 #Spec #Spec Sample 18 Start End PTM

L.LLC(+57.02)SK.P Y 67.2 26.11 619.3363 5 3.7 310.6766 2 33.30 18 1738 OB3616.raw 7.87E3 1 1 195 199 Carbamidomethylation

total 1 peptides

Peptide List
 

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_108%20spot17/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 16 from 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2225
# of MS/MS scans 1973

Table 2. Result filtration parameters.
Peptide -10lgP ≥27
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 417
Peptide sequences 127
Protein groups 11
Proteins 14
Proteins (#Unique Peptides) 8 (>2); 4 (=2); 2 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 102

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

Carbamidomethyl 57.02 C 89 79.64 2.76E5 1000.00

Oxidation 15.99 M 69 80.92 1.87E5 1000.00

Deamidation .98 N 9 66.08 7.4E4 100.79

HydPro 15.99 P 7 47.47 3.4E4 25.66

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
DS1 tacka 16 na

Figuri 1 88 28 11 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99

Max Variable PTM Per Peptide: 5
Database: Uniprot_Peanut(3818)+cRAP_aug17
Taxon: All
Searched Entry: 1352
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB5184.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

Protein List

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



Protein Ptm Contains:

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%) DS1
tacka 16 na Figuri 1

Area DS1 tacka
16 na Figuri 1 #Peptides #Unique

#Spec DS1
tacka 16 na

Figuri 1
PTM Avg.

Mass Description

1 216 Q6IWG5|Q6IWG5_ARAHY 99.1 279.74 44 44 1.1E7 24 19 176 Y 58061 Glycinin (Fragment) OS=Arachis hypog
aea PE=2 SV=1

1 217 Q0GM57|Q0GM57_ARAHY 99.1 279.74 44 44 1.1E7 24 19 176 Y 58263 Iso-Ara h3 OS=Arachis hypogaea PE=
2 SV=1

3 219 sp|Q647H2|AHY3_ARAHY 99.1 239.93 35 35 2.26E6 13 11 45 Y 54569 Arachin Ahy-3 OS=Arachis hypogaea P
E=1 SV=1

4 220 sp|K1C10_HUMAN| 99.1 226.69 37 37 1.68E6 19 19 40 Y 59519 sp|K1C10_HUMAN|

6 89 Q647H3|Q647H3_ARAHY 99.1 219.97 40 40 1.83E5 16 2 23 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea P
E=2 SV=1

2 215 sp|Q6PSU2|CONG7_ARAHY 99.1 216.68 70 70 3.87E6 16 16 82 Y 20114 Conglutin-7 OS=Arachis hypogaea PE=
1 SV=2

5 221 sp|K2C1_HUMAN| 99.1 212.55 22 22 6.78E5 11 10 22 Y 65886 sp|K2C1_HUMAN|

9 85 B5TYU1|B5TYU1_ARAHY 99.1 199.25 34 34 1.42E4 12 1 17 Y 60624 Arachin Arah3 isoform OS=Arachis hyp
ogaea PE=1 SV=1

10 646 sp|K1C9_HUMAN| 99.1 161.27 14 14 1.64E5 6 6 10 N 62129 sp|K1C9_HUMAN|

12 964 sp|K22E_HUMAN| 99.1 144.53 22 22 2.21E5 7 6 9 N 65865 sp|K22E_HUMAN|

13 1193 sp|TRYP_PIG| 81.8 53.27 3 3 1.81E5 1 1 5 N 24409 sp|TRYP_PIG|

15 1679 Q38711|Q38711_ARAHY 83.0 43.80 17 17 1.19E4 2 2 2 N 29134
Galactose-binding lectin (Fragment) O
S=Arachis hypogaea GN=lec PE=2 SV
=1

15 1680 sp|P02872|LECG_ARAHY 83.0 43.80 16 16 1.19E4 2 2 2 N 29325 Galactose-binding lectin OS=Arachis h
ypogaea PE=1 SV=3

15 1681 A0A089ZXL7|A0A089ZXL7_ARAHY 83.0 43.80 16 16 1.19E4 2 2 2 N 29407 Peanut agglutinin variant OS=Arachis 
hypogaea PE=2 SV=1

total 14 proteins

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
DS1

tacka
16 na

Figuri 1

#Spec

#Spec
DS1

tacka
16 na

Figuri 1

Start End PTM

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 92.52 3243.6006 30 1.6 1082.2092 3 37.76 14 1902 OB5184.raw 8.24E5 10 10 450 479

R.SSNPDIYNPQAGSLR.S Y 99.9 81.54 1617.7747 15 0.7 809.8951 2 30.79 14 1495 OB5184.raw 7.23E5 12 12 342 356

R.NAM(+15.99)FVPHYTLNAHTIVVALNGR.A Y 99.9 80.92 2453.2637 22 -0.1 818.7618 3 35.11 14 1749 OB5184.raw 3.75E5 5 5 381 402 Oxidation (M)

K.AQSENYEYLAFK.T Y 99.9 80.31 1461.6776 12 -0.1 731.8460 2 33.59 14 1661 OB5184.raw 4.13E5 10 10 438 449

R.SVNELDLPILGWLGLSAQHGTIYR.N Y 99.9 79.65 2651.4070 24 2.1 1326.7135 2 41.01 14 2092 OB5184.raw 5.33E6 70 70 357 380

R.NAM(+15.99)FVPHYTLNAHTIVVALN(+.98)GR.A Y 99.9 66.08 2454.2478 22 0.8 819.0905 3 34.67 14 1724 OB5184.raw 1.47E5 8 8 381 402 Oxidation (M);
Deamidation (NQ)

R.IESEGGYIETWNPNNQEFQC(+57.02)AGVALSR.T N 99.9 64.14 3068.3933 27 1.4 1023.8065 3 36.26 14 1815 OB5184.raw 4.37E4 1 1 44 70 Carbamidomethylation

R.SVNELDLPILGWLGLSA.Q Y 99.9 60.72 1795.9719 17 1.3 898.9944 2 46.20 14 2393 OB5184.raw 7.43E5 19 19 357 373

R.SVNELDLPILGWLGLSAQH.G Y 99.9 60.47 2061.0894 19 1.2 1031.5532 2 43.10 14 2212 OB5184.raw 6.24E4 3 3 357 375

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 99.9 60.37 2554.3066 23 0.9 852.4436 3 34.89 14 1737 OB5184.raw 2.07E5 4 4 415 437

N.GIEETIC(+57.02)SASVK.K Y 99.9 57.55 1292.6282 12 0.0 647.3214 2 31.19 14 1519 OB5184.raw 6.89E4 1 1 325 336 Carbamidomethylation

R.NAMFVPHYTLNAHTIVVALNGR.A Y 99.9 57.40 2437.2688 22 -0.5 813.4298 3 35.81 14 1789 OB5184.raw 8.98E3 1 1 381 402

D.NLPEEVVANSYR.L Y 99.9 53.71 1389.6888 12 0.2 695.8519 2 32.53 14 1597 OB5184.raw 2.18E4 1 1 468 479

N.GIEETIC(+57.02)SASVKK.N Y 99.9 50.13 1420.7231 13 -0.9 711.3682 2 29.33 14 1411 OB5184.raw 2.84E4 2 2 325 337 Carbamidomethylation

K.TDSRPSIANLAGENSIID.N N 99.9 49.58 1871.9225 18 0.4 936.9689 2 34.77 14 1730 OB5184.raw 3.29E4 1 1 450 467

R.RPFYSNAPLEIYVQQGSGYFGLIFPGC(+57.02)PSTYEEPAQEGR.R Y 99.9 49.08 4424.0845 39 0.9 1475.7035 3 39.50 14 2004 OB5184.raw 9.55E4 4 4 80 118 Carbamidomethylation

K.TDSRPSIANLAGENSIIDNLPEEVVANSYRLPR.E Y 99.9 49.03 3609.8386 33 0.7 903.4676 4 37.60 14 1893 OB5184.raw 9.85E5 6 6 450 482

R.SVNELDLPILGWLGLSAQ.H Y 99.9 47.74 1924.0305 18 0.7 963.0233 2 45.66 14 2361 OB5184.raw 1.3E4 1 1 357 374

R.NAM(+15.99)FVPHYTLN.A Y 99.9 47.56 1321.6125 11 -0.3 661.8134 2 32.71 14 1608 OB5184.raw 1.91E4 2 2 381 391 Oxidation (M)

R.SVNELDLPILGWLGL.S Y 99.9 46.10 1637.9028 15 1.4 819.9598 2 47.49 14 2469 OB5184.raw 4.94E5 3 3 357 371

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 99.9 44.85 2837.4043 27 0.5 946.8091 3 37.97 14 1915 OB5184.raw 7.08E4 1 1 450 476

K.FFVPPFDHQSM(+15.99).R Y 99.8 41.97 1366.6016 11 0.2 684.3082 2 35.28 14 1759 OB5184.raw 1.23E5 5 5 496 506 Oxidation (M)

R.SVNELDLPILGWLGLS.A Y 99.8 40.39 1724.9348 16 1.4 863.4759 2 46.52 14 2411 OB5184.raw 7.9E4 2 2 357 372



R.N(+.98)AM(+15.99)FVPHYTLNAHTIVVALNGR.A Y 99.7 38.56 2454.2478 22 3.7 819.0929 3 35.91 14 1795 OB5184.raw 7.4E4 1 1 381 402 Deamidation (NQ);
Oxidation (M)

R.VYDEELQEGHVL.V N 99.0 34.29 1429.6725 12 1.9 715.8448 2 33.00 14 1625 OB5184.raw 3.92E3 1 1 415 426

K.AQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 98.3 30.80 4687.2676 42 0.9 1172.8252 4 38.23 14 1930 OB5184.raw 1.59E5 1 1 438 479

N.QEQEFLR.Y N 96.6 27.86 948.4664 7 -1.1 475.2400 2 28.65 14 1370 OB5184.raw 0 1 1 202 208

total 27 peptides

Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
DS1

tacka
16 na

Figuri 1

#Spec

#Spec
DS1

tacka
16 na

Figuri 1

Start End PTM

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 92.52 3243.6006 30 1.6 1082.2092 3 37.76 14 1902 OB5184.raw 8.24E5 10 10 452 481

R.SSNPDIYNPQAGSLR.S Y 99.9 81.54 1617.7747 15 0.7 809.8951 2 30.79 14 1495 OB5184.raw 7.23E5 12 12 344 358

R.NAM(+15.99)FVPHYTLNAHTIVVALNGR.A Y 99.9 80.92 2453.2637 22 -0.1 818.7618 3 35.11 14 1749 OB5184.raw 3.75E5 5 5 383 404 Oxidation (M)

K.AQSENYEYLAFK.T Y 99.9 80.31 1461.6776 12 -0.1 731.8460 2 33.59 14 1661 OB5184.raw 4.13E5 10 10 440 451

R.SVNELDLPILGWLGLSAQHGTIYR.N Y 99.9 79.65 2651.4070 24 2.1 1326.7135 2 41.01 14 2092 OB5184.raw 5.33E6 70 70 359 382

R.NAM(+15.99)FVPHYTLNAHTIVVALN(+.98)GR.A Y 99.9 66.08 2454.2478 22 0.8 819.0905 3 34.67 14 1724 OB5184.raw 1.47E5 8 8 383 404 Oxidation (M);
Deamidation (NQ)

R.IESEGGYIETWNPNNQEFQC(+57.02)AGVALSR.T N 99.9 64.14 3068.3933 27 1.4 1023.8065 3 36.26 14 1815 OB5184.raw 4.37E4 1 1 46 72 Carbamidomethylation

R.SVNELDLPILGWLGLSA.Q Y 99.9 60.72 1795.9719 17 1.3 898.9944 2 46.20 14 2393 OB5184.raw 7.43E5 19 19 359 375

R.SVNELDLPILGWLGLSAQH.G Y 99.9 60.47 2061.0894 19 1.2 1031.5532 2 43.10 14 2212 OB5184.raw 6.24E4 3 3 359 377

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 99.9 60.37 2554.3066 23 0.9 852.4436 3 34.89 14 1737 OB5184.raw 2.07E5 4 4 417 439

N.GIEETIC(+57.02)SASVK.K Y 99.9 57.55 1292.6282 12 0.0 647.3214 2 31.19 14 1519 OB5184.raw 6.89E4 1 1 327 338 Carbamidomethylation



R.NAMFVPHYTLNAHTIVVALNGR.A Y 99.9 57.40 2437.2688 22 -0.5 813.4298 3 35.81 14 1789 OB5184.raw 8.98E3 1 1 383 404

D.NLPEEVVANSYR.L Y 99.9 53.71 1389.6888 12 0.2 695.8519 2 32.53 14 1597 OB5184.raw 2.18E4 1 1 470 481

N.GIEETIC(+57.02)SASVKK.N Y 99.9 50.13 1420.7231 13 -0.9 711.3682 2 29.33 14 1411 OB5184.raw 2.84E4 2 2 327 339 Carbamidomethylation

K.TDSRPSIANLAGENSIID.N N 99.9 49.58 1871.9225 18 0.4 936.9689 2 34.77 14 1730 OB5184.raw 3.29E4 1 1 452 469

R.RPFYSNAPLEIYVQQGSGYFGLIFPGC(+57.02)PSTYEEPAQEGR.R Y 99.9 49.08 4424.0845 39 0.9 1475.7035 3 39.50 14 2004 OB5184.raw 9.55E4 4 4 82 120 Carbamidomethylation

K.TDSRPSIANLAGENSIIDNLPEEVVANSYRLPR.E Y 99.9 49.03 3609.8386 33 0.7 903.4676 4 37.60 14 1893 OB5184.raw 9.85E5 6 6 452 484

R.SVNELDLPILGWLGLSAQ.H Y 99.9 47.74 1924.0305 18 0.7 963.0233 2 45.66 14 2361 OB5184.raw 1.3E4 1 1 359 376

R.NAM(+15.99)FVPHYTLN.A Y 99.9 47.56 1321.6125 11 -0.3 661.8134 2 32.71 14 1608 OB5184.raw 1.91E4 2 2 383 393 Oxidation (M)

R.SVNELDLPILGWLGL.S Y 99.9 46.10 1637.9028 15 1.4 819.9598 2 47.49 14 2469 OB5184.raw 4.94E5 3 3 359 373

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 99.9 44.85 2837.4043 27 0.5 946.8091 3 37.97 14 1915 OB5184.raw 7.08E4 1 1 452 478

K.FFVPPFDHQSM(+15.99).R Y 99.8 41.97 1366.6016 11 0.2 684.3082 2 35.28 14 1759 OB5184.raw 1.23E5 5 5 498 508 Oxidation (M)

R.SVNELDLPILGWLGLS.A Y 99.8 40.39 1724.9348 16 1.4 863.4759 2 46.52 14 2411 OB5184.raw 7.9E4 2 2 359 374

R.N(+.98)AM(+15.99)FVPHYTLNAHTIVVALNGR.A Y 99.7 38.56 2454.2478 22 3.7 819.0929 3 35.91 14 1795 OB5184.raw 7.4E4 1 1 383 404 Deamidation (NQ);
Oxidation (M)

R.VYDEELQEGHVL.V N 99.0 34.29 1429.6725 12 1.9 715.8448 2 33.00 14 1625 OB5184.raw 3.92E3 1 1 417 428

K.AQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 98.3 30.80 4687.2676 42 0.9 1172.8252 4 38.23 14 1930 OB5184.raw 1.59E5 1 1 440 481

N.QEQEFLR.Y N 96.6 27.86 948.4664 7 -1.1 475.2400 2 28.65 14 1370 OB5184.raw 0 1 1 204 210

total 27 peptides
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Protein Coverage:

Supporting Peptides:

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

Area DS1
tacka 16 na

Figuri 1
#Spec

#Spec DS1
tacka 16 na

Figuri 1
Start End PTM

K.STSADIYNPQAGSVR.T Y 99.9 91.27 1564.7482 15 0.0 783.3813 2 29.65 14 1430 OB5184.raw 2.92E5 6 6 316 330

K.SQSEHFLYVAFK.T Y 99.9 88.58 1454.7194 12 -0.1 728.3669 2 33.53 14 1657 OB5184.raw 2.12E5 6 6 412 423

K.NSYM(+15.99)WNLPEDVVANSYGLQYEQAR.Q Y 99.9 74.67 2862.2917 24 1.4 955.1059 3 37.56 14 1891 OB5184.raw 2.49E5 4 4 437 460 Oxidation (M)

R.LGLSAEYGSIHR.D Y 99.9 69.76 1301.6727 12 -0.8 651.8431 2 30.44 14 1475 OB5184.raw 3.51E5 6 6 343 354

R.TVNELDLPILNR.L Y 99.9 69.26 1395.7721 12 0.5 698.8937 2 36.44 14 1826 OB5184.raw 9.27E5 11 11 331 342

C.IESEGGYIETWNPNNQEFQC(+57.02)AGVALSR.F N 99.9 64.14 3068.3933 27 1.4 1023.8065 3 36.26 14 1815 OB5184.raw 4.37E4 1 1 46 72 Carbamidomethylation

R.VFDEELQEGQSLVVPQNFAVAAK.S Y 99.9 62.38 2517.2751 23 0.2 840.0991 3 36.69 14 1841 OB5184.raw 7.62E4 3 3 389 411

N.SYGLQYEQAR.Q Y 99.9 59.55 1213.5728 10 -0.5 607.7933 2 29.74 14 1435 OB5184.raw 2.35E4 2 2 451 460

F.RQQGEENEC(+57.02)QFQR.L Y 99.5 36.76 1707.7383 13 0.8 570.2538 3 24.38 14 1122 OB5184.raw 6.22E3 1 1 24 36 Carbamidomethylation

R.QLKNNNPFTFLVPPQDSQM(+15.99).I Y 99.5 36.49 2233.0837 19 1.9 1117.5513 2 37.46 14 1885 OB5184.raw 8.58E4 2 2 461 479 Oxidation (M)

R.RFNLAGKQEQEFLR.Y Y 98.3 31.02 1734.9165 14 -1.4 579.3120 3 31.28 14 1524 OB5184.raw 3.2E4 1 1 193 206



D.IYNPQAGSVR.T Y 98.3 30.67 1103.5723 10 -1.1 552.7928 2 26.99 14 1274 OB5184.raw 4.06E3 1 1 321 330

K.QEQEFLR.Y N 96.6 27.86 948.4664 7 -1.1 475.2400 2 28.65 14 1370 OB5184.raw 0 1 1 200 206

total 13 peptides
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Protein Coverage:

Supporting Peptides:

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

Area DS1
tacka 16 na

Figuri 1
#Spec

#Spec DS1
tacka 16 na

Figuri 1
Start End PTM

K.GSLGGGFSSGGFSGGSFSR.G Y 99.9 80.32 1706.7648 19 0.9 854.3904 2 33.67 14 1666 OB5184.raw 2.39E4 1 1 41 59

R.YC(+57.02)VQLSQIQAQISALEEQLQQIR.A Y 99.9 73.76 2745.4119 23 0.6 916.1451 3 41.56 14 2124 OB5184.raw 0 2 2 400 422 Carbamidomethylation

R.NVSTGDVNVEMNAAPGVDLTQLLNNMR.S Y 99.9 72.69 2871.3855 27 1.7 958.1374 3 39.45 14 2001 OB5184.raw 1.5E5 4 4 296 322

K.TIDDLKNQILNLTTDNANILLQIDNAR.L Y 99.9 68.71 3051.6201 27 1.1 1018.2151 3 40.21 14 2045 OB5184.raw 7.83E5 9 9 202 228

R.NVSTGDVNVEM(+15.99)NAAPGVDLTQLLNNMR.S Y 99.9 65.86 2887.3804 27 -0.5 963.4669 3 38.76 14 1961 OB5184.raw 3.42E4 1 1 296 322 Oxidation (M)

R.SLLEGEGSSGGGGR.G Y 99.9 64.16 1261.5898 14 -0.8 631.8017 2 27.46 14 1301 OB5184.raw 8.24E3 2 2 451 464

R.VLDELTLTKADLEMQIESLTEELAYLK.K Y 99.9 47.24 3107.6199 27 2.2 1036.8828 3 42.71 14 2190 OB5184.raw 6.35E4 1 1 258 284

R.LENEIQTYR.S Y 99.9 47.20 1164.5775 9 -1.2 583.2953 2 29.02 14 1392 OB5184.raw 3.65E3 1 1 442 450

R.LAADDFR.L Y 99.9 46.23 806.3922 7 -0.1 404.2033 2 28.91 14 1386 OB5184.raw 2.05E4 1 1 229 235

R.VLDELTLTKADLEM(+15.99)QIESLTEELAYLKK.N Y 99.9 45.58 3251.7097 28 0.4 813.9350 4 40.81 14 2080 OB5184.raw 1.33E5 2 2 258 285 Oxidation (M)

K.ADLEMQIESLTEELAYLK.K Y 99.9 43.74 2095.0396 18 3.0 1048.5302 2 42.04 14 2151 OB5184.raw 2.19E4 1 1 267 284

K.ADLEM(+15.99)QIESLTEELAYLKK.N Y 99.9 43.51 2239.1294 19 -0.6 747.3833 3 39.76 14 2019 OB5184.raw 7.19E4 2 2 267 285 Oxidation (M)

K.QSLEASLAETEGR.Y Y 99.8 41.61 1389.6736 13 1.0 695.8448 2 32.02 14 1566 OB5184.raw 2.18E4 1 1 387 399

K.ADLEM(+15.99)QIESLTEELAYLK.K Y 99.8 41.61 2111.0344 18 -1.3 1056.5231 2 42.26 14 2164 OB5184.raw 0 1 1 267 284 Oxidation (M)

R.NVQALEIELQSQLALK.Q Y 99.8 41.35 1796.0043 16 1.6 899.0109 2 37.91 14 1911 OB5184.raw 2.12E4 1 1 371 386

K.TIDDLKNQILNLTTD.N Y 99.7 39.19 1715.8942 15 0.3 858.9547 2 37.48 14 1886 OB5184.raw 8.3E3 1 1 202 216

K.ADLEMQIESLTEELAYLKK.N Y 99.3 35.79 2223.1343 19 0.3 742.0522 3 39.54 14 2006 OB5184.raw 7.68E4 1 1 267 285

R.VLDELTLTK.A Y 99.0 34.30 1030.5911 9 -0.5 516.3026 2 32.52 14 1596 OB5184.raw 2.17E4 1 1 258 266

R.VLDELTLTKADLEMQIESLTEELAYLKK.N Y 99.0 33.50 3235.7148 28 0.1 809.9361 4 40.90 14 2085 OB5184.raw 1.66E5 1 1 258 285



K.VTMQNLNDR.L Y 99.0 32.92 1089.5237 9 -0.9 545.7686 2 27.70 14 1315 OB5184.raw 6.75E3 1 1 148 156

R.LKYENEVALR.Q Y 98.4 31.95 1233.6716 10 0.0 412.2312 3 28.96 14 1389 OB5184.raw 2.47E4 3 3 236 245

K.VTMQNLNDRLASYLDKVR.A Y 97.4 28.23 2135.1157 18 1.8 712.7138 3 35.63 14 1779 OB5184.raw 8.68E3 1 1 148 165

K.DAEAWFNEK.S Y 96.4 27.06 1108.4825 9 -0.4 555.2484 2 33.51 14 1656 OB5184.raw 1.32E4 1 1 335 343

total 23 peptides
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Protein Coverage:

Supporting Peptides:

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

Area DS1
tacka 16 na

Figuri 1
#Spec

#Spec DS1
tacka 16 na

Figuri 1
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 88.82 1540.7673 13 0.5 771.3913 2 36.42 14 1825 OB5184.raw 2.01E5 4 4 396 408

N.GIEETIC(+57.02)TASVK.K Y 99.9 63.56 1306.6438 12 0.1 654.3292 2 30.97 14 1506 OB5184.raw 1.38E5 3 3 353 364 Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 99.9 62.89 1533.6630 12 0.9 767.8395 2 27.22 14 1287 OB5184.raw 2.25E3 1 1 25 36 Carbamidomethylation

R.NALFVPHYNTNAHSIIYALR.G N 99.9 61.19 2313.2019 20 -0.5 772.0742 3 34.63 14 1722 OB5184.raw 7.4E4 1 1 409 428

K.TDSRPSIANLAGENSIIDNLPEEVVANSYGLPR.E Y 99.9 60.60 3510.7590 33 2.3 1171.2629 3 38.75 14 1960 OB5184.raw 4.55E4 2 2 478 510

K.SQSDNFEYVAFK.T N 99.9 57.07 1433.6462 12 0.2 717.8306 2 33.84 14 1676 OB5184.raw 4.53E3 1 1 466 477

K.TDSRPSIANLAGENSIID.N N 99.9 49.58 1871.9225 18 0.4 936.9689 2 34.77 14 1730 OB5184.raw 3.29E4 1 1 478 495

R.SPDIYNPQAGSLK.T N 99.9 46.87 1388.6936 13 0.5 695.3544 2 30.72 14 1491 OB5184.raw 1.39E4 1 1 372 384

K.TANDLNLLILR.W N 99.9 45.86 1254.7296 11 0.3 628.3723 2 36.45 14 1827 OB5184.raw 4.81E4 2 2 385 395

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 99.9 44.85 2837.4043 27 0.5 946.8091 3 37.97 14 1915 OB5184.raw 7.08E4 1 1 478 504

R.QILQNLRGENESDEQGAIVTVR.G N 99.5 37.18 2468.2620 22 0.6 823.7617 3 32.23 14 1578 OB5184.raw 0 1 1 279 300

R.RPFYSNAPQEIFIQQGR.G N 99.5 37.05 2050.0383 17 0.3 684.3536 3 33.50 14 1655 OB5184.raw 1.97E4 1 1 82 98

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.0 34.38 2540.2910 23 1.1 847.7719 3 35.04 14 1745 OB5184.raw 9.65E3 1 1 443 465

R.VYDEELQEGHVL.V N 99.0 34.29 1429.6725 12 1.9 715.8448 2 33.00 14 1625 OB5184.raw 3.92E3 1 1 443 454

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGRR.H N 99.0 33.73 2629.2383 23 -1.2 877.4190 3 36.51 14 1830 OB5184.raw 1.04E4 1 1 99 121 Carbamidomethylation

R.NRSPDIYNPQAGSLK.T N 96.6 27.62 1658.8376 15 -0.6 553.9528 3 28.93 14 1387 OB5184.raw 1.58E4 1 1 370 384

total 16 peptides
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Protein Coverage:

Supporting Peptides:

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

Area
DS1

tacka
16 na
Figuri

1

#Spec

#Spec
DS1

tacka
16 na
Figuri

1

Start End PTM

R.C(+57.02)C(+57.02)NELNEFENNQR.C Y 99.9 79.64 1725.6835 13 0.1 863.8491 2 30.82 14 1497 OB5184.raw 3.73E5 9 9 103 115 Carbamidomethylation

R.ANLRPC(+57.02)EQHLM(+15.99)QK.I Y 99.9 67.00 1639.7922 13 -0.9 547.6042 3 24.41 14 1124 OB5184.raw 9.73E5 21 21 40 52 Carbamidomethylation;
Oxidation (M)

R.C(+57.02)M(+15.99)C(+57.02)EALQQIM(+15.99)ENQSDRLQGR.Q Y 99.9 65.66 2498.0771 20 -0.1 833.6996 3 31.16 14 1517 OB5184.raw 5.09E5 7 7 116 135 Carbamidomethylation;
Oxidation (M)

R.C(+57.02)DLEVESGGRDRY Y 99.9 64.46 1554.6732 13 -0.1 778.3438 2 28.39 14 1355 OB5184.raw 4.45E5 6 6 160 172 Carbamidomethylation

R.C(+57.02)DLEVESGGR.D Y 99.9 64.01 1120.4818 10 -0.5 561.2479 2 27.09 14 1280 OB5184.raw 5.76E4 5 5 160 169 Carbamidomethylation

R.APQRC(+57.02)DLEVESGGR.D Y 99.9 52.41 1572.7314 14 -0.1 525.2510 3 26.20 14 1228 OB5184.raw 1.56E4 3 3 156 169 Carbamidomethylation

R.C(+57.02)MC(+57.02)EALQQIM(+15.99)ENQSDRLQGR.Q Y 99.9 52.14 2482.0820 20 1.5 828.3692 3 32.87 14 1618 OB5184.raw 7.51E4 3 3 116 135 Carbamidomethylation;
Oxidation (M)

R.NLPQQC(+57.02)GLR.A Y 99.9 48.45 1084.5448 9 -0.7 543.2793 2 27.25 14 1289 OB5184.raw 4.66E5 5 5 147 155 Carbamidomethylation

R.ANLRPC(+57.02)EQHLMQK.I Y 99.9 48.12 1623.7974 13 -1.0 542.2725 3 26.38 14 1238 OB5184.raw 3.75E4 2 2 40 52 Carbamidomethylation

R.C(+57.02)DLEVESGGRD.R Y 99.9 48.10 1235.5088 11 -0.1 618.7616 2 27.63 14 1311 OB5184.raw 1.08E5 5 5 160 170 Carbamidomethylation

R.DPYSP(+15.99)SPYDR.R Y 99.9 47.47 1211.5094 10 -0.4 606.7617 2 27.65 14 1312 OB5184.raw 3.4E4 2 2 82 91 Hydroxylation Pro

R.APQRC(+57.02)DLEVESGGRD.R Y 99.9 43.03 1687.7583 15 1.0 563.5939 3 26.43 14 1241 OB5184.raw 4.6E4 2 2 156 170 Carbamidomethylation

R.NLPQQC(+57.02)GLRAPQR.C Y 99.8 41.73 1536.7943 13 0.6 769.4049 2 27.36 14 1295 OB5184.raw 4.12E3 2 2 147 159 Carbamidomethylation

A.RQQWELQGDRR.C Y 99.7 39.20 1470.7440 11 -0.7 491.2549 3 26.74 14 1259 OB5184.raw 1.84E5 3 3 22 32

R.DPYSP(+15.99)SPYDRR.G Y 99.7 38.98 1367.6105 11 0.7 684.8130 2 26.29 14 1233 OB5184.raw 5.84E4 1 1 82 92 Hydroxylation Pro

R.DEDSYGRDPYSP(+15.99)SQDPYSP(+15.99)SQDPDRR.D Y 99.7 38.40 3060.2605 26 0.1 766.0725 4 28.73 14 1375 OB5184.raw 1.13E5 1 1 56 81 Hydroxylation Pro

R.DPYSP(+15.99)SQDPYSPSQDP(+15.99)DRR.D Y 99.0 34.99 2237.9460 19 -1.1 746.9885 3 27.44 14 1300 OB5184.raw 1.08E4 1 1 63 81 Hydroxylation Pro

R.ANLRP(+15.99)C(+57.02)EQHLMQK.I Y 99.0 33.58 1639.7922 13 -0.2 410.9553 4 25.82 14 1206 OB5184.raw 3.2E5 1 1 40 52 Hydroxylation Pro;
Carbamidomethylation

R.DPYSP(+15.99)SP(+15.99)YDR.R Y 98.3 29.96 1227.5043 10 0.6 614.7598 2 26.48 14 1244 OB5184.raw 1.55E4 1 1 82 91 Hydroxylation Pro

R.C(+57.02)M(+15.99)C(+57.02)EALQQIM(+15.99)ENQSDR.L Y 96.7 27.93 2043.8119 16 0.3 682.2781 3 30.92 14 1503 OB5184.raw 1.41E4 1 1 116 131 Carbamidomethylation;
Oxidation (M)

R.C(+57.02)M(+15.99)C(+57.02)EALQQIMENQSDRLQGR.Q Y 96.5 27.12 2482.0820 20 3.4 828.3708 3 34.20 14 1697 OB5184.raw 1.03E4 1 1 116 135 Carbamidomethylation;
Oxidation (M)

total 21 peptides
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Supporting Peptides:

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

Area
DS1

tacka 16
na Figuri

1

#Spec

#Spec
DS1

tacka 16
na

Figuri 1

Start End PTM

R.SLDLDSIIAEVK.A Y 99.9 79.91 1301.7078 12 0.1 651.8612 2 38.14 14 1925 OB5184.raw 1.24E5 3 3 343 354

R.FLEQQNQVLQTKWELLQQVDTSTR.T Y 99.9 70.99 2931.5090 24 -0.2 978.1768 3 36.08 14 1805 OB5184.raw 7.52E4 1 1 199 222

K.LALDLEIATYR.T Y 99.9 69.76 1276.7026 11 -0.2 639.3585 2 36.10 14 1806 OB5184.raw 3.46E4 3 3 472 482

K.NKLNDLEDALQQAKEDLAR.L Y 99.9 63.24 2183.1182 19 0.0 728.7133 3 36.62 14 1837 OB5184.raw 1.39E5 4 4 441 459

R.FLEQQNQVLQTK.W N 99.9 61.41 1474.7780 12 0.2 738.3964 2 30.67 14 1488 OB5184.raw 1.85E4 1 1 199 210

K.WELLQQVDTSTR.T Y 99.9 59.03 1474.7416 12 0.8 738.3787 2 34.97 14 1741 OB5184.raw 1.62E4 1 1 211 222

K.LDNLQQEIDFLTALYQA.E Y 99.9 50.87 1993.9996 17 -0.1 998.0070 2 44.16 14 2273 OB5184.raw 1E4 2 2 304 320

R.THNLEPYFESFINNLRR.R Y 99.9 44.50 2149.0703 17 -0.2 717.3639 3 37.37 14 1880 OB5184.raw 1.04E5 1 1 223 239

K.LDNLQQEIDFLTALYQAELSQM(+15.99)QTQISETNVILSM(+15.99)DNNR.S Y 99.0 33.43 4558.1841 39 0.4 1140.5537 4 43.65 14 2244 OB5184.raw 3.09E4 1 1 304 342 Oxidation
(M)

K.LDNLQQEIDFLTALYQAELSQMQTQISETNVILSMDNNR.S Y 99.0 33.02 4526.1943 39 2.8 1132.5591 4 46.10 14 2387 OB5184.raw 6.45E4 1 1 304 342

R.SLVNLGGSK.S Y 98.4 32.32 873.4919 9 -0.1 437.7532 2 29.52 14 1422 OB5184.raw 1.42E4 1 1 65 73

K.LDNLQQEIDFLTALYQAELSQM(+15.99)QTQISETNVILSMDNNR.S Y 97.4 28.45 4542.1895 39 1.4 1515.0725 3 44.09 14 2269 OB5184.raw 6.19E4 2 2 304 342 Oxidation
(M)

R.NKYEDEINKR.T Y 96.8 27.99 1307.6470 10 0.4 436.8898 3 25.22 14 1171 OB5184.raw 3.77E3 1 1 267 276

total 13 peptides
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Supporting Peptides:

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

Area DS1
tacka 16 na

Figuri 1
#Spec

#Spec DS1
tacka 16 na

Figuri 1
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 88.82 1540.7673 13 0.5 771.3913 2 36.42 14 1825 OB5184.raw 2.01E5 4 4 389 401

R.QQPEENAC(+57.02)QFQR.L N 99.9 62.89 1533.6630 12 0.9 767.8395 2 27.22 14 1287 OB5184.raw 2.25E3 1 1 25 36 Carbamidomethylation

R.NALFVPHYNTNAHSIIYALR.G N 99.9 61.19 2313.2019 20 -0.5 772.0742 3 34.63 14 1722 OB5184.raw 7.4E4 1 1 402 421

K.SQSDNFEYVAFK.T N 99.9 57.07 1433.6462 12 0.2 717.8306 2 33.84 14 1676 OB5184.raw 4.53E3 1 1 459 470

K.TANELNLLILR.W N 99.9 51.37 1268.7452 11 -0.1 635.3798 2 36.61 14 1836 OB5184.raw 7.55E4 3 3 378 388

R.SPDIYNPQAGSLK.T N 99.9 46.87 1388.6936 13 0.5 695.3544 2 30.72 14 1491 OB5184.raw 1.39E4 1 1 365 377

R.RPFYSNAPQEIFIQQGR.G N 99.5 37.05 2050.0383 17 0.3 684.3536 3 33.50 14 1655 OB5184.raw 1.97E4 1 1 82 98

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.0 34.38 2540.2910 23 1.1 847.7719 3 35.04 14 1745 OB5184.raw 9.65E3 1 1 436 458

R.VYDEELQEGHVL.V N 99.0 34.29 1429.6725 12 1.9 715.8448 2 33.00 14 1625 OB5184.raw 3.92E3 1 1 436 447

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGRR.Y N 99.0 33.73 2629.2383 23 -1.2 877.4190 3 36.51 14 1830 OB5184.raw 1.04E4 1 1 99 121 Carbamidomethylation

K.TDSRPSIANLAGENSVIDNLPEEVVANSYGLPR.E Y 98.3 30.32 3496.7434 33 -2.5 1166.5854 3 38.28 14 1933 OB5184.raw 1.42E4 1 1 471 503

R.NRSPDIYNPQAGSLK.T N 96.6 27.62 1658.8376 15 -0.6 553.9528 3 28.93 14 1387 OB5184.raw 1.58E4 1 1 363 377

total 12 peptides
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Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS1 tacka 16 na

Figuri 1 #Spec #Spec DS1 tacka 16 na
Figuri 1 Start End PTM

R.SGGGGGGGLGSGGSIR.S Y 99.9 76.68 1231.5905 16 0.1 616.8026 2 25.51 14 1188 OB5184.raw 4.75E3 2 2 14 29

R.HGVQELEIELQSQLSKK.A Y 99.9 61.21 1965.0531 17 -2.0 656.0237 3 34.27 14 1701 OB5184.raw 3.11E4 2 2 375 391

K.NYSPYYNTIDDLKDQIVDLTVGNNK.T Y 99.9 56.47 2901.4031 25 -0.6 968.1411 3 38.93 14 1971 OB5184.raw 1.13E5 2 2 200 224

K.STMQELNSR.L Y 99.9 48.41 1064.4921 9 0.9 533.2538 2 26.24 14 1230 OB5184.raw 3.58E3 2 2 155 163

K.TLLDIDNTR.M Y 99.8 40.58 1059.5560 9 0.1 530.7853 2 32.19 14 1576 OB5184.raw 8.36E3 1 1 225 233

R.FSSSSGYGGGSSR.V Y 99.7 38.34 1234.5214 13 0.1 618.2680 2 24.84 14 1149 OB5184.raw 3.49E3 1 1 47 59

total 6 peptides

sp|K22E_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area DS1
tacka 16 na

Figuri 1
#Spec

#Spec DS1
tacka 16 na

Figuri 1
Start End PTM

R.FLEQQNQVLQTK.W N 99.9 61.41 1474.7780 12 0.2 738.3964 2 30.67 14 1488 OB5184.raw 1.85E4 1 1 204 215

R.NLDLDSIIAEVKAQYEEIAQR.S Y 99.9 59.41 2417.2437 21 1.2 806.7561 3 41.37 14 2113 OB5184.raw 1.49E5 2 2 348 368

R.NKLNDLEEALQQAKEDLAR.L Y 99.9 54.59 2197.1338 19 0.1 733.3853 3 36.89 14 1852 OB5184.raw 5.95E4 2 2 446 464

K.VLYDAEISQIHQSVTDTNVILSMDNSR.N Y 99.9 49.13 3047.4871 27 1.8 1016.8381 3 36.71 14 1842 OB5184.raw 7.25E3 1 1 321 347

K.AQYEEIAQR.S Y 99.9 43.05 1106.5356 9 -0.5 554.2748 2 27.49 14 1303 OB5184.raw 1.07E3 1 1 360 368

R.FGGFGGPGGVGGLGGPGGFGPGGYPGGIHEVSVNQSLLQPLNVK.V Y 98.4 31.69 4091.0652 44 -0.4 1023.7732 4 38.08 14 1921 OB5184.raw 4.49E3 1 1 129 172

R.TSQNSELNNMQDLVEDYKK.K Y 97.3 28.18 2255.0376 19 1.8 752.6878 3 34.05 14 1688 OB5184.raw 0 1 1 254 272

total 7 peptides

sp|TRYP_PIG| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:



Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS1 tacka 16 na Figuri 1 #Spec #Spec DS1 tacka 16 na Figuri 1 Start End PTM

R.VATVSLPR.S Y 99.8 42.64 841.5021 8 -0.1 421.7583 2 29.46 14 1419 OB5184.raw 1.81E5 5 5 108 115

total 1 peptides

Q38711|Q38711_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS1 tacka 16 na

Figuri 1 #Spec #Spec DS1 tacka 16
na Figuri 1 Start End PTM

D.PADGIIFFIAPEDTQIPAGSIGGGTLGVSDTK.G Y 98.3 29.68 3143.6025 32 0.1 1048.8749 3 39.69 14 2015 OB5184.raw 1.19E4 1 1 102 133

R.SWSFTSTLITTTR.R Y 97.4 28.24 1499.7620 13 0.0 750.8882 2 36.37 14 1822 OB5184.raw 0 1 1 243 255

total 2 peptides

sp|P02872|LECG_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS1 tacka 16 na

Figuri 1 #Spec #Spec DS1 tacka 16
na Figuri 1 Start End PTM

D.PADGIIFFIAPEDTQIPAGSIGGGTLGVSDTK.G Y 98.3 29.68 3143.6025 32 0.1 1048.8749 3 39.69 14 2015 OB5184.raw 1.19E4 1 1 104 135

R.SWSFTSTLITTTR.R Y 97.4 28.24 1499.7620 13 0.0 750.8882 2 36.37 14 1822 OB5184.raw 0 1 1 245 257

total 2 peptides

A0A089ZXL7|A0A089ZXL7_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:



Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS1 tacka 16 na

Figuri 1 #Spec #Spec DS1 tacka 16
na Figuri 1 Start End PTM

D.PADGIIFFIAPEDTQIPAGSIGGGTLGVSDTK.G Y 98.3 29.68 3143.6025 32 0.1 1048.8749 3 39.69 14 2015 OB5184.raw 1.19E4 1 1 104 135

R.SWSFTSTLITTTR.R Y 97.4 28.24 1499.7620 13 0.0 750.8882 2 36.37 14 1822 OB5184.raw 0 1 1 245 257

total 2 peptides

Peptide List

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20overload%20h2%20i%20h6/2017-09-28%20h2,6%202de_PEAKS_59%20DS1/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 17 from 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2513
# of MS/MS scans 1653

Table 2. Result filtration parameters.
Peptide -10lgP ≥21
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 183
Peptide sequences 63
Protein groups 10
Proteins 14
Proteins (#Unique Peptides) 9 (>2); 0 (=2); 5 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 77

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

Carbamidomethyl 57.02 C 40 95.05 1.73E4 1000.00

Oxidation 15.99 M 22 67.58 3.44E3 54.40

Deamidation .98 NQ 4 55.83 39.44

HydPro 15.99 P 3 67.58 3.44E3 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
DS2 tacka 17 na

Figuri 1 36 22 5 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
  Deamidation (NQ): 0.98
  Oxidation (M): 15.99
  Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: Uniprot_Peanut(3818)+cRAP_aug17
Taxon: All
Searched Entry: 1352
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB5186.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

Protein List

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



Protein Ptm Contains:
Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%) DS2 tacka
17 na Figuri 1

Area DS2 tacka 17
na Figuri 1 #Peptides #Unique #Spec DS2 tacka

17 na Figuri 1 PTM Avg.
Mass Description

1 216 Q6IWG5|Q6IWG5_ARAHY 99.1 250.00 27 27 1.76E6 19 19 100 Y 58061 Glycinin (Fragment) OS=Arachis 
hypogaea PE=2 SV=1

1 217 Q0GM57|Q0GM57_ARAHY 99.1 250.00 27 27 1.76E6 19 19 100 Y 58263 Iso-Ara h3 OS=Arachis hypogae
a PE=2 SV=1

2 215 sp|Q6PSU2|CONG7_ARAHY 99.1 193.67 50 50 3.02E5 9 9 34 Y 20114 Conglutin-7 OS=Arachis hypogae
a PE=1 SV=2

3 220 sp|K1C10_HUMAN| 98.6 152.78 13 13 6.03E4 5 5 15 Y 59519 sp|K1C10_HUMAN|

4 1193 sp|TRYP_PIG| 98.5 130.24 16 16 1.84E5 6 6 13 N 24409 sp|TRYP_PIG|

6 219 sp|Q647H2|AHY3_ARAHY 98.5 127.14 10 10 1.74E4 3 3 7 Y 54569 Arachin Ahy-3 OS=Arachis hypog
aea PE=1 SV=1

5 84 A1DZF0|A1DZF0_ARAHY 98.9 83.58 20 20 1.75E4 5 3 8 Y 60375 Arachin 6 OS=Arachis hypogaea 
PE=2 SV=1

5 87 Q647H4|Q647H4_ARAHY 98.9 83.58 20 20 1.75E4 5 3 8 Y 61506 Arachin Ahy-1 OS=Arachis hypog
aea PE=2 SV=1

9 221 sp|K2C1_HUMAN| 92.8 79.71 5 5 1.6E4 3 3 3 N 65886 sp|K2C1_HUMAN|

8 89 Q647H3|Q647H3_ARAHY 97.6 79.08 12 12 5.83E3 3 1 4 Y 61532 Arachin Ahy-2 OS=Arachis hypog
aea PE=2 SV=1

8 83 Q9FZ11|Q9FZ11_ARAHY 97.2 79.08 12 12 5.83E3 3 1 4 Y 60449 Gly1 OS=Arachis hypogaea GN=
Gly1 PE=2 SV=1

8 86 Q5I6T2|Q5I6T2_ARAHY 97.2 79.08 12 12 5.83E3 3 1 4 Y 60736 Arachin Ahy-4 OS=Arachis hypog
aea PE=2 SV=1

13 646 sp|K1C9_HUMAN| 92.9 44.62 5 5 1.32E3 1 1 1 N 62129 sp|K1C9_HUMAN|

14 964 sp|K22E_HUMAN| 84.4 34.77 3 3 3.19E4 1 1 1 N 65865 sp|K22E_HUMAN|

total 14 proteins

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
DS2

tacka
17 na
Figuri

1

#Spec

#Spec
DS2

tacka
17 na
Figuri

1

Start End PTM

R.SSNPDIYNPQAGSLR.S Y 99.9 96.69 1617.7747 15 0.3 809.8948 2 30.46 16 1425 OB5186.raw 2.64E5 16 16 342 356

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 87.87 3243.6006 30 2.0 1082.2096 3 37.53 16 1838 OB5186.raw 1.84E4 2 2 450 479

K.AQSENYEYLAFK.T Y 99.9 82.34 1461.6776 12 -1.3 731.8452 2 33.19 16 1587 OB5186.raw 2.08E4 2 2 438 449

R.SVNELDLPILGWLGLSAQHGTIYR.N Y 99.9 65.84 2651.4070 24 1.3 884.8107 3 41.75 16 2084 OB5186.raw 8.88E5 46 46 357 380

R.SVNELDLPILGWLGLSA.Q Y 99.9 62.83 1795.9719 17 0.8 898.9940 2 45.88 16 2328 OB5186.raw 2E4 3 3 357 373

K.AQSENYEYLAFKTD.S Y 99.9 59.77 1677.7522 14 0.6 839.8839 2 33.74 16 1619 OB5186.raw 2.74E3 1 1 438 451

R.SVNELDLPILGWLGLSAQ.H Y 99.9 59.41 1924.0305 18 0.6 963.0231 2 45.44 16 2302 OB5186.raw 3.67E3 1 1 357 374

R.SSN(+.98)PDIYNPQAGSLR.S Y 99.9 55.83 1618.7587 15 3.0 810.3890 2 31.20 16 1467 OB5186.raw 0 1 1 342 356 Deamidation (NQ)

K.TDSRPSIANLAGENSIIDNLPEEVVANSYRLPR.E Y 99.5 42.95 3609.8386 33 0.2 903.4671 4 37.78 16 1852 OB5186.raw 1.38E5 7 7 450 482

K.AQSENYEYLAFKTDSRPSIANLAGENS.I Y 99.1 41.30 2974.3943 27 -0.4 992.4717 3 34.42 16 1658 OB5186.raw 0 1 1 438 464

K.AQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.0 34.80 4687.2676 42 5.5 1172.8306 4 37.62 16 1843 OB5186.raw 2.14E4 1 1 438 479

R.SVNELDLPILGWLGLS.A Y 98.1 34.34 1724.9348 16 0.2 863.4749 2 46.04 16 2338 OB5186.raw 5.44E3 1 1 357 372

N.GIEETIC(+57.02)SASVKK.N Y 97.4 33.15 1420.7231 13 1.9 711.3702 2 29.31 16 1358 OB5186.raw 7.61E3 2 2 325 337 Carbamidomethylation

R.SSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQHGTIYR.N Y 97.3 31.86 4251.1714 39 -0.6 1063.7994 4 39.84 16 1973 OB5186.raw 7.91E4 4 4 342 380

A.NLAGENSIIDNLPEEVVANSYRLPR.E Y 94.4 29.49 2782.4248 25 0.6 928.4828 3 37.44 16 1833 OB5186.raw 2.64E4 1 1 458 482

R.SVNELDLPILGWLGL.S Y 94.0 28.22 1637.9028 15 2.0 819.9603 2 46.91 16 2392 OB5186.raw 2.87E4 3 3 357 371

R.LNAQRPDNRIESEGGYIETWNPNNQEFQC(+57.02)AGVALSR.T Y 93.3 26.97 4132.9409 36 2.1 1034.2446 4 34.31 16 1651 OB5186.raw 0 3 3 35 70 Carbamidomethylation

R.SVNELDLPILGWLGLSAQ(+.98)HGTIYR.N Y 91.1 26.07 2652.3911 24 9.7 885.1462 3 44.67 16 2255 OB5186.raw 0 1 1 357 380 Deamidation (NQ)

D.IYNPQAGSLR.S Y 90.9 25.58 1117.5880 10 0.5 559.8016 2 28.41 16 1307 OB5186.raw 1.21E3 1 1 347 356

R.LNAQRPDNRIESEGGYIETWNPNNQ(+.98)EFQC(+57.02)AGVALSR.T Y 90.2 23.87 4133.9248 36 1.0 1034.4895 4 34.65 16 1671 OB5186.raw 1.49E4 1 1 35 70 Deamidation (NQ);
Carbamidomethylation

K.AQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPR.E Y 82.8 22.73 5053.5054 45 3.8 1011.7122 5 38.50 16 1894 OB5186.raw 1.98E5 1 1 438 482

N.GIEETIC(+57.02)SASVKKNLGR.S Y 82.3 22.41 1860.9727 17 -1.6 621.3305 3 30.25 16 1413 OB5186.raw 1.97E4 1 1 325 341 Carbamidomethylation

total 22 peptides

Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
DS2

tacka
17 na
Figuri

1

#Spec

#Spec
DS2

tacka
17 na
Figuri

1

Start End PTM

R.SSNPDIYNPQAGSLR.S Y 99.9 96.69 1617.7747 15 0.3 809.8948 2 30.46 16 1425 OB5186.raw 2.64E5 16 16 344 358

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 87.87 3243.6006 30 2.0 1082.2096 3 37.53 16 1838 OB5186.raw 1.84E4 2 2 452 481

K.AQSENYEYLAFK.T Y 99.9 82.34 1461.6776 12 -1.3 731.8452 2 33.19 16 1587 OB5186.raw 2.08E4 2 2 440 451

R.SVNELDLPILGWLGLSAQHGTIYR.N Y 99.9 65.84 2651.4070 24 1.3 884.8107 3 41.75 16 2084 OB5186.raw 8.88E5 46 46 359 382

R.SVNELDLPILGWLGLSA.Q Y 99.9 62.83 1795.9719 17 0.8 898.9940 2 45.88 16 2328 OB5186.raw 2E4 3 3 359 375

K.AQSENYEYLAFKTD.S Y 99.9 59.77 1677.7522 14 0.6 839.8839 2 33.74 16 1619 OB5186.raw 2.74E3 1 1 440 453

R.SVNELDLPILGWLGLSAQ.H Y 99.9 59.41 1924.0305 18 0.6 963.0231 2 45.44 16 2302 OB5186.raw 3.67E3 1 1 359 376

R.SSN(+.98)PDIYNPQAGSLR.S Y 99.9 55.83 1618.7587 15 3.0 810.3890 2 31.20 16 1467 OB5186.raw 0 1 1 344 358 Deamidation (NQ)

K.TDSRPSIANLAGENSIIDNLPEEVVANSYRLPR.E Y 99.5 42.95 3609.8386 33 0.2 903.4671 4 37.78 16 1852 OB5186.raw 1.38E5 7 7 452 484

K.AQSENYEYLAFKTDSRPSIANLAGENS.I Y 99.1 41.30 2974.3943 27 -0.4 992.4717 3 34.42 16 1658 OB5186.raw 0 1 1 440 466

K.AQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.0 34.80 4687.2676 42 5.5 1172.8306 4 37.62 16 1843 OB5186.raw 2.14E4 1 1 440 481

R.SVNELDLPILGWLGLS.A Y 98.1 34.34 1724.9348 16 0.2 863.4749 2 46.04 16 2338 OB5186.raw 5.44E3 1 1 359 374

N.GIEETIC(+57.02)SASVKK.N Y 97.4 33.15 1420.7231 13 1.9 711.3702 2 29.31 16 1358 OB5186.raw 7.61E3 2 2 327 339 Carbamidomethylation

R.SSNPDIYNPQAGSLRSVNELDLPILGWLGLSAQHGTIYR.N Y 97.3 31.86 4251.1714 39 -0.6 1063.7994 4 39.84 16 1973 OB5186.raw 7.91E4 4 4 344 382

A.NLAGENSIIDNLPEEVVANSYRLPR.E Y 94.4 29.49 2782.4248 25 0.6 928.4828 3 37.44 16 1833 OB5186.raw 2.64E4 1 1 460 484

R.SVNELDLPILGWLGL.S Y 94.0 28.22 1637.9028 15 2.0 819.9603 2 46.91 16 2392 OB5186.raw 2.87E4 3 3 359 373

R.LNAQRPDNRIESEGGYIETWNPNNQEFQC(+57.02)AGVALSR.T Y 93.3 26.97 4132.9409 36 2.1 1034.2446 4 34.31 16 1651 OB5186.raw 0 3 3 37 72 Carbamidomethylation

R.SVNELDLPILGWLGLSAQ(+.98)HGTIYR.N Y 91.1 26.07 2652.3911 24 9.7 885.1462 3 44.67 16 2255 OB5186.raw 0 1 1 359 382 Deamidation (NQ)

D.IYNPQAGSLR.S Y 90.9 25.58 1117.5880 10 0.5 559.8016 2 28.41 16 1307 OB5186.raw 1.21E3 1 1 349 358

R.LNAQRPDNRIESEGGYIETWNPNNQ(+.98)EFQC(+57.02)AGVALSR.T Y 90.2 23.87 4133.9248 36 1.0 1034.4895 4 34.65 16 1671 OB5186.raw 1.49E4 1 1 37 72 Deamidation (NQ);
Carbamidomethylation

K.AQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYRLPR.E Y 82.8 22.73 5053.5054 45 3.8 1011.7122 5 38.50 16 1894 OB5186.raw 1.98E5 1 1 440 484

N.GIEETIC(+57.02)SASVKKNLGR.S Y 82.3 22.41 1860.9727 17 -1.6 621.3305 3 30.25 16 1413 OB5186.raw 1.97E4 1 1 327 343 Carbamidomethylation



total 22 peptides

sp|Q6PSU2|CONG7_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
DS2

tacka
17 na
Figuri

1

#Spec

#Spec
DS2

tacka
17 na
Figuri

1

Start End PTM

R.C(+57.02)C(+57.02)NELNEFENNQR.C Y 99.9 95.05 1725.6835 13 0.6 863.8495 2 30.66 16 1436 OB5186.raw 1.73E4 2 2 103 115 Carbamidomethylation

R.NLPQQC(+57.02)GLR.A Y 99.9 57.17 1084.5448 9 -1.1 543.2791 2 26.88 16 1222 OB5186.raw 1.73E4 2 2 147 155 Carbamidomethylation

R.ANLRPC(+57.02)EQHLM(+15.99)QK.I Y 99.9 52.09 1639.7922 13 -1.3 547.6040 3 24.28 16 1093 OB5186.raw 3.32E4 6 6 40 52 Carbamidomethylation;
Oxidation (M)

R.C(+57.02)MC(+57.02)EALQQIM(+15.99)ENQSDRLQGR.Q Y 99.9 51.46 2482.0820 20 2.0 828.3696 3 32.71 16 1558 OB5186.raw 1.15E4 6 6 116 135 Carbamidomethylation;
Oxidation (M)

R.C(+57.02)DLEVESGGRDRY Y 99.9 48.29 1554.6732 13 1.2 778.3448 2 28.11 16 1290 OB5186.raw 1.1E4 3 3 160 172 Carbamidomethylation

R.C(+57.02)DLEVESGGR.D Y 99.8 45.39 1120.4818 10 0.2 561.2483 2 26.80 16 1217 OB5186.raw 2.76E3 1 1 160 169 Carbamidomethylation

R.NLPQQC(+57.02)GLRAPQRC(+57.02)DLEVE.S Y 99.1 40.70 2282.0896 19 1.1 761.7047 3 30.81 16 1445 OB5186.raw 6.49E4 2 2 147 165 Carbamidomethylation

R.C(+57.02)M(+15.99)C(+57.02)EALQQIM(+15.99)ENQSDRLQGR.Q Y 99.0 39.80 2498.0771 20 0.9 833.7004 3 31.17 16 1465 OB5186.raw 6.59E4 5 5 116 135 Carbamidomethylation;
Oxidation (M)

R.ELRNLPQQC(+57.02)GLR.A Y 99.0 36.65 1482.7725 12 0.3 495.2649 3 28.34 16 1303 OB5186.raw 3.54E3 2 2 144 155 Carbamidomethylation

A.RQQWELQGDRR.C Y 97.4 33.85 1470.7440 11 -0.7 491.2549 3 26.44 16 1200 OB5186.raw 4.5E4 4 4 22 32

R.ANLRP(+15.99)C(+57.02)EQHLMQK.I Y 90.3 24.02 1639.7922 13 -0.5 410.9551 4 24.74 16 1119 OB5186.raw 2.94E4 1 1 40 52 Hydroxylation Pro;
Carbamidomethylation

total 11 peptides

sp|K1C10_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area DS2
tacka 17 na

Figuri 1
#Spec

#Spec DS2
tacka 17 na

Figuri 1
Start End PTM

K.GSLGGGFSSGGFSGGSFSR.G Y 99.9 75.74 1706.7648 19 -1.5 854.3884 2 33.34 16 1596 OB5186.raw 1.61E3 1 1 41 59

R.NVSTGDVNVEMNAAPGVDLTQLLNNMR.S Y 99.9 69.59 2871.3855 27 0.4 958.1362 3 39.22 16 1936 OB5186.raw 1.73E4 3 3 296 322

R.NVSTGDVNVEMNAAP(+15.99)GVDLTQLLNNM(+15.99)R.S Y 99.9 67.58 2903.3752 27 -1.4 968.7977 3 36.46 16 1776 OB5186.raw 3.44E3 1 1 296 322
Hydroxylation
Pro;
Oxidation (M)

R.NVSTGDVNVEM(+15.99)NAAPGVDLTQLLNNMR.S Y 99.9 61.27 2887.3804 27 1.0 963.4684 3 38.43 16 1890 OB5186.raw 8.17E3 1 1 296 322 Oxidation (M)

R.ISSSKGSLGGGFSSGGFSGGSFSR.G Y 99.9 52.82 2209.0398 24 1.5 737.3550 3 31.89 16 1506 OB5186.raw 2.09E3 1 1 36 59

I.SSSKGSLGGGFSSGGFSGGSFSR.G Y 99.9 48.01 2095.9558 23 1.6 699.6603 3 31.49 16 1483 OB5186.raw 3.5E3 1 1 37 59

K.TIDDLKNQILNLTTDNANILLQIDNAR.L Y 99.9 47.94 3051.6201 27 -2.3 1018.2116 3 40.15 16 1991 OB5186.raw 1.21E4 4 4 202 228

R.NVSTGDVNVEMNAAP(+15.99)GVDLTQLLNNMR.S Y 99.0 36.47 2887.3804 27 -0.2 963.4672 3 38.52 16 1895 OB5186.raw 8.17E3 1 1 296 322 Hydroxylation
Pro

R.NVSTGDVNVEM(+15.99)NAAPGVDLTQLLNNM(+15.99)R.S Y 93.3 27.09 2903.3752 27 1.9 968.8009 3 36.61 16 1785 OB5186.raw 3.44E3 1 1 296 322 Oxidation (M)

R.NVSTGDVNVEM(+15.99)N(+.98)AAPGVDLTQLLNNMR.S Y 92.9 26.39 2888.3645 27 6.9 963.8021 3 38.62 16 1901 OB5186.raw 4.31E2 1 1 296 322

Oxidation
(M);
Deamidation
(NQ)

total 10 peptides

sp|TRYP_PIG| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:



Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS2 tacka 17 na Figuri

1 #Spec #Spec DS2 tacka 17 na Figuri
1 Start End PTM

R.LGEHNIDVLEGNEQFINAA.K Y 99.9 60.36 2082.0017 19 0.9 1042.0090 2 35.35 16 1712 OB5186.raw 4.05E3 3 3 58 76

R.VATVSLPR.S Y 99.9 50.67 841.5021 8 0.1 421.7584 2 29.46 16 1367 OB5186.raw 1.43E5 6 6 108 115

R.LGEHNIDVLEGNEQFIN.A Y 99.9 49.86 1939.9275 17 2.3 970.9733 2 34.88 16 1685 OB5186.raw 1.21E4 1 1 58 74

K.LSSPATLNSR.V Y 99.9 48.35 1044.5564 10 -0.4 523.2853 2 27.08 16 1234 OB5186.raw 1.74E4 1 1 98 107

R.LGEHNIDVLEGNEQFINA.A Y 99.8 46.44 2010.9646 18 -1.7 1006.4879 2 35.32 16 1710 OB5186.raw 4.36E2 1 1 58 75

R.LGEHNIDVLEGNE.Q Y 99.0 39.24 1437.6736 13 0.7 719.8446 2 32.15 16 1522 OB5186.raw 7.67E3 1 1 58 70

total 6 peptides

sp|Q647H2|AHY3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS2 tacka 17 na

Figuri 1 #Spec #Spec DS2 tacka 17 na
Figuri 1 Start End PTM

K.STSADIYNPQAGSVR.T Y 99.9 84.04 1564.7482 15 0.5 783.3817 2 29.29 16 1357 OB5186.raw 4.93E3 3 3 316 330

R.TVNELDLPILNR.L Y 99.9 57.93 1395.7721 12 1.1 698.8941 2 35.87 16 1741 OB5186.raw 9.24E3 3 3 331 342

R.QLKNNNPFTFLVPPQDSQM(+15.99).I Y 94.2 28.82 2233.0837 19 3.2 1117.5527 2 37.01 16 1808 OB5186.raw 3.24E3 1 1 461 479 Oxidation
(M)

total 3 peptides

A1DZF0|A1DZF0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area DS2
tacka 17 na

Figuri 1
#Spec

#Spec DS2
tacka 17 na

Figuri 1
Start End PTM

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E Y 99.0 37.75 3544.7434 33 -0.9 1182.5874 3 38.65 16 1903 OB5186.raw 1.25E4 2 2 470 502

K.TANELNLLILRWLGLSAEYGNLYR.N Y 99.0 36.51 2791.5020 24 -7.4 931.5010 3 42.62 16 2134 OB5186.raw 4.22E3 1 1 377 400

K.SQSENFEYVAFK.T Y 99.0 35.77 1447.6619 12 1.2 724.8391 2 33.29 16 1593 OB5186.raw 7.98E2 2 2 458 469

S.ISFRQQPEENAC(+57.02)QFQR.L N 99.0 35.27 2036.9486 16 -1.8 679.9889 3 29.81 16 1387 OB5186.raw 7.83E3 2 2 21 36 Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGRR.Y N 75.0 21.56 2629.2383 23 -2.7 877.4177 3 36.21 16 1761 OB5186.raw 4.91E3 1 1 99 121 Carbamidomethylation

total 5 peptides

Q647H4|Q647H4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area DS2
tacka 17 na

Figuri 1
#Spec

#Spec DS2
tacka 17 na

Figuri 1
Start End PTM

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E Y 99.0 37.75 3544.7434 33 -0.9 1182.5874 3 38.65 16 1903 OB5186.raw 1.25E4 2 2 477 509

K.TANELNLLILRWLGLSAEYGNLYR.N Y 99.0 36.51 2791.5020 24 -7.4 931.5010 3 42.62 16 2134 OB5186.raw 4.22E3 1 1 384 407

K.SQSENFEYVAFK.T Y 99.0 35.77 1447.6619 12 1.2 724.8391 2 33.29 16 1593 OB5186.raw 7.98E2 2 2 465 476

S.ISFRQQPEENAC(+57.02)QFQR.L N 99.0 35.27 2036.9486 16 -1.8 679.9889 3 29.81 16 1387 OB5186.raw 7.83E3 2 2 21 36 Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGRR.H N 75.0 21.56 2629.2383 23 -2.7 877.4177 3 36.21 16 1761 OB5186.raw 4.91E3 1 1 99 121 Carbamidomethylation

total 5 peptides

sp|K2C1_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS2 tacka 17 na Figuri

1 #Spec #Spec DS2 tacka 17 na Figuri
1 Start End PTM

R.SLDLDSIIAEVK.A Y 99.9 60.08 1301.7078 12 -0.8 651.8607 2 37.90 16 1859 OB5186.raw 8.52E3 1 1 343 354

R.SLVNLGGSKSISISVAR.G Y 90.3 24.12 1686.9628 17 2.5 563.3296 3 32.60 16 1551 OB5186.raw 2.54E3 1 1 65 81

R.SLVNLGGSK.S Y 82.8 22.69 873.4919 9 0.3 437.7534 2 29.21 16 1352 OB5186.raw 4.94E3 1 1 65 73

total 3 peptides

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS2 tacka

17 na Figuri 1 #Spec
#Spec DS2
tacka 17 na

Figuri 1
Start End PTM

K.TANDLNLLILRWLGLSAEYGNLYR.N Y 99.9 54.25 2777.4863 24 0.2 926.8362 3 42.60 16 2133 OB5186.raw 5.83E3 1 1 385 408

S.ISFRQQPEENAC(+57.02)QFQR.L N 99.0 35.27 2036.9486 16 -1.8 679.9889 3 29.81 16 1387 OB5186.raw 7.83E3 2 2 21 36 Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGRR.H N 75.0 21.56 2629.2383 23 -2.7 877.4177 3 36.21 16 1761 OB5186.raw 4.91E3 1 1 99 121 Carbamidomethylation

total 3 peptides

Q9FZ11|Q9FZ11_ARAHY back to list

| Protein Coverage | Supporting Peptides |



Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS2 tacka

17 na Figuri 1 #Spec
#Spec DS2
tacka 17 na

Figuri 1
Start End PTM

K.TANDLNLLILRWLGLSAEYGNLYR.N Y 99.9 54.25 2777.4863 24 0.2 926.8362 3 42.60 16 2133 OB5186.raw 5.83E3 1 1 377 400

S.ISFRQQPEENAC(+57.02)QFQR.L N 99.0 35.27 2036.9486 16 -1.8 679.9889 3 29.81 16 1387 OB5186.raw 7.83E3 2 2 22 37 Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGRR.H N 75.0 21.56 2629.2383 23 -2.7 877.4177 3 36.21 16 1761 OB5186.raw 4.91E3 1 1 100 122 Carbamidomethylation

total 3 peptides

Q5I6T2|Q5I6T2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS2 tacka

17 na Figuri 1 #Spec
#Spec DS2
tacka 17 na

Figuri 1
Start End PTM

K.TANDLNLLILRWLGLSAEYGNLYR.N Y 99.9 54.25 2777.4863 24 0.2 926.8362 3 42.60 16 2133 OB5186.raw 5.83E3 1 1 378 401

S.ISFRQQPEENAC(+57.02)QFQR.L N 99.0 35.27 2036.9486 16 -1.8 679.9889 3 29.81 16 1387 OB5186.raw 7.83E3 2 2 21 36 Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGRR.S N 75.0 21.56 2629.2383 23 -2.7 877.4177 3 36.21 16 1761 OB5186.raw 4.91E3 1 1 99 121 Carbamidomethylation

total 3 peptides

sp|K1C9_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS2 tacka 17

na Figuri 1 #Spec #Spec DS2 tacka 17
na Figuri 1 Start End PTM

R.GGGGSFGYSYGGGSGGGFSASSLGGGFGGGSR.G Y 99.0 36.30 2704.1538 32 1.3 902.3931 3 34.94 16 1688 OB5186.raw 1.32E3 1 1 64 95

total 1 peptides

sp|K22E_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS2 tacka 17 na Figuri

1 #Spec #Spec DS2 tacka 17 na
Figuri 1 Start End PTM

R.NLDLDSIIAEVKAQYEEIAQR.S Y 99.0 34.77 2417.2437 21 0.5 806.7556 3 41.21 16 2053 OB5186.raw 3.19E4 1 1 348 368

total 1 peptides

Peptide List
 

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20overload%20h2%20i%20h6/2017-09-28%20h2,6%202de_PEAKS_60%20DS2/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 18 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2223
# of MS/MS scans 1882

Table 2. Result filtration parameters.
Peptide -10lgP ≥17.5
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 599
Peptide sequences 210
Protein groups 12
Proteins 22
Proteins (#Unique Peptides) 8 (>2); 11 (=2); 3 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 69

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

Oxidation 15.99 M 66 61.02 2.73E4 1000.00

Carbamidomethyl 57.02 C 50 67.31 6.13E4 1000.00

Deamidation .98 NQ 6 43.90 1.3E4 46.13

HydPro 15.99 P 2 37.36 9.83E4 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
DS3 tacka 18 na

Figuri 1 140 58 12 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: Uniprot_Peanut(3818)+cRAP_aug17
Taxon: All
Searched Entry: 1352
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB5188.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

Protein List

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

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%) DS3 tacka
18 na Figuri 1

Area DS3 tacka 18
na Figuri 1 #Peptides #Unique #Spec DS3 tacka

18 na Figuri 1 PTM Avg.
Mass Description

1 221 sp|K2C1_HUMAN| 99.1 260.57 62 62 5.38E6 50 46 195 Y 65886 sp|K2C1_HUMAN|



2 220 sp|K1C10_HUMAN| 99.1 259.18 57 57 3.53E6 47 42 176 Y 59519 sp|K1C10_HUMAN|

4 964 sp|K22E_HUMAN| 99.1 239.38 63 63 6.56E5 32 28 66 Y 65865 sp|K22E_HUMAN|

3 646 sp|K1C9_HUMAN| 99.1 209.46 59 59 1.13E6 25 24 69 Y 62129 sp|K1C9_HUMAN|

5 216 Q6IWG5|Q6IWG5_ARAHY 99.1 168.44 23 23 1.55E6 12 11 57 Y 58061 Glycinin (Fragment) OS=Arachis hypogaea PE=2 SV=
1

5 217 Q0GM57|Q0GM57_ARAHY 99.1 168.44 23 23 1.55E6 12 11 57 Y 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 SV=1

8 88 Q6T2T4|Q6T2T4_ARAHY 99.1 137.79 20 20 3.81E4 7 2 11 N 61499 Storage protein OS=Arachis hypogaea PE=2 SV=1

8 87 Q647H4|Q647H4_ARAHY 99.1 137.79 20 20 3.81E4 7 2 11 N 61506 Arachin Ahy-1 OS=Arachis hypogaea PE=2 SV=1

7 1008 sp|K1C15_SHEEP| 98.8 119.68 9 9 1.48E4 5 1 16 Y 48770 sp|K1C15_SHEEP|

6 215 sp|Q6PSU2|CONG7_ARAHY 99.0 118.27 38 38 4.95E5 5 5 27 Y 20114 Conglutin-7 OS=Arachis hypogaea PE=1 SV=2

11 1193 sp|TRYP_PIG| 98.3 98.81 16 16 2.02E5 5 5 6 N 24409 sp|TRYP_PIG|

14 204 E9LFE7|E9LFE7_ARAHY 80.6 38.61 21 21 1.74E4 2 2 2 N 15873 7S conarachin (Fragment) OS=Arachis hypogaea PE=
2 SV=1

14 205 Q6PSU5|Q6PSU5_ARAHY 80.6 38.61 10 10 1.74E4 2 2 2 N 33604 Conarachin (Fragment) OS=Arachis hypogaea PE=2 S
V=1

14 206 Q6PSU6|Q6PSU6_ARAHY 80.6 38.61 10 10 1.74E4 2 2 2 N 34133 Conarachin (Fragment) OS=Arachis hypogaea PE=2 S
V=1

14 3470 Q6PSU4|Q6PSU4_ARAHY 80.6 38.61 7 7 1.74E4 2 2 2 N 48095 Conarachin (Fragment) OS=Arachis hypogaea PE=2 S
V=1

14 207 Q6PSU3|Q6PSU3_ARAHY 80.6 38.61 5 5 1.74E4 2 2 2 N 66575 Conarachin (Fragment) OS=Arachis hypogaea PE=4 S
V=1

14 208 B3IXL2|B3IXL2_ARAHY 80.6 38.61 5 5 1.74E4 2 2 2 N 70283 Main allergen Ara h1 OS=Arachis hypogaea PE=2 SV
=1

14 209 sp|P43237|ALL11_ARAHY 80.6 38.61 5 5 1.74E4 2 2 2 N 70283 Allergen Ara h 1, clone P17 OS=Arachis hypogaea PE
=1 SV=1

14 274 N1NG13|N1NG13_ARAHY 80.6 38.61 5 5 1.74E4 2 2 2 N 71345 Seed storage protein Ara h1 OS=Arachis hypogaea G
N=ARAX_AHF417E07-017 PE=4 SV=1

14 275 sp|P43238|ALL12_ARAHY 80.6 38.61 5 5 1.74E4 2 2 2 N 71345 Allergen Ara h 1, clone P41B OS=Arachis hypogaea P
E=1 SV=1

15 219 sp|Q647H2|AHY3_ARAHY 61.4 24.48 2 2 3.8E3 1 1 1 N 54569 Arachin Ahy-3 OS=Arachis hypogaea PE=1 SV=1

17 1758 sp|KRHB2_HUMAN| 52.6 21.05 2 2 5.32E3 1 1 1 Y 56683 sp|KRHB2_HUMAN|

total 22 proteins

sp|K2C1_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area DS3
tacka 18
na Figuri

1

#Spec

#Spec
DS3 tacka

18 na
Figuri 1

Start End PTM

R.FSSC(+57.02)GGGGGSFGAGGGFGSR.S Y 99.9 67.31 1764.7274 20 0.4 883.3713 2 31.40 18 1510 OB5188.raw 6.13E4 2 2 45 64 Carbamidomethylation

R.FLEQQNQVLQTKWELLQQVDTSTR.T Y 99.9 67.11 2931.5090 24 1.2 978.1782 3 36.42 18 1799 OB5188.raw 3.65E5 11 11 199 222

R.SLDLDSIIAEVK.A Y 99.9 64.78 1301.7078 12 0.5 651.8615 2 38.31 18 1905 OB5188.raw 4.17E5 15 15 343 354

K.YEELQITAGR.H Y 99.9 62.67 1178.5931 10 -0.1 590.3038 2 31.14 18 1495 OB5188.raw 1.08E5 5 5 376 385

K.SKAEAESLYQSK.Y Y 99.9 61.48 1339.6619 12 1.2 670.8390 2 25.44 18 1159 OB5188.raw 1.92E4 3 3 364 375

R.FLEQQNQVLQTK.W N 99.9 61.35 1474.7780 12 0.3 738.3965 2 30.79 18 1475 OB5188.raw 1.97E5 7 7 199 210

K.WELLQQVDTSTR.T Y 99.9 60.46 1474.7416 12 0.1 738.3782 2 35.09 18 1724 OB5188.raw 1.15E5 6 6 211 222

K.QISNLQQSISDAEQR.G Y 99.9 58.81 1715.8438 15 -0.2 858.9290 2 32.51 18 1574 OB5188.raw 0 1 1 417 431

R.SGGGFSSGSAGIINYQR.R Y 99.9 58.44 1656.7855 17 1.0 829.4009 2 32.16 18 1554 OB5188.raw 5.79E3 1 1 12 28

K.LALDLEIATYR.T Y 99.9 56.10 1276.7026 11 -0.1 639.3585 2 36.44 18 1800 OB5188.raw 9.77E4 4 4 472 482

R.SLVNLGGSKSISISVAR.G Y 99.9 55.54 1686.9628 17 -0.8 844.4880 2 33.02 18 1605 OB5188.raw 2.49E4 4 4 65 81

R.GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR.G Y 99.9 55.53 2382.9446 31 1.4 1192.4812 2 27.13 18 1260 OB5188.raw 3.32E4 5 5 518 548

K.NKLNDLEDALQQAKEDLAR.L Y 99.9 55.30 2183.1182 19 -0.1 728.7133 3 36.81 18 1821 OB5188.raw 1.3E5 7 7 441 459

R.MSGEC(+57.02)APNVSVSVSTSHTTISGGGSR.G Y 99.9 54.82 2564.1594 26 0.0 855.7271 3 30.23 18 1442 OB5188.raw 4.28E4 2 2 492 517 Carbamidomethylation

K.SLNNQFASFIDK.V Y 99.9 54.78 1382.6830 12 0.3 692.3490 2 35.28 18 1735 OB5188.raw 4.62E4 1 1 185 196



K.AEAESLYQSK.Y Y 99.9 54.37 1124.5349 10 -0.8 563.2743 2 27.15 18 1261 OB5188.raw 9.55E3 1 1 366 375

R.TNAENEFVTIK.K Y 99.9 54.23 1264.6299 11 0.0 633.3222 2 31.57 18 1520 OB5188.raw 5.81E4 2 2 277 287

R.THNLEPYFESFINNLR.R Y 99.9 54.16 1992.9694 16 -0.3 665.3302 3 38.51 18 1917 OB5188.raw 2.31E5 8 8 223 238

K.SLNNQFASFIDKVR.F Y 99.9 53.59 1637.8525 14 -0.6 819.9330 2 35.71 18 1759 OB5188.raw 4.28E5 8 8 185 198

R.TNAENEFVTIKK.D Y 99.9 53.22 1392.7249 12 0.6 697.3701 2 29.17 18 1379 OB5188.raw 1.58E5 4 4 277 288

N.QSLLQPLNVEIDPEIQK.V Y 99.9 51.20 1963.0625 17 1.6 982.5401 2 36.83 18 1822 OB5188.raw 3.07E4 1 1 158 174

K.LDNLQQEIDFLTALYQAELSQMQTQISETNVILSMDNNR.S Y 99.9 50.68 4526.1943 39 2.4 1132.5586 4 46.49 18 2371 OB5188.raw 1.58E6 16 16 304 342

K.LDNLQQEIDFLTALYQA.E Y 99.9 49.75 1993.9996 17 -0.4 998.0067 2 44.42 18 2252 OB5188.raw 2.29E4 2 2 304 320

K.LDNLQQEIDFLTALYQAELSQM(+15.99)QTQISETNVILSMDNNR.S Y 99.9 49.50 4542.1895 39 0.9 1136.5557 4 44.29 18 2245 OB5188.raw 2.67E5 4 4 304 342 Oxidation (M)

K.DVDGAYMTK.V Y 99.9 48.40 998.4379 9 -0.8 500.2258 2 28.16 18 1320 OB5188.raw 4.61E4 4 4 289 297

K.SKAEAESLYQSKYEELQITAGR.H Y 99.9 48.01 2500.2444 22 0.5 626.0687 4 32.24 18 1559 OB5188.raw 9.08E4 4 4 364 385

K.AEAESLYQSKYEELQITAGR.H Y 99.9 47.78 2285.1174 20 1.9 762.7145 3 33.22 18 1617 OB5188.raw 1.77E4 1 1 366 385

K.LDNLQQEIDFLTALYQAELSQMQTQISETNVILSM(+15.99)DNNR.S Y 99.9 46.70 4542.1895 39 2.4 1136.5574 4 46.03 18 2345 OB5188.raw 1.68E5 2 2 304 342 Oxidation (M)

K.IEISELNR.V N 99.9 46.44 972.5240 8 -0.5 487.2690 2 30.76 18 1473 OB5188.raw 3.26E4 3 3 395 402

K.NMQDM(+15.99)VEDYR.N Y 99.9 45.37 1315.5173 10 -0.4 658.7657 2 30.26 18 1444 OB5188.raw 2.79E3 2 2 257 266 Oxidation (M)

K.SISISVAR.G Y 99.9 45.31 831.4814 8 0.1 416.7480 2 29.70 18 1411 OB5188.raw 6.84E4 1 1 74 81

K.NMQDMVEDYR.N Y 99.9 44.99 1299.5223 10 0.7 650.7689 2 32.71 18 1586 OB5188.raw 6.98E3 1 1 257 266

K.LDNLQQEIDFLTALYQAELSQMQTQISETN.V Y 99.9 44.37 3483.6714 30 -0.5 1162.2305 3 46.97 18 2398 OB5188.raw 3.17E4 3 3 304 333

R.THNLEPYFESFINNLRR.R Y 99.9 42.56 2149.0703 17 0.5 717.3644 3 37.40 18 1854 OB5188.raw 2.55E5 13 13 223 239

R.SLVNLGGSK.S Y 99.9 42.00 873.4919 9 0.2 437.7533 2 29.71 18 1412 OB5188.raw 9.31E4 5 5 65 73

N.VILSMDNNR.S Y 99.9 41.92 1060.5336 9 -0.8 531.2736 2 29.89 18 1422 OB5188.raw 9.02E3 1 1 334 342

R.NKYEDEINKR.T Y 99.8 38.82 1307.6470 10 -0.2 436.8895 3 25.66 18 1172 OB5188.raw 6.05E4 6 6 267 276

K.SKAEAESLYQS.K Y 99.8 38.63 1211.5669 11 0.9 606.7913 2 27.65 18 1290 OB5188.raw 4.09E3 1 1 364 374

R.LLRDYQELMNTK.L Y 99.8 38.09 1522.7814 12 -0.5 508.6008 3 32.55 18 1576 OB5188.raw 1.95E4 2 2 460 471

K.LDNLQQEIDFLTALYQAELS.Q Y 99.7 37.54 2323.1582 20 -5.0 1162.5806 2 45.91 18 2338 OB5188.raw 7.65E3 1 1 304 323

K.LDNLQQEIDFLTAL.Y Y 99.7 36.95 1631.8406 14 0.4 816.9279 2 44.01 18 2229 OB5188.raw 2.08E4 2 2 304 317

R.M(+15.99)SGEC(+57.02)APNVSVSVSTSHTTISGGGSR.G Y 99.7 36.52 2580.1545 26 0.2 861.0590 3 29.73 18 1413 OB5188.raw 1.35E4 2 2 492 517 Oxidation (M);
Carbamidomethylation

R.NSKIEISELNR.V Y 99.5 35.92 1301.6938 11 0.8 651.8547 2 29.29 18 1386 OB5188.raw 1.09E3 1 1 392 402

K.SDQSRLDSELK.N Y 99.2 32.70 1276.6259 11 0.6 639.3206 2 27.08 18 1257 OB5188.raw 4.63E3 1 1 246 256

K.DVDGAYM(+15.99)TK.V Y 99.1 31.16 1014.4328 9 -3.8 508.2218 2 24.36 18 1096 OB5188.raw 6.41E3 2 2 289 297 Oxidation (M)

K.LNDLEDALQQAK.E Y 98.3 29.55 1356.6885 12 -0.2 679.3514 2 33.73 18 1647 OB5188.raw 0 1 1 443 454

K.LDNLQQEIDFLTALYQAELSQM(+15.99)QTQISETNVILSM(+15.99)DNNR.S Y 98.3 28.47 4558.1841 39 2.9 1140.5566 4 43.96 18 2226 OB5188.raw 9.54E4 3 3 304 342 Oxidation (M)

K.IEISELNRVIQR.L N 95.7 27.60 1468.8362 12 0.3 735.4256 2 33.44 18 1630 OB5188.raw 0 1 1 395 406

Q.FASFIDKVR.F N 94.1 25.62 1081.5920 9 0.2 361.5380 3 31.62 18 1523 OB5188.raw 1.65E4 2 2 190 198

K.VDLQAKLDNLQQEIDFLTALYQAELSQMQTQISETNVILSMDNNR.S Y 92.9 22.97 5180.5645 45 2.7 1037.1229 5 45.42 18 2310 OB5188.raw 5.44E4 3 3 298 342

R.LRSEIDNVKK.Q Y 92.6 22.04 1200.6826 10 -0.4 401.2346 3 22.73 18 1011 OB5188.raw 1.25E4 1 1 407 416

K.LDNLQQEIDFLTA.L Y 92.5 21.92 1518.7566 13 0.1 760.3856 2 40.84 18 2049 OB5188.raw 1.22E4 1 1 304 316

K.LDNLQQEIDFLTALYQAELSQMQT.Q Y 92.5 21.65 2811.3635 24 -0.3 938.1282 3 46.39 18 2365 OB5188.raw 1.69E4 1 1 304 327

R.THNLEPYFE.S Y 92.4 21.63 1148.5138 9 0.4 575.2644 2 32.87 18 1596 OB5188.raw 0 1 1 223 231

E.SLYQSKYEELQITAGR.H Y 90.4 20.62 1884.9581 16 0.3 629.3268 3 32.37 18 1566 OB5188.raw 3.28E3 1 1 370 385

K.NKLNDLEDALQQAK.E Y 84.8 19.95 1598.8264 14 -0.4 533.9492 3 33.94 18 1659 OB5188.raw 3.41E3 1 1 441 454

R.LLRDYQELM(+15.99)NTK.L Y 84.0 19.38 1538.7762 12 0.7 513.9330 3 29.79 18 1416 OB5188.raw 4.25E3 1 1 460 471 Oxidation (M)

total 57 peptides
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K.GSLGGGFSSGGFSGGSFSR.G Y 99.9 70.04 1706.7648 19 0.8 854.3903 2 33.80 18 1651 OB5188.raw 1.48E5 7 7 41 59

R.SLLEGEGSSGGGGR.G Y 99.9 65.62 1261.5898 14 0.2 631.8023 2 27.54 18 1284 OB5188.raw 4.95E4 3 3 451 464

K.ADLEMQIESLTEELAYLK.K Y 99.9 65.47 2095.0396 18 -0.5 1048.5265 2 42.18 18 2125 OB5188.raw 4.59E4 3 3 267 284

R.ALEESNYELEGK.I Y 99.9 63.69 1380.6409 12 0.5 691.3281 2 30.07 18 1433 OB5188.raw 1.12E5 1 1 166 177

R.NVSTGDVNVEMNAAPGVDLTQLLNNMR.S Y 99.9 62.89 2871.3855 27 1.2 958.1369 3 39.66 18 1982 OB5188.raw 3.87E5 17 17 296 322

R.SQYEQLAEQNR.K Y 99.9 62.49 1364.6321 11 -0.1 683.3232 2 28.35 18 1331 OB5188.raw 9.67E3 1 1 323 333

R.NVQALEIELQSQLALK.Q Y 99.9 61.03 1796.0043 16 2.0 899.0112 2 37.95 18 1885 OB5188.raw 6.57E4 4 4 371 386

K.ADLEM(+15.99)QIESLTEELAYLK.K Y 99.9 61.02 2111.0344 18 -0.4 1056.5240 2 42.41 18 2138 OB5188.raw 3.89E4 3 3 267 284 Oxidation (M)

K.ELTTEIDNNIEQISSYK.S Y 99.9 59.91 1995.9636 17 1.0 998.9901 2 35.89 18 1769 OB5188.raw 1.67E4 2 2 346 362

K.TIDDLKNQILNLTTDNANILLQIDNAR.L Y 99.9 59.20 3051.6201 27 1.4 1018.2154 3 40.60 18 2035 OB5188.raw 9.16E5 22 22 202 228

R.YC(+57.02)VQLSQIQAQISALEEQLQQIR.A Y 99.9 58.43 2745.4119 23 0.2 916.1447 3 41.88 18 2108 OB5188.raw 1.06E5 7 7 400 422 Carbamidomethylation

K.IRLENEIQTYR.S Y 99.9 55.33 1433.7627 11 0.9 717.8893 2 30.91 18 1482 OB5188.raw 5.23E4 4 4 440 450

R.VLDELTLTK.A N 99.9 55.26 1030.5911 9 -0.7 516.3024 2 32.64 18 1582 OB5188.raw 7.48E4 5 5 258 266

K.QSLEASLAETEGR.Y Y 99.9 54.69 1389.6736 13 -0.3 695.8439 2 32.04 18 1547 OB5188.raw 3.13E4 2 2 387 399

R.NVSTGDVNVEM(+15.99)NAAPGVDLTQLLNNMR.S Y 99.9 54.43 2887.3804 27 -0.4 963.4670 3 38.89 18 1938 OB5188.raw 9.83E4 5 5 296 322 Oxidation (M)

R.SQYEQLAEQNRK.D Y 99.9 53.09 1492.7269 12 -0.2 747.3706 2 26.54 18 1225 OB5188.raw 1.19E5 8 8 323 334

K.VTMQNLNDR.L Y 99.9 53.02 1089.5237 9 -0.6 545.7688 2 27.63 18 1289 OB5188.raw 5.13E4 3 3 148 156

K.SKELTTEIDNNIEQISSYK.S Y 99.9 52.91 2211.0906 19 -0.2 738.0374 3 34.66 18 1700 OB5188.raw 2.4E4 2 2 344 362



R.LENEIQTYR.S Y 99.9 51.50 1164.5775 9 0.1 583.2961 2 29.03 18 1371 OB5188.raw 3.72E4 2 2 442 450

R.AETEC(+57.02)QNTEYQQLLDIK.I Y 99.9 50.10 2081.9575 17 2.5 1041.9886 2 34.89 18 1713 OB5188.raw 1.31E4 2 2 423 439 Carbamidomethylation

K.YENEVALR.Q Y 99.9 48.70 992.4927 8 -0.9 497.2531 2 28.37 18 1332 OB5188.raw 1.24E4 1 1 238 245

K.NQILNLTTDNANILLQIDNAR.L Y 99.9 47.83 2366.2554 21 1.7 789.7604 3 38.41 18 1911 OB5188.raw 9.71E3 1 1 208 228

N.AAPGVDLTQLLNNMR.S Y 99.9 47.37 1611.8402 15 -0.2 806.9272 2 38.53 18 1918 OB5188.raw 3.26E4 2 2 308 322

D.NANILLQIDNAR.L Y 99.9 47.01 1353.7365 12 0.3 677.8757 2 34.59 18 1696 OB5188.raw 2.02E4 2 2 217 228

K.DAEAWFNEK.S Y 99.9 45.37 1108.4825 9 -0.7 555.2482 2 33.49 18 1633 OB5188.raw 9.28E4 6 6 335 343

R.LAADDFR.L N 99.9 44.44 806.3922 7 0.1 404.2034 2 28.88 18 1362 OB5188.raw 9.82E4 6 6 229 235

R.LASYLDKVR.A Y 99.9 44.42 1063.6025 9 0.0 532.8085 2 29.22 18 1382 OB5188.raw 1.88E4 3 3 157 165

K.ADLEM(+15.99)QIESLTEELAYLKK.N Y 99.9 44.25 2239.1294 19 -0.2 747.3836 3 40.05 18 2004 OB5188.raw 1.05E5 6 6 267 285 Oxidation (M)

K.TIDDLKNQILNLTTD.N Y 99.9 44.23 1715.8942 15 0.4 858.9547 2 37.62 18 1866 OB5188.raw 4.08E4 1 1 202 216

R.LKYENEVALR.Q Y 99.9 44.11 1233.6716 10 -1.9 617.8419 2 29.10 18 1375 OB5188.raw 1.02E5 4 4 236 245

K.VTMQNLNDRLASYLDKVR.A Y 99.9 44.00 2135.1157 18 1.0 712.7132 3 35.74 18 1761 OB5188.raw 1.53E4 2 2 148 165

R.NVSTGDVNVEM(+15.99)NAAPGVDLTQLLNNM(+15.99)R.S Y 99.9 42.79 2903.3752 27 1.9 968.8008 3 37.03 18 1833 OB5188.raw 2.66E4 1 1 296 322 Oxidation (M)

R.QSVEADINGLR.R N 99.9 42.79 1200.6099 11 -0.2 601.3121 2 31.82 18 1534 OB5188.raw 3.81E3 1 1 246 256

K.NHEEEMKDLR.N Y 99.9 42.47 1299.5878 10 0.0 434.2032 3 24.42 18 1099 OB5188.raw 4.43E4 3 3 286 295

K.TIDDLKNQILNLTTDNA.N Y 99.9 40.47 1900.9741 17 1.5 951.4957 2 37.74 18 1873 OB5188.raw 8.28E3 1 1 202 218

K.ELTTEIDNN(+.98)IEQISSYK.S Y 99.9 40.32 1996.9476 17 3.5 999.4846 2 36.35 18 1795 OB5188.raw 4.23E2 1 1 346 362 Deamidation (NQ)

A.NILLQIDNAR.L Y 99.9 40.28 1168.6564 10 0.0 585.3354 2 34.04 18 1665 OB5188.raw 1.32E4 1 1 219 228

K.ADLEMQIESLTEELAYLKK.N Y 99.9 40.05 2223.1343 19 0.5 742.0524 3 39.72 18 1985 OB5188.raw 9.55E4 3 3 267 285

R.SQYEQLAEQNRKDAEAWFNEK.S Y 99.8 38.91 2583.1990 21 0.3 862.0739 3 34.08 18 1667 OB5188.raw 1.61E4 1 1 323 343

R.VLDELTLTKADLEMQIESLTEELAYLK.K Y 99.8 38.82 3107.6199 27 0.0 1036.8806 3 42.57 18 2147 OB5188.raw 4.36E4 3 3 258 284

R.NVSTGDVNVEMNAAP(+15.99)GVDLTQLLNNMR.S Y 99.7 37.36 2887.3804 27 1.7 963.4691 3 39.73 18 1986 OB5188.raw 9.83E4 1 1 296 322 Hydroxylation Pro

R.VLDELTLTKADLEM(+15.99)QIESLTEELAYLK.K Y 99.6 36.13 3123.6147 27 2.4 1042.2147 3 42.89 18 2165 OB5188.raw 4.59E4 2 2 258 284 Oxidation (M)

R.SGGGGGGGGC(+57.02)GGGGGVSSLR.I Y 99.5 35.32 1548.6699 20 -2.2 775.3405 2 25.73 18 1176 OB5188.raw 1.24E3 1 1 16 35 Carbamidomethylation

L.GGGFSSGGFSGGSFSR.G Y 99.5 35.24 1449.6272 16 0.2 725.8210 2 32.35 18 1565 OB5188.raw 1.34E3 1 1 44 59

R.LASYLDK.V N 99.5 33.70 808.4330 7 0.0 405.2238 2 28.18 18 1321 OB5188.raw 1.48E4 1 1 157 163

R.NVSTGDVNVEMNAAPGVDLTQLLNNM(+15.99)R.S Y 99.2 33.17 2887.3804 27 0.3 963.4677 3 38.03 18 1889 OB5188.raw 9.83E4 2 2 296 322 Oxidation (M)

R.QSVEADINGLRR.V N 99.1 31.52 1356.7109 12 -0.2 679.3626 2 30.33 18 1448 OB5188.raw 9.25E4 2 2 246 257

R.DYSKYYK.T Y 95.3 26.44 965.4494 7 -0.7 483.7316 2 27.34 18 1272 OB5188.raw 5.9E3 1 1 195 201

K.IKEWYEK.H Y 94.3 25.74 994.5123 7 -0.1 332.5114 3 28.28 18 1327 OB5188.raw 2.15E4 2 2 178 184

S.ALEEQLQQIR.A Y 93.7 24.82 1226.6619 10 -0.3 614.3380 2 31.90 18 1539 OB5188.raw 0 1 1 413 422

R.NVSTGDVNVEMNAAPGVDLTQLLNN(+.98)M(+15.99)R.S Y 93.4 23.81 2888.3645 27 4.6 963.7999 3 37.78 18 1875 OB5188.raw 2.79E4 1 1 296 322 Deamidation (NQ);
Oxidation (M)

R.SQYEQLAEQN.R Y 92.4 21.63 1208.5309 10 -0.7 605.2723 2 29.85 18 1420 OB5188.raw 0 1 1 323 332

K.YYKTIDDLKNQILNLTTDNANILLQIDNAR.L Y 90.3 20.50 3505.8416 30 2.0 877.4694 4 40.28 18 2017 OB5188.raw 8.99E3 2 2 199 228

R.NVQALEIELQSQLALKQSLEASLAETEGRYC(+57.02)VQLSQIQAQISALEEQLQQIR.A Y 90.3 20.49 5895.0688 52 -0.7 1180.0203 5 44.32 18 2247 OB5188.raw 1.79E5 2 2 371 422 Carbamidomethylation

R.QSVEADIN(+.98)GLRR.V N 78.0 19.07 1357.6949 12 -0.7 453.5719 3 28.72 18 1353 OB5188.raw 9.85E3 1 1 246 257 Deamidation (NQ)

R.VLDELTLTKADLEMQIESLTEELAYLKK.N Y 77.8 19.04 3235.7148 28 0.7 809.9366 4 41.74 18 2100 OB5188.raw 0 1 1 258 285

R.VLDELTLTKADLEMQ(+.98)IESLTEELAYLK.K Y 76.6 18.82 3108.6040 27 6.1 1037.2150 3 42.91 18 2166 OB5188.raw 1.29E4 1 1 258 284 Deamidation (NQ)

K.QSLEASLAETEGRYC(+57.02)VQLSQIQAQISALEEQLQQIR.A Y 70.1 18.55 4117.0747 36 -0.3 1030.2756 4 42.56 18 2146 OB5188.raw 9.09E3 1 1 387 422 Carbamidomethylation

total 58 peptides
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K.SISISVAGGGGGFGAAGGFGGR.G Y 99.9 73.48 1837.9070 22 1.4 919.9620 2 35.14 18 1727 OB5188.raw 3.38E4 2 2 71 92

R.GGSGGGGSISGGGYGSGGGSGGR.Y Y 99.9 69.17 1740.7411 23 1.5 871.3792 2 25.12 18 1140 OB5188.raw 4.92E3 2 2 556 578

R.NLDLDSIIAEVKAQYEEIAQR.S Y 99.9 64.07 2417.2437 21 -0.3 806.7549 3 41.90 18 2109 OB5188.raw 1.02E5 7 7 348 368

R.GFSSGSAVVSGGSR.R Y 99.9 63.32 1253.6000 14 -0.4 627.8070 2 27.77 18 1297 OB5188.raw 2.54E4 2 2 21 34

K.VDLLNQEIEFLK.V Y 99.9 61.46 1459.7922 12 0.1 730.9034 2 37.92 18 1883 OB5188.raw 8.34E4 3 3 309 320

R.FLEQQNQVLQTK.W N 99.9 61.35 1474.7780 12 0.3 738.3965 2 30.79 18 1475 OB5188.raw 1.97E5 7 7 204 215

R.HGGGGGGFGGGGFGSR.S Y 99.9 55.59 1319.5754 16 0.0 660.7950 2 27.29 18 1269 OB5188.raw 2.82E4 3 3 46 61

K.YEELQVTVGR.H Y 99.9 53.69 1192.6088 10 0.0 597.3116 2 31.66 18 1525 OB5188.raw 1.18E4 1 1 381 390

R.GSSSGGGYSSGSSSYGSGGR.Q Y 99.9 53.30 1739.6982 20 0.7 870.8570 2 24.75 18 1118 OB5188.raw 4.33E3 2 2 531 550

G.GSGFGGGSGFGGGSGFSGGGFGGGGFGGGR.F Y 99.9 52.86 2398.0110 30 1.1 800.3452 3 35.48 18 1746 OB5188.raw 5.94E4 2 2 99 128

K.LALDVEIATYR.K Y 99.9 52.20 1262.6870 11 -0.8 632.3503 2 35.37 18 1740 OB5188.raw 1.39E4 2 2 477 487

K.VLYDAEISQIHQSVTDTNVILSMDNSR.N Y 99.9 50.92 3047.4871 27 2.2 1016.8385 3 36.85 18 1823 OB5188.raw 5.21E4 2 2 321 347

K.AQYEEIAQR.S Y 99.9 50.04 1106.5356 9 -0.6 554.2748 2 27.61 18 1288 OB5188.raw 3.32E4 2 2 360 368

K.GGSISGGGYGSGGGK.H Y 99.9 48.52 1196.5421 15 -1.1 599.2776 2 23.54 18 1054 OB5188.raw 3.06E3 3 3 587 601

K.IEISELNR.V N 99.9 46.44 972.5240 8 -0.5 487.2690 2 30.76 18 1473 OB5188.raw 3.26E4 3 3 400 407

R.STSSFSC(+57.02)LSR.H Y 99.9 43.13 1130.5026 10 0.6 566.2589 2 29.20 18 1381 OB5188.raw 2.99E3 1 1 36 45 Carbamidomethylation

R.FGGFGGPGGVGGLGGPGGFGPGGYPGGIHEVS.V Y 99.9 42.60 2757.2935 32 -1.2 920.1040 3 37.31 18 1849 OB5188.raw 0 1 1 129 160

R.TSQNSELNNMQDLVEDYKK.K Y 99.9 42.49 2255.0376 19 -0.1 752.6864 3 34.18 18 1673 OB5188.raw 6.48E4 2 2 254 272

R.NKLNDLEEALQQAKEDLAR.L Y 99.9 42.42 2197.1338 19 -0.6 733.3848 3 37.22 18 1844 OB5188.raw 3.83E4 2 2 446 464

R.TAAENDFVTLK.K Y 99.9 42.31 1207.6084 11 -0.3 604.8113 2 31.83 18 1535 OB5188.raw 1.37E4 1 1 282 292

R.SLVGLGGTK.S Y 99.9 41.20 830.4861 9 -0.3 416.2502 2 29.33 18 1389 OB5188.raw 3.08E4 1 1 62 70

R.TAAENDFVTLKK.D Y 99.9 41.01 1335.7034 12 1.4 668.8599 2 29.28 18 1385 OB5188.raw 3.76E3 1 1 282 293

K.VLYDAEISQIHQSVTDTNVILSM(+15.99)DNSR.N Y 99.8 39.11 3063.4819 27 -0.4 1022.1675 3 36.14 18 1783 OB5188.raw 1.18E4 2 2 321 347 Oxidation (M)

R.FGGFGGPGGVGGLGGPGGFGPGGYPGGIHEVSVN.Q Y 99.2 33.15 2970.4048 34 1.9 991.1440 3 37.42 18 1855 OB5188.raw 3.9E3 1 1 129 162

R.FGGFGGPGGVGGLGGPGGFGPGGYPGGIHEVSVNQ.S Y 98.5 30.29 3098.4634 35 -1.5 1033.8269 3 37.33 18 1850 OB5188.raw 4.08E3 1 1 129 163

R.FGGFGGPGGVGGLGGPGGFGPGGYPGGIHEVSVNQSLLQPLNVK.V Y 98.4 30.04 4091.0652 44 2.0 1364.6984 3 38.20 18 1899 OB5188.raw 1.47E4 1 1 129 172

K.IEISELNRVIQR.L N 95.7 27.60 1468.8362 12 0.3 735.4256 2 33.44 18 1630 OB5188.raw 0 1 1 400 411

K.FASFIDKVR.F N 94.1 25.62 1081.5920 9 0.2 361.5380 3 31.62 18 1523 OB5188.raw 1.65E4 2 2 195 203



R.LQGEIAHVK.K Y 93.8 25.25 993.5607 9 -1.1 497.7871 2 24.30 18 1093 OB5188.raw 2.88E3 1 1 412 420

R.GGGFGGGSGFGGGSGFGGGSGFSGGGFGGGGFGGGR.F Y 93.5 24.32 2830.1868 36 -0.9 944.4020 3 36.53 18 1805 OB5188.raw 0 1 1 93 128

R.TSQNSELNNM(+15.99)QDLVEDYKK.K Y 93.5 24.12 2271.0325 19 0.2 758.0182 3 30.28 18 1445 OB5188.raw 5.1E3 1 1 254 272 Oxidation (M)

K.VELQSKVDLLNQEIEFLK.V Y 90.4 20.64 2144.1729 18 -3.4 715.7291 3 37.12 18 1838 OB5188.raw 2.42E3 1 1 303 320

N.VKVDPEIQNVK.A Y 90.3 20.51 1267.7136 11 -1.6 634.8631 2 27.94 18 1307 OB5188.raw 8.05E2 1 1 171 181

K.DVDNAYM(+15.99)IK.V Y 84.1 19.50 1083.4906 9 -3.2 542.7509 2 29.66 18 1408 OB5188.raw 0 1 1 294 302 Oxidation (M)

total 34 peptides
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R.SGGGGGGGLGSGGSIR.S Y 99.9 63.52 1231.5905 16 0.5 616.8028 2 25.76 18 1178 OB5188.raw 2.55E4 4 4 14 29

R.GGGGSFGYSYGGGSGGGFSASSLGGGFGGGSR.G Y 99.9 60.32 2704.1538 32 1.1 902.3929 3 35.34 18 1738 OB5188.raw 3.49E4 2 2 64 95

K.EIETYHNLLEGGQEDFESSGAGK.I Y 99.9 59.50 2509.1245 23 1.3 837.3832 3 33.87 18 1655 OB5188.raw 5.49E4 4 4 450 472

R.GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK.S Y 99.9 56.93 3222.2742 40 0.3 1075.0990 3 27.75 18 1296 OB5188.raw 1.41E4 2 2 580 619

K.NYSPYYNTIDDLKDQIVDLTVGNNK.T Y 99.9 56.74 2901.4031 25 1.8 968.1434 3 39.08 18 1949 OB5188.raw 1.59E5 7 7 200 224

R.FSSSSGYGGGSSR.V Y 99.9 55.94 1234.5214 13 0.2 618.2681 2 24.67 18 1113 OB5188.raw 2.76E4 4 4 47 59

R.QGVDADINGLR.Q Y 99.9 55.23 1156.5836 11 -0.3 579.2989 2 30.88 18 1480 OB5188.raw 3.28E4 2 2 251 261

R.GGSGGSYGGGGSGGGYGGGSGSR.G Y 99.9 54.31 1790.7203 23 0.1 896.3675 2 24.52 18 1105 OB5188.raw 2.29E4 3 3 491 513

K.STMQELNSR.L Y 99.9 52.27 1064.4921 9 0.4 533.2535 2 26.23 18 1206 OB5188.raw 3.29E4 3 3 155 163

K.TLNDMRQEYEQLIAK.N Y 99.9 51.95 1850.9197 15 -0.4 617.9802 3 35.11 18 1725 OB5188.raw 1.06E5 6 6 322 336

R.HGVQELEIELQSQLSK.K Y 99.9 50.29 1836.9581 16 -0.5 613.3264 3 35.51 18 1748 OB5188.raw 9.35E4 2 2 375 390

R.HGVQELEIELQSQLSKK.A Y 99.9 48.71 1965.0531 17 0.2 656.0251 3 34.61 18 1697 OB5188.raw 4.4E4 2 2 375 391

K.TLLDIDNTR.M Y 99.9 46.75 1059.5560 9 -0.7 530.7849 2 32.17 18 1555 OB5188.raw 7.53E4 4 4 225 233

R.QGVDADIN(+.98)GLR.Q Y 99.9 43.90 1157.5676 11 -0.8 579.7906 2 30.38 18 1451 OB5188.raw 1.3E4 1 1 251 261 Deamidation (NQ)

R.QVLDNLTM(+15.99)EK.S Y 99.9 43.43 1205.5962 10 -0.5 603.8051 2 30.36 18 1450 OB5188.raw 5.94E3 1 1 262 271 Oxidation (M)

R.IKFEMEQNLR.Q Y 99.9 43.09 1306.6703 10 -1.7 654.3413 2 31.45 18 1513 OB5188.raw 5.08E4 3 3 241 250

S.SLGGGFGGGSR.G Y 99.9 40.72 950.4570 11 -2.1 476.2348 2 27.80 18 1299 OB5188.raw 9.67E3 1 1 85 95



R.M(+15.99)TLDDFR.I Y 99.9 39.69 912.4011 7 -0.8 457.2075 2 30.21 18 1441 OB5188.raw 1.37E4 2 2 234 240 Oxidation (M)

R.LASYLDKVQALEEANN.D Y 99.8 39.17 1776.8894 16 0.5 889.4525 2 35.04 18 1721 OB5188.raw 2.18E3 1 1 164 179

R.GGGGSFGYSYGGGSGGGFSAS.S Y 99.8 37.80 1771.7074 21 3.5 886.8641 2 34.41 18 1686 OB5188.raw 0 1 1 64 84

R.IKFEM(+15.99)EQNLR.Q Y 99.5 35.54 1322.6653 10 -0.1 662.3398 2 28.62 18 1347 OB5188.raw 1.1E4 2 2 241 250 Oxidation (M)

R.LASYLDK.V N 99.5 33.70 808.4330 7 0.0 405.2238 2 28.18 18 1321 OB5188.raw 1.48E4 1 1 164 170

K.TLNDM(+15.99)RQEYEQLIAK.N Y 99.5 33.66 1866.9146 15 0.1 623.3122 3 32.30 18 1562 OB5188.raw 1.57E4 2 2 322 336 Oxidation (M)

K.DIENQYETQITQIEHEVSSSGQEVQSSAK.E Y 98.3 28.54 3263.5066 29 0.8 1088.8436 3 37.63 18 1867 OB5188.raw 7.51E4 1 1 340 368

R.QVLDNLTMEK.S Y 95.7 27.46 1189.6013 10 -0.3 595.8077 2 31.99 18 1544 OB5188.raw 2.1E3 1 1 262 271

R.LASYLDKVQALEEANNDLENK.I Y 94.2 25.67 2376.1809 21 1.4 793.0687 3 35.20 18 1730 OB5188.raw 0 1 1 164 184

R.YC(+57.02)GQLQM(+15.99)IQEQISNLEAQITDVRQEIEC(+57.02)QNQEYSLLLSIK.M Y 92.8 22.58 4828.3359 40 2.7 1208.0945 4 43.51 18 2200 OB5188.raw 8.3E4 2 2 405 444 Carbamidomethylation;
Oxidation (M)

R.YC(+57.02)GQLQMIQEQISNLEAQITDVRQEIEC(+57.02)QNQEYSLLLSIK.M Y 90.6 20.83 4812.3408 40 1.7 1204.0945 4 43.78 18 2216 OB5188.raw 1.15E5 2 2 405 444 Carbamidomethylation

K.IGLGGRGGSGGSYGR.G Y 90.5 20.69 1349.6799 15 -1.5 450.8999 3 26.56 18 1226 OB5188.raw 6.98E3 1 1 473 487

R.QEYEQLIAK.N Y 84.0 19.36 1120.5764 9 -1.5 561.2946 2 30.67 18 1468 OB5188.raw 2.48E3 1 1 328 336

total 30 peptides

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na

Figuri 1 #Spec #Spec DS3 tacka 18 na
Figuri 1 Start End PTM

K.AQSENYEYLAFK.T Y 99.9 65.65 1461.6776 12 0.0 731.8461 2 33.68 18 1644 OB5188.raw 6.47E4 6 6 438 449

R.SSNPDIYNPQAGSLR.S Y 99.9 63.18 1617.7747 15 0.3 809.8948 2 31.01 18 1488 OB5188.raw 1.46E5 7 7 342 356

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 52.72 3243.6006 30 2.8 1082.2104 3 38.36 18 1908 OB5188.raw 1.54E5 4 4 450 479

R.SVNELDLPILGWLGLSA.Q Y 99.9 52.10 1795.9719 17 1.3 898.9944 2 46.16 18 2352 OB5188.raw 7.97E4 4 4 357 373

R.SVNELDLPILGWLGLSAQHGTIYR.N Y 99.9 51.28 2651.4070 24 1.4 884.8109 3 42.66 18 2152 OB5188.raw 9.26E5 22 22 357 380

R.SVNELDLPILGWLGL.S Y 99.9 40.51 1637.9028 15 0.1 819.9587 2 47.57 18 2433 OB5188.raw 1.04E5 5 5 357 371

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 99.8 38.76 2554.3066 23 1.3 852.4440 3 35.16 18 1728 OB5188.raw 1.58E4 2 2 415 437

R.NAM(+15.99)FVPHYTLN.A Y 99.8 37.90 1321.6125 11 0.4 661.8138 2 33.01 18 1604 OB5188.raw 3.17E3 1 1 381 391 Oxidation
(M)

K.TDSRPSIANLAGENSIID.N N 99.5 34.52 1871.9225 18 1.5 936.9699 2 34.95 18 1716 OB5188.raw 0 1 1 450 467

K.TDSRPSIANLAGENSIIDNLPEEVVANSYRLPR.E Y 99.1 31.52 3609.8386 33 0.6 903.4675 4 38.22 18 1900 OB5188.raw 4.93E4 3 3 450 482

D.NLPEEVVANSYR.L Y 99.1 31.45 1389.6888 12 4.9 695.8551 2 32.76 18 1589 OB5188.raw 0 1 1 468 479

R.SVNELDLPILGWLGLSAQH.G Y 95.6 27.20 2061.0894 19 1.0 1031.5530 2 43.43 18 2195 OB5188.raw 4.05E3 1 1 357 375

total 12 peptides

Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |



Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na

Figuri 1 #Spec #Spec DS3 tacka 18 na
Figuri 1 Start End PTM

K.AQSENYEYLAFK.T Y 99.9 65.65 1461.6776 12 0.0 731.8461 2 33.68 18 1644 OB5188.raw 6.47E4 6 6 440 451

R.SSNPDIYNPQAGSLR.S Y 99.9 63.18 1617.7747 15 0.3 809.8948 2 31.01 18 1488 OB5188.raw 1.46E5 7 7 344 358

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 52.72 3243.6006 30 2.8 1082.2104 3 38.36 18 1908 OB5188.raw 1.54E5 4 4 452 481

R.SVNELDLPILGWLGLSA.Q Y 99.9 52.10 1795.9719 17 1.3 898.9944 2 46.16 18 2352 OB5188.raw 7.97E4 4 4 359 375

R.SVNELDLPILGWLGLSAQHGTIYR.N Y 99.9 51.28 2651.4070 24 1.4 884.8109 3 42.66 18 2152 OB5188.raw 9.26E5 22 22 359 382

R.SVNELDLPILGWLGL.S Y 99.9 40.51 1637.9028 15 0.1 819.9587 2 47.57 18 2433 OB5188.raw 1.04E5 5 5 359 373

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 99.8 38.76 2554.3066 23 1.3 852.4440 3 35.16 18 1728 OB5188.raw 1.58E4 2 2 417 439

R.NAM(+15.99)FVPHYTLN.A Y 99.8 37.90 1321.6125 11 0.4 661.8138 2 33.01 18 1604 OB5188.raw 3.17E3 1 1 383 393 Oxidation
(M)

K.TDSRPSIANLAGENSIID.N N 99.5 34.52 1871.9225 18 1.5 936.9699 2 34.95 18 1716 OB5188.raw 0 1 1 452 469

K.TDSRPSIANLAGENSIIDNLPEEVVANSYRLPR.E Y 99.1 31.52 3609.8386 33 0.6 903.4675 4 38.22 18 1900 OB5188.raw 4.93E4 3 3 452 484

D.NLPEEVVANSYR.L Y 99.1 31.45 1389.6888 12 4.9 695.8551 2 32.76 18 1589 OB5188.raw 0 1 1 470 481

R.SVNELDLPILGWLGLSAQH.G Y 95.6 27.20 2061.0894 19 1.0 1031.5530 2 43.43 18 2195 OB5188.raw 4.05E3 1 1 359 377

total 12 peptides

Q6T2T4|Q6T2T4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na

Figuri 1 #Spec #Spec DS3 tacka 18 na
Figuri 1 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 69.35 1540.7673 13 0.5 771.3914 2 36.63 18 1811 OB5188.raw 5.6E4 3 3 395 407



K.TANELNLLILR.W Y 99.9 47.41 1268.7452 11 -0.1 635.3798 2 36.87 18 1824 OB5188.raw 2.03E4 2 2 384 394

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E Y 99.9 46.77 3544.7434 33 2.9 1182.5918 3 39.19 18 1955 OB5188.raw 1.78E4 2 2 477 509

K.SQSENFEYVAFK.T N 99.9 44.30 1447.6619 12 -0.4 724.8380 2 33.89 18 1656 OB5188.raw 5.21E3 1 1 465 476

R.NRSPDIYNPQAGSLK.T N 99.9 40.68 1658.8376 15 -1.4 553.9524 3 29.26 18 1384 OB5188.raw 5.71E3 1 1 369 383

R.SPDIYNPQAGSLK.T N 99.9 39.64 1388.6936 13 0.4 695.3544 2 30.93 18 1483 OB5188.raw 3.8E3 1 1 371 383

R.QILQNLRGENESDEQGAIVTVR.G N 93.0 23.25 2468.2620 22 0.6 823.7618 3 32.39 18 1567 OB5188.raw 1.24E3 1 1 278 299

total 7 peptides

Q647H4|Q647H4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na

Figuri 1 #Spec #Spec DS3 tacka 18 na
Figuri 1 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 69.35 1540.7673 13 0.5 771.3914 2 36.63 18 1811 OB5188.raw 5.6E4 3 3 395 407

K.TANELNLLILR.W Y 99.9 47.41 1268.7452 11 -0.1 635.3798 2 36.87 18 1824 OB5188.raw 2.03E4 2 2 384 394

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E Y 99.9 46.77 3544.7434 33 2.9 1182.5918 3 39.19 18 1955 OB5188.raw 1.78E4 2 2 477 509

K.SQSENFEYVAFK.T N 99.9 44.30 1447.6619 12 -0.4 724.8380 2 33.89 18 1656 OB5188.raw 5.21E3 1 1 465 476

R.NRSPDIYNPQAGSLK.T N 99.9 40.68 1658.8376 15 -1.4 553.9524 3 29.26 18 1384 OB5188.raw 5.71E3 1 1 369 383

R.SPDIYNPQAGSLK.T N 99.9 39.64 1388.6936 13 0.4 695.3544 2 30.93 18 1483 OB5188.raw 3.8E3 1 1 371 383

R.QILQNLRGENESDEQGAIVTVR.G N 93.0 23.25 2468.2620 22 0.6 823.7618 3 32.39 18 1567 OB5188.raw 1.24E3 1 1 278 299

total 7 peptides

sp|K1C15_SHEEP| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na Figuri 1 #Spec #Spec DS3 tacka 18 na Figuri 1 Start End PTM

R.ALEEANADLEVK.I Y 99.9 60.23 1300.6510 12 0.2 651.3329 2 30.35 18 1449 OB5188.raw 1.48E4 1 1 123 134

R.VLDELTLTK.T N 99.9 55.26 1030.5911 9 -0.7 516.3024 2 32.64 18 1582 OB5188.raw 7.48E4 5 5 213 221



R.LAADDFR.L N 99.9 44.44 806.3922 7 0.1 404.2034 2 28.88 18 1362 OB5188.raw 9.82E4 6 6 184 190

R.QSVEADINGLR.R N 99.9 42.79 1200.6099 11 -0.2 601.3121 2 31.82 18 1534 OB5188.raw 3.81E3 1 1 201 211

R.QSVEADINGLRR.V N 99.1 31.52 1356.7109 12 -0.2 679.3626 2 30.33 18 1448 OB5188.raw 9.25E4 2 2 201 212

R.QSVEADIN(+.98)GLRR.V N 78.0 19.07 1357.6949 12 -0.7 453.5719 3 28.72 18 1353 OB5188.raw 9.85E3 1 1 201 212 Deamidation (NQ)

total 6 peptides

sp|Q6PSU2|CONG7_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area DS3
tacka 18 na

Figuri 1
#Spec

#Spec DS3
tacka 18 na

Figuri 1
Start End PTM

R.C(+57.02)C(+57.02)NELNEFENNQR.C Y 99.9 60.86 1725.6835 13 0.7 863.8496 2 31.03 18 1489 OB5188.raw 4.47E4 2 2 103 115 Carbamidomethylation

R.ANLRPC(+57.02)EQHLM(+15.99)QK.I Y 99.9 47.34 1639.7922 13 -1.0 547.6041 3 24.78 18 1120 OB5188.raw 1.77E5 14 14 40 52 Carbamidomethylation;
Oxidation (M)

R.NLPQQC(+57.02)GLR.A Y 99.9 47.22 1084.5448 9 -0.5 543.2794 2 27.32 18 1271 OB5188.raw 1.47E5 7 7 147 155 Carbamidomethylation

R.C(+57.02)M(+15.99)C(+57.02)EALQQIM(+15.99)ENQSDRLQGR.Q Y 99.9 41.11 2498.0771 20 -0.2 833.6995 3 31.61 18 1522 OB5188.raw 8.48E4 2 2 116 135 Carbamidomethylation;
Oxidation (M)

A.RQQWELQGDRR.C Y 99.8 38.62 1470.7440 11 -0.9 491.2548 3 27.04 18 1255 OB5188.raw 4.19E4 1 1 22 32

R.C(+57.02)C(+57.02)NELN(+.98)EFENNQR.C Y 99.8 38.35 1726.6675 13 -7.2 864.3348 2 31.52 18 1517 OB5188.raw 0 1 1 103 115 Carbamidomethylation;
Deamidation (NQ)

total 6 peptides

sp|TRYP_PIG| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na Figuri 1 #Spec #Spec DS3 tacka 18 na Figuri 1 Start End PTM

R.LGEHNIDVLEGNEQFINAA.K Y 99.9 48.11 2082.0017 19 0.8 1042.0089 2 35.92 18 1771 OB5188.raw 0 1 1 58 76

R.VATVSLPR.S Y 99.9 41.09 841.5021 8 0.2 421.7584 2 29.52 18 1400 OB5188.raw 1.75E5 2 2 108 115

K.LSSPATLNSR.V Y 99.9 40.30 1044.5564 10 -0.5 523.2852 2 27.47 18 1280 OB5188.raw 1.63E4 1 1 98 107

R.LGEHNIDVLEGNE.Q Y 99.8 37.92 1437.6736 13 0.3 719.8443 2 32.67 18 1584 OB5188.raw 6.66E3 1 1 58 70

R.LGEHNIDVLEGNEQFIN.A Y 99.6 36.16 1939.9275 17 0.9 970.9719 2 35.44 18 1744 OB5188.raw 4.1E3 1 1 58 74

total 5 peptides

E9LFE7|E9LFE7_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na Figuri 1 #Spec #Spec DS3 tacka 18 na Figuri 1 Start End PTM

R.IFLAGDKDNVIDQIEK.Q Y 98.3 28.79 1816.9570 16 -1.2 606.6589 3 34.24 18 1676 OB5188.raw 9.97E3 1 1 61 76

K.DLAFPGSGEQVEK.L Y 84.3 19.64 1375.6619 13 1.7 688.8394 2 32.73 18 1587 OB5188.raw 7.46E3 1 1 80 92

total 2 peptides

Q6PSU5|Q6PSU5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na Figuri 1 #Spec #Spec DS3 tacka 18 na Figuri 1 Start End PTM

R.IFLAGDKDNVIDQIEK.Q Y 98.3 28.79 1816.9570 16 -1.2 606.6589 3 34.24 18 1676 OB5188.raw 9.97E3 1 1 221 236

K.DLAFPGSGEQVEK.L Y 84.3 19.64 1375.6619 13 1.7 688.8394 2 32.73 18 1587 OB5188.raw 7.46E3 1 1 240 252

total 2 peptides

Q6PSU6|Q6PSU6_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na Figuri 1 #Spec #Spec DS3 tacka 18 na Figuri 1 Start End PTM

R.IFLAGDKDNVIDQIEK.Q Y 98.3 28.79 1816.9570 16 -1.2 606.6589 3 34.24 18 1676 OB5188.raw 9.97E3 1 1 225 240

K.DLAFPGSGEQVEK.L Y 84.3 19.64 1375.6619 13 1.7 688.8394 2 32.73 18 1587 OB5188.raw 7.46E3 1 1 244 256

total 2 peptides

Q6PSU4|Q6PSU4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na Figuri 1 #Spec #Spec DS3 tacka 18 na Figuri 1 Start End PTM

R.IFLAGDKDNVIDQIEK.Q Y 98.3 28.79 1816.9570 16 -1.2 606.6589 3 34.24 18 1676 OB5188.raw 9.97E3 1 1 343 358

K.DLAFPGSGEQVEK.L Y 84.3 19.64 1375.6619 13 1.7 688.8394 2 32.73 18 1587 OB5188.raw 7.46E3 1 1 362 374

total 2 peptides

Q6PSU3|Q6PSU3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na Figuri 1 #Spec #Spec DS3 tacka 18 na Figuri 1 Start End PTM

R.IFLAGDKDNVIDQIEK.Q Y 98.3 28.79 1816.9570 16 -1.2 606.6589 3 34.24 18 1676 OB5188.raw 9.97E3 1 1 536 551

K.DLAFPGSGEQVEK.L Y 84.3 19.64 1375.6619 13 1.7 688.8394 2 32.73 18 1587 OB5188.raw 7.46E3 1 1 555 567

total 2 peptides

B3IXL2|B3IXL2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:



Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na Figuri 1 #Spec #Spec DS3 tacka 18 na Figuri 1 Start End PTM

R.IFLAGDKDNVIDQIEK.Q Y 98.3 28.79 1816.9570 16 -1.2 606.6589 3 34.24 18 1676 OB5188.raw 9.97E3 1 1 536 551

K.DLAFPGSGEQVEK.L Y 84.3 19.64 1375.6619 13 1.7 688.8394 2 32.73 18 1587 OB5188.raw 7.46E3 1 1 555 567

total 2 peptides

sp|P43237|ALL11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na Figuri 1 #Spec #Spec DS3 tacka 18 na Figuri 1 Start End PTM

R.IFLAGDKDNVIDQIEK.Q Y 98.3 28.79 1816.9570 16 -1.2 606.6589 3 34.24 18 1676 OB5188.raw 9.97E3 1 1 536 551

K.DLAFPGSGEQVEK.L Y 84.3 19.64 1375.6619 13 1.7 688.8394 2 32.73 18 1587 OB5188.raw 7.46E3 1 1 555 567

total 2 peptides

N1NG13|N1NG13_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na Figuri 1 #Spec #Spec DS3 tacka 18 na Figuri 1 Start End PTM

R.IFLAGDKDNVIDQIEK.Q Y 98.3 28.79 1816.9570 16 -1.2 606.6589 3 34.24 18 1676 OB5188.raw 9.97E3 1 1 541 556

K.DLAFPGSGEQVEK.L Y 84.3 19.64 1375.6619 13 1.7 688.8394 2 32.73 18 1587 OB5188.raw 7.46E3 1 1 560 572

total 2 peptides

sp|P43238|ALL12_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na Figuri 1 #Spec #Spec DS3 tacka 18 na Figuri 1 Start End PTM

R.IFLAGDKDNVIDQIEK.Q Y 98.3 28.79 1816.9570 16 -1.2 606.6589 3 34.24 18 1676 OB5188.raw 9.97E3 1 1 541 556

K.DLAFPGSGEQVEK.L Y 84.3 19.64 1375.6619 13 1.7 688.8394 2 32.73 18 1587 OB5188.raw 7.46E3 1 1 560 572

total 2 peptides

sp|Q647H2|AHY3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na Figuri 1 #Spec #Spec DS3 tacka 18 na Figuri 1 Start End PTM

R.TVNELDLPILNR.L Y 93.6 24.48 1395.7721 12 2.2 698.8948 2 36.55 18 1806 OB5188.raw 3.8E3 1 1 331 342

total 1 peptides

sp|KRHB2_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS3 tacka 18 na Figuri

1 #Spec #Spec DS3 tacka 18 na Figuri
1 Start End PTM



A.LEIDP(+15.99)TVQRVKR.D Y 90.8 21.05 1468.8361 12 0.3 490.6194 3 33.42 18 1629 OB5188.raw 5.32E3 1 1 107 118 Hydroxylation Pro

total 1 peptides

Peptide List

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20overload%20h2%20i%20h6/2017-09-28%20h2,6%202de_PEAKS_67%20DS3/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 19 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2377
# of MS/MS scans 1735

Table 2. Result filtration parameters.
Peptide -10lgP ≥25
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 433
Peptide sequences 153
Protein groups 8
Proteins 9
Proteins (#Unique Peptides) 9 (>2); 0 (=2); 0 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 69

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

Carbamidomethyl 57.02 C 56 75.15 8.15E4 1000.00

Oxidation 15.99 M 48 61.82 1.53E5 1000.00

Deamidation .98 N 6 38.98 8E2 0.00

HydPro 15.99 P 5 43.28 3.52E4 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
DS4 tacka 19 na

Figuri 1 109 34 10 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
  Deamidation (NQ): 0.98
  Oxidation (M): 15.99
  Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: Uniprot_Peanut(3818)+cRAP_aug17
Taxon: All
Searched Entry: 1352
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB5190.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

Protein List

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

Protein Protein Score Coverage Coverage (%) DS4 tacka 19 Area DS4 tacka 19 #Spec DS4 tacka 19 Avg.



Group ID Accession (%) -10lgP (%) na Figuri 1 na Figuri 1 #Peptides #Unique na Figuri 1 PTM Mass Description

2 221 sp|K2C1_HUMAN| 99.2 248.29 56 56 9.87E5 32 30 81 Y 65886 sp|K2C1_HUMAN|

3 220 sp|K1C10_HUMAN| 99.2 245.77 38 38 1.2E6 23 23 75 Y 59519 sp|K1C10_HUMAN|

1 216 Q6IWG5|Q6IWG5_ARAHY 99.1 244.88 30 30 4.48E6 28 23 147 Y 58061 Glycinin (Fragment) OS=Arachis h
ypogaea PE=2 SV=1

1 217 Q0GM57|Q0GM57_ARAHY 99.1 244.88 30 30 4.48E6 28 23 147 Y 58263 Iso-Ara h3 OS=Arachis hypogaea 
PE=2 SV=1

6 964 sp|K22E_HUMAN| 99.2 195.89 43 43 1.09E5 16 14 23 N 65865 sp|K22E_HUMAN|

5 646 sp|K1C9_HUMAN| 99.2 186.80 46 46 3.69E5 15 15 30 N 62129 sp|K1C9_HUMAN|

7 84 A1DZF0|A1DZF0_ARAHY 99.1 157.89 22 22 1.04E5 8 3 16 N 60375 Arachin 6 OS=Arachis hypogaea P
E=2 SV=1

4 215 sp|Q6PSU2|CONG7_ARAHY 99.0 154.39 41 41 9.36E5 6 6 53 Y 20114 Conglutin-7 OS=Arachis hypogaea
PE=1 SV=2

9 1193 sp|TRYP_PIG| 98.4 117.26 16 16 3.25E5 5 5 11 N 24409 sp|TRYP_PIG|

total 9 proteins

sp|K2C1_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Area
DS4

#Spec
DS4



Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File tacka

19 na
Figuri

1

#Spec tacka
19 na
Figuri

1

Start End PTM

R.SLDLDSIIAEVK.A Y 99.9 71.81 1301.7078 12 -0.3 651.8610 2 38.47 20 1906 OB5190.raw 8.66E4 5 5 343 354

K.YEELQITAGR.H Y 99.9 66.29 1178.5931 10 0.2 590.3040 2 31.43 20 1501 OB5190.raw 1.37E4 2 2 376 385

K.LALDLEIATYR.T Y 99.9 64.75 1276.7026 11 0.0 639.3586 2 36.41 20 1788 OB5190.raw 1.29E4 2 2 472 482

K.WELLQQVDTSTR.T Y 99.9 63.70 1474.7416 12 0.2 738.3782 2 35.31 20 1726 OB5190.raw 1.83E4 2 2 211 222

R.GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR.G Y 99.9 63.57 2382.9446 31 3.1 1192.4833 2 27.30 20 1262 OB5190.raw 9.14E3 4 4 518 548

R.FLEQQNQVLQTKWELLQQVDTSTR.T Y 99.9 62.02 2931.5090 24 1.3 978.1782 3 36.58 20 1798 OB5190.raw 5.02E4 8 8 199 222

K.LDNLQQEIDFLTALYQA.E Y 99.9 61.61 1993.9996 17 1.0 998.0081 2 44.61 20 2257 OB5190.raw 2.88E4 3 3 304 320

R.FLEQQNQVLQTK.W N 99.9 61.03 1474.7780 12 0.0 738.3962 2 30.91 20 1471 OB5190.raw 1.82E4 2 2 199 210

R.THNLEPYFESFINNLR.R Y 99.9 57.16 1992.9694 16 0.0 665.3304 3 38.51 20 1908 OB5190.raw 8.39E4 6 6 223 238

R.TNAENEFVTIK.K Y 99.9 56.86 1264.6299 11 0.0 633.3222 2 31.80 20 1522 OB5190.raw 6.43E3 1 1 277 287

R.SGGGFSSGSAGIINYQR.R Y 99.9 56.42 1656.7855 17 5.7 829.4048 2 32.32 20 1552 OB5190.raw 2.25E3 1 1 12 28

K.SKAEAESLYQSKYEELQITAGR.H Y 99.9 53.45 2500.2444 22 0.0 626.0684 4 32.62 20 1569 OB5190.raw 1.92E4 2 2 364 385

R.FSSC(+57.02)GGGGGSFGAGGGFGSR.S Y 99.9 53.12 1764.7274 20 1.6 883.3724 2 31.81 20 1523 OB5190.raw 6.57E3 1 1 45 64 Carbamidomethylation

R.TNAENEFVTIKK.D Y 99.9 52.58 1392.7249 12 -0.4 697.3694 2 29.14 20 1369 OB5190.raw 1.01E4 2 2 277 288

K.LDNLQQEIDFLTALYQAELSQM(+15.99)QTQISETNVILSM(+15.99)DNNR.S Y 99.9 49.61 4558.1841 39 1.9 1140.5554 4 44.01 20 2221 OB5190.raw 4.88E4 2 2 304 342 Oxidation (M)

K.LDNLQQEIDFLTALYQAELSQMQTQISETNVILSMDNNR.S Y 99.9 48.60 4526.1943 39 3.3 1509.7437 3 46.58 20 2375 OB5190.raw 2.49E5 5 5 304 342

R.THNLEPYFESFINNLRR.R Y 99.9 47.37 2149.0703 17 0.6 717.3645 3 37.53 20 1853 OB5190.raw 7.25E4 4 4 223 239

K.AEAESLYQSKYEELQITAGR.H Y 99.9 45.49 2285.1174 20 2.5 762.7150 3 33.48 20 1620 OB5190.raw 5.8E3 2 2 366 385

N.QSLLQPLNVEIDPEIQK.V Y 99.9 44.29 1963.0625 17 3.7 982.5422 2 36.96 20 1820 OB5190.raw 9.84E2 2 2 158 174

R.MSGEC(+57.02)APNVSVSVSTSHTTISGGGSR.G Y 99.9 43.80 2564.1594 26 -0.2 855.7269 3 30.42 20 1443 OB5190.raw 6.98E3 2 2 492 517 Carbamidomethylation

R.GSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYR.G Y 99.9 43.64 3311.3008 39 0.6 1104.7749 3 28.16 20 1311 OB5190.raw 7.33E3 1 1 549 587

R.SLVNLGGSKSISISVAR.G Y 99.9 43.54 1686.9628 17 -0.3 563.3280 3 33.27 20 1608 OB5190.raw 2.24E3 1 1 65 81

K.LDNLQQEIDFLTALYQAELS.Q Y 99.9 43.41 2323.1582 20 2.1 1162.5889 2 46.08 20 2345 OB5190.raw 1.95E3 2 2 304 323

R.SLVNLGGSK.S Y 99.9 43.26 873.4919 9 0.2 437.7533 2 29.63 20 1398 OB5190.raw 2.41E4 2 2 65 73

K.LDNLQQEIDFLTALYQAELSQMQTQISETNVILSM(+15.99)DNNR.S Y 99.8 40.15 4542.1895 39 2.8 1136.5579 4 46.13 20 2348 OB5190.raw 2.83E4 1 1 304 342 Oxidation (M)

K.LDNLQQEIDFLTALY.Q Y 99.8 39.54 1794.9039 15 1.3 898.4604 2 44.90 20 2274 OB5190.raw 9.73E3 3 3 304 318

K.LDNLQQEIDFLTAL.Y Y 99.8 39.14 1631.8406 14 0.3 816.9278 2 44.09 20 2226 OB5190.raw 2.78E4 2 2 304 317

K.IEISELNR.V N 99.8 38.28 972.5240 8 0.7 487.2696 2 31.10 20 1482 OB5190.raw 0 1 1 395 402

E.SLYQSKYEELQITAGR.H Y 99.7 37.37 1884.9581 16 -0.5 629.3264 3 32.48 20 1561 OB5190.raw 0 1 1 370 385

K.NKLNDLEDALQQAKEDLAR.L Y 99.6 36.92 2183.1182 19 0.6 728.7137 3 37.25 20 1837 OB5190.raw 6.88E3 1 1 441 459

K.VDLQAKLDNLQQEIDFLTA.L Y 99.6 35.75 2173.1267 19 1.7 1087.5725 2 40.82 20 2038 OB5190.raw 2.9E3 1 1 298 316

K.SISISVAR.G Y 99.6 35.30 831.4814 8 -0.3 416.7478 2 29.78 20 1407 OB5190.raw 2.04E4 1 1 74 81

K.LDN(+.98)LQQEIDFLTALYQAELSQM(+15.99)QTQISETNVILSMDNNR.S Y 99.4 34.81 4543.1733 39 5.7 1136.8071 4 44.44 20 2247 OB5190.raw 0 1 1 304 342 Deamidation (NQ);
Oxidation (M)

R.NKYEDEINKR.T Y 98.9 33.13 1307.6470 10 0.1 436.8896 3 25.52 20 1158 OB5190.raw 7.63E3 2 2 267 276

K.LDNLQQEIDFLTALYQAELSQM(+15.99)QTQISETNVILSMDNNR.S Y 98.4 31.72 4542.1895 39 0.3 1136.5549 4 44.64 20 2259 OB5190.raw 3.19E4 1 1 304 342 Oxidation (M)

K.SLNNQFASFIDKVR.F Y 98.1 29.32 1637.8525 14 -1.0 546.9576 3 35.84 20 1756 OB5190.raw 8.37E4 2 2 185 198

total 36 peptides

sp|K1C10_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area DS4
tacka 19

na Figuri 1
#Spec

#Spec DS4
tacka 19

na Figuri 1
Start End PTM

K.GSLGGGFSSGGFSGGSFSR.G Y 99.9 80.12 1706.7648 19 -0.2 854.3895 2 33.96 20 1649 OB5190.raw 4.54E4 3 3 41 59

R.NVSTGDVNVEMNAAPGVDLTQLLNNMR.S Y 99.9 75.78 2871.3855 27 1.6 958.1373 3 40.01 20 1992 OB5190.raw 1.51E5 9 9 296 322

K.TIDDLKNQILNLTTDNANILLQIDNAR.L Y 99.9 72.84 3051.6201 27 1.0 1018.2150 3 40.62 20 2027 OB5190.raw 4.34E5 18 18 202 228

R.SLLEGEGSSGGGGR.G Y 99.9 66.65 1261.5898 14 -0.4 631.8019 2 27.76 20 1288 OB5190.raw 1.38E4 3 3 451 464

K.ADLEMQIESLTEELAYLK.K Y 99.9 63.81 2095.0396 18 4.0 1048.5312 2 42.42 20 2129 OB5190.raw 7.78E3 2 2 267 284

R.NVQALEIELQSQLALK.Q Y 99.9 61.28 1796.0043 16 2.0 899.0112 2 38.10 20 1885 OB5190.raw 1.6E4 2 2 371 386

R.YC(+57.02)VQLSQIQAQISALEEQLQQIR.A Y 99.9 59.32 2745.4119 23 0.9 916.1454 3 42.10 20 2111 OB5190.raw 6.12E4 2 2 400 422 Carbamidomethylation

N.AAPGVDLTQLLNNMR.S Y 99.9 58.91 1611.8402 15 -0.2 806.9272 2 38.74 20 1921 OB5190.raw 8.38E3 1 1 308 322

R.NVSTGDVNVEM(+15.99)NAAPGVDLTQLLNNMR.S Y 99.9 57.28 2887.3804 27 5.0 963.4722 3 39.08 20 1940 OB5190.raw 3.52E4 1 1 296 322 Oxidation (M)

K.ADLEM(+15.99)QIESLTEELAYLK.K Y 99.9 55.55 2111.0344 18 2.9 1056.5276 2 42.71 20 2146 OB5190.raw 1.03E4 1 1 267 284 Oxidation (M)

K.DAEAWFNEK.S Y 99.9 51.91 1108.4825 9 -0.6 555.2482 2 33.78 20 1638 OB5190.raw 1.05E4 2 2 335 343

R.NVSTGDVNVEM(+15.99)NAAPGVDLTQLLNNM(+15.99)R.S Y 99.9 51.73 2903.3752 27 1.6 968.8006 3 37.13 20 1830 OB5190.raw 3.48E3 1 1 296 322 Oxidation (M)

K.ADLEMQIESLTEELAYLKK.N Y 99.9 51.59 2223.1343 19 0.4 742.0524 3 40.06 20 1995 OB5190.raw 5.57E4 2 2 267 285

K.VTMQNLNDR.L Y 99.9 50.88 1089.5237 9 -1.0 545.7686 2 27.92 20 1297 OB5190.raw 3.2E3 1 1 148 156

K.ADLEM(+15.99)QIESLTEELAYLKK.N Y 99.9 49.78 2239.1294 19 0.8 747.3843 3 40.22 20 2004 OB5190.raw 4.6E4 3 3 267 285 Oxidation (M)

D.NANILLQIDNAR.L Y 99.9 49.44 1353.7365 12 0.3 677.8757 2 34.66 20 1689 OB5190.raw 2.77E3 1 1 217 228

R.VLDELTLTK.A Y 99.9 48.88 1030.5911 9 -0.1 516.3027 2 32.84 20 1582 OB5190.raw 7.32E3 2 2 258 266

R.LAADDFR.L Y 99.9 48.04 806.3922 7 0.7 404.2037 2 29.07 20 1365 OB5190.raw 1.67E4 2 2 229 235

R.VLDELTLTKADLEM(+15.99)QIESLTEELAYLK.K Y 99.9 46.76 3123.6147 27 4.3 1042.2167 3 42.98 20 2162 OB5190.raw 1.06E4 1 1 258 284 Oxidation (M)

R.LKYENEVALR.Q Y 99.9 45.67 1233.6716 10 0.7 617.8435 2 29.43 20 1386 OB5190.raw 3.93E3 1 1 236 245

R.SQYEQLAEQNRK.D Y 99.9 45.54 1492.7269 12 -1.8 747.3694 2 26.70 20 1227 OB5190.raw 2.96E3 1 1 323 334

R.NVSTGDVNVEMNAAP(+15.99)GVDLTQLLNNMR.S Y 99.9 43.28 2887.3804 27 -0.2 963.4672 3 39.28 20 1951 OB5190.raw 3.52E4 1 1 296 322 Hydroxylation Pro

I.SSSKGSLGGGFSSGGFSGGSFSR.G Y 99.8 40.79 2095.9558 23 -0.2 699.6591 3 32.04 20 1536 OB5190.raw 7.16E3 3 3 37 59

K.TIDDLKNQILNLTTD.N Y 99.8 40.59 1715.8942 15 1.1 858.9553 2 37.87 20 1872 OB5190.raw 6.3E3 2 2 202 216

R.VLDELTLTKADLEMQIESLTEELAYLK.K Y 99.7 37.68 3107.6199 27 0.9 1036.8815 3 43.21 20 2175 OB5190.raw 1.41E4 1 1 258 284



K.TIDDLKNQILNLTTDNA.N Y 99.7 37.21 1900.9741 17 0.9 951.4952 2 37.98 20 1878 OB5190.raw 1.05E3 1 1 202 218

K.SKELTTEIDNNIEQISSYK.S Y 99.6 36.40 2211.0906 19 0.8 738.0381 3 34.96 20 1706 OB5190.raw 1.55E3 1 1 344 362

K.YYKTIDDLKNQILNLTTDNANILLQIDNAR.L Y 98.8 32.81 3505.8416 30 -2.1 877.4658 4 40.40 20 2014 OB5190.raw 3.62E4 3 3 199 228

R.VLDELTLTKADLEMQIESLTEELAYLKK.N Y 98.1 29.21 3235.7148 28 -0.3 809.9357 4 41.53 20 2079 OB5190.raw 7.91E4 3 3 258 285

R.VLDELTLTKADLEM(+15.99)QIESLTEELAYLKK.N Y 98.1 28.89 3251.7097 28 0.6 813.9352 4 41.27 20 2064 OB5190.raw 7.14E4 1 1 258 285 Oxidation (M)

total 30 peptides

Q6IWG5|Q6IWG5_ARAHY back to list
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Protein Coverage:

Supporting Peptides:

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

Area DS4
tacka 19

na Figuri 1
#Spec

#Spec DS4
tacka 19

na Figuri 1
Start End PTM

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 77.55 3243.6006 30 1.4 1082.2090 3 38.26 20 1894 OB5190.raw 2.55E5 9 9 450 479

R.SSNPDIYNPQAGSLR.S Y 99.9 72.33 1617.7747 15 0.7 809.8952 2 31.15 20 1485 OB5190.raw 2.28E5 13 13 342 356

K.AQSENYEYLAFK.T Y 99.9 70.26 1461.6776 12 0.5 731.8464 2 33.93 20 1647 OB5190.raw 1.5E5 8 8 438 449

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 99.9 64.47 2554.3066 23 0.3 852.4431 3 35.30 20 1725 OB5190.raw 3.91E4 3 3 415 437

R.SVNELDLPILGWLGLSA.Q Y 99.9 61.91 1795.9719 17 0.9 898.9940 2 46.60 20 2376 OB5190.raw 3.93E5 16 16 357 373

R.SVNELDLPILGWLGLSAQH.G Y 99.9 61.74 2061.0894 19 2.4 1031.5544 2 43.39 20 2185 OB5190.raw 2.29E4 2 2 357 375

R.SVNELDLPILGWLGLS.A Y 99.9 58.27 1724.9348 16 1.5 863.4760 2 46.78 20 2386 OB5190.raw 5.25E4 4 4 357 372

R.SVNELDLPILGWLGLSAQHGTIYR.N Y 99.9 57.16 2651.4070 24 0.4 884.8100 3 41.71 20 2089 OB5190.raw 2.31E6 49 49 357 380

N.PDIYNPQAGSLR.S Y 99.9 56.36 1329.6677 12 -0.8 665.8406 2 31.25 20 1491 OB5190.raw 9.45E3 2 2 345 356

N.GIEETIC(+57.02)SASVK.K Y 99.9 54.43 1292.6282 12 -0.9 647.3208 2 31.55 20 1508 OB5190.raw 2.34E4 1 1 325 336 Carbamidomethylation

K.TDSRPSIANLAGENSIID.N N 99.9 50.36 1871.9225 18 1.0 936.9695 2 35.06 20 1712 OB5190.raw 1.6E4 1 1 450 467

R.NAM(+15.99)FVPHYTLNAHTIVVALNGR.A Y 99.9 50.27 2453.2637 22 2.4 818.7638 3 35.51 20 1737 OB5190.raw 3.73E4 3 3 381 402 Oxidation (M)

R.SVNELDLPILGWLGLSAQ.H Y 99.9 49.68 1924.0305 18 1.8 963.0243 2 46.17 20 2350 OB5190.raw 3.66E3 2 2 357 374



K.TDSRPSIANLAGENSIIDNLPEE.V N 99.9 44.10 2454.1873 23 4.2 1228.1061 2 37.15 20 1831 OB5190.raw 1.45E4 2 2 450 472

R.SVNELDLPILGWLGL.S Y 99.8 41.15 1637.9028 15 0.9 819.9594 2 48.09 20 2465 OB5190.raw 3.32E5 6 6 357 371

K.TDSRPSIANLAGENSIIDNLPEEVVANSYRLPR.E Y 99.8 40.36 3609.8386 33 1.0 903.4678 4 38.45 20 1905 OB5190.raw 3.56E5 4 4 450 482

R.SVNELDLP(+15.99)ILGWLGLSA.Q Y 99.8 39.17 1811.9668 17 -2.0 906.9889 2 44.56 20 2254 OB5190.raw 1.21E4 1 1 357 373 Hydroxylation Pro

N.GIEETIC(+57.02)SASVKK.N Y 99.8 38.81 1420.7231 13 -0.1 711.3688 2 29.65 20 1399 OB5190.raw 1.2E4 1 1 325 337 Carbamidomethylation

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 99.8 38.77 2837.4043 27 2.2 946.8108 3 38.29 20 1896 OB5190.raw 2.51E4 2 2 450 476

L.GWLGLSAQHGTIYR.N Y 99.6 36.29 1557.8052 14 1.2 779.9108 2 33.88 20 1644 OB5190.raw 2.09E3 1 1 367 380

R.SVNELDLP(+15.99)ILGWLGLSAQHGTIYR.N Y 99.6 36.03 2667.4021 24 0.0 890.1413 3 39.31 20 1953 OB5190.raw 2.83E4 2 2 357 380 Hydroxylation Pro

R.NAMFVPHYTLNAHTIVVALNGR.A Y 99.6 35.48 2437.2688 22 1.9 813.4318 3 36.25 20 1779 OB5190.raw 0 1 1 381 402

K.AQSENYEYLAFKTD.S Y 99.5 34.96 1677.7522 14 1.7 839.8848 2 34.38 20 1673 OB5190.raw 4.07E3 1 1 438 451

R.NAM(+15.99)FVPHYTLN.A Y 99.4 34.35 1321.6125 11 0.8 661.8141 2 33.18 20 1603 OB5190.raw 8.05E3 1 1 381 391 Oxidation (M)

D.NLPEEVVANSYR.L Y 99.3 34.07 1389.6888 12 -1.0 695.8510 2 33.04 20 1594 OB5190.raw 6.13E3 1 1 468 479

D.IYNPQAGSLR.S Y 98.9 33.16 1117.5880 10 0.0 559.8013 2 28.99 20 1360 OB5190.raw 4.12E3 1 1 347 356

K.TDSRPSIANLAGENSIIDNLPE.E N 98.5 31.96 2325.1448 22 0.6 776.0560 3 37.27 20 1838 OB5190.raw 0 1 1 450 471

R.VYDEELQEGHVL.V N 98.4 30.97 1429.6725 12 -0.3 715.8433 2 33.41 20 1616 OB5190.raw 0 1 1 415 426

K.FFVPPFDHQSM(+15.99).R Y 98.2 30.48 1366.6016 11 0.2 684.3082 2 35.70 20 1748 OB5190.raw 1.41E4 2 2 496 506 Oxidation (M)

R.NAMFVP(+15.99)HYTLNAHTIVVALN(+.98)GR.A Y 98.2 30.29 2454.2478 22 -2.8 614.5675 4 35.19 20 1719 OB5190.raw 1.87E4 1 1 381 402 Hydroxylation Pro;
Deamidation (NQ)

R.N(+.98)AM(+15.99)FVPHYTLNAHTIVVALNGR.A Y 98.1 29.44 2454.2478 22 7.3 819.0959 3 35.88 20 1758 OB5190.raw 4.46E3 1 1 381 402 Deamidation (NQ);
Oxidation (M)

K.TDSRPSIANLAGENSIIDN(+.98)LPEEVVAN(+.98)SYRLPR.E Y 97.6 27.61 3611.8066 33 2.4 903.9611 4 37.24 20 1836 OB5190.raw 5.35E2 1 1 450 482 Deamidation (NQ)

K.FFVPPFDHQSM(+15.99)RE.V Y 97.4 27.06 1651.7452 13 0.7 551.5894 3 33.34 20 1612 OB5190.raw 1.57E5 1 1 496 508 Oxidation (M)

K.AQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 97.4 27.02 4687.2676 42 -1.2 1172.8228 4 38.38 20 1901 OB5190.raw 0 1 1 438 479

R.NAMFVPHYTLN.A Y 94.8 25.81 1305.6176 11 -0.2 653.8159 2 34.61 20 1686 OB5190.raw 0 1 1 381 391

total 35 peptides

Q0GM57|Q0GM57_ARAHY back to list
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Supporting Peptides:

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

Area DS4
tacka 19

na Figuri 1
#Spec

#Spec DS4
tacka 19

na Figuri 1
Start End PTM

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 77.55 3243.6006 30 1.4 1082.2090 3 38.26 20 1894 OB5190.raw 2.55E5 9 9 452 481

R.SSNPDIYNPQAGSLR.S Y 99.9 72.33 1617.7747 15 0.7 809.8952 2 31.15 20 1485 OB5190.raw 2.28E5 13 13 344 358

K.AQSENYEYLAFK.T Y 99.9 70.26 1461.6776 12 0.5 731.8464 2 33.93 20 1647 OB5190.raw 1.5E5 8 8 440 451

R.VYDEELQEGHVLVVPQNFAVAAK.A Y 99.9 64.47 2554.3066 23 0.3 852.4431 3 35.30 20 1725 OB5190.raw 3.91E4 3 3 417 439

R.SVNELDLPILGWLGLSA.Q Y 99.9 61.91 1795.9719 17 0.9 898.9940 2 46.60 20 2376 OB5190.raw 3.93E5 16 16 359 375

R.SVNELDLPILGWLGLSAQH.G Y 99.9 61.74 2061.0894 19 2.4 1031.5544 2 43.39 20 2185 OB5190.raw 2.29E4 2 2 359 377

R.SVNELDLPILGWLGLS.A Y 99.9 58.27 1724.9348 16 1.5 863.4760 2 46.78 20 2386 OB5190.raw 5.25E4 4 4 359 374

R.SVNELDLPILGWLGLSAQHGTIYR.N Y 99.9 57.16 2651.4070 24 0.4 884.8100 3 41.71 20 2089 OB5190.raw 2.31E6 49 49 359 382

N.PDIYNPQAGSLR.S Y 99.9 56.36 1329.6677 12 -0.8 665.8406 2 31.25 20 1491 OB5190.raw 9.45E3 2 2 347 358

N.GIEETIC(+57.02)SASVK.K Y 99.9 54.43 1292.6282 12 -0.9 647.3208 2 31.55 20 1508 OB5190.raw 2.34E4 1 1 327 338 Carbamidomethylation

K.TDSRPSIANLAGENSIID.N N 99.9 50.36 1871.9225 18 1.0 936.9695 2 35.06 20 1712 OB5190.raw 1.6E4 1 1 452 469

R.NAM(+15.99)FVPHYTLNAHTIVVALNGR.A Y 99.9 50.27 2453.2637 22 2.4 818.7638 3 35.51 20 1737 OB5190.raw 3.73E4 3 3 383 404 Oxidation (M)

R.SVNELDLPILGWLGLSAQ.H Y 99.9 49.68 1924.0305 18 1.8 963.0243 2 46.17 20 2350 OB5190.raw 3.66E3 2 2 359 376

K.TDSRPSIANLAGENSIIDNLPEE.V N 99.9 44.10 2454.1873 23 4.2 1228.1061 2 37.15 20 1831 OB5190.raw 1.45E4 2 2 452 474

R.SVNELDLPILGWLGL.S Y 99.8 41.15 1637.9028 15 0.9 819.9594 2 48.09 20 2465 OB5190.raw 3.32E5 6 6 359 373

K.TDSRPSIANLAGENSIIDNLPEEVVANSYRLPR.E Y 99.8 40.36 3609.8386 33 1.0 903.4678 4 38.45 20 1905 OB5190.raw 3.56E5 4 4 452 484

R.SVNELDLP(+15.99)ILGWLGLSA.Q Y 99.8 39.17 1811.9668 17 -2.0 906.9889 2 44.56 20 2254 OB5190.raw 1.21E4 1 1 359 375 Hydroxylation Pro

N.GIEETIC(+57.02)SASVKK.N Y 99.8 38.81 1420.7231 13 -0.1 711.3688 2 29.65 20 1399 OB5190.raw 1.2E4 1 1 327 339 Carbamidomethylation

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 99.8 38.77 2837.4043 27 2.2 946.8108 3 38.29 20 1896 OB5190.raw 2.51E4 2 2 452 478

L.GWLGLSAQHGTIYR.N Y 99.6 36.29 1557.8052 14 1.2 779.9108 2 33.88 20 1644 OB5190.raw 2.09E3 1 1 369 382

R.SVNELDLP(+15.99)ILGWLGLSAQHGTIYR.N Y 99.6 36.03 2667.4021 24 0.0 890.1413 3 39.31 20 1953 OB5190.raw 2.83E4 2 2 359 382 Hydroxylation Pro

R.NAMFVPHYTLNAHTIVVALNGR.A Y 99.6 35.48 2437.2688 22 1.9 813.4318 3 36.25 20 1779 OB5190.raw 0 1 1 383 404

K.AQSENYEYLAFKTD.S Y 99.5 34.96 1677.7522 14 1.7 839.8848 2 34.38 20 1673 OB5190.raw 4.07E3 1 1 440 453

R.NAM(+15.99)FVPHYTLN.A Y 99.4 34.35 1321.6125 11 0.8 661.8141 2 33.18 20 1603 OB5190.raw 8.05E3 1 1 383 393 Oxidation (M)



D.NLPEEVVANSYR.L Y 99.3 34.07 1389.6888 12 -1.0 695.8510 2 33.04 20 1594 OB5190.raw 6.13E3 1 1 470 481

D.IYNPQAGSLR.S Y 98.9 33.16 1117.5880 10 0.0 559.8013 2 28.99 20 1360 OB5190.raw 4.12E3 1 1 349 358

K.TDSRPSIANLAGENSIIDNLPE.E N 98.5 31.96 2325.1448 22 0.6 776.0560 3 37.27 20 1838 OB5190.raw 0 1 1 452 473

R.VYDEELQEGHVL.V N 98.4 30.97 1429.6725 12 -0.3 715.8433 2 33.41 20 1616 OB5190.raw 0 1 1 417 428

K.FFVPPFDHQSM(+15.99).R Y 98.2 30.48 1366.6016 11 0.2 684.3082 2 35.70 20 1748 OB5190.raw 1.41E4 2 2 498 508 Oxidation (M)

R.NAMFVP(+15.99)HYTLNAHTIVVALN(+.98)GR.A Y 98.2 30.29 2454.2478 22 -2.8 614.5675 4 35.19 20 1719 OB5190.raw 1.87E4 1 1 383 404 Hydroxylation Pro;
Deamidation (NQ)

R.N(+.98)AM(+15.99)FVPHYTLNAHTIVVALNGR.A Y 98.1 29.44 2454.2478 22 7.3 819.0959 3 35.88 20 1758 OB5190.raw 4.46E3 1 1 383 404 Deamidation (NQ);
Oxidation (M)

K.TDSRPSIANLAGENSIIDN(+.98)LPEEVVAN(+.98)SYRLPR.E Y 97.6 27.61 3611.8066 33 2.4 903.9611 4 37.24 20 1836 OB5190.raw 5.35E2 1 1 452 484 Deamidation (NQ)

K.FFVPPFDHQSM(+15.99)RE.V Y 97.4 27.06 1651.7452 13 0.7 551.5894 3 33.34 20 1612 OB5190.raw 1.57E5 1 1 498 510 Oxidation (M)

K.AQSENYEYLAFKTDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 97.4 27.02 4687.2676 42 -1.2 1172.8228 4 38.38 20 1901 OB5190.raw 0 1 1 440 481

R.NAMFVPHYTLN.A Y 94.8 25.81 1305.6176 11 -0.2 653.8159 2 34.61 20 1686 OB5190.raw 0 1 1 383 393

total 35 peptides

sp|K22E_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS4 tacka

19 na Figuri 1 #Spec
#Spec DS4
tacka 19 na

Figuri 1
Start End PTM

R.GGSGGGGSISGGGYGSGGGSGGR.Y Y 99.9 68.53 1740.7411 23 1.3 871.3790 2 25.42 20 1152 OB5190.raw 4.16E3 1 1 556 578

R.NLDLDSIIAEVKAQYEEIAQR.S Y 99.9 65.46 2417.2437 21 0.1 806.7552 3 41.92 20 2101 OB5190.raw 5.44E4 3 3 348 368

R.GFSSGSAVVSGGSR.R Y 99.9 63.68 1253.6000 14 -1.1 627.8066 2 27.93 20 1298 OB5190.raw 5.42E3 2 2 21 34

R.FLEQQNQVLQTK.W N 99.9 61.03 1474.7780 12 0.0 738.3962 2 30.91 20 1471 OB5190.raw 1.82E4 2 2 204 215

K.VDLLNQEIEFLK.V Y 99.9 56.21 1459.7922 12 -1.6 730.9022 2 38.12 20 1886 OB5190.raw 5.08E3 1 1 309 320

K.VLYDAEISQIHQSVTDTNVILSMDNSR.N Y 99.9 55.45 3047.4871 27 2.5 1016.8389 3 37.04 20 1825 OB5190.raw 5.09E3 2 2 321 347

K.SISISVAGGGGGFGAAGGFGGR.G Y 99.9 54.26 1837.9070 22 1.0 919.9617 2 35.35 20 1728 OB5190.raw 6.34E3 1 1 71 92

R.GSSSGGGYSSGSSSYGSGGR.Q Y 99.9 45.94 1739.6982 20 2.0 870.8581 2 25.02 20 1130 OB5190.raw 3.07E3 1 1 531 550

R.GGGFGGGSGFGGGSGFGGGSGFSGGGFGGGGFGGGR.F Y 99.9 42.89 2830.1868 36 0.0 944.4028 3 36.62 20 1800 OB5190.raw 0 1 1 93 128

G.GSGFGGGSGFGGGSGFSGGGFGGGGFGGGR.F Y 99.8 39.88 2398.0110 30 0.3 800.3445 3 35.65 20 1745 OB5190.raw 9.07E3 2 2 99 128

R.TSQNSELNNMQDLVEDYKK.K Y 99.8 39.01 2255.0376 19 2.2 752.6881 3 34.35 20 1671 OB5190.raw 8.38E3 2 2 254 272

K.IEISELNR.V N 99.8 38.28 972.5240 8 0.7 487.2696 2 31.10 20 1482 OB5190.raw 0 1 1 400 407



R.NKLNDLEEALQQAKEDLAR.L Y 99.6 35.90 2197.1338 19 0.0 733.3852 3 37.41 20 1846 OB5190.raw 6.05E3 1 1 446 464

R.FGGFGGPGGVGGLGGPGGFGPGGYPGGIHEVSVN.Q Y 99.6 35.24 2970.4048 34 4.5 991.1467 3 37.62 20 1858 OB5190.raw 2.26E3 1 1 129 162

R.FGGFGGPGGVGGLGGPGGFGPGGYPGGIHEVSVNQ.S Y 96.9 26.90 3098.4634 35 4.3 1033.8329 3 37.59 20 1856 OB5190.raw 0 1 1 129 163

R.FGGFGGPGGVGGLGGPGGFGPGGYPGGIHEVSVNQSLLQPLNVK.V Y 94.7 25.51 4091.0652 44 2.8 1023.7764 4 38.37 20 1900 OB5190.raw 0 1 1 129 172

total 16 peptides

sp|K1C9_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS4 tacka

19 na Figuri 1 #Spec #Spec DS4 tacka
19 na Figuri 1 Start End PTM

R.HGVQELEIELQSQLSKK.A Y 99.9 64.09 1965.0531 17 -0.7 656.0245 3 34.64 20 1688 OB5190.raw 2.62E4 2 2 375 391

R.SGGGGGGGLGSGGSIR.S Y 99.9 63.95 1231.5905 16 0.9 616.8030 2 25.90 20 1180 OB5190.raw 7.04E3 2 2 14 29

R.FSSSSGYGGGSSR.V Y 99.9 59.43 1234.5214 13 -0.7 618.2675 2 25.14 20 1137 OB5190.raw 8.09E3 3 3 47 59

R.GGGGSFGYSYGGGSGGGFSASSLGGGFGGGSR.G Y 99.9 57.16 2704.1538 32 0.8 902.3926 3 35.47 20 1735 OB5190.raw 9.11E3 2 2 64 95

K.NYSPYYNTIDDLKDQIVDLTVGNNK.T Y 99.9 56.97 2901.4031 25 1.7 968.1432 3 39.24 20 1949 OB5190.raw 1.01E5 4 4 200 224

R.GGSGGSYGGGGSGGGYGGGSGSR.G Y 99.9 56.13 1790.7203 23 -0.3 896.3672 2 24.79 20 1117 OB5190.raw 5.79E3 3 3 491 513

K.TLNDMRQEYEQLIAK.N Y 99.9 47.36 1850.9197 15 -0.2 617.9804 3 35.26 20 1723 OB5190.raw 4.19E4 2 2 322 336

K.STMQELNSR.L Y 99.9 46.69 1064.4921 9 0.0 533.2533 2 26.37 20 1207 OB5190.raw 8.35E3 1 1 155 163

R.GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK.S Y 99.9 43.83 3222.2742 40 1.8 1075.1006 3 27.81 20 1291 OB5190.raw 5.49E3 1 1 580 619

K.TLLDIDNTR.M Y 99.9 43.67 1059.5560 9 -0.4 530.7851 2 32.43 20 1558 OB5190.raw 8.5E3 2 2 225 233

K.EIETYHNLLEGGQEDFESSGAGK.I Y 99.8 39.79 2509.1245 23 1.1 837.3830 3 34.17 20 1661 OB5190.raw 5.66E3 1 1 450 472

K.NYSPYYNTIDDLKDQIVDLTVGNNKTLLDIDNTR.M Y 99.7 37.50 3942.9487 34 0.4 986.7449 4 40.03 20 1993 OB5190.raw 1.12E5 3 3 200 233

R.QGVDADINGLR.Q Y 99.7 37.44 1156.5836 11 1.0 579.2997 2 31.06 20 1480 OB5190.raw 3.88E3 1 1 251 261

K.DIENQYETQITQIEHEVSSSGQEVQSSAK.E Y 99.6 36.40 3263.5066 29 4.0 1088.8472 3 37.52 20 1852 OB5190.raw 2.26E4 2 2 340 368

R.LASYLDKVQALEEANNDLENKIQD.W Y 97.4 27.09 2732.3503 24 0.7 911.7914 3 36.16 20 1774 OB5190.raw 3.66E3 1 1 164 187

total 15 peptides

A1DZF0|A1DZF0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS4 tacka 19 na

Figuri 1 #Spec #Spec DS4 tacka 19 na
Figuri 1 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 72.25 1540.7673 13 0.0 771.3909 2 36.87 20 1815 OB5190.raw 4.99E4 6 6 388 400

K.SQSENFEYVAFK.T N 99.9 56.79 1447.6619 12 0.3 724.8384 2 34.01 20 1652 OB5190.raw 1.13E4 1 1 458 469

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E Y 99.9 56.55 3544.7434 33 0.6 1182.5891 3 39.26 20 1950 OB5190.raw 8E4 4 4 470 502

K.TANELNLLILRWLGLSAEYGNLYR.N Y 99.9 47.45 2791.5020 24 1.6 931.5094 3 43.42 20 2187 OB5190.raw 8.52E3 1 1 377 400

K.TANELNLLILR.W Y 99.9 45.56 1268.7452 11 -1.8 635.3788 2 36.92 20 1818 OB5190.raw 1.55E4 1 1 377 387

R.SPDIYNPQAGSLK.T N 99.8 41.39 1388.6936 13 1.6 695.3552 2 31.04 20 1479 OB5190.raw 2.95E3 1 1 364 376

R.VYDEELQEGHVL.V N 98.4 30.97 1429.6725 12 -0.3 715.8433 2 33.41 20 1616 OB5190.raw 0 1 1 435 446

R.NALFVPHYNTNAHSIIYALR.G N 98.0 28.71 2313.2019 20 -0.5 772.0742 3 35.21 20 1720 OB5190.raw 0 1 1 401 420

total 8 peptides

sp|Q6PSU2|CONG7_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
DS4

tacka
19 na

Figuri 1

#Spec

#Spec
DS4

tacka
19 na

Figuri 1

Start End PTM

R.C(+57.02)C(+57.02)NELNEFENNQR.C Y 99.9 75.15 1725.6835 13 0.8 863.8497 2 31.18 20 1487 OB5190.raw 1.02E5 7 7 103 115 Carbamidomethylation

R.C(+57.02)M(+15.99)C(+57.02)EALQQIM(+15.99)ENQSDRLQGR.Q Y 99.9 61.82 2498.0771 20 0.4 833.7000 3 31.74 20 1519 OB5190.raw 1.53E5 5 5 116 135 Carbamidomethylation;
Oxidation (M)

R.NLPQQC(+57.02)GLR.A Y 99.9 54.36 1084.5448 9 -0.9 543.2792 2 27.67 20 1283 OB5190.raw 1.95E5 10 10 147 155 Carbamidomethylation

R.ANLRPC(+57.02)EQHLM(+15.99)QK.I Y 99.9 54.06 1639.7922 13 -0.8 547.6042 3 25.11 20 1135 OB5190.raw 3.2E5 20 20 40 52 Carbamidomethylation;
Oxidation (M)

R.ANLRPC(+57.02)EQHLMQK.I Y 99.9 44.73 1623.7974 13 -1.6 542.2722 3 26.95 20 1242 OB5190.raw 1.18E4 2 2 40 52 Carbamidomethylation

A.RQQWELQGDRR.C Y 99.9 43.24 1470.7440 11 -0.8 491.2549 3 26.82 20 1234 OB5190.raw 1.35E5 4 4 22 32

R.C(+57.02)MC(+57.02)EALQQIM(+15.99)ENQSDRLQGR.Q Y 99.8 40.74 2482.0820 20 0.3 828.3682 3 33.20 20 1604 OB5190.raw 1.87E4 2 2 116 135 Carbamidomethylation;
Oxidation (M)

R.C(+57.02)C(+57.02)NELN(+.98)EFENNQR.C Y 99.8 38.98 1726.6675 13 7.1 864.3472 2 31.83 20 1524 OB5190.raw 8E2 1 1 103 115 Carbamidomethylation;



Deamidation (NQ)

R.NLPQQC(+57.02)GLRAPQR.C Y 98.4 30.79 1536.7943 13 0.3 513.2722 3 28.37 20 1323 OB5190.raw 0 1 1 147 159 Carbamidomethylation

R.N(+.98)LPQQC(+57.02)GLR.A Y 98.0 28.35 1085.5288 9 6.7 543.7753 2 28.82 20 1350 OB5190.raw 0 1 1 147 155 Deamidation (NQ);
Carbamidomethylation

total 10 peptides

sp|TRYP_PIG| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS4 tacka 19 na Figuri 1 #Spec #Spec DS4 tacka 19 na Figuri 1 Start End PTM

R.LGEHNIDVLEGNEQFINAA.K Y 99.9 61.26 2082.0017 19 3.0 1042.0112 2 35.97 20 1763 OB5190.raw 1.33E4 2 2 58 76

R.VATVSLPR.S Y 99.9 46.80 841.5021 8 0.3 421.7585 2 29.87 20 1412 OB5190.raw 2.36E5 5 5 108 115

K.LSSPATLNSR.V Y 99.9 45.11 1044.5564 10 -0.1 523.2854 2 27.53 20 1275 OB5190.raw 2.59E4 1 1 98 107

R.LGEHNIDVLEGNE.Q Y 99.8 41.56 1437.6736 13 0.5 719.8444 2 32.79 20 1579 OB5190.raw 2.86E4 2 2 58 70

R.LGEHNIDVLEGNEQFIN.A Y 99.6 35.80 1939.9275 17 1.2 970.9722 2 35.67 20 1746 OB5190.raw 2.07E4 1 1 58 74

total 5 peptides

Peptide List
 

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20overload%20h2%20i%20h6/2017-09-28%20h2,6%202de_PEAKS_66%20DS4/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 20 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2714
# of MS/MS scans 1339

Table 2. Result filtration parameters.
Peptide -10lgP ≥24.5
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 107
Peptide sequences 53
Protein groups 9
Proteins 12
Proteins (#Unique Peptides) 7 (>2); 1 (=2); 4 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 57

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

Oxidation 15.99 M 15 77.71 1.95E4 1000.00

Carbamidomethyl 57.02 C 8 73.67 2.81E3 1000.00

HydPro 15.99 P 4 41.80 1.55E3 32.97

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
DS5 tacka 20 na

Figuri 1 36 15 2 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99

Max Variable PTM Per Peptide: 5
Database: Uniprot_Peanut(3818)+cRAP_aug17
Taxon: All
Searched Entry: 1352
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB5192.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

Protein List

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

Protein Protein Score Coverage Coverage (%) DS5 tacka Area DS5 tacka 20 #Spec DS5 tacka Avg.



Group ID Accession (%) -10lgP (%) 20 na Figuri 1 na Figuri 1 #Peptides #Unique 20 na Figuri 1 PTM Mass Description

1 221 sp|K2C1_HUMAN| 99.1 185.35 31 31 6.68E4 13 13 22 Y 65886 sp|K2C1_HUMAN|

2 646 sp|K1C9_HUMAN| 99.1 162.91 33 33 8.56E4 9 9 17 N 62129 sp|K1C9_HUMAN|

4 220 sp|K1C10_HUMAN| 98.9 158.89 17 17 5.73E4 7 7 18 Y 59519 sp|K1C10_HUMAN|

3 89 Q647H3|Q647H3_ARAHY 99.0 135.10 17 17 4.3E4 7 3 15 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea P
E=2 SV=1

5 516 A5Z1R0|A5Z1R0_ARAHY 84.0 112.57 20 20 4.59E4 3 3 12 Y 16920 Ara h 6 OS=Arachis hypogaea GN=Ara
h 6 PE=4 SV=1

5 517 sp|Q647G9|CONG_ARAHY 84.0 112.57 20 20 4.59E4 3 3 12 Y 16920 Conglutin OS=Arachis hypogaea PE=1 
SV=1

7 1193 sp|TRYP_PIG| 98.3 110.49 18 18 1.54E5 6 6 14 Y 24409 sp|TRYP_PIG|

8 84 A1DZF0|A1DZF0_ARAHY 98.3 91.67 11 11 0E0 4 1 7 N 60375 Arachin 6 OS=Arachis hypogaea PE=2 
SV=1

9 964 sp|K22E_HUMAN| 90.8 75.43 8 8 2.36E4 2 2 4 N 65865 sp|K22E_HUMAN|

10 216 Q6IWG5|Q6IWG5_ARAHY 61.4 56.21 5 5 1.83E4 1 1 4 N 58061 Glycinin (Fragment) OS=Arachis hypog
aea PE=2 SV=1

10 218 E5G077|E5G077_ARAHY 61.4 56.21 5 5 1.83E4 1 1 4 N 58305 Ara h 3 allergen OS=Arachis hypogaea
GN=ara h 3 PE=3 SV=1

10 217 Q0GM57|Q0GM57_ARAHY 61.4 56.21 5 5 1.83E4 1 1 4 N 58263 Iso-Ara h3 OS=Arachis hypogaea PE=
2 SV=1

total 12 proteins

sp|K2C1_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
DS5

tacka
20 na
Figuri

1

#Spec

#Spec
DS5

tacka
20 na
Figuri

1

Start End PTM

R.FSSC(+57.02)GGGGGSFGAGGGFGSR.S Y 99.9 73.67 1764.7274 20 -1.2 883.3699 2 32.01 22 1538 OB5192.raw 2.81E3 1 1 45 64 Carbamidomethylation

R.SLDLDSIIAEVK.A Y 99.9 70.04 1301.7078 12 0.0 651.8611 2 39.05 22 1930 OB5192.raw 1.43E4 3 3 343 354

R.SLVNLGGSKSISISVAR.G Y 99.9 60.98 1686.9628 17 0.3 563.3284 3 33.70 22 1637 OB5192.raw 4.13E3 3 3 65 81

R.FLEQQNQVLQTKWELLQQVDTSTR.T Y 99.9 51.04 2931.5090 24 2.9 978.1798 3 37.03 22 1818 OB5192.raw 6.97E3 3 3 199 222

K.LALDLEIATYR.T Y 99.9 50.38 1276.7026 11 -2.2 639.3572 2 36.98 22 1815 OB5192.raw 1.97E3 1 1 472 482



R.THNLEPYFESFINNLR.R Y 99.8 45.35 1992.9694 16 0.2 665.3305 3 38.98 22 1926 OB5192.raw 7.81E3 1 1 223 238

K.SKAEAESLYQSKYEELQITAGR.H Y 99.4 38.58 2500.2444 22 0.9 626.0689 4 32.92 22 1590 OB5192.raw 3.11E3 1 1 364 385

R.MSGEC(+57.02)APNVSVSVSTSHTTISGGGSR.G Y 99.1 37.43 2564.1594 26 1.8 855.7286 3 30.94 22 1478 OB5192.raw 3.69E3 3 3 492 517 Carbamidomethylation

K.SISISVAR.G Y 98.1 34.04 831.4814 8 0.3 416.7481 2 30.31 22 1443 OB5192.raw 4.56E3 1 1 74 81

R.SLVNLGGSK.S Y 98.0 33.55 873.4919 9 -0.2 437.7531 2 30.21 22 1437 OB5192.raw 5.3E3 1 1 65 73

R.THNLEPYFESFINNLRR.R Y 97.8 32.13 2149.0703 17 -0.6 717.3636 3 38.46 22 1895 OB5192.raw 4.84E3 2 2 223 239

K.LDNLQQEIDFLTALYQAELSQM(+15.99)QTQISETNVILSM(+15.99)DNNR.S Y 95.7 30.37 4558.1841 39 7.0 1520.4126 3 44.58 22 2230 OB5192.raw 0 1 1 304 342 Oxidation (M)

K.SLNNQFASFIDKVR.F Y 84.6 26.17 1637.8525 14 1.0 546.9587 3 36.43 22 1788 OB5192.raw 7.35E3 1 1 185 198

total 13 peptides

sp|K1C9_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS5 tacka

20 na Figuri 1 #Spec #Spec DS5 tacka
20 na Figuri 1 Start End PTM

R.SGGGGGGGLGSGGSIR.S Y 99.9 69.53 1231.5905 16 0.2 616.8026 2 26.34 22 1243 OB5192.raw 7.28E3 3 3 14 29

R.GGGGSFGYSYGGGSGGGFSASSLGGGFGGGSR.G Y 99.9 63.19 2704.1538 32 -2.5 902.3896 3 35.92 22 1759 OB5192.raw 1.39E4 4 4 64 95

R.HGVQELEIELQSQLSKK.A Y 99.9 51.98 1965.0531 17 -0.6 656.0246 3 35.26 22 1721 OB5192.raw 2.51E3 1 1 375 391

R.GGSGGSYGGGGSGGGYGGGSGSR.G Y 99.8 46.46 1790.7203 23 2.6 896.3698 2 25.14 22 1182 OB5192.raw 2.71E3 2 2 491 513

K.NYSPYYNTIDDLKDQIVDLTVGNNK.T Y 99.8 45.20 2901.4031 25 1.2 968.1428 3 39.77 22 1970 OB5192.raw 1.2E4 2 2 200 224

R.GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK.S Y 99.8 43.92 3222.2742 40 -0.9 1075.0977 3 28.46 22 1344 OB5192.raw 2.49E3 1 1 580 619

K.TLNDMRQEYEQLIAK.N Y 98.0 33.68 1850.9197 15 0.4 617.9808 3 35.62 22 1742 OB5192.raw 1.3E4 2 2 322 336

K.DIENQYETQITQIEHEVSSSGQEVQSSAK.E Y 93.6 29.09 3263.5066 29 3.6 1088.8467 3 37.92 22 1866 OB5192.raw 2.33E3 1 1 340 368

K.NYSPYYNTIDDLKDQIVDLTVGNNKTLLDIDNTR.M Y 84.1 24.63 3942.9487 34 1.5 986.7460 4 40.67 22 2022 OB5192.raw 2.94E4 1 1 200 233

total 9 peptides

sp|K1C10_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area DS5
tacka 20

na Figuri 1
#Spec

#Spec DS5
tacka 20

na Figuri 1
Start End PTM

K.GSLGGGFSSGGFSGGSFSR.G Y 99.9 80.29 1706.7648 19 0.8 854.3904 2 34.39 22 1674 OB5192.raw 4.11E3 2 2 41 59

R.NVSTGDVNVEMNAAPGVDLTQLLNNMR.S Y 99.9 65.16 2871.3855 27 1.4 958.1371 3 40.37 22 2005 OB5192.raw 2.15E4 4 4 296 322

R.NVSTGDVNVEM(+15.99)NAAPGVDLTQLLNNMR.S Y 99.9 56.23 2887.3804 27 -3.4 963.4642 3 39.63 22 1962 OB5192.raw 7.21E3 2 2 296 322 Oxidation (M)

K.TIDDLKNQILNLTTDNANILLQIDNAR.L Y 99.9 55.72 3051.6201 27 -0.7 1018.2133 3 41.40 22 2063 OB5192.raw 1.18E4 3 3 202 228

R.YC(+57.02)VQLSQIQAQISALEEQLQQIR.A Y 99.8 45.16 2745.4119 23 0.6 916.1451 3 42.57 22 2129 OB5192.raw 4.7E3 2 2 400 422 Carbamidomethylation

R.NVSTGDVNVEM(+15.99)NAAPGVDLTQLLNNM(+15.99)R.S Y 99.7 42.41 2903.3752 27 9.5 968.8082 3 37.68 22 1854 OB5192.raw 1.39E3 1 1 296 322 Oxidation (M)

N.AAPGVDLTQLLNNMR.S Y 98.1 35.24 1611.8402 15 0.4 806.9277 2 39.15 22 1936 OB5192.raw 1.3E3 1 1 308 322

I.SSSKGSLGGGFSSGGFSGGSFSR.G Y 97.8 32.24 2095.9558 23 -0.3 699.6590 3 32.51 22 1568 OB5192.raw 3.41E3 2 2 37 59

R.ISSSKGSLGGGFSSGGFSGGSFSR.G Y 84.6 26.10 2209.0398 24 -2.8 737.3518 3 32.97 22 1593 OB5192.raw 1.92E3 1 1 36 59

total 9 peptides

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS5 tacka 20

na Figuri 1 #Spec #Spec DS5 tacka 20
na Figuri 1 Start End PTM



R.AGQEQENEGGNIFSGFTPEFLAQAFQVDDR.Q N 99.9 62.87 3300.4958 30 -0.8 1101.1716 3 42.07 22 2101 OB5192.raw 8.64E3 3 3 249 278

R.RFNLAGNHEQEFLR.Y N 99.9 47.46 1729.8647 14 -1.1 577.6282 3 31.84 22 1528 OB5192.raw 2.69E4 4 4 196 209

R.RFDEGDLIAVPTGVALW.M Y 99.9 46.71 1857.9624 17 2.1 929.9904 2 40.64 22 2020 OB5192.raw 2.77E4 2 2 150 166

D.TNNNDNQLDQFPR.R N 99.7 42.28 1574.7073 13 -1.3 788.3599 2 31.49 22 1507 OB5192.raw 7.09E2 1 1 183 195

R.SLPYSP(+15.99)YSP(+15.99)QSQPRQE.E Y 99.5 41.80 1894.8696 16 3.7 948.4456 2 30.24 22 1439 OB5192.raw 1.55E3 1 1 218 233 Hydroxylation
Pro

R.SLPYSP(+15.99)YSP(+15.99)QSQPR.Q Y 99.0 36.97 1637.7684 14 1.0 819.8923 2 30.07 22 1429 OB5192.raw 6.89E3 2 2 218 231 Hydroxylation
Pro

R.SLPYSP(+15.99)YSPQSQP(+15.99)R.Q Y 96.1 31.00 1637.7684 14 -1.4 819.8903 2 30.33 22 1444 OB5192.raw 6.89E3 1 1 218 231 Hydroxylation
Pro

R.FNLAGNHEQEFLR.Y N 93.3 27.97 1573.7637 13 -2.6 525.5938 3 33.08 22 1600 OB5192.raw 4.26E3 1 1 197 209

total 8 peptides

A5Z1R0|A5Z1R0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS5 tacka 20

na Figuri 1 #Spec #Spec DS5 tacka 20
na Figuri 1 Start End PTM

R.IM(+15.99)GEQEQYDSYDIR.S Y 99.9 77.71 1761.7516 14 0.0 881.8831 2 31.61 22 1514 OB5192.raw 1.95E4 5 5 55 68 Oxidation (M)

R.IMGEQEQYDSYDIR.S Y 99.9 76.34 1745.7566 14 1.5 873.8868 2 32.94 22 1591 OB5192.raw 8.67E2 1 1 55 68

R.IM(+15.99)GEQEQYDSYDIRSTR.S Y 99.8 45.06 2105.9324 17 -0.8 702.9842 3 30.01 22 1425 OB5192.raw 2.33E4 5 5 55 71 Oxidation (M)

R.ELM(+15.99)NLPQQC(+57.02)NFR.A Y 99.0 36.96 1564.7126 12 3.1 783.3660 2 31.81 22 1526 OB5192.raw 2.29E3 1 1 120 131 Oxidation (M);
Carbamidomethylation

total 4 peptides

sp|Q647G9|CONG_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS5 tacka 20

na Figuri 1 #Spec #Spec DS5 tacka 20
na Figuri 1 Start End PTM

R.IM(+15.99)GEQEQYDSYDIR.S Y 99.9 77.71 1761.7516 14 0.0 881.8831 2 31.61 22 1514 OB5192.raw 1.95E4 5 5 55 68 Oxidation (M)

R.IMGEQEQYDSYDIR.S Y 99.9 76.34 1745.7566 14 1.5 873.8868 2 32.94 22 1591 OB5192.raw 8.67E2 1 1 55 68

R.IM(+15.99)GEQEQYDSYDIRSTR.S Y 99.8 45.06 2105.9324 17 -0.8 702.9842 3 30.01 22 1425 OB5192.raw 2.33E4 5 5 55 71 Oxidation (M)

R.ELM(+15.99)NLPQQC(+57.02)NFR.A Y 99.0 36.96 1564.7126 12 3.1 783.3660 2 31.81 22 1526 OB5192.raw 2.29E3 1 1 120 131 Oxidation (M);
Carbamidomethylation

total 4 peptides

sp|TRYP_PIG| back to list



| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS5 tacka 20 na

Figuri 1 #Spec #Spec DS5 tacka 20
na Figuri 1 Start End PTM

R.LGEHNIDVLEGNEQFIN.A Y 99.9 53.23 1939.9275 17 3.0 970.9739 2 35.94 22 1760 OB5192.raw 2.03E4 3 3 58 74

R.LGEHNIDVLEGNEQFINAA.K Y 99.8 43.81 2082.0017 19 2.5 1042.0107 2 36.47 22 1790 OB5192.raw 3.81E3 2 2 58 76

R.LGEHNIDVLEGNE.Q Y 99.7 43.09 1437.6736 13 -0.1 719.8440 2 33.18 22 1606 OB5192.raw 1.49E4 3 3 58 70

R.VATVSLPR.S Y 99.4 39.93 841.5021 8 -0.2 421.7583 2 30.36 22 1446 OB5192.raw 1.14E5 4 4 108 115

K.VC(+57.02)NYVNWIQQTIAAN Y 98.0 33.49 1792.8567 15 0.5 897.4360 2 40.69 22 2023 OB5192.raw 0 1 1 217 231 Carbamidomethylation

R.LGEHNIDVLEGNEQFINA.A Y 84.3 25.81 2010.9646 18 -1.3 1006.4883 2 36.40 22 1786 OB5192.raw 4.38E2 1 1 58 75

total 6 peptides

A1DZF0|A1DZF0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS5 tacka 20 na

Figuri 1 #Spec #Spec DS5 tacka 20 na
Figuri 1 Start End PTM

R.RFNLAGNHEQEFLR.Y N 99.9 47.46 1729.8647 14 -1.1 577.6282 3 31.84 22 1528 OB5192.raw 2.69E4 4 4 195 208

R.AGQEQENEGGNIFSGFTSEFLAQAFQVDDR.Q Y 99.8 46.23 3290.4751 30 0.3 1097.8326 3 42.76 22 2140 OB5192.raw 0 1 1 249 278

D.TNNNDNQLDQFPR.R N 99.7 42.28 1574.7073 13 -1.3 788.3599 2 31.49 22 1507 OB5192.raw 7.09E2 1 1 182 194

R.FNLAGNHEQEFLR.Y N 93.3 27.97 1573.7637 13 -2.6 525.5938 3 33.08 22 1600 OB5192.raw 4.26E3 1 1 196 208

total 4 peptides

sp|K22E_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS5 tacka 20 na

Figuri 1 #Spec #Spec DS5 tacka 20 na
Figuri 1 Start End PTM

R.NLDLDSIIAEVKAQYEEIAQR.S Y 99.9 55.76 2417.2437 21 -0.8 806.7545 3 42.69 22 2136 OB5192.raw 2.16E4 3 3 348 368

G.GSGFGGGSGFGGGSGFSGGGFGGGGFGGGR.F Y 99.4 39.33 2398.0110 30 -0.9 800.3436 3 36.05 22 1767 OB5192.raw 2.02E3 1 1 99 128

total 2 peptides

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS5 tacka 20 na Figuri

1 #Spec #Spec DS5 tacka 20 na Figuri
1 Start End PTM

R.SVNELDLPILGWLGLSAQHGTIYR.N Y 99.9 56.21 2651.4070 24 2.2 884.8116 3 41.90 22 2091 OB5192.raw 1.83E4 4 4 357 380

total 1 peptides

E5G077|E5G077_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS5 tacka 20 na Figuri

1 #Spec #Spec DS5 tacka 20 na Figuri
1 Start End PTM

R.SVNELDLPILGWLGLSAQHGTIYR.N Y 99.9 56.21 2651.4070 24 2.2 884.8116 3 41.90 22 2091 OB5192.raw 1.83E4 4 4 359 382

total 1 peptides

Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS5 tacka 20 na Figuri

1 #Spec #Spec DS5 tacka 20 na Figuri
1 Start End PTM

R.SVNELDLPILGWLGLSAQHGTIYR.N Y 99.9 56.21 2651.4070 24 2.2 884.8116 3 41.90 22 2091 OB5192.raw 1.83E4 4 4 359 382

total 1 peptides

Peptide List
 

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20overload%20h2%20i%20h6/2017-09-28%20h2,6%202de_PEAKS_71%20DS5/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 21 2D gel DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2636
# of MS/MS scans 1430

Table 2. Result filtration parameters.
Peptide -10lgP ≥26
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 79
Peptide sequences 29
Protein groups 7
Proteins 10
Proteins (#Unique Peptides) 5 (>2); 1 (=2); 4 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 68

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

Oxidation 15.99 M 15 79.45 2.93E4 1000.00

HydPro 15.99 P 7 59.30 1.37E4 55.36

Carbamidomethyl 57.02 C 4 65.30 1.56E3 1000.00

Deamidation .98 Q 3 50.83  0.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
DS6 tacka 21 na

Figuri 1 20 9 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
  Deamidation (NQ): 0.98
  Oxidation (M): 15.99
  Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: Uniprot_Peanut(3818)+cRAP_aug17
Taxon: All
Searched Entry: 1352
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB5194.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

Protein List

Protein Accession Contains:



Protein Description Contains:
Protein Sample Area >=
Protein Ptm Contains:
Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%) DS6
tacka 21 na Figuri 1

Area DS6 tacka 21
na Figuri 1 #Peptides #Unique #Spec DS6 tacka

21 na Figuri 1 PTM Avg.
Mass Description

5 220 sp|K1C10_HUMAN| 98.4 138.79 13 13 3.1E4 5 5 15 Y 59519 sp|K1C10_HUMAN|

6 221 sp|K2C1_HUMAN| 98.8 138.01 14 14 1.82E4 5 5 8 Y 65886 sp|K2C1_HUMAN|

1 516 A5Z1R0|A5Z1R0_ARAHY 84.2 130.16 20 20 8.56E4 4 4 16 Y 16920 Ara h 6 OS=Arachis hypogaea 
GN=Ara h 6 PE=4 SV=1

1 517 sp|Q647G9|CONG_ARAHY 84.2 130.16 20 20 8.56E4 4 4 16 Y 16920 Conglutin OS=Arachis hypogaea
PE=1 SV=1

2 1193 sp|TRYP_PIG| 84.1 105.75 12 12 1.66E5 4 4 18 N 24409 sp|TRYP_PIG|

8 216 Q6IWG5|Q6IWG5_ARAHY 61.2 64.77 5 5 3.59E4 1 1 5 N 58061 Glycinin (Fragment) OS=Arachi
s hypogaea PE=2 SV=1

8 218 E5G077|E5G077_ARAHY 61.2 64.77 5 5 3.59E4 1 1 5 N 58305 Ara h 3 allergen OS=Arachis hy
pogaea GN=ara h 3 PE=3 SV=1

8 217 Q0GM57|Q0GM57_ARAHY 61.2 64.77 5 5 3.59E4 1 1 5 N 58263 Iso-Ara h3 OS=Arachis hypoga
ea PE=2 SV=1

15 646 sp|K1C9_HUMAN| 96.7 64.44 10 10 4.03E3 2 2 2 N 62129 sp|K1C9_HUMAN|

12 964 sp|K22E_HUMAN| 77.9 55.91 3 3 9.45E3 1 1 3 N 65865 sp|K22E_HUMAN|

total 10 proteins

sp|K1C10_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area DS6
tacka 21 na

Figuri 1
#Spec

#Spec DS6
tacka 21 na

Figuri 1
Start End PTM

K.GSLGGGFSSGGFSGGSFSR.G Y 99.9 72.25 1706.7648 19 0.8 854.3904 2 35.43 24 1724 OB5194.raw 9.14E3 3 3 41 59

R.ISSSKGSLGGGFSSGGFSGGSFSR.G Y 99.9 57.78 2209.0398 24 2.1 737.3554 3 33.97 24 1642 OB5194.raw 4.08E3 3 3 36 59

K.TIDDLKNQILNLTTDNANILLQIDNAR.L Y 99.9 55.46 3051.6201 27 -0.2 1018.2138 3 42.45 24 2111 OB5194.raw 5.26E3 3 3 202 228

R.NVSTGDVNVEMNAAPGVDLTQLLNNMR.S Y 99.8 47.74 2871.3855 27 2.4 958.1381 3 41.45 24 2052 OB5194.raw 7.5E3 3 3 296 322

R.NVSTGDVNVEMNAAPGVDLTQ(+.98)LLNNMR.S Y 99.6 41.19 2872.3694 27 8.9 958.4722 3 41.35 24 2046 OB5194.raw 7.75E2 1 1 296 322 Deamidation
(NQ)



I.SSSKGSLGGGFSSGGFSGGSFSR.G Y 98.3 36.10 2095.9558 23 1.0 699.6599 3 33.56 24 1619 OB5194.raw 4.27E3 2 2 37 59

total 6 peptides

sp|K2C1_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
DS6

tacka
21 na
Figuri

1

#Spec

#Spec
DS6

tacka
21 na
Figuri

1

Start End PTM

R.SLDLDSIIAEVK.A Y 99.9 68.74 1301.7078 12 -0.8 651.8607 2 40.03 24 1970 OB5194.raw 9.91E3 4 4 343 354

R.FSSC(+57.02)GGGGGSFGAGGGFGSR.S Y 99.9 65.30 1764.7274 20 4.6 883.3751 2 33.12 24 1594 OB5194.raw 1.56E3 1 1 45 64 Carbamidomethylation

R.SLVNLGGSK.S Y 99.6 42.55 873.4919 9 -0.2 437.7531 2 31.31 24 1492 OB5194.raw 4.21E3 1 1 65 73

R.SLVNLGGSKSISISVAR.G Y 99.6 41.95 1686.9628 17 0.5 563.3285 3 34.87 24 1695 OB5194.raw 2.54E3 1 1 65 81

K.LDNLQQEIDFLTALYQAELSQMQTQISETNVILSMDNNR.S Y 92.2 31.08 4526.1943 39 0.9 1509.7401 3 48.08 24 2412 OB5194.raw 0 1 1 304 342

total 5 peptides

A5Z1R0|A5Z1R0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score -10lgP Mass Length ppm m/z z RT Fraction Scan Source File
Area DS6

tacka 21 na #Spec
#Spec DS6
tacka 21 na Start End PTM



(%) Figuri 1 Figuri 1

R.IM(+15.99)GEQEQYDSYDIR.S Y 99.9 79.45 1761.7516 14 0.7 881.8837 2 32.73 24 1571 OB5194.raw 2.93E4 6 6 55 68 Oxidation (M)

R.ELM(+15.99)NLPQQC(+57.02)NFR.A Y 99.9 51.28 1564.7126 12 -1.0 783.3629 2 32.83 24 1577 OB5194.raw 5.59E3 3 3 120 131 Oxidation (M);
Carbamidomethylation

R.IM(+15.99)GEQEQ(+.98)YDSYDIR.S Y 99.9 50.83 1762.7356 14 2.9 882.3776 2 33.17 24 1597 OB5194.raw 0 1 1 55 68 Oxidation (M);
Deamidation (NQ)

R.IM(+15.99)GEQEQYDSYDIRSTR.S Y 99.6 43.07 2105.9324 17 1.4 702.9857 3 31.66 24 1512 OB5194.raw 4.91E4 5 5 55 71 Oxidation (M)

E.QYDSYDIR.S Y 88.6 29.13 1058.4668 8 -0.7 530.2403 2 30.99 24 1473 OB5194.raw 1.65E3 1 1 61 68

total 5 peptides

sp|Q647G9|CONG_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area DS6
tacka 21 na

Figuri 1
#Spec

#Spec DS6
tacka 21 na

Figuri 1
Start End PTM

R.IM(+15.99)GEQEQYDSYDIR.S Y 99.9 79.45 1761.7516 14 0.7 881.8837 2 32.73 24 1571 OB5194.raw 2.93E4 6 6 55 68 Oxidation (M)

R.ELM(+15.99)NLPQQC(+57.02)NFR.A Y 99.9 51.28 1564.7126 12 -1.0 783.3629 2 32.83 24 1577 OB5194.raw 5.59E3 3 3 120 131 Oxidation (M);
Carbamidomethylation

R.IM(+15.99)GEQEQ(+.98)YDSYDIR.S Y 99.9 50.83 1762.7356 14 2.9 882.3776 2 33.17 24 1597 OB5194.raw 0 1 1 55 68 Oxidation (M);
Deamidation (NQ)

R.IM(+15.99)GEQEQYDSYDIRSTR.S Y 99.6 43.07 2105.9324 17 1.4 702.9857 3 31.66 24 1512 OB5194.raw 4.91E4 5 5 55 71 Oxidation (M)

E.QYDSYDIR.S Y 88.6 29.13 1058.4668 8 -0.7 530.2403 2 30.99 24 1473 OB5194.raw 1.65E3 1 1 61 68

total 5 peptides

sp|TRYP_PIG| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS6 tacka 21 na

Figuri 1 #Spec #Spec DS6 tacka 21 na
Figuri 1 Start End PTM

R.LGEHNIDVLEGNEQFINAA.K Y 99.9 52.57 2082.0017 19 2.7 1042.0110 2 37.51 24 1834 OB5194.raw 3.13E3 4 4 58 76

R.LGEHNIDVLEGNEQFIN.A Y 99.9 52.28 1939.9275 17 2.2 970.9731 2 37.11 24 1814 OB5194.raw 1.75E4 4 4 58 74

R.VATVSLPR.S Y 99.8 46.72 841.5021 8 0.1 421.7584 2 31.24 24 1488 OB5194.raw 1.26E5 5 5 108 115



R.LGEHNIDVLEGNE.Q Y 99.7 45.83 1437.6736 13 5.7 719.8481 2 34.22 24 1657 OB5194.raw 1.85E4 5 5 58 70

total 4 peptides

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS6 tacka 21

na Figuri 1 #Spec #Spec DS6 tacka 21
na Figuri 1 Start End PTM

R.SVNELDLPILGWLGLSAQHGTIYR.N Y 99.7 44.31 2651.4070 24 0.5 884.8101 3 43.07 24 2147 OB5194.raw 3.59E4 5 5 357 380

total 1 peptides

E5G077|E5G077_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS6 tacka 21

na Figuri 1 #Spec #Spec DS6 tacka 21
na Figuri 1 Start End PTM

R.SVNELDLPILGWLGLSAQHGTIYR.N Y 99.7 44.31 2651.4070 24 0.5 884.8101 3 43.07 24 2147 OB5194.raw 3.59E4 5 5 359 382

total 1 peptides

Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS6 tacka 21

na Figuri 1 #Spec #Spec DS6 tacka 21
na Figuri 1 Start End PTM

R.SVNELDLPILGWLGLSAQHGTIYR.N Y 99.7 44.31 2651.4070 24 0.5 884.8101 3 43.07 24 2147 OB5194.raw 3.59E4 5 5 359 382

total 1 peptides

sp|K1C9_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area DS6
tacka 21

na Figuri 1
#Spec

#Spec
DS6 tacka

21 na
Figuri 1

Start End PTM

R.GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK.S Y 99.9 49.71 3222.2742 40 2.4 1075.1012 3 29.40 24 1394 OB5194.raw 1.97E3 1 1 580 619

R.GGSGGSYGGGGSGGGYGGGSGSR.G Y 89.0 29.45 1790.7203 23 -0.3 896.3672 2 26.30 24 1244 OB5194.raw 2.06E3 1 1 491 513

total 2 peptides

sp|K22E_HUMAN| back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area DS6 tacka 21 na

Figuri 1 #Spec #Spec DS6 tacka 21 na
Figuri 1 Start End PTM

R.NLDLDSIIAEVKAQYEEIAQR.S Y 99.9 55.91 2417.2437 21 1.1 806.7560 3 43.50 24 2172 OB5194.raw 9.45E3 3 3 348 368

total 1 peptides

Peptide List
 

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20overload%20h2%20i%20h6/2017-09-28%20h2,6%202de_PEAKS_70%20DS6/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

Spot 22 from DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


(a) (b)

Table 1. Statistics of data.
# of MS scans 3127
# of MS/MS scans 1942

Table 2. Result filtration parameters.
Peptide -10lgP ≥26
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 14
Peptide sequences 6
Protein groups 2
Proteins 2
Proteins (#Unique Peptides) 0 (>2); 1 (=2); 1 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 9

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

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 27 6 0 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99

Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3625.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



Protein List

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

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 27

Area
Sample 27 #Peptides #Unique #Spec

Sample 27 PTM Avg.
Mass Description

1 15 Q647H3|Q647H3_ARAHY 98.9 127.76 15 15 1.37E4 4 2 10 N 61532 Arachin Ahy-2 OS=Arachis hypog
aea PE=2 SV=1

2 2 A1DZF0|A1DZF0_ARAHY 98.6 103.49 9 9 2.29E3 3 1 7 N 60375 Arachin 6 OS=Arachis hypogaea 
PE=2 SV=1

total 2 proteins

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 27 #Spec #Spec
Sample 27 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 67.33 1540.7673 13 0.4 771.3912 2 32.74 27 1615 OB3625.raw 4.2E3 3 3 396 408

K.TDSRPSIANLAGENSIIDNLPEEVVANSYGLPR.E Y 99.9 63.26 3510.7590 33 2.1 1171.2627 3 34.88 27 1873 OB3625.raw 0 2 2 478 510

K.TANDLNLLILR.W Y 98.5 45.08 1254.7296 11 1.1 628.3727 2 32.66 27 1605 OB3625.raw 1.37E4 3 3 385 395

R.VYDEELQEGHVLVVPQNFAVAGK.S N 95.5 34.94 2540.2910 23 -0.7 847.7703 3 30.84 27 1446 OB3625.raw 1.53E4 2 2 443 465

total 4 peptides

A1DZF0|A1DZF0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

27 #Spec #Spec Sample
27 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 67.33 1540.7673 13 0.4 771.3912 2 32.74 27 1615 OB3625.raw 4.2E3 3 3 388 400

R.VYDEELQEGHVLVVPQNFAVAGK.S N 95.5 34.94 2540.2910 23 -0.7 847.7703 3 30.84 27 1446 OB3625.raw 1.53E4 2 2 435 457

K.TANELNLLILR.W Y 95.0 34.16 1268.7452 11 7.2 635.3845 2 32.82 27 1622 OB3625.raw 2.29E3 2 2 377 387

total 3 peptides

Peptide List

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_122%20spot26/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 23 DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2925
# of MS/MS scans 3268

Table 2. Result filtration parameters.
Peptide -10lgP ≥25
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 234
Peptide sequences 86
Protein groups 4
Proteins 18
Proteins (#Unique Peptides) 0 (>2); 0 (=2); 18 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 59

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

Carbamidomethyl 57.02 C 97 80.34 4.6E4 1000.00

Deamidation .98 NQ 67 61.79 30.41

HydPro 15.99 P 14 56.67 6.81E3 0.00

Oxidation 15.99 M 1 27.27 1.33E3 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 31 77 9 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3629.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

Protein List

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



Protein Ptm Contains:
Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 31

Area
Sample 31 #Peptides #Unique #Spec

Sample 31 PTM Avg.
Mass Description

1 15 Q647H3|Q647H3_ARAHY 99.1 181.68 24 24 8.3E2 10 1 157 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=2 SV=1

1 5 Q5I6T2|Q5I6T2_ARAHY 99.1 181.68 24 24 8.3E2 10 1 157 Y 60736 Arachin Ahy-4 OS=Arachis hypogaea PE=2 SV=1

1 13 Q9FZ11|Q9FZ11_ARAHY 99.1 181.68 24 24 8.3E2 10 1 157 Y 60449 Gly1 OS=Arachis hypogaea GN=Gly1 PE=2 SV=1

2 7 Q647H4|Q647H4_ARAHY 99.1 178.08 22 22 1.93E3 9 1 155 Y 61506 Arachin Ahy-1 OS=Arachis hypogaea PE=2 SV=1

2 10 Q8LKN1|Q8LKN1_ARAHY 99.1 178.08 22 22 1.93E3 9 1 155 Y 61738 Allergen Arah3/Arah4 OS=Arachis hypogaea PE=3 SV=1

6 41 Q6IWG5|Q6IWG5_ARAHY 84.1 64.34 7 7 1.83E4 2 1 6 Y 58061 Glycinin (Fragment) OS=Arachis hypogaea PE=2 SV=1

6 42 Q0GM57|Q0GM57_ARAHY 84.1 64.34 7 7 1.83E4 2 1 6 Y 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 SV=1

6 45 E5G077|E5G077_ARAHY 84.1 64.34 7 7 1.83E4 2 1 6 Y 58305 Ara h 3 allergen OS=Arachis hypogaea GN=ara h 3 PE=3 SV
=1

19 122 E9LFE7|E9LFE7_ARAHY 61.0 35.48 9 9 6.93E3 1 1 1 N 15873 7S conarachin (Fragment) OS=Arachis hypogaea PE=2 SV=1

19 69 Q6PSU5|Q6PSU5_ARAHY 61.0 35.48 4 4 6.93E3 1 1 1 N 33604 Conarachin (Fragment) OS=Arachis hypogaea PE=2 SV=1

19 57 Q6PSU6|Q6PSU6_ARAHY 61.0 35.48 4 4 6.93E3 1 1 1 N 34133 Conarachin (Fragment) OS=Arachis hypogaea PE=2 SV=1

19 27 Q6PSU4|Q6PSU4_ARAHY 61.0 35.48 3 3 6.93E3 1 1 1 N 48095 Conarachin (Fragment) OS=Arachis hypogaea PE=2 SV=1

19 26 Q6PSU3|Q6PSU3_ARAHY 61.0 35.48 2 2 6.93E3 1 1 1 N 66575 Conarachin (Fragment) OS=Arachis hypogaea PE=4 SV=1

19 21 sp|P43237|ALL11_ARAHY 61.0 35.48 2 2 6.93E3 1 1 1 N 70283 Allergen Ara h 1, clone P17 OS=Arachis hypogaea PE=1 SV=
1

19 23 B3IXL2|B3IXL2_ARAHY 61.0 35.48 2 2 6.93E3 1 1 1 N 70283 Main allergen Ara h1 OS=Arachis hypogaea PE=2 SV=1

19 55 E5G076|E5G076_ARAHY 61.0 35.48 2 2 6.93E3 1 1 1 N 70788 Ara h 1 allergen OS=Arachis hypogaea GN=ara h 1 PE=4 SV
=1

19 18 N1NG13|N1NG13_ARAHY 61.0 35.48 2 2 6.93E3 1 1 1 N 71345 Seed storage protein Ara h1 OS=Arachis hypogaea GN=ARA
X_AHF417E07-017 PE=4 SV=1

19 20 sp|P43238|ALL12_ARAHY 61.0 35.48 2 2 6.93E3 1 1 1 N 71345 Allergen Ara h 1, clone P41B OS=Arachis hypogaea PE=1 SV
=1

total 18 proteins

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
Sample

31
#Spec

#Spec
Sample

31
Start End PTM

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 99.9 80.34 2473.1372 22 0.8 1237.5769 2 34.31 31 2107 OB3629.raw 1.05E5 10 10 99 120 Carbamidomethylation

R.RPFYSNAPQEIFIQQGR.G N 99.9 76.75 2050.0383 17 0.5 684.3537 3 30.01 31 1649 OB3629.raw 1.45E6 57 57 82 98

R.RPFYSNAPQ(+.98)EIFIQQGR.G N 99.9 61.79 2051.0225 17 1.5 684.6824 3 30.67 31 1716 OB3629.raw 1.9E3 2 2 82 98 Deamidation (NQ)

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R N 99.9 56.67 2489.1321 22 3.2 1245.5773 2 34.06 31 2074 OB3629.raw 3.37E4 3 3 99 120 Carbamidomethylation;
Hydroxylation Pro

R.LESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 56.16 3069.3774 27 0.4 1024.1335 3 32.91 31 1932 OB3629.raw 1.62E5 5 5 46 72 Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R N 99.9 55.50 2474.1211 22 2.0 1238.0703 2 34.44 31 2125 OB3629.raw 7.86E4 3 3 99 120 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R N 99.9 53.73 2474.1211 22 2.6 825.7165 3 34.52 31 2136 OB3629.raw 1.45E5 11 11 99 120 Carbamidomethylation;
Deamidation (NQ)

R.RPFYSN(+.98)APQEIFIQQGR.G N 99.9 53.56 2051.0225 17 4.7 1026.5233 2 30.56 31 1705 OB3629.raw 1.9E3 3 3 82 98 Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 53.49 1534.6470 12 -0.3 768.3306 2 24.94 31 1228 OB3629.raw 3.89E4 4 4 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R N 99.9 53.36 2489.1321 22 -1.6 1245.5713 2 34.01 31 2067 OB3629.raw 6.81E3 1 1 99 120 Hydroxylation Pro;
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQR.L N 99.9 52.53 1534.6470 12 -3.3 768.3282 2 24.42 31 1182 OB3629.raw 1.68E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 99.9 52.08 1533.6630 12 0.6 767.8392 2 24.20 31 1160 OB3629.raw 2.26E4 5 5 25 36 Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.9 46.57 1535.6311 12 -2.8 768.8207 2 25.23 31 1252 OB3629.raw 5.14E4 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)



R.RPFYSN(+.98)APQ(+.98)EIFIQQGR.G N 99.9 45.81 2052.0063 17 -5.7 685.0055 3 31.03 31 1749 OB3629.raw 0 4 4 82 98 Deamidation (NQ)

R.LESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.9 44.91 3070.3613 27 2.8 1024.4639 3 33.22 31 1967 OB3629.raw 4.37E4 3 3 46 72 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.8 43.93 1535.6311 12 -6.4 768.8179 2 25.87 31 1300 OB3629.raw 5.14E4 3 3 25 36 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 99.8 41.99 3070.3613 27 -2.4 1024.4586 3 33.40 31 1989 OB3629.raw 4.37E4 4 4 46 72 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)Q(+.98)GR.R N 99.7 41.84 2491.1001 22 2.1 1246.5599 2 35.61 31 2261 OB3629.raw 2.61E3 1 1 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGR.R N 99.7 40.91 2490.1160 22 3.0 1246.0690 2 34.28 31 2104 OB3629.raw 1.68E4 2 2 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.7 40.78 1388.6936 13 0.2 695.3542 2 27.33 31 1423 OB3629.raw 4.69E3 2 2 372 384

R.LNAQRPDNR.L N 99.7 40.13 1082.5581 9 -1.4 361.8595 3 18.39 31 832 OB3629.raw 2.83E4 3 3 37 45

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.7 39.66 1535.6311 12 -1.4 768.8218 2 25.42 31 1265 OB3629.raw 5.14E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GR.R N 99.7 39.43 2490.1160 22 6.6 831.0514 3 34.18 31 2090 OB3629.raw 1.38E3 2 2 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)QPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.6 38.37 1536.6151 12 0.2 769.3150 2 26.22 31 1327 OB3629.raw 6.79E3 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

K.TANDLNLLILR.W N 99.4 36.36 1254.7296 11 -4.1 628.3695 2 32.87 31 1928 OB3629.raw 2.27E3 1 1 385 395

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 99.4 35.60 1536.6151 12 2.7 769.3169 2 25.65 31 1281 OB3629.raw 8.11E1 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQ(+.98)PEENAC(+57.02)QFQR.L N 99.3 34.68 1534.6470 12 -0.7 768.3302 2 25.04 31 1236 OB3629.raw 2.22E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.1 34.16 1535.6311 12 -0.9 768.8221 2 25.60 31 1278 OB3629.raw 5.14E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWN(+.98)P(+15.99)NNQEFEC(+57.02)AGVALSR.L N 99.1 33.50 3086.3562 27 -2.7 1029.7899 3 33.93 31 2057 OB3629.raw 0 1 1 46 72
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.H N 99.1 33.04 2631.2063 23 2.1 878.0779 3 33.53 31 2004 OB3629.raw 1.74E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R N 99.1 32.96 2491.1001 22 -3.9 831.3707 3 35.65 31 2267 OB3629.raw 0 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 99.1 32.60 2038.9166 16 6.7 680.6507 3 27.42 31 1434 OB3629.raw 7.74E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)QPEEN(+.98)AC(+57.02)QFQR.L N 98.1 30.88 2038.9166 16 -4.8 680.6429 3 27.56 31 1446 OB3629.raw 7.74E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

K.SQSDNFEYVAFK.T Y 98.0 30.71 1433.6462 12 -1.6 717.8293 2 30.30 31 1679 OB3629.raw 8.3E2 2 2 466 477

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)QGR.R N 98.0 30.33 2490.1160 22 1.7 831.0474 3 35.48 31 2246 OB3629.raw 7.21E3 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R N 97.9 29.73 2475.1052 22 1.7 1238.5620 2 35.35 31 2231 OB3629.raw 2.89E3 2 2 99 120 Carbamidomethylation;
Deamidation (NQ)

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 97.9 29.45 2039.9006 16 0.0 680.9742 3 27.87 31 1476 OB3629.raw 1.55E4 2 2 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 97.1 28.62 2039.9006 16 -1.6 680.9731 3 28.10 31 1505 OB3629.raw 1.55E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 97.0 28.13 2040.8846 16 -7.1 681.2973 3 28.24 31 1517 OB3629.raw 5.76E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 96.9 27.39 2040.8846 16 0.8 681.3027 3 28.36 31 1525 OB3629.raw 5.76E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWNP(+15.99)NNQEFEC(+57.02)AGVALSR.L N 96.9 27.28 3085.3723 27 6.9 1029.4718 3 33.77 31 2035 OB3629.raw 6.29E1 1 1 46 72 Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.H N 95.1 26.50 2630.2224 23 0.2 877.7482 3 33.12 31 1954 OB3629.raw 3.19E4 1 1 99 121 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 94.7 25.99 1536.6151 12 -2.4 769.3130 2 26.32 31 1335 OB3629.raw 6.79E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation
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R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 99.9 80.34 2473.1372 22 0.8 1237.5769 2 34.31 31 2107 OB3629.raw 1.05E5 10 10 99 120 Carbamidomethylation

R.RPFYSNAPQEIFIQQGR.G N 99.9 76.75 2050.0383 17 0.5 684.3537 3 30.01 31 1649 OB3629.raw 1.45E6 57 57 82 98

R.RPFYSNAPQ(+.98)EIFIQQGR.G N 99.9 61.79 2051.0225 17 1.5 684.6824 3 30.67 31 1716 OB3629.raw 1.9E3 2 2 82 98 Deamidation (NQ)

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R N 99.9 56.67 2489.1321 22 3.2 1245.5773 2 34.06 31 2074 OB3629.raw 3.37E4 3 3 99 120 Carbamidomethylation;
Hydroxylation Pro

R.IESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 56.16 3069.3774 27 0.4 1024.1335 3 32.91 31 1932 OB3629.raw 1.62E5 5 5 46 72 Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R N 99.9 55.50 2474.1211 22 2.0 1238.0703 2 34.44 31 2125 OB3629.raw 7.86E4 3 3 99 120 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R N 99.9 53.73 2474.1211 22 2.6 825.7165 3 34.52 31 2136 OB3629.raw 1.45E5 11 11 99 120 Carbamidomethylation;
Deamidation (NQ)

R.RPFYSN(+.98)APQEIFIQQGR.G N 99.9 53.56 2051.0225 17 4.7 1026.5233 2 30.56 31 1705 OB3629.raw 1.9E3 3 3 82 98 Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 53.49 1534.6470 12 -0.3 768.3306 2 24.94 31 1228 OB3629.raw 3.89E4 4 4 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R N 99.9 53.36 2489.1321 22 -1.6 1245.5713 2 34.01 31 2067 OB3629.raw 6.81E3 1 1 99 120 Hydroxylation Pro;
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQR.L N 99.9 52.53 1534.6470 12 -3.3 768.3282 2 24.42 31 1182 OB3629.raw 1.68E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation



R.QQPEENAC(+57.02)QFQR.L N 99.9 52.08 1533.6630 12 0.6 767.8392 2 24.20 31 1160 OB3629.raw 2.26E4 5 5 25 36 Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.9 46.57 1535.6311 12 -2.8 768.8207 2 25.23 31 1252 OB3629.raw 5.14E4 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.RPFYSN(+.98)APQ(+.98)EIFIQQGR.G N 99.9 45.81 2052.0063 17 -5.7 685.0055 3 31.03 31 1749 OB3629.raw 0 4 4 82 98 Deamidation (NQ)

R.IESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.9 44.91 3070.3613 27 2.8 1024.4639 3 33.22 31 1967 OB3629.raw 4.37E4 3 3 46 72 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.8 43.93 1535.6311 12 -6.4 768.8179 2 25.87 31 1300 OB3629.raw 5.14E4 3 3 25 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 99.8 41.99 3070.3613 27 -2.4 1024.4586 3 33.40 31 1989 OB3629.raw 4.37E4 4 4 46 72 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)Q(+.98)GR.R N 99.7 41.84 2491.1001 22 2.1 1246.5599 2 35.61 31 2261 OB3629.raw 2.61E3 1 1 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGR.R N 99.7 40.91 2490.1160 22 3.0 1246.0690 2 34.28 31 2104 OB3629.raw 1.68E4 2 2 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.7 40.78 1388.6936 13 0.2 695.3542 2 27.33 31 1423 OB3629.raw 4.69E3 2 2 365 377

R.LNAQRPDNR.I N 99.7 40.13 1082.5581 9 -1.4 361.8595 3 18.39 31 832 OB3629.raw 2.83E4 3 3 37 45

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.7 39.66 1535.6311 12 -1.4 768.8218 2 25.42 31 1265 OB3629.raw 5.14E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GR.R N 99.7 39.43 2490.1160 22 6.6 831.0514 3 34.18 31 2090 OB3629.raw 1.38E3 2 2 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)QPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.6 38.37 1536.6151 12 0.2 769.3150 2 26.22 31 1327 OB3629.raw 6.79E3 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

K.TANDLNLLILR.W N 99.4 36.36 1254.7296 11 -4.1 628.3695 2 32.87 31 1928 OB3629.raw 2.27E3 1 1 378 388

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 99.4 35.60 1536.6151 12 2.7 769.3169 2 25.65 31 1281 OB3629.raw 8.11E1 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQ(+.98)PEENAC(+57.02)QFQR.L N 99.3 34.68 1534.6470 12 -0.7 768.3302 2 25.04 31 1236 OB3629.raw 2.22E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.1 34.16 1535.6311 12 -0.9 768.8221 2 25.60 31 1278 OB3629.raw 5.14E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)P(+15.99)NNQEFEC(+57.02)AGVALSR.L N 99.1 33.50 3086.3562 27 -2.7 1029.7899 3 33.93 31 2057 OB3629.raw 0 1 1 46 72
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.S N 99.1 33.04 2631.2063 23 2.1 878.0779 3 33.53 31 2004 OB3629.raw 1.74E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R N 99.1 32.96 2491.1001 22 -3.9 831.3707 3 35.65 31 2267 OB3629.raw 0 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 99.1 32.60 2038.9166 16 6.7 680.6507 3 27.42 31 1434 OB3629.raw 7.74E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)QPEEN(+.98)AC(+57.02)QFQR.L N 98.1 30.88 2038.9166 16 -4.8 680.6429 3 27.56 31 1446 OB3629.raw 7.74E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

K.SQSDNFEYVAFK.T Y 98.0 30.71 1433.6462 12 -1.6 717.8293 2 30.30 31 1679 OB3629.raw 8.3E2 2 2 459 470

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)QGR.R N 98.0 30.33 2490.1160 22 1.7 831.0474 3 35.48 31 2246 OB3629.raw 7.21E3 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R N 97.9 29.73 2475.1052 22 1.7 1238.5620 2 35.35 31 2231 OB3629.raw 2.89E3 2 2 99 120 Carbamidomethylation;
Deamidation (NQ)

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 97.9 29.45 2039.9006 16 0.0 680.9742 3 27.87 31 1476 OB3629.raw 1.55E4 2 2 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 97.1 28.62 2039.9006 16 -1.6 680.9731 3 28.10 31 1505 OB3629.raw 1.55E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 97.0 28.13 2040.8846 16 -7.1 681.2973 3 28.24 31 1517 OB3629.raw 5.76E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 96.9 27.39 2040.8846 16 0.8 681.3027 3 28.36 31 1525 OB3629.raw 5.76E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNP(+15.99)NNQEFEC(+57.02)AGVALSR.L N 96.9 27.28 3085.3723 27 6.9 1029.4718 3 33.77 31 2035 OB3629.raw 6.29E1 1 1 46 72 Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.S N 95.1 26.50 2630.2224 23 0.2 877.7482 3 33.12 31 1954 OB3629.raw 3.19E4 1 1 99 121 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 94.7 25.99 1536.6151 12 -2.4 769.3130 2 26.32 31 1335 OB3629.raw 6.79E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation
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R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 99.9 80.34 2473.1372 22 0.8 1237.5769 2 34.31 31 2107 OB3629.raw 1.05E5 10 10 100 121 Carbamidomethylation

R.RPFYSNAPQEIFIQQGR.G N 99.9 76.75 2050.0383 17 0.5 684.3537 3 30.01 31 1649 OB3629.raw 1.45E6 57 57 83 99

R.RPFYSNAPQ(+.98)EIFIQQGR.G N 99.9 61.79 2051.0225 17 1.5 684.6824 3 30.67 31 1716 OB3629.raw 1.9E3 2 2 83 99 Deamidation (NQ)

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R N 99.9 56.67 2489.1321 22 3.2 1245.5773 2 34.06 31 2074 OB3629.raw 3.37E4 3 3 100 121 Carbamidomethylation;
Hydroxylation Pro

R.LESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 56.16 3069.3774 27 0.4 1024.1335 3 32.91 31 1932 OB3629.raw 1.62E5 5 5 47 73 Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R N 99.9 55.50 2474.1211 22 2.0 1238.0703 2 34.44 31 2125 OB3629.raw 7.86E4 3 3 100 121 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R N 99.9 53.73 2474.1211 22 2.6 825.7165 3 34.52 31 2136 OB3629.raw 1.45E5 11 11 100 121 Carbamidomethylation;
Deamidation (NQ)

R.RPFYSN(+.98)APQEIFIQQGR.G N 99.9 53.56 2051.0225 17 4.7 1026.5233 2 30.56 31 1705 OB3629.raw 1.9E3 3 3 83 99 Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 53.49 1534.6470 12 -0.3 768.3306 2 24.94 31 1228 OB3629.raw 3.89E4 4 4 26 37 Deamidation (NQ);
Carbamidomethylation



R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R N 99.9 53.36 2489.1321 22 -1.6 1245.5713 2 34.01 31 2067 OB3629.raw 6.81E3 1 1 100 121 Hydroxylation Pro;
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQR.L N 99.9 52.53 1534.6470 12 -3.3 768.3282 2 24.42 31 1182 OB3629.raw 1.68E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 99.9 52.08 1533.6630 12 0.6 767.8392 2 24.20 31 1160 OB3629.raw 2.26E4 5 5 26 37 Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.9 46.57 1535.6311 12 -2.8 768.8207 2 25.23 31 1252 OB3629.raw 5.14E4 1 1 26 37 Carbamidomethylation;
Deamidation (NQ)

R.RPFYSN(+.98)APQ(+.98)EIFIQQGR.G N 99.9 45.81 2052.0063 17 -5.7 685.0055 3 31.03 31 1749 OB3629.raw 0 4 4 83 99 Deamidation (NQ)

R.LESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.9 44.91 3070.3613 27 2.8 1024.4639 3 33.22 31 1967 OB3629.raw 4.37E4 3 3 47 73 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.8 43.93 1535.6311 12 -6.4 768.8179 2 25.87 31 1300 OB3629.raw 5.14E4 3 3 26 37 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 99.8 41.99 3070.3613 27 -2.4 1024.4586 3 33.40 31 1989 OB3629.raw 4.37E4 4 4 47 73 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)Q(+.98)GR.R N 99.7 41.84 2491.1001 22 2.1 1246.5599 2 35.61 31 2261 OB3629.raw 2.61E3 1 1 100 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGR.R N 99.7 40.91 2490.1160 22 3.0 1246.0690 2 34.28 31 2104 OB3629.raw 1.68E4 2 2 100 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.7 40.78 1388.6936 13 0.2 695.3542 2 27.33 31 1423 OB3629.raw 4.69E3 2 2 364 376

R.LNAQRPDNR.L N 99.7 40.13 1082.5581 9 -1.4 361.8595 3 18.39 31 832 OB3629.raw 2.83E4 3 3 38 46

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.7 39.66 1535.6311 12 -1.4 768.8218 2 25.42 31 1265 OB3629.raw 5.14E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GR.R N 99.7 39.43 2490.1160 22 6.6 831.0514 3 34.18 31 2090 OB3629.raw 1.38E3 2 2 100 121
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)QPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.6 38.37 1536.6151 12 0.2 769.3150 2 26.22 31 1327 OB3629.raw 6.79E3 2 2 26 37 Deamidation (NQ);
Carbamidomethylation

K.TANDLNLLILR.W N 99.4 36.36 1254.7296 11 -4.1 628.3695 2 32.87 31 1928 OB3629.raw 2.27E3 1 1 377 387

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 99.4 35.60 1536.6151 12 2.7 769.3169 2 25.65 31 1281 OB3629.raw 8.11E1 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.QQ(+.98)PEENAC(+57.02)QFQR.L N 99.3 34.68 1534.6470 12 -0.7 768.3302 2 25.04 31 1236 OB3629.raw 2.22E4 2 2 26 37 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.1 34.16 1535.6311 12 -0.9 768.8221 2 25.60 31 1278 OB3629.raw 5.14E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWN(+.98)P(+15.99)NNQEFEC(+57.02)AGVALSR.L N 99.1 33.50 3086.3562 27 -2.7 1029.7899 3 33.93 31 2057 OB3629.raw 0 1 1 47 73
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.H N 99.1 33.04 2631.2063 23 2.1 878.0779 3 33.53 31 2004 OB3629.raw 1.74E4 2 2 100 122 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R N 99.1 32.96 2491.1001 22 -3.9 831.3707 3 35.65 31 2267 OB3629.raw 0 1 1 100 121
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 99.1 32.60 2038.9166 16 6.7 680.6507 3 27.42 31 1434 OB3629.raw 7.74E3 1 1 22 37 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)QPEEN(+.98)AC(+57.02)QFQR.L N 98.1 30.88 2038.9166 16 -4.8 680.6429 3 27.56 31 1446 OB3629.raw 7.74E3 1 1 22 37 Deamidation (NQ);
Carbamidomethylation

K.SQSDNFEYVAFK.T Y 98.0 30.71 1433.6462 12 -1.6 717.8293 2 30.30 31 1679 OB3629.raw 8.3E2 2 2 458 469

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)QGR.R N 98.0 30.33 2490.1160 22 1.7 831.0474 3 35.48 31 2246 OB3629.raw 7.21E3 1 1 100 121
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R N 97.9 29.73 2475.1052 22 1.7 1238.5620 2 35.35 31 2231 OB3629.raw 2.89E3 2 2 100 121 Carbamidomethylation;
Deamidation (NQ)

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 97.9 29.45 2039.9006 16 0.0 680.9742 3 27.87 31 1476 OB3629.raw 1.55E4 2 2 22 37 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 97.1 28.62 2039.9006 16 -1.6 680.9731 3 28.10 31 1505 OB3629.raw 1.55E4 1 1 22 37 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 97.0 28.13 2040.8846 16 -7.1 681.2973 3 28.24 31 1517 OB3629.raw 5.76E3 1 1 22 37 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 96.9 27.39 2040.8846 16 0.8 681.3027 3 28.36 31 1525 OB3629.raw 5.76E3 1 1 22 37 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWNP(+15.99)NNQEFEC(+57.02)AGVALSR.L N 96.9 27.28 3085.3723 27 6.9 1029.4718 3 33.77 31 2035 OB3629.raw 6.29E1 1 1 47 73 Hydroxylation Pro;
Carbamidomethylation



R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.H N 95.1 26.50 2630.2224 23 0.2 877.7482 3 33.12 31 1954 OB3629.raw 3.19E4 1 1 100 122 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 94.7 25.99 1536.6151 12 -2.4 769.3130 2 26.32 31 1335 OB3629.raw 6.79E3 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

total 43 peptides

Q647H4|Q647H4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

31
#Spec

#Spec
Sample

31
Start End PTM

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 99.9 80.34 2473.1372 22 0.8 1237.5769 2 34.31 31 2107 OB3629.raw 1.05E5 10 10 99 120 Carbamidomethylation

R.RPFYSNAPQEIFIQQGR.G N 99.9 76.75 2050.0383 17 0.5 684.3537 3 30.01 31 1649 OB3629.raw 1.45E6 57 57 82 98

R.RPFYSNAPQ(+.98)EIFIQQGR.G N 99.9 61.79 2051.0225 17 1.5 684.6824 3 30.67 31 1716 OB3629.raw 1.9E3 2 2 82 98 Deamidation (NQ)

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R N 99.9 56.67 2489.1321 22 3.2 1245.5773 2 34.06 31 2074 OB3629.raw 3.37E4 3 3 99 120 Carbamidomethylation;
Hydroxylation Pro

R.IESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 56.16 3069.3774 27 0.4 1024.1335 3 32.91 31 1932 OB3629.raw 1.62E5 5 5 46 72 Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R N 99.9 55.50 2474.1211 22 2.0 1238.0703 2 34.44 31 2125 OB3629.raw 7.86E4 3 3 99 120 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R N 99.9 53.73 2474.1211 22 2.6 825.7165 3 34.52 31 2136 OB3629.raw 1.45E5 11 11 99 120 Carbamidomethylation;
Deamidation (NQ)



R.RPFYSN(+.98)APQEIFIQQGR.G N 99.9 53.56 2051.0225 17 4.7 1026.5233 2 30.56 31 1705 OB3629.raw 1.9E3 3 3 82 98 Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 53.49 1534.6470 12 -0.3 768.3306 2 24.94 31 1228 OB3629.raw 3.89E4 4 4 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R N 99.9 53.36 2489.1321 22 -1.6 1245.5713 2 34.01 31 2067 OB3629.raw 6.81E3 1 1 99 120 Hydroxylation Pro;
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQR.L N 99.9 52.53 1534.6470 12 -3.3 768.3282 2 24.42 31 1182 OB3629.raw 1.68E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 99.9 52.08 1533.6630 12 0.6 767.8392 2 24.20 31 1160 OB3629.raw 2.26E4 5 5 25 36 Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.9 46.57 1535.6311 12 -2.8 768.8207 2 25.23 31 1252 OB3629.raw 5.14E4 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.RPFYSN(+.98)APQ(+.98)EIFIQQGR.G N 99.9 45.81 2052.0063 17 -5.7 685.0055 3 31.03 31 1749 OB3629.raw 0 4 4 82 98 Deamidation (NQ)

R.IESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.9 44.91 3070.3613 27 2.8 1024.4639 3 33.22 31 1967 OB3629.raw 4.37E4 3 3 46 72 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.8 43.93 1535.6311 12 -6.4 768.8179 2 25.87 31 1300 OB3629.raw 5.14E4 3 3 25 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 99.8 41.99 3070.3613 27 -2.4 1024.4586 3 33.40 31 1989 OB3629.raw 4.37E4 4 4 46 72 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)Q(+.98)GR.R N 99.7 41.84 2491.1001 22 2.1 1246.5599 2 35.61 31 2261 OB3629.raw 2.61E3 1 1 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGR.R N 99.7 40.91 2490.1160 22 3.0 1246.0690 2 34.28 31 2104 OB3629.raw 1.68E4 2 2 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.7 40.78 1388.6936 13 0.2 695.3542 2 27.33 31 1423 OB3629.raw 4.69E3 2 2 371 383

R.LNAQRPDNR.I N 99.7 40.13 1082.5581 9 -1.4 361.8595 3 18.39 31 832 OB3629.raw 2.83E4 3 3 37 45

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.7 39.66 1535.6311 12 -1.4 768.8218 2 25.42 31 1265 OB3629.raw 5.14E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GR.R N 99.7 39.43 2490.1160 22 6.6 831.0514 3 34.18 31 2090 OB3629.raw 1.38E3 2 2 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)QPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.6 38.37 1536.6151 12 0.2 769.3150 2 26.22 31 1327 OB3629.raw 6.79E3 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 99.4 35.60 1536.6151 12 2.7 769.3169 2 25.65 31 1281 OB3629.raw 8.11E1 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQ(+.98)PEENAC(+57.02)QFQR.L N 99.3 34.68 1534.6470 12 -0.7 768.3302 2 25.04 31 1236 OB3629.raw 2.22E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.1 34.16 1535.6311 12 -0.9 768.8221 2 25.60 31 1278 OB3629.raw 5.14E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)P(+15.99)NNQEFEC(+57.02)AGVALSR.L N 99.1 33.50 3086.3562 27 -2.7 1029.7899 3 33.93 31 2057 OB3629.raw 0 1 1 46 72
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.H N 99.1 33.04 2631.2063 23 2.1 878.0779 3 33.53 31 2004 OB3629.raw 1.74E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R N 99.1 32.96 2491.1001 22 -3.9 831.3707 3 35.65 31 2267 OB3629.raw 0 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 99.1 32.60 2038.9166 16 6.7 680.6507 3 27.42 31 1434 OB3629.raw 7.74E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.AHVQVVDSNGDR.V Y 99.1 32.58 1295.6218 12 -4.7 648.8151 2 20.59 31 947 OB3629.raw 1.93E3 1 1 430 441

S.ISFRQ(+.98)QPEEN(+.98)AC(+57.02)QFQR.L N 98.1 30.88 2038.9166 16 -4.8 680.6429 3 27.56 31 1446 OB3629.raw 7.74E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)QGR.R N 98.0 30.33 2490.1160 22 1.7 831.0474 3 35.48 31 2246 OB3629.raw 7.21E3 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R N 97.9 29.73 2475.1052 22 1.7 1238.5620 2 35.35 31 2231 OB3629.raw 2.89E3 2 2 99 120 Carbamidomethylation;
Deamidation (NQ)

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 97.9 29.45 2039.9006 16 0.0 680.9742 3 27.87 31 1476 OB3629.raw 1.55E4 2 2 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 97.1 28.62 2039.9006 16 -1.6 680.9731 3 28.10 31 1505 OB3629.raw 1.55E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 97.0 28.13 2040.8846 16 -7.1 681.2973 3 28.24 31 1517 OB3629.raw 5.76E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 96.9 27.39 2040.8846 16 0.8 681.3027 3 28.36 31 1525 OB3629.raw 5.76E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation



R.IESEGGYIETWNP(+15.99)NNQEFEC(+57.02)AGVALSR.L N 96.9 27.28 3085.3723 27 6.9 1029.4718 3 33.77 31 2035 OB3629.raw 6.29E1 1 1 46 72 Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.H N 95.1 26.50 2630.2224 23 0.2 877.7482 3 33.12 31 1954 OB3629.raw 3.19E4 1 1 99 121 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 94.7 25.99 1536.6151 12 -2.4 769.3130 2 26.32 31 1335 OB3629.raw 6.79E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

total 42 peptides

Q8LKN1|Q8LKN1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

31
#Spec

#Spec
Sample

31
Start End PTM

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 99.9 80.34 2473.1372 22 0.8 1237.5769 2 34.31 31 2107 OB3629.raw 1.05E5 10 10 99 120 Carbamidomethylation

R.RPFYSNAPQEIFIQQGR.G N 99.9 76.75 2050.0383 17 0.5 684.3537 3 30.01 31 1649 OB3629.raw 1.45E6 57 57 82 98

R.RPFYSNAPQ(+.98)EIFIQQGR.G N 99.9 61.79 2051.0225 17 1.5 684.6824 3 30.67 31 1716 OB3629.raw 1.9E3 2 2 82 98 Deamidation (NQ)

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R N 99.9 56.67 2489.1321 22 3.2 1245.5773 2 34.06 31 2074 OB3629.raw 3.37E4 3 3 99 120 Carbamidomethylation;
Hydroxylation Pro

R.IESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 56.16 3069.3774 27 0.4 1024.1335 3 32.91 31 1932 OB3629.raw 1.62E5 5 5 46 72 Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R N 99.9 55.50 2474.1211 22 2.0 1238.0703 2 34.44 31 2125 OB3629.raw 7.86E4 3 3 99 120 Carbamidomethylation;



Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R N 99.9 53.73 2474.1211 22 2.6 825.7165 3 34.52 31 2136 OB3629.raw 1.45E5 11 11 99 120 Carbamidomethylation;
Deamidation (NQ)

R.RPFYSN(+.98)APQEIFIQQGR.G N 99.9 53.56 2051.0225 17 4.7 1026.5233 2 30.56 31 1705 OB3629.raw 1.9E3 3 3 82 98 Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 53.49 1534.6470 12 -0.3 768.3306 2 24.94 31 1228 OB3629.raw 3.89E4 4 4 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R N 99.9 53.36 2489.1321 22 -1.6 1245.5713 2 34.01 31 2067 OB3629.raw 6.81E3 1 1 99 120 Hydroxylation Pro;
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQR.L N 99.9 52.53 1534.6470 12 -3.3 768.3282 2 24.42 31 1182 OB3629.raw 1.68E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 99.9 52.08 1533.6630 12 0.6 767.8392 2 24.20 31 1160 OB3629.raw 2.26E4 5 5 25 36 Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.9 46.57 1535.6311 12 -2.8 768.8207 2 25.23 31 1252 OB3629.raw 5.14E4 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.RPFYSN(+.98)APQ(+.98)EIFIQQGR.G N 99.9 45.81 2052.0063 17 -5.7 685.0055 3 31.03 31 1749 OB3629.raw 0 4 4 82 98 Deamidation (NQ)

R.IESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.9 44.91 3070.3613 27 2.8 1024.4639 3 33.22 31 1967 OB3629.raw 4.37E4 3 3 46 72 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.8 43.93 1535.6311 12 -6.4 768.8179 2 25.87 31 1300 OB3629.raw 5.14E4 3 3 25 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 99.8 41.99 3070.3613 27 -2.4 1024.4586 3 33.40 31 1989 OB3629.raw 4.37E4 4 4 46 72 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)Q(+.98)GR.R N 99.7 41.84 2491.1001 22 2.1 1246.5599 2 35.61 31 2261 OB3629.raw 2.61E3 1 1 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGR.R N 99.7 40.91 2490.1160 22 3.0 1246.0690 2 34.28 31 2104 OB3629.raw 1.68E4 2 2 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.7 40.78 1388.6936 13 0.2 695.3542 2 27.33 31 1423 OB3629.raw 4.69E3 2 2 371 383

R.LNAQRPDNR.I N 99.7 40.13 1082.5581 9 -1.4 361.8595 3 18.39 31 832 OB3629.raw 2.83E4 3 3 37 45

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.7 39.66 1535.6311 12 -1.4 768.8218 2 25.42 31 1265 OB3629.raw 5.14E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GR.R N 99.7 39.43 2490.1160 22 6.6 831.0514 3 34.18 31 2090 OB3629.raw 1.38E3 2 2 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)QPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.6 38.37 1536.6151 12 0.2 769.3150 2 26.22 31 1327 OB3629.raw 6.79E3 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 99.4 35.60 1536.6151 12 2.7 769.3169 2 25.65 31 1281 OB3629.raw 8.11E1 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQ(+.98)PEENAC(+57.02)QFQR.L N 99.3 34.68 1534.6470 12 -0.7 768.3302 2 25.04 31 1236 OB3629.raw 2.22E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.1 34.16 1535.6311 12 -0.9 768.8221 2 25.60 31 1278 OB3629.raw 5.14E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)P(+15.99)NNQEFEC(+57.02)AGVALSR.L N 99.1 33.50 3086.3562 27 -2.7 1029.7899 3 33.93 31 2057 OB3629.raw 0 1 1 46 72
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.H N 99.1 33.04 2631.2063 23 2.1 878.0779 3 33.53 31 2004 OB3629.raw 1.74E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R N 99.1 32.96 2491.1001 22 -3.9 831.3707 3 35.65 31 2267 OB3629.raw 0 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 99.1 32.60 2038.9166 16 6.7 680.6507 3 27.42 31 1434 OB3629.raw 7.74E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.AHVQVVDSNGDR.V Y 99.1 32.58 1295.6218 12 -4.7 648.8151 2 20.59 31 947 OB3629.raw 1.93E3 1 1 432 443

S.ISFRQ(+.98)QPEEN(+.98)AC(+57.02)QFQR.L N 98.1 30.88 2038.9166 16 -4.8 680.6429 3 27.56 31 1446 OB3629.raw 7.74E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)QGR.R N 98.0 30.33 2490.1160 22 1.7 831.0474 3 35.48 31 2246 OB3629.raw 7.21E3 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R N 97.9 29.73 2475.1052 22 1.7 1238.5620 2 35.35 31 2231 OB3629.raw 2.89E3 2 2 99 120 Carbamidomethylation;
Deamidation (NQ)

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 97.9 29.45 2039.9006 16 0.0 680.9742 3 27.87 31 1476 OB3629.raw 1.55E4 2 2 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 97.1 28.62 2039.9006 16 -1.6 680.9731 3 28.10 31 1505 OB3629.raw 1.55E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

Deamidation (NQ);



S.ISFRQ(+.98)Q(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 97.0 28.13 2040.8846 16 -7.1 681.2973 3 28.24 31 1517 OB3629.raw 5.76E3 1 1 21 36 Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 96.9 27.39 2040.8846 16 0.8 681.3027 3 28.36 31 1525 OB3629.raw 5.76E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNP(+15.99)NNQEFEC(+57.02)AGVALSR.L N 96.9 27.28 3085.3723 27 6.9 1029.4718 3 33.77 31 2035 OB3629.raw 6.29E1 1 1 46 72 Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.H N 95.1 26.50 2630.2224 23 0.2 877.7482 3 33.12 31 1954 OB3629.raw 3.19E4 1 1 99 121 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 94.7 25.99 1536.6151 12 -2.4 769.3130 2 26.32 31 1335 OB3629.raw 6.79E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

total 42 peptides

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

31
#Spec

#Spec
Sample

31
Start End PTM

R.IESEGGYIETWNPNNQEFQC(+57.02)AGVALSR.T Y 99.8 44.27 3068.3933 27 0.4 1023.8054 3 32.53 31 1895 OB3629.raw 1.28E4 2 2 44 70 Carbamidomethylation

R.LNAQRPDNR.I N 99.7 40.13 1082.5581 9 -1.4 361.8595 3 18.39 31 832 OB3629.raw 2.83E4 3 3 35 43

R.IESEGGYIETWNP(+15.99)NNQEFQC(+57.02)AGVALSR.T Y 99.1 33.94 3084.3882 27 2.1 1029.1388 3 33.60 31 2012 OB3629.raw 5.46E3 1 1 44 70 Hydroxylation Pro;
Carbamidomethylation

total 3 peptides

Q0GM57|Q0GM57_ARAHY back to list
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Protein Coverage:
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Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File
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31
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Start End PTM



R.IESEGGYIETWNPNNQEFQC(+57.02)AGVALSR.T Y 99.8 44.27 3068.3933 27 0.4 1023.8054 3 32.53 31 1895 OB3629.raw 1.28E4 2 2 46 72 Carbamidomethylation

R.LNAQRPDNR.I N 99.7 40.13 1082.5581 9 -1.4 361.8595 3 18.39 31 832 OB3629.raw 2.83E4 3 3 37 45

R.IESEGGYIETWNP(+15.99)NNQEFQC(+57.02)AGVALSR.T Y 99.1 33.94 3084.3882 27 2.1 1029.1388 3 33.60 31 2012 OB3629.raw 5.46E3 1 1 46 72 Hydroxylation Pro;
Carbamidomethylation

total 3 peptides

E5G077|E5G077_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

31
#Spec

#Spec
Sample

31
Start End PTM

R.IESEGGYIETWNPNNQEFQC(+57.02)AGVALSR.T Y 99.8 44.27 3068.3933 27 0.4 1023.8054 3 32.53 31 1895 OB3629.raw 1.28E4 2 2 46 72 Carbamidomethylation

R.LNAQRPDNR.I N 99.7 40.13 1082.5581 9 -1.4 361.8595 3 18.39 31 832 OB3629.raw 2.83E4 3 3 37 45

R.IESEGGYIETWNP(+15.99)NNQEFQC(+57.02)AGVALSR.T Y 99.1 33.94 3084.3882 27 2.1 1029.1388 3 33.60 31 2012 OB3629.raw 5.46E3 1 1 46 72 Hydroxylation Pro;
Carbamidomethylation

total 3 peptides

E9LFE7|E9LFE7_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 31 #Spec #Spec Sample 31 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.4 35.48 1375.6619 13 -1.3 688.8373 2 28.82 31 1559 OB3629.raw 6.93E3 1 1 80 92

total 1 peptides

Q6PSU5|Q6PSU5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 31 #Spec #Spec Sample 31 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.4 35.48 1375.6619 13 -1.3 688.8373 2 28.82 31 1559 OB3629.raw 6.93E3 1 1 240 252

total 1 peptides

Q6PSU6|Q6PSU6_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 31 #Spec #Spec Sample 31 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.4 35.48 1375.6619 13 -1.3 688.8373 2 28.82 31 1559 OB3629.raw 6.93E3 1 1 244 256

total 1 peptides

Q6PSU4|Q6PSU4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 31 #Spec #Spec Sample 31 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.4 35.48 1375.6619 13 -1.3 688.8373 2 28.82 31 1559 OB3629.raw 6.93E3 1 1 362 374

total 1 peptides

Q6PSU3|Q6PSU3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 31 #Spec #Spec Sample 31 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.4 35.48 1375.6619 13 -1.3 688.8373 2 28.82 31 1559 OB3629.raw 6.93E3 1 1 555 567

total 1 peptides

sp|P43237|ALL11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 31 #Spec #Spec Sample 31 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.4 35.48 1375.6619 13 -1.3 688.8373 2 28.82 31 1559 OB3629.raw 6.93E3 1 1 555 567

total 1 peptides

B3IXL2|B3IXL2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 31 #Spec #Spec Sample 31 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.4 35.48 1375.6619 13 -1.3 688.8373 2 28.82 31 1559 OB3629.raw 6.93E3 1 1 555 567

total 1 peptides

E5G076|E5G076_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 31 #Spec #Spec Sample 31 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.4 35.48 1375.6619 13 -1.3 688.8373 2 28.82 31 1559 OB3629.raw 6.93E3 1 1 560 572

total 1 peptides

N1NG13|N1NG13_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 31 #Spec #Spec Sample 31 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.4 35.48 1375.6619 13 -1.3 688.8373 2 28.82 31 1559 OB3629.raw 6.93E3 1 1 560 572

total 1 peptides

sp|P43238|ALL12_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 31 #Spec #Spec Sample 31 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.4 35.48 1375.6619 13 -1.3 688.8373 2 28.82 31 1559 OB3629.raw 6.93E3 1 1 560 572

total 1 peptides

Peptide List

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_136%20spot30/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot 25 DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 3090
# of MS/MS scans 1749

Table 2. Result filtration parameters.
Peptide -10lgP ≥16.5
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 397
Peptide sequences 95
Protein groups 3
Proteins 13
Proteins (#Unique Peptides) 12 (>2); 0 (=2); 1 (=1);
FDR (Peptide-Spectrum Matches) 0.3%
FDR (Peptide Sequences) 1.1%
FDR (Protein) 0.0%
De Novo Only Spectra 16

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

Carbamidomethyl 57.02 C 216 69.89 5.65E4 1000.00

Deamidation .98 NQ 114 69.89 5.65E4 0.00

HydPro 15.99 P 39 51.62 2.85E4 7.77

Oxidation 15.99 M 3 40.29 2.75E3 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 33 82 13 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99

Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3631.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

Protein List

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

Protein Protein Accession Score -10lgP Coverage Coverage (%) Area Sample #Peptides #Unique #Spec PTM Avg. Description



Group ID (%) (%) Sample 33 33 Sample 33 Mass

1 2 A1DZF0|A1DZF0_ARAHY 99.0 165.65 17 17 1.48E6 9 4 209 Y 60375 Arachin 6 OS=Arachis hypogaea PE=2 SV=1

1 3 B5TYU1|B5TYU1_ARAHY 99.0 165.65 17 17 1.48E6 9 4 209 Y 60624 Arachin Arah3 isoform OS=Arachis hypogaea PE=1 S
V=1

1 7 Q647H4|Q647H4_ARAHY 99.0 165.65 17 17 1.48E6 9 4 209 Y 61506 Arachin Ahy-1 OS=Arachis hypogaea PE=2 SV=1

1 13 Q9FZ11|Q9FZ11_ARAHY 99.0 165.65 17 17 1.48E6 9 4 209 Y 60449 Gly1 OS=Arachis hypogaea GN=Gly1 PE=2 SV=1

1 29 Q9SQH7|Q9SQH7_ARAHY 99.0 165.65 17 17 1.48E6 9 4 209 Y 61011 Glycinin OS=Arachis hypogaea GN=Arah4 PE=2 SV=
1

1 5 Q5I6T2|Q5I6T2_ARAHY 99.0 165.65 17 17 1.48E6 9 4 209 Y 60736 Arachin Ahy-4 OS=Arachis hypogaea PE=2 SV=1

1 15 Q647H3|Q647H3_ARAHY 99.0 165.65 17 17 1.48E6 9 4 209 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=2 SV=1

1 10 Q8LKN1|Q8LKN1_ARAHY 99.0 165.65 17 17 1.48E6 9 4 209 Y 61738 Allergen Arah3/Arah4 OS=Arachis hypogaea PE=3 S
V=1

1 83 Q8LL03|Q8LL03_ARAHY 99.0 165.65 42 42 1.48E6 9 4 209 Y 25499 Trypsin inhibitor (Fragment) OS=Arachis hypogaea P
E=2 SV=1

2 34 O82580|O82580_ARAHY 99.0 142.03 17 17 3.17E0 6 1 138 Y 58350 Glycinin (Fragment) OS=Arachis hypogaea GN=Arah
3 PE=2 SV=1

4 41 Q6IWG5|Q6IWG5_ARAHY 98.8 94.98 17 17 3.1E6 4 3 72 Y 58061 Glycinin (Fragment) OS=Arachis hypogaea PE=2 SV
=1

4 45 E5G077|E5G077_ARAHY 98.8 94.98 17 17 3.1E6 4 3 72 Y 58305 Ara h 3 allergen OS=Arachis hypogaea GN=ara h 3 P
E=3 SV=1

4 42 Q0GM57|Q0GM57_ARAHY 98.8 94.98 17 17 3.1E6 4 3 72 Y 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 SV=1

total 13 proteins

A1DZF0|A1DZF0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
Sample

33
#Spec

#Spec
Sample

33
Start End PTM

R.QQ(+.98)PEENAC(+57.02)QFQR.L N 99.9 69.89 1534.6470 12 -0.2 768.3306 2 24.84 33 1278 OB3631.raw 6.02E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPQEIFIQQGR.G N 99.9 69.85 2050.0383 17 -0.8 684.3528 3 3.97 33 195 OB3631.raw 1.24E6 58 58 82 98

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R Y 99.9 69.83 2473.1372 22 1.1 825.3873 3 34.09 33 2075 OB3631.raw 7.08E5 13 13 99 120 Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 99.9 65.24 1533.6630 12 -0.2 767.8386 2 24.63 33 1262 OB3631.raw 1.91E4 6 6 25 36 Carbamidomethylation

R.QQ(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 99.9 60.60 1535.6311 12 -1.2 768.8219 2 25.48 33 1325 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.9 59.23 1534.6470 12 -1.0 768.3300 2 25.19 33 1302 OB3631.raw 5.65E4 3 3 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.9 59.15 2474.1211 22 1.3 1238.0695 2 34.32 33 2106 OB3631.raw 1.74E5 10 10 99 120 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 51.70 3069.3774 27 3.4 1024.1366 3 4.00 33 200 OB3631.raw 4.47E5 29 29 46 72 Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R Y 99.9 51.62 2489.1321 22 -3.0 830.7155 3 34.18 33 2087 OB3631.raw 7.3E4 7 7 99 120 Carbamidomethylation;



Hydroxylation Pro

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 47.81 1534.6470 12 -5.3 768.3267 2 4.18 33 226 OB3631.raw 2.15E4 4 4 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 99.9 45.52 2474.1211 22 0.8 825.7150 3 34.72 33 2159 OB3631.raw 1.65E5 7 7 99 120 Carbamidomethylation;
Deamidation (NQ)

R.QQPEENAC(+57.02)QFQ(+.98)R.L N 99.9 44.67 1534.6470 12 -2.3 768.3290 2 5.14 33 359 OB3631.raw 0 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQQGR.R Y 99.9 44.21 2489.1321 22 -2.6 1245.5701 2 34.49 33 2128 OB3631.raw 3.7E3 1 1 99 120 Carbamidomethylation;
Hydroxylation Pro

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R Y 99.9 43.45 2489.1321 22 0.6 830.7184 3 33.87 33 2047 OB3631.raw 3.46E4 2 2 99 120 Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGR.R Y 99.9 43.17 2490.1160 22 2.0 831.0476 3 35.62 33 2275 OB3631.raw 6.29E3 2 2 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.8 41.70 1535.6311 12 3.2 768.8253 2 25.29 33 1309 OB3631.raw 2.64E0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.8 41.41 1536.6151 12 -2.6 769.3128 2 26.29 33 1379 OB3631.raw 1.01E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 99.8 41.11 2475.1052 22 -2.2 1238.5571 2 34.90 33 2182 OB3631.raw 1.97E4 2 2 99 120 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.8 40.98 3070.3613 27 2.9 1024.4640 3 33.40 33 1987 OB3631.raw 3.56E5 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNP(+15.99)NNQEFEC(+57.02)AGVALSR.L N 99.7 40.61 3085.3723 27 2.4 1029.4672 3 32.70 33 1897 OB3631.raw 1.25E4 3 3 46 72 Hydroxylation Pro;
Carbamidomethylation

R.QQ(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.7 40.25 1536.6151 12 -2.6 769.3129 2 25.84 33 1347 OB3631.raw 4.7E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.7 38.06 1535.6311 12 0.9 768.8235 2 26.32 33 1381 OB3631.raw 3.99E4 2 2 25 36 Carbamidomethylation;
Deamidation (NQ)

F.YSNAPQEIFIQQGR.G N 99.7 37.99 1649.8162 14 1.9 825.9169 2 29.58 33 1580 OB3631.raw 1.72E3 2 2 85 98

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.7 37.63 2490.1160 22 2.9 1246.0688 2 34.01 33 2066 OB3631.raw 1.26E4 6 6 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.Y Y 99.5 35.79 2631.2063 23 -2.0 878.0743 3 33.70 33 2024 OB3631.raw 1.82E4 4 4 99 121 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.5 34.80 1535.6311 12 -2.5 768.8209 2 26.40 33 1387 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 99.5 34.54 2039.9006 16 3.4 680.9764 3 28.00 33 1487 OB3631.raw 1.16E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNR.I N 99.4 33.37 1082.5581 9 -0.7 361.8597 3 5.12 33 356 OB3631.raw 1.78E5 5 5 37 45

R.Q(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.4 32.86 1536.6151 12 -3.7 769.3120 2 25.94 33 1354 OB3631.raw 4.7E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEEN(+.98)AC(+57.02)QFQR.L Y 99.0 32.29 2039.9006 16 -0.9 680.9735 3 27.90 33 1481 OB3631.raw 1.16E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQR.L Y 99.0 31.94 2038.9166 16 -1.8 680.6450 3 27.60 33 1463 OB3631.raw 8.86E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.Y Y 98.9 31.65 2630.2224 23 -0.3 877.7478 3 32.78 33 1907 OB3631.raw 4.65E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGR.R Y 97.8 30.11 2490.1160 22 1.1 831.0469 3 34.11 33 2078 OB3631.raw 1.02E4 1 1 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 97.6 28.39 1536.6151 12 -3.2 769.3124 2 26.40 33 1386 OB3631.raw 1.01E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 97.6 28.35 1536.6151 12 9.8 769.3224 2 5.33 33 384 OB3631.raw 0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 97.6 27.95 2491.1001 22 2.1 831.3757 3 35.57 33 2269 OB3631.raw 0 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

S.ISFRQQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 97.6 27.74 2038.9166 16 0.3 680.6464 3 27.78 33 1472 OB3631.raw 8.86E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L Y 97.2 27.38 2039.9006 16 3.2 680.9763 3 28.10 33 1494 OB3631.raw 1.16E4 2 2 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGRR.Y Y 97.0 26.85 2630.2224 23 -0.5 877.7477 3 33.10 33 1949 OB3631.raw 7.44E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPN(+.98)NQEFEC(+57.02)AGVALSR.L N 95.5 26.40 3070.3613 27 2.0 1024.4631 3 37.92 33 2566 OB3631.raw 1.87E3 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 95.5 26.18 3070.3613 27 5.9 1536.1970 2 32.84 33 1915 OB3631.raw 4.45E3 2 2 46 72 Deamidation (NQ);
Carbamidomethylation



R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 95.3 25.39 1535.6311 12 -1.0 768.8220 2 25.76 33 1342 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQ(+.98)R.L N 95.2 24.82 1535.6311 12 -1.1 768.8220 2 25.66 33 1336 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 95.0 24.50 1535.6311 12 -2.2 768.8211 2 5.08 33 351 OB3631.raw 3.69E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QP(+15.99)EENAC(+57.02)QFQ(+.98)R.L N 94.8 24.11 1551.6260 12 -2.3 776.8185 2 24.99 33 1290 OB3631.raw 5.38E3 1 1 25 36
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGRR.Y Y 93.4 23.46 2646.2173 23 -0.3 883.0794 3 32.98 33 1934 OB3631.raw 1.08E4 1 1 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGRR.Y Y 92.8 22.39 2646.2173 23 0.6 883.0803 3 32.94 33 1928 OB3631.raw 1.08E4 2 2 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQP(+15.99)EENAC(+57.02)Q(+.98)FQR.L N 87.2 21.93 1550.6420 12 -1.7 776.3269 2 24.64 33 1263 OB3631.raw 1E4 1 1 25 36
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 87.1 21.58 2490.1160 22 7.8 831.0524 3 35.37 33 2244 OB3631.raw 6.29E3 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 85.9 19.85 1535.6311 12 -0.5 768.8224 2 5.30 33 380 OB3631.raw 3.69E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L Y 85.8 19.62 2040.8846 16 -1.3 681.3013 3 28.22 33 1503 OB3631.raw 0 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.QQP(+15.99)EEN(+.98)AC(+57.02)QFQ(+.98)R.L N 82.8 19.46 1551.6260 12 -2.1 776.8187 2 25.30 33 1311 OB3631.raw 5.38E3 1 1 25 36
Hydroxylation Pro;
Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQ(+.98)EFEC(+57.02)AGVALSR.L N 81.6 18.81 3071.3455 27 6.2 1024.7954 3 38.90 33 2653 OB3631.raw 0 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNN(+.98)QEFEC(+57.02)AGVALSR.L N 81.3 18.66 3070.3613 27 5.0 1024.4662 3 37.48 33 2520 OB3631.raw 1.87E3 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

G.RGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 64.8 17.69 2630.2224 23 0.3 877.7484 3 33.07 33 1945 OB3631.raw 5.71E4 1 1 98 120 Carbamidomethylation;
Deamidation (NQ)

total 55 peptides
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R.QQ(+.98)PEENAC(+57.02)QFQR.L N 99.9 69.89 1534.6470 12 -0.2 768.3306 2 24.84 33 1278 OB3631.raw 6.02E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPQEIFIQQGR.G N 99.9 69.85 2050.0383 17 -0.8 684.3528 3 3.97 33 195 OB3631.raw 1.24E6 58 58 82 98

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R Y 99.9 69.83 2473.1372 22 1.1 825.3873 3 34.09 33 2075 OB3631.raw 7.08E5 13 13 99 120 Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 99.9 65.24 1533.6630 12 -0.2 767.8386 2 24.63 33 1262 OB3631.raw 1.91E4 6 6 25 36 Carbamidomethylation

R.QQ(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 99.9 60.60 1535.6311 12 -1.2 768.8219 2 25.48 33 1325 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.9 59.23 1534.6470 12 -1.0 768.3300 2 25.19 33 1302 OB3631.raw 5.65E4 3 3 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.9 59.15 2474.1211 22 1.3 1238.0695 2 34.32 33 2106 OB3631.raw 1.74E5 10 10 99 120 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 51.70 3069.3774 27 3.4 1024.1366 3 4.00 33 200 OB3631.raw 4.47E5 29 29 46 72 Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R Y 99.9 51.62 2489.1321 22 -3.0 830.7155 3 34.18 33 2087 OB3631.raw 7.3E4 7 7 99 120 Carbamidomethylation;



Hydroxylation Pro

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 47.81 1534.6470 12 -5.3 768.3267 2 4.18 33 226 OB3631.raw 2.15E4 4 4 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 99.9 45.52 2474.1211 22 0.8 825.7150 3 34.72 33 2159 OB3631.raw 1.65E5 7 7 99 120 Carbamidomethylation;
Deamidation (NQ)

R.QQPEENAC(+57.02)QFQ(+.98)R.L N 99.9 44.67 1534.6470 12 -2.3 768.3290 2 5.14 33 359 OB3631.raw 0 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQQGR.R Y 99.9 44.21 2489.1321 22 -2.6 1245.5701 2 34.49 33 2128 OB3631.raw 3.7E3 1 1 99 120 Carbamidomethylation;
Hydroxylation Pro

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R Y 99.9 43.45 2489.1321 22 0.6 830.7184 3 33.87 33 2047 OB3631.raw 3.46E4 2 2 99 120 Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGR.R Y 99.9 43.17 2490.1160 22 2.0 831.0476 3 35.62 33 2275 OB3631.raw 6.29E3 2 2 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.8 41.70 1535.6311 12 3.2 768.8253 2 25.29 33 1309 OB3631.raw 2.64E0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.8 41.41 1536.6151 12 -2.6 769.3128 2 26.29 33 1379 OB3631.raw 1.01E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 99.8 41.11 2475.1052 22 -2.2 1238.5571 2 34.90 33 2182 OB3631.raw 1.97E4 2 2 99 120 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.8 40.98 3070.3613 27 2.9 1024.4640 3 33.40 33 1987 OB3631.raw 3.56E5 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNP(+15.99)NNQEFEC(+57.02)AGVALSR.L N 99.7 40.61 3085.3723 27 2.4 1029.4672 3 32.70 33 1897 OB3631.raw 1.25E4 3 3 46 72 Hydroxylation Pro;
Carbamidomethylation

R.QQ(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.7 40.25 1536.6151 12 -2.6 769.3129 2 25.84 33 1347 OB3631.raw 4.7E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.7 38.06 1535.6311 12 0.9 768.8235 2 26.32 33 1381 OB3631.raw 3.99E4 2 2 25 36 Carbamidomethylation;
Deamidation (NQ)

F.YSNAPQEIFIQQGR.G N 99.7 37.99 1649.8162 14 1.9 825.9169 2 29.58 33 1580 OB3631.raw 1.72E3 2 2 85 98

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.7 37.63 2490.1160 22 2.9 1246.0688 2 34.01 33 2066 OB3631.raw 1.26E4 6 6 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.Y Y 99.5 35.79 2631.2063 23 -2.0 878.0743 3 33.70 33 2024 OB3631.raw 1.82E4 4 4 99 121 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.5 34.80 1535.6311 12 -2.5 768.8209 2 26.40 33 1387 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 99.5 34.54 2039.9006 16 3.4 680.9764 3 28.00 33 1487 OB3631.raw 1.16E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNR.I N 99.4 33.37 1082.5581 9 -0.7 361.8597 3 5.12 33 356 OB3631.raw 1.78E5 5 5 37 45

R.Q(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.4 32.86 1536.6151 12 -3.7 769.3120 2 25.94 33 1354 OB3631.raw 4.7E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEEN(+.98)AC(+57.02)QFQR.L Y 99.0 32.29 2039.9006 16 -0.9 680.9735 3 27.90 33 1481 OB3631.raw 1.16E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQR.L Y 99.0 31.94 2038.9166 16 -1.8 680.6450 3 27.60 33 1463 OB3631.raw 8.86E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.Y Y 98.9 31.65 2630.2224 23 -0.3 877.7478 3 32.78 33 1907 OB3631.raw 4.65E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGR.R Y 97.8 30.11 2490.1160 22 1.1 831.0469 3 34.11 33 2078 OB3631.raw 1.02E4 1 1 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 97.6 28.39 1536.6151 12 -3.2 769.3124 2 26.40 33 1386 OB3631.raw 1.01E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 97.6 28.35 1536.6151 12 9.8 769.3224 2 5.33 33 384 OB3631.raw 0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 97.6 27.95 2491.1001 22 2.1 831.3757 3 35.57 33 2269 OB3631.raw 0 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

S.ISFRQQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 97.6 27.74 2038.9166 16 0.3 680.6464 3 27.78 33 1472 OB3631.raw 8.86E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L Y 97.2 27.38 2039.9006 16 3.2 680.9763 3 28.10 33 1494 OB3631.raw 1.16E4 2 2 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGRR.Y Y 97.0 26.85 2630.2224 23 -0.5 877.7477 3 33.10 33 1949 OB3631.raw 7.44E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPN(+.98)NQEFEC(+57.02)AGVALSR.L N 95.5 26.40 3070.3613 27 2.0 1024.4631 3 37.92 33 2566 OB3631.raw 1.87E3 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 95.5 26.18 3070.3613 27 5.9 1536.1970 2 32.84 33 1915 OB3631.raw 4.45E3 2 2 46 72 Deamidation (NQ);
Carbamidomethylation



R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 95.3 25.39 1535.6311 12 -1.0 768.8220 2 25.76 33 1342 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQ(+.98)R.L N 95.2 24.82 1535.6311 12 -1.1 768.8220 2 25.66 33 1336 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 95.0 24.50 1535.6311 12 -2.2 768.8211 2 5.08 33 351 OB3631.raw 3.69E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QP(+15.99)EENAC(+57.02)QFQ(+.98)R.L N 94.8 24.11 1551.6260 12 -2.3 776.8185 2 24.99 33 1290 OB3631.raw 5.38E3 1 1 25 36
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGRR.Y Y 93.4 23.46 2646.2173 23 -0.3 883.0794 3 32.98 33 1934 OB3631.raw 1.08E4 1 1 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGRR.Y Y 92.8 22.39 2646.2173 23 0.6 883.0803 3 32.94 33 1928 OB3631.raw 1.08E4 2 2 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQP(+15.99)EENAC(+57.02)Q(+.98)FQR.L N 87.2 21.93 1550.6420 12 -1.7 776.3269 2 24.64 33 1263 OB3631.raw 1E4 1 1 25 36
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 87.1 21.58 2490.1160 22 7.8 831.0524 3 35.37 33 2244 OB3631.raw 6.29E3 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 85.9 19.85 1535.6311 12 -0.5 768.8224 2 5.30 33 380 OB3631.raw 3.69E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L Y 85.8 19.62 2040.8846 16 -1.3 681.3013 3 28.22 33 1503 OB3631.raw 0 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.QQP(+15.99)EEN(+.98)AC(+57.02)QFQ(+.98)R.L N 82.8 19.46 1551.6260 12 -2.1 776.8187 2 25.30 33 1311 OB3631.raw 5.38E3 1 1 25 36
Hydroxylation Pro;
Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQ(+.98)EFEC(+57.02)AGVALSR.L N 81.6 18.81 3071.3455 27 6.2 1024.7954 3 38.90 33 2653 OB3631.raw 0 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNN(+.98)QEFEC(+57.02)AGVALSR.L N 81.3 18.66 3070.3613 27 5.0 1024.4662 3 37.48 33 2520 OB3631.raw 1.87E3 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

G.RGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 64.8 17.69 2630.2224 23 0.3 877.7484 3 33.07 33 1945 OB3631.raw 5.71E4 1 1 98 120 Carbamidomethylation;
Deamidation (NQ)

total 55 peptides
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R.QQ(+.98)PEENAC(+57.02)QFQR.L N 99.9 69.89 1534.6470 12 -0.2 768.3306 2 24.84 33 1278 OB3631.raw 6.02E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPQEIFIQQGR.G N 99.9 69.85 2050.0383 17 -0.8 684.3528 3 3.97 33 195 OB3631.raw 1.24E6 58 58 82 98

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R Y 99.9 69.83 2473.1372 22 1.1 825.3873 3 34.09 33 2075 OB3631.raw 7.08E5 13 13 99 120 Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 99.9 65.24 1533.6630 12 -0.2 767.8386 2 24.63 33 1262 OB3631.raw 1.91E4 6 6 25 36 Carbamidomethylation

R.QQ(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 99.9 60.60 1535.6311 12 -1.2 768.8219 2 25.48 33 1325 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.9 59.23 1534.6470 12 -1.0 768.3300 2 25.19 33 1302 OB3631.raw 5.65E4 3 3 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.9 59.15 2474.1211 22 1.3 1238.0695 2 34.32 33 2106 OB3631.raw 1.74E5 10 10 99 120 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 51.70 3069.3774 27 3.4 1024.1366 3 4.00 33 200 OB3631.raw 4.47E5 29 29 46 72 Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R Y 99.9 51.62 2489.1321 22 -3.0 830.7155 3 34.18 33 2087 OB3631.raw 7.3E4 7 7 99 120 Carbamidomethylation;



Hydroxylation Pro

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 47.81 1534.6470 12 -5.3 768.3267 2 4.18 33 226 OB3631.raw 2.15E4 4 4 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 99.9 45.52 2474.1211 22 0.8 825.7150 3 34.72 33 2159 OB3631.raw 1.65E5 7 7 99 120 Carbamidomethylation;
Deamidation (NQ)

R.QQPEENAC(+57.02)QFQ(+.98)R.L N 99.9 44.67 1534.6470 12 -2.3 768.3290 2 5.14 33 359 OB3631.raw 0 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQQGR.R Y 99.9 44.21 2489.1321 22 -2.6 1245.5701 2 34.49 33 2128 OB3631.raw 3.7E3 1 1 99 120 Carbamidomethylation;
Hydroxylation Pro

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R Y 99.9 43.45 2489.1321 22 0.6 830.7184 3 33.87 33 2047 OB3631.raw 3.46E4 2 2 99 120 Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGR.R Y 99.9 43.17 2490.1160 22 2.0 831.0476 3 35.62 33 2275 OB3631.raw 6.29E3 2 2 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.8 41.70 1535.6311 12 3.2 768.8253 2 25.29 33 1309 OB3631.raw 2.64E0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.8 41.41 1536.6151 12 -2.6 769.3128 2 26.29 33 1379 OB3631.raw 1.01E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 99.8 41.11 2475.1052 22 -2.2 1238.5571 2 34.90 33 2182 OB3631.raw 1.97E4 2 2 99 120 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.8 40.98 3070.3613 27 2.9 1024.4640 3 33.40 33 1987 OB3631.raw 3.56E5 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNP(+15.99)NNQEFEC(+57.02)AGVALSR.L N 99.7 40.61 3085.3723 27 2.4 1029.4672 3 32.70 33 1897 OB3631.raw 1.25E4 3 3 46 72 Hydroxylation Pro;
Carbamidomethylation

R.QQ(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.7 40.25 1536.6151 12 -2.6 769.3129 2 25.84 33 1347 OB3631.raw 4.7E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.7 38.06 1535.6311 12 0.9 768.8235 2 26.32 33 1381 OB3631.raw 3.99E4 2 2 25 36 Carbamidomethylation;
Deamidation (NQ)

F.YSNAPQEIFIQQGR.G N 99.7 37.99 1649.8162 14 1.9 825.9169 2 29.58 33 1580 OB3631.raw 1.72E3 2 2 85 98

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.7 37.63 2490.1160 22 2.9 1246.0688 2 34.01 33 2066 OB3631.raw 1.26E4 6 6 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.H Y 99.5 35.79 2631.2063 23 -2.0 878.0743 3 33.70 33 2024 OB3631.raw 1.82E4 4 4 99 121 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.5 34.80 1535.6311 12 -2.5 768.8209 2 26.40 33 1387 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 99.5 34.54 2039.9006 16 3.4 680.9764 3 28.00 33 1487 OB3631.raw 1.16E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNR.I N 99.4 33.37 1082.5581 9 -0.7 361.8597 3 5.12 33 356 OB3631.raw 1.78E5 5 5 37 45

R.Q(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.4 32.86 1536.6151 12 -3.7 769.3120 2 25.94 33 1354 OB3631.raw 4.7E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEEN(+.98)AC(+57.02)QFQR.L Y 99.0 32.29 2039.9006 16 -0.9 680.9735 3 27.90 33 1481 OB3631.raw 1.16E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQR.L Y 99.0 31.94 2038.9166 16 -1.8 680.6450 3 27.60 33 1463 OB3631.raw 8.86E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.H Y 98.9 31.65 2630.2224 23 -0.3 877.7478 3 32.78 33 1907 OB3631.raw 4.65E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGR.R Y 97.8 30.11 2490.1160 22 1.1 831.0469 3 34.11 33 2078 OB3631.raw 1.02E4 1 1 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 97.6 28.39 1536.6151 12 -3.2 769.3124 2 26.40 33 1386 OB3631.raw 1.01E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 97.6 28.35 1536.6151 12 9.8 769.3224 2 5.33 33 384 OB3631.raw 0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 97.6 27.95 2491.1001 22 2.1 831.3757 3 35.57 33 2269 OB3631.raw 0 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

S.ISFRQQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 97.6 27.74 2038.9166 16 0.3 680.6464 3 27.78 33 1472 OB3631.raw 8.86E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L Y 97.2 27.38 2039.9006 16 3.2 680.9763 3 28.10 33 1494 OB3631.raw 1.16E4 2 2 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGRR.H Y 97.0 26.85 2630.2224 23 -0.5 877.7477 3 33.10 33 1949 OB3631.raw 7.44E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPN(+.98)NQEFEC(+57.02)AGVALSR.L N 95.5 26.40 3070.3613 27 2.0 1024.4631 3 37.92 33 2566 OB3631.raw 1.87E3 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 95.5 26.18 3070.3613 27 5.9 1536.1970 2 32.84 33 1915 OB3631.raw 4.45E3 2 2 46 72 Deamidation (NQ);
Carbamidomethylation



R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 95.3 25.39 1535.6311 12 -1.0 768.8220 2 25.76 33 1342 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQ(+.98)R.L N 95.2 24.82 1535.6311 12 -1.1 768.8220 2 25.66 33 1336 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 95.0 24.50 1535.6311 12 -2.2 768.8211 2 5.08 33 351 OB3631.raw 3.69E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QP(+15.99)EENAC(+57.02)QFQ(+.98)R.L N 94.8 24.11 1551.6260 12 -2.3 776.8185 2 24.99 33 1290 OB3631.raw 5.38E3 1 1 25 36
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGRR.H Y 93.4 23.46 2646.2173 23 -0.3 883.0794 3 32.98 33 1934 OB3631.raw 1.08E4 1 1 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGRR.H Y 92.8 22.39 2646.2173 23 0.6 883.0803 3 32.94 33 1928 OB3631.raw 1.08E4 2 2 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQP(+15.99)EENAC(+57.02)Q(+.98)FQR.L N 87.2 21.93 1550.6420 12 -1.7 776.3269 2 24.64 33 1263 OB3631.raw 1E4 1 1 25 36
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 87.1 21.58 2490.1160 22 7.8 831.0524 3 35.37 33 2244 OB3631.raw 6.29E3 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 85.9 19.85 1535.6311 12 -0.5 768.8224 2 5.30 33 380 OB3631.raw 3.69E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L Y 85.8 19.62 2040.8846 16 -1.3 681.3013 3 28.22 33 1503 OB3631.raw 0 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.QQP(+15.99)EEN(+.98)AC(+57.02)QFQ(+.98)R.L N 82.8 19.46 1551.6260 12 -2.1 776.8187 2 25.30 33 1311 OB3631.raw 5.38E3 1 1 25 36
Hydroxylation Pro;
Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQ(+.98)EFEC(+57.02)AGVALSR.L N 81.6 18.81 3071.3455 27 6.2 1024.7954 3 38.90 33 2653 OB3631.raw 0 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNN(+.98)QEFEC(+57.02)AGVALSR.L N 81.3 18.66 3070.3613 27 5.0 1024.4662 3 37.48 33 2520 OB3631.raw 1.87E3 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

G.RGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 64.8 17.69 2630.2224 23 0.3 877.7484 3 33.07 33 1945 OB3631.raw 5.71E4 1 1 98 120 Carbamidomethylation;
Deamidation (NQ)

total 55 peptides
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R.QQ(+.98)PEENAC(+57.02)QFQR.L N 99.9 69.89 1534.6470 12 -0.2 768.3306 2 24.84 33 1278 OB3631.raw 6.02E4 2 2 26 37 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPQEIFIQQGR.G N 99.9 69.85 2050.0383 17 -0.8 684.3528 3 3.97 33 195 OB3631.raw 1.24E6 58 58 83 99

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R Y 99.9 69.83 2473.1372 22 1.1 825.3873 3 34.09 33 2075 OB3631.raw 7.08E5 13 13 100 121 Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 99.9 65.24 1533.6630 12 -0.2 767.8386 2 24.63 33 1262 OB3631.raw 1.91E4 6 6 26 37 Carbamidomethylation

R.QQ(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 99.9 60.60 1535.6311 12 -1.2 768.8219 2 25.48 33 1325 OB3631.raw 3.99E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.9 59.23 1534.6470 12 -1.0 768.3300 2 25.19 33 1302 OB3631.raw 5.65E4 3 3 26 37 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.9 59.15 2474.1211 22 1.3 1238.0695 2 34.32 33 2106 OB3631.raw 1.74E5 10 10 100 121 Carbamidomethylation;
Deamidation (NQ)

R.LESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 51.70 3069.3774 27 3.4 1024.1366 3 4.00 33 200 OB3631.raw 4.47E5 29 29 47 73 Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R Y 99.9 51.62 2489.1321 22 -3.0 830.7155 3 34.18 33 2087 OB3631.raw 7.3E4 7 7 100 121 Carbamidomethylation;



Hydroxylation Pro

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 47.81 1534.6470 12 -5.3 768.3267 2 4.18 33 226 OB3631.raw 2.15E4 4 4 26 37 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 99.9 45.52 2474.1211 22 0.8 825.7150 3 34.72 33 2159 OB3631.raw 1.65E5 7 7 100 121 Carbamidomethylation;
Deamidation (NQ)

R.QQPEENAC(+57.02)QFQ(+.98)R.L N 99.9 44.67 1534.6470 12 -2.3 768.3290 2 5.14 33 359 OB3631.raw 0 1 1 26 37 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQQGR.R Y 99.9 44.21 2489.1321 22 -2.6 1245.5701 2 34.49 33 2128 OB3631.raw 3.7E3 1 1 100 121 Carbamidomethylation;
Hydroxylation Pro

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R Y 99.9 43.45 2489.1321 22 0.6 830.7184 3 33.87 33 2047 OB3631.raw 3.46E4 2 2 100 121 Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGR.R Y 99.9 43.17 2490.1160 22 2.0 831.0476 3 35.62 33 2275 OB3631.raw 6.29E3 2 2 100 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.8 41.70 1535.6311 12 3.2 768.8253 2 25.29 33 1309 OB3631.raw 2.64E0 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.8 41.41 1536.6151 12 -2.6 769.3128 2 26.29 33 1379 OB3631.raw 1.01E4 2 2 26 37 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 99.8 41.11 2475.1052 22 -2.2 1238.5571 2 34.90 33 2182 OB3631.raw 1.97E4 2 2 100 121 Carbamidomethylation;
Deamidation (NQ)

R.LESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.8 40.98 3070.3613 27 2.9 1024.4640 3 33.40 33 1987 OB3631.raw 3.56E5 1 1 47 73 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWNP(+15.99)NNQEFEC(+57.02)AGVALSR.L N 99.7 40.61 3085.3723 27 2.4 1029.4672 3 32.70 33 1897 OB3631.raw 1.25E4 3 3 47 73 Hydroxylation Pro;
Carbamidomethylation

R.QQ(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.7 40.25 1536.6151 12 -2.6 769.3129 2 25.84 33 1347 OB3631.raw 4.7E3 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.7 38.06 1535.6311 12 0.9 768.8235 2 26.32 33 1381 OB3631.raw 3.99E4 2 2 26 37 Carbamidomethylation;
Deamidation (NQ)

F.YSNAPQEIFIQQGR.G N 99.7 37.99 1649.8162 14 1.9 825.9169 2 29.58 33 1580 OB3631.raw 1.72E3 2 2 86 99

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.7 37.63 2490.1160 22 2.9 1246.0688 2 34.01 33 2066 OB3631.raw 1.26E4 6 6 100 121
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.H Y 99.5 35.79 2631.2063 23 -2.0 878.0743 3 33.70 33 2024 OB3631.raw 1.82E4 4 4 100 122 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.5 34.80 1535.6311 12 -2.5 768.8209 2 26.40 33 1387 OB3631.raw 3.99E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 99.5 34.54 2039.9006 16 3.4 680.9764 3 28.00 33 1487 OB3631.raw 1.16E4 1 1 22 37 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNR.L N 99.4 33.37 1082.5581 9 -0.7 361.8597 3 5.12 33 356 OB3631.raw 1.78E5 5 5 38 46

R.Q(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.4 32.86 1536.6151 12 -3.7 769.3120 2 25.94 33 1354 OB3631.raw 4.7E3 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEEN(+.98)AC(+57.02)QFQR.L Y 99.0 32.29 2039.9006 16 -0.9 680.9735 3 27.90 33 1481 OB3631.raw 1.16E4 1 1 22 37 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQR.L Y 99.0 31.94 2038.9166 16 -1.8 680.6450 3 27.60 33 1463 OB3631.raw 8.86E3 1 1 22 37 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.H Y 98.9 31.65 2630.2224 23 -0.3 877.7478 3 32.78 33 1907 OB3631.raw 4.65E4 2 2 100 122 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGR.R Y 97.8 30.11 2490.1160 22 1.1 831.0469 3 34.11 33 2078 OB3631.raw 1.02E4 1 1 100 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 97.6 28.39 1536.6151 12 -3.2 769.3124 2 26.40 33 1386 OB3631.raw 1.01E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 97.6 28.35 1536.6151 12 9.8 769.3224 2 5.33 33 384 OB3631.raw 0 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 97.6 27.95 2491.1001 22 2.1 831.3757 3 35.57 33 2269 OB3631.raw 0 1 1 100 121
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

S.ISFRQQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 97.6 27.74 2038.9166 16 0.3 680.6464 3 27.78 33 1472 OB3631.raw 8.86E3 1 1 22 37 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L Y 97.2 27.38 2039.9006 16 3.2 680.9763 3 28.10 33 1494 OB3631.raw 1.16E4 2 2 22 37 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGRR.H Y 97.0 26.85 2630.2224 23 -0.5 877.7477 3 33.10 33 1949 OB3631.raw 7.44E4 2 2 100 122 Carbamidomethylation;
Deamidation (NQ)

R.LESEGGYIETWNPN(+.98)NQEFEC(+57.02)AGVALSR.L N 95.5 26.40 3070.3613 27 2.0 1024.4631 3 37.92 33 2566 OB3631.raw 1.87E3 1 1 47 73 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 95.5 26.18 3070.3613 27 5.9 1536.1970 2 32.84 33 1915 OB3631.raw 4.45E3 2 2 47 73 Deamidation (NQ);
Carbamidomethylation



R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 95.3 25.39 1535.6311 12 -1.0 768.8220 2 25.76 33 1342 OB3631.raw 3.99E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQ(+.98)R.L N 95.2 24.82 1535.6311 12 -1.1 768.8220 2 25.66 33 1336 OB3631.raw 3.99E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 95.0 24.50 1535.6311 12 -2.2 768.8211 2 5.08 33 351 OB3631.raw 3.69E3 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QP(+15.99)EENAC(+57.02)QFQ(+.98)R.L N 94.8 24.11 1551.6260 12 -2.3 776.8185 2 24.99 33 1290 OB3631.raw 5.38E3 1 1 26 37
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGRR.H Y 93.4 23.46 2646.2173 23 -0.3 883.0794 3 32.98 33 1934 OB3631.raw 1.08E4 1 1 100 122
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGRR.H Y 92.8 22.39 2646.2173 23 0.6 883.0803 3 32.94 33 1928 OB3631.raw 1.08E4 2 2 100 122
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQP(+15.99)EENAC(+57.02)Q(+.98)FQR.L N 87.2 21.93 1550.6420 12 -1.7 776.3269 2 24.64 33 1263 OB3631.raw 1E4 1 1 26 37
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 87.1 21.58 2490.1160 22 7.8 831.0524 3 35.37 33 2244 OB3631.raw 6.29E3 1 1 100 121
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 85.9 19.85 1535.6311 12 -0.5 768.8224 2 5.30 33 380 OB3631.raw 3.69E3 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L Y 85.8 19.62 2040.8846 16 -1.3 681.3013 3 28.22 33 1503 OB3631.raw 0 1 1 22 37 Deamidation (NQ);
Carbamidomethylation

R.QQP(+15.99)EEN(+.98)AC(+57.02)QFQ(+.98)R.L N 82.8 19.46 1551.6260 12 -2.1 776.8187 2 25.30 33 1311 OB3631.raw 5.38E3 1 1 26 37
Hydroxylation Pro;
Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWN(+.98)PNNQ(+.98)EFEC(+57.02)AGVALSR.L N 81.6 18.81 3071.3455 27 6.2 1024.7954 3 38.90 33 2653 OB3631.raw 0 1 1 47 73 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWNPNN(+.98)QEFEC(+57.02)AGVALSR.L N 81.3 18.66 3070.3613 27 5.0 1024.4662 3 37.48 33 2520 OB3631.raw 1.87E3 1 1 47 73 Deamidation (NQ);
Carbamidomethylation

G.RGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 64.8 17.69 2630.2224 23 0.3 877.7484 3 33.07 33 1945 OB3631.raw 5.71E4 1 1 99 121 Carbamidomethylation;
Deamidation (NQ)

total 55 peptides
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R.QQ(+.98)PEENAC(+57.02)QFQR.L N 99.9 69.89 1534.6470 12 -0.2 768.3306 2 24.84 33 1278 OB3631.raw 6.02E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPQEIFIQQGR.G N 99.9 69.85 2050.0383 17 -0.8 684.3528 3 3.97 33 195 OB3631.raw 1.24E6 58 58 82 98

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R Y 99.9 69.83 2473.1372 22 1.1 825.3873 3 34.09 33 2075 OB3631.raw 7.08E5 13 13 99 120 Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 99.9 65.24 1533.6630 12 -0.2 767.8386 2 24.63 33 1262 OB3631.raw 1.91E4 6 6 25 36 Carbamidomethylation

R.QQ(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 99.9 60.60 1535.6311 12 -1.2 768.8219 2 25.48 33 1325 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.9 59.23 1534.6470 12 -1.0 768.3300 2 25.19 33 1302 OB3631.raw 5.65E4 3 3 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.9 59.15 2474.1211 22 1.3 1238.0695 2 34.32 33 2106 OB3631.raw 1.74E5 10 10 99 120 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 51.70 3069.3774 27 3.4 1024.1366 3 4.00 33 200 OB3631.raw 4.47E5 29 29 46 72 Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R Y 99.9 51.62 2489.1321 22 -3.0 830.7155 3 34.18 33 2087 OB3631.raw 7.3E4 7 7 99 120 Carbamidomethylation;



Hydroxylation Pro

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 47.81 1534.6470 12 -5.3 768.3267 2 4.18 33 226 OB3631.raw 2.15E4 4 4 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 99.9 45.52 2474.1211 22 0.8 825.7150 3 34.72 33 2159 OB3631.raw 1.65E5 7 7 99 120 Carbamidomethylation;
Deamidation (NQ)

R.QQPEENAC(+57.02)QFQ(+.98)R.L N 99.9 44.67 1534.6470 12 -2.3 768.3290 2 5.14 33 359 OB3631.raw 0 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQQGR.R Y 99.9 44.21 2489.1321 22 -2.6 1245.5701 2 34.49 33 2128 OB3631.raw 3.7E3 1 1 99 120 Carbamidomethylation;
Hydroxylation Pro

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R Y 99.9 43.45 2489.1321 22 0.6 830.7184 3 33.87 33 2047 OB3631.raw 3.46E4 2 2 99 120 Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGR.R Y 99.9 43.17 2490.1160 22 2.0 831.0476 3 35.62 33 2275 OB3631.raw 6.29E3 2 2 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.8 41.70 1535.6311 12 3.2 768.8253 2 25.29 33 1309 OB3631.raw 2.64E0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.8 41.41 1536.6151 12 -2.6 769.3128 2 26.29 33 1379 OB3631.raw 1.01E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 99.8 41.11 2475.1052 22 -2.2 1238.5571 2 34.90 33 2182 OB3631.raw 1.97E4 2 2 99 120 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.8 40.98 3070.3613 27 2.9 1024.4640 3 33.40 33 1987 OB3631.raw 3.56E5 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNP(+15.99)NNQEFEC(+57.02)AGVALSR.L N 99.7 40.61 3085.3723 27 2.4 1029.4672 3 32.70 33 1897 OB3631.raw 1.25E4 3 3 46 72 Hydroxylation Pro;
Carbamidomethylation

R.QQ(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.7 40.25 1536.6151 12 -2.6 769.3129 2 25.84 33 1347 OB3631.raw 4.7E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.7 38.06 1535.6311 12 0.9 768.8235 2 26.32 33 1381 OB3631.raw 3.99E4 2 2 25 36 Carbamidomethylation;
Deamidation (NQ)

F.YSNAPQEIFIQQGR.G N 99.7 37.99 1649.8162 14 1.9 825.9169 2 29.58 33 1580 OB3631.raw 1.72E3 2 2 85 98

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.7 37.63 2490.1160 22 2.9 1246.0688 2 34.01 33 2066 OB3631.raw 1.26E4 6 6 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.Y Y 99.5 35.79 2631.2063 23 -2.0 878.0743 3 33.70 33 2024 OB3631.raw 1.82E4 4 4 99 121 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.5 34.80 1535.6311 12 -2.5 768.8209 2 26.40 33 1387 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 99.5 34.54 2039.9006 16 3.4 680.9764 3 28.00 33 1487 OB3631.raw 1.16E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNR.I N 99.4 33.37 1082.5581 9 -0.7 361.8597 3 5.12 33 356 OB3631.raw 1.78E5 5 5 37 45

R.Q(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.4 32.86 1536.6151 12 -3.7 769.3120 2 25.94 33 1354 OB3631.raw 4.7E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEEN(+.98)AC(+57.02)QFQR.L Y 99.0 32.29 2039.9006 16 -0.9 680.9735 3 27.90 33 1481 OB3631.raw 1.16E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQR.L Y 99.0 31.94 2038.9166 16 -1.8 680.6450 3 27.60 33 1463 OB3631.raw 8.86E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.Y Y 98.9 31.65 2630.2224 23 -0.3 877.7478 3 32.78 33 1907 OB3631.raw 4.65E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGR.R Y 97.8 30.11 2490.1160 22 1.1 831.0469 3 34.11 33 2078 OB3631.raw 1.02E4 1 1 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 97.6 28.39 1536.6151 12 -3.2 769.3124 2 26.40 33 1386 OB3631.raw 1.01E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 97.6 28.35 1536.6151 12 9.8 769.3224 2 5.33 33 384 OB3631.raw 0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 97.6 27.95 2491.1001 22 2.1 831.3757 3 35.57 33 2269 OB3631.raw 0 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

S.ISFRQQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 97.6 27.74 2038.9166 16 0.3 680.6464 3 27.78 33 1472 OB3631.raw 8.86E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L Y 97.2 27.38 2039.9006 16 3.2 680.9763 3 28.10 33 1494 OB3631.raw 1.16E4 2 2 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGRR.Y Y 97.0 26.85 2630.2224 23 -0.5 877.7477 3 33.10 33 1949 OB3631.raw 7.44E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPN(+.98)NQEFEC(+57.02)AGVALSR.L N 95.5 26.40 3070.3613 27 2.0 1024.4631 3 37.92 33 2566 OB3631.raw 1.87E3 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 95.5 26.18 3070.3613 27 5.9 1536.1970 2 32.84 33 1915 OB3631.raw 4.45E3 2 2 46 72 Deamidation (NQ);
Carbamidomethylation



R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 95.3 25.39 1535.6311 12 -1.0 768.8220 2 25.76 33 1342 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQ(+.98)R.L N 95.2 24.82 1535.6311 12 -1.1 768.8220 2 25.66 33 1336 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 95.0 24.50 1535.6311 12 -2.2 768.8211 2 5.08 33 351 OB3631.raw 3.69E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QP(+15.99)EENAC(+57.02)QFQ(+.98)R.L N 94.8 24.11 1551.6260 12 -2.3 776.8185 2 24.99 33 1290 OB3631.raw 5.38E3 1 1 25 36
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGRR.Y Y 93.4 23.46 2646.2173 23 -0.3 883.0794 3 32.98 33 1934 OB3631.raw 1.08E4 1 1 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGRR.Y Y 92.8 22.39 2646.2173 23 0.6 883.0803 3 32.94 33 1928 OB3631.raw 1.08E4 2 2 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQP(+15.99)EENAC(+57.02)Q(+.98)FQR.L N 87.2 21.93 1550.6420 12 -1.7 776.3269 2 24.64 33 1263 OB3631.raw 1E4 1 1 25 36
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 87.1 21.58 2490.1160 22 7.8 831.0524 3 35.37 33 2244 OB3631.raw 6.29E3 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 85.9 19.85 1535.6311 12 -0.5 768.8224 2 5.30 33 380 OB3631.raw 3.69E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L Y 85.8 19.62 2040.8846 16 -1.3 681.3013 3 28.22 33 1503 OB3631.raw 0 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.QQP(+15.99)EEN(+.98)AC(+57.02)QFQ(+.98)R.L N 82.8 19.46 1551.6260 12 -2.1 776.8187 2 25.30 33 1311 OB3631.raw 5.38E3 1 1 25 36
Hydroxylation Pro;
Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQ(+.98)EFEC(+57.02)AGVALSR.L N 81.6 18.81 3071.3455 27 6.2 1024.7954 3 38.90 33 2653 OB3631.raw 0 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNN(+.98)QEFEC(+57.02)AGVALSR.L N 81.3 18.66 3070.3613 27 5.0 1024.4662 3 37.48 33 2520 OB3631.raw 1.87E3 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

G.RGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 64.8 17.69 2630.2224 23 0.3 877.7484 3 33.07 33 1945 OB3631.raw 5.71E4 1 1 98 120 Carbamidomethylation;
Deamidation (NQ)

total 55 peptides

Q5I6T2|Q5I6T2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
Sample

33
#Spec

#Spec
Sample

33
Start End PTM

R.QQ(+.98)PEENAC(+57.02)QFQR.L N 99.9 69.89 1534.6470 12 -0.2 768.3306 2 24.84 33 1278 OB3631.raw 6.02E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPQEIFIQQGR.G N 99.9 69.85 2050.0383 17 -0.8 684.3528 3 3.97 33 195 OB3631.raw 1.24E6 58 58 82 98

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R Y 99.9 69.83 2473.1372 22 1.1 825.3873 3 34.09 33 2075 OB3631.raw 7.08E5 13 13 99 120 Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 99.9 65.24 1533.6630 12 -0.2 767.8386 2 24.63 33 1262 OB3631.raw 1.91E4 6 6 25 36 Carbamidomethylation

R.QQ(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 99.9 60.60 1535.6311 12 -1.2 768.8219 2 25.48 33 1325 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.9 59.23 1534.6470 12 -1.0 768.3300 2 25.19 33 1302 OB3631.raw 5.65E4 3 3 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.9 59.15 2474.1211 22 1.3 1238.0695 2 34.32 33 2106 OB3631.raw 1.74E5 10 10 99 120 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 51.70 3069.3774 27 3.4 1024.1366 3 4.00 33 200 OB3631.raw 4.47E5 29 29 46 72 Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R Y 99.9 51.62 2489.1321 22 -3.0 830.7155 3 34.18 33 2087 OB3631.raw 7.3E4 7 7 99 120 Carbamidomethylation;



Hydroxylation Pro

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 47.81 1534.6470 12 -5.3 768.3267 2 4.18 33 226 OB3631.raw 2.15E4 4 4 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 99.9 45.52 2474.1211 22 0.8 825.7150 3 34.72 33 2159 OB3631.raw 1.65E5 7 7 99 120 Carbamidomethylation;
Deamidation (NQ)

R.QQPEENAC(+57.02)QFQ(+.98)R.L N 99.9 44.67 1534.6470 12 -2.3 768.3290 2 5.14 33 359 OB3631.raw 0 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQQGR.R Y 99.9 44.21 2489.1321 22 -2.6 1245.5701 2 34.49 33 2128 OB3631.raw 3.7E3 1 1 99 120 Carbamidomethylation;
Hydroxylation Pro

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R Y 99.9 43.45 2489.1321 22 0.6 830.7184 3 33.87 33 2047 OB3631.raw 3.46E4 2 2 99 120 Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGR.R Y 99.9 43.17 2490.1160 22 2.0 831.0476 3 35.62 33 2275 OB3631.raw 6.29E3 2 2 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.8 41.70 1535.6311 12 3.2 768.8253 2 25.29 33 1309 OB3631.raw 2.64E0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.8 41.41 1536.6151 12 -2.6 769.3128 2 26.29 33 1379 OB3631.raw 1.01E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 99.8 41.11 2475.1052 22 -2.2 1238.5571 2 34.90 33 2182 OB3631.raw 1.97E4 2 2 99 120 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.8 40.98 3070.3613 27 2.9 1024.4640 3 33.40 33 1987 OB3631.raw 3.56E5 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNP(+15.99)NNQEFEC(+57.02)AGVALSR.L N 99.7 40.61 3085.3723 27 2.4 1029.4672 3 32.70 33 1897 OB3631.raw 1.25E4 3 3 46 72 Hydroxylation Pro;
Carbamidomethylation

R.QQ(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.7 40.25 1536.6151 12 -2.6 769.3129 2 25.84 33 1347 OB3631.raw 4.7E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.7 38.06 1535.6311 12 0.9 768.8235 2 26.32 33 1381 OB3631.raw 3.99E4 2 2 25 36 Carbamidomethylation;
Deamidation (NQ)

F.YSNAPQEIFIQQGR.G N 99.7 37.99 1649.8162 14 1.9 825.9169 2 29.58 33 1580 OB3631.raw 1.72E3 2 2 85 98

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.7 37.63 2490.1160 22 2.9 1246.0688 2 34.01 33 2066 OB3631.raw 1.26E4 6 6 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.S Y 99.5 35.79 2631.2063 23 -2.0 878.0743 3 33.70 33 2024 OB3631.raw 1.82E4 4 4 99 121 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.5 34.80 1535.6311 12 -2.5 768.8209 2 26.40 33 1387 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 99.5 34.54 2039.9006 16 3.4 680.9764 3 28.00 33 1487 OB3631.raw 1.16E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNR.I N 99.4 33.37 1082.5581 9 -0.7 361.8597 3 5.12 33 356 OB3631.raw 1.78E5 5 5 37 45

R.Q(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.4 32.86 1536.6151 12 -3.7 769.3120 2 25.94 33 1354 OB3631.raw 4.7E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEEN(+.98)AC(+57.02)QFQR.L Y 99.0 32.29 2039.9006 16 -0.9 680.9735 3 27.90 33 1481 OB3631.raw 1.16E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQR.L Y 99.0 31.94 2038.9166 16 -1.8 680.6450 3 27.60 33 1463 OB3631.raw 8.86E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.S Y 98.9 31.65 2630.2224 23 -0.3 877.7478 3 32.78 33 1907 OB3631.raw 4.65E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGR.R Y 97.8 30.11 2490.1160 22 1.1 831.0469 3 34.11 33 2078 OB3631.raw 1.02E4 1 1 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 97.6 28.39 1536.6151 12 -3.2 769.3124 2 26.40 33 1386 OB3631.raw 1.01E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 97.6 28.35 1536.6151 12 9.8 769.3224 2 5.33 33 384 OB3631.raw 0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 97.6 27.95 2491.1001 22 2.1 831.3757 3 35.57 33 2269 OB3631.raw 0 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

S.ISFRQQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 97.6 27.74 2038.9166 16 0.3 680.6464 3 27.78 33 1472 OB3631.raw 8.86E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L Y 97.2 27.38 2039.9006 16 3.2 680.9763 3 28.10 33 1494 OB3631.raw 1.16E4 2 2 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGRR.S Y 97.0 26.85 2630.2224 23 -0.5 877.7477 3 33.10 33 1949 OB3631.raw 7.44E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPN(+.98)NQEFEC(+57.02)AGVALSR.L N 95.5 26.40 3070.3613 27 2.0 1024.4631 3 37.92 33 2566 OB3631.raw 1.87E3 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 95.5 26.18 3070.3613 27 5.9 1536.1970 2 32.84 33 1915 OB3631.raw 4.45E3 2 2 46 72 Deamidation (NQ);
Carbamidomethylation



R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 95.3 25.39 1535.6311 12 -1.0 768.8220 2 25.76 33 1342 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQ(+.98)R.L N 95.2 24.82 1535.6311 12 -1.1 768.8220 2 25.66 33 1336 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 95.0 24.50 1535.6311 12 -2.2 768.8211 2 5.08 33 351 OB3631.raw 3.69E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QP(+15.99)EENAC(+57.02)QFQ(+.98)R.L N 94.8 24.11 1551.6260 12 -2.3 776.8185 2 24.99 33 1290 OB3631.raw 5.38E3 1 1 25 36
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGRR.S Y 93.4 23.46 2646.2173 23 -0.3 883.0794 3 32.98 33 1934 OB3631.raw 1.08E4 1 1 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGRR.S Y 92.8 22.39 2646.2173 23 0.6 883.0803 3 32.94 33 1928 OB3631.raw 1.08E4 2 2 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQP(+15.99)EENAC(+57.02)Q(+.98)FQR.L N 87.2 21.93 1550.6420 12 -1.7 776.3269 2 24.64 33 1263 OB3631.raw 1E4 1 1 25 36
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 87.1 21.58 2490.1160 22 7.8 831.0524 3 35.37 33 2244 OB3631.raw 6.29E3 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 85.9 19.85 1535.6311 12 -0.5 768.8224 2 5.30 33 380 OB3631.raw 3.69E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L Y 85.8 19.62 2040.8846 16 -1.3 681.3013 3 28.22 33 1503 OB3631.raw 0 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.QQP(+15.99)EEN(+.98)AC(+57.02)QFQ(+.98)R.L N 82.8 19.46 1551.6260 12 -2.1 776.8187 2 25.30 33 1311 OB3631.raw 5.38E3 1 1 25 36
Hydroxylation Pro;
Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQ(+.98)EFEC(+57.02)AGVALSR.L N 81.6 18.81 3071.3455 27 6.2 1024.7954 3 38.90 33 2653 OB3631.raw 0 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNN(+.98)QEFEC(+57.02)AGVALSR.L N 81.3 18.66 3070.3613 27 5.0 1024.4662 3 37.48 33 2520 OB3631.raw 1.87E3 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

G.RGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 64.8 17.69 2630.2224 23 0.3 877.7484 3 33.07 33 1945 OB3631.raw 5.71E4 1 1 98 120 Carbamidomethylation;
Deamidation (NQ)

total 55 peptides
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R.QQ(+.98)PEENAC(+57.02)QFQR.L N 99.9 69.89 1534.6470 12 -0.2 768.3306 2 24.84 33 1278 OB3631.raw 6.02E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPQEIFIQQGR.G N 99.9 69.85 2050.0383 17 -0.8 684.3528 3 3.97 33 195 OB3631.raw 1.24E6 58 58 82 98

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R Y 99.9 69.83 2473.1372 22 1.1 825.3873 3 34.09 33 2075 OB3631.raw 7.08E5 13 13 99 120 Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 99.9 65.24 1533.6630 12 -0.2 767.8386 2 24.63 33 1262 OB3631.raw 1.91E4 6 6 25 36 Carbamidomethylation

R.QQ(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 99.9 60.60 1535.6311 12 -1.2 768.8219 2 25.48 33 1325 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.9 59.23 1534.6470 12 -1.0 768.3300 2 25.19 33 1302 OB3631.raw 5.65E4 3 3 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.9 59.15 2474.1211 22 1.3 1238.0695 2 34.32 33 2106 OB3631.raw 1.74E5 10 10 99 120 Carbamidomethylation;
Deamidation (NQ)

R.LESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 51.70 3069.3774 27 3.4 1024.1366 3 4.00 33 200 OB3631.raw 4.47E5 29 29 46 72 Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R Y 99.9 51.62 2489.1321 22 -3.0 830.7155 3 34.18 33 2087 OB3631.raw 7.3E4 7 7 99 120 Carbamidomethylation;



Hydroxylation Pro

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 47.81 1534.6470 12 -5.3 768.3267 2 4.18 33 226 OB3631.raw 2.15E4 4 4 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 99.9 45.52 2474.1211 22 0.8 825.7150 3 34.72 33 2159 OB3631.raw 1.65E5 7 7 99 120 Carbamidomethylation;
Deamidation (NQ)

R.QQPEENAC(+57.02)QFQ(+.98)R.L N 99.9 44.67 1534.6470 12 -2.3 768.3290 2 5.14 33 359 OB3631.raw 0 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQQGR.R Y 99.9 44.21 2489.1321 22 -2.6 1245.5701 2 34.49 33 2128 OB3631.raw 3.7E3 1 1 99 120 Carbamidomethylation;
Hydroxylation Pro

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R Y 99.9 43.45 2489.1321 22 0.6 830.7184 3 33.87 33 2047 OB3631.raw 3.46E4 2 2 99 120 Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGR.R Y 99.9 43.17 2490.1160 22 2.0 831.0476 3 35.62 33 2275 OB3631.raw 6.29E3 2 2 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.8 41.70 1535.6311 12 3.2 768.8253 2 25.29 33 1309 OB3631.raw 2.64E0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.8 41.41 1536.6151 12 -2.6 769.3128 2 26.29 33 1379 OB3631.raw 1.01E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 99.8 41.11 2475.1052 22 -2.2 1238.5571 2 34.90 33 2182 OB3631.raw 1.97E4 2 2 99 120 Carbamidomethylation;
Deamidation (NQ)

R.LESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.8 40.98 3070.3613 27 2.9 1024.4640 3 33.40 33 1987 OB3631.raw 3.56E5 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWNP(+15.99)NNQEFEC(+57.02)AGVALSR.L N 99.7 40.61 3085.3723 27 2.4 1029.4672 3 32.70 33 1897 OB3631.raw 1.25E4 3 3 46 72 Hydroxylation Pro;
Carbamidomethylation

R.QQ(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.7 40.25 1536.6151 12 -2.6 769.3129 2 25.84 33 1347 OB3631.raw 4.7E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.7 38.06 1535.6311 12 0.9 768.8235 2 26.32 33 1381 OB3631.raw 3.99E4 2 2 25 36 Carbamidomethylation;
Deamidation (NQ)

F.YSNAPQEIFIQQGR.G N 99.7 37.99 1649.8162 14 1.9 825.9169 2 29.58 33 1580 OB3631.raw 1.72E3 2 2 85 98

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.7 37.63 2490.1160 22 2.9 1246.0688 2 34.01 33 2066 OB3631.raw 1.26E4 6 6 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.H Y 99.5 35.79 2631.2063 23 -2.0 878.0743 3 33.70 33 2024 OB3631.raw 1.82E4 4 4 99 121 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.5 34.80 1535.6311 12 -2.5 768.8209 2 26.40 33 1387 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 99.5 34.54 2039.9006 16 3.4 680.9764 3 28.00 33 1487 OB3631.raw 1.16E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNR.L N 99.4 33.37 1082.5581 9 -0.7 361.8597 3 5.12 33 356 OB3631.raw 1.78E5 5 5 37 45

R.Q(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.4 32.86 1536.6151 12 -3.7 769.3120 2 25.94 33 1354 OB3631.raw 4.7E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEEN(+.98)AC(+57.02)QFQR.L Y 99.0 32.29 2039.9006 16 -0.9 680.9735 3 27.90 33 1481 OB3631.raw 1.16E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQR.L Y 99.0 31.94 2038.9166 16 -1.8 680.6450 3 27.60 33 1463 OB3631.raw 8.86E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.H Y 98.9 31.65 2630.2224 23 -0.3 877.7478 3 32.78 33 1907 OB3631.raw 4.65E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGR.R Y 97.8 30.11 2490.1160 22 1.1 831.0469 3 34.11 33 2078 OB3631.raw 1.02E4 1 1 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 97.6 28.39 1536.6151 12 -3.2 769.3124 2 26.40 33 1386 OB3631.raw 1.01E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 97.6 28.35 1536.6151 12 9.8 769.3224 2 5.33 33 384 OB3631.raw 0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 97.6 27.95 2491.1001 22 2.1 831.3757 3 35.57 33 2269 OB3631.raw 0 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

S.ISFRQQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 97.6 27.74 2038.9166 16 0.3 680.6464 3 27.78 33 1472 OB3631.raw 8.86E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L Y 97.2 27.38 2039.9006 16 3.2 680.9763 3 28.10 33 1494 OB3631.raw 1.16E4 2 2 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGRR.H Y 97.0 26.85 2630.2224 23 -0.5 877.7477 3 33.10 33 1949 OB3631.raw 7.44E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.LESEGGYIETWNPN(+.98)NQEFEC(+57.02)AGVALSR.L N 95.5 26.40 3070.3613 27 2.0 1024.4631 3 37.92 33 2566 OB3631.raw 1.87E3 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 95.5 26.18 3070.3613 27 5.9 1536.1970 2 32.84 33 1915 OB3631.raw 4.45E3 2 2 46 72 Deamidation (NQ);
Carbamidomethylation



R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 95.3 25.39 1535.6311 12 -1.0 768.8220 2 25.76 33 1342 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQ(+.98)R.L N 95.2 24.82 1535.6311 12 -1.1 768.8220 2 25.66 33 1336 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 95.0 24.50 1535.6311 12 -2.2 768.8211 2 5.08 33 351 OB3631.raw 3.69E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QP(+15.99)EENAC(+57.02)QFQ(+.98)R.L N 94.8 24.11 1551.6260 12 -2.3 776.8185 2 24.99 33 1290 OB3631.raw 5.38E3 1 1 25 36
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGRR.H Y 93.4 23.46 2646.2173 23 -0.3 883.0794 3 32.98 33 1934 OB3631.raw 1.08E4 1 1 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGRR.H Y 92.8 22.39 2646.2173 23 0.6 883.0803 3 32.94 33 1928 OB3631.raw 1.08E4 2 2 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQP(+15.99)EENAC(+57.02)Q(+.98)FQR.L N 87.2 21.93 1550.6420 12 -1.7 776.3269 2 24.64 33 1263 OB3631.raw 1E4 1 1 25 36
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 87.1 21.58 2490.1160 22 7.8 831.0524 3 35.37 33 2244 OB3631.raw 6.29E3 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 85.9 19.85 1535.6311 12 -0.5 768.8224 2 5.30 33 380 OB3631.raw 3.69E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L Y 85.8 19.62 2040.8846 16 -1.3 681.3013 3 28.22 33 1503 OB3631.raw 0 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.QQP(+15.99)EEN(+.98)AC(+57.02)QFQ(+.98)R.L N 82.8 19.46 1551.6260 12 -2.1 776.8187 2 25.30 33 1311 OB3631.raw 5.38E3 1 1 25 36
Hydroxylation Pro;
Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWN(+.98)PNNQ(+.98)EFEC(+57.02)AGVALSR.L N 81.6 18.81 3071.3455 27 6.2 1024.7954 3 38.90 33 2653 OB3631.raw 0 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWNPNN(+.98)QEFEC(+57.02)AGVALSR.L N 81.3 18.66 3070.3613 27 5.0 1024.4662 3 37.48 33 2520 OB3631.raw 1.87E3 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

G.RGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 64.8 17.69 2630.2224 23 0.3 877.7484 3 33.07 33 1945 OB3631.raw 5.71E4 1 1 98 120 Carbamidomethylation;
Deamidation (NQ)

total 55 peptides
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R.QQ(+.98)PEENAC(+57.02)QFQR.L N 99.9 69.89 1534.6470 12 -0.2 768.3306 2 24.84 33 1278 OB3631.raw 6.02E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPQEIFIQQGR.G N 99.9 69.85 2050.0383 17 -0.8 684.3528 3 3.97 33 195 OB3631.raw 1.24E6 58 58 82 98

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R Y 99.9 69.83 2473.1372 22 1.1 825.3873 3 34.09 33 2075 OB3631.raw 7.08E5 13 13 99 120 Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 99.9 65.24 1533.6630 12 -0.2 767.8386 2 24.63 33 1262 OB3631.raw 1.91E4 6 6 25 36 Carbamidomethylation

R.QQ(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 99.9 60.60 1535.6311 12 -1.2 768.8219 2 25.48 33 1325 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.9 59.23 1534.6470 12 -1.0 768.3300 2 25.19 33 1302 OB3631.raw 5.65E4 3 3 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.9 59.15 2474.1211 22 1.3 1238.0695 2 34.32 33 2106 OB3631.raw 1.74E5 10 10 99 120 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 51.70 3069.3774 27 3.4 1024.1366 3 4.00 33 200 OB3631.raw 4.47E5 29 29 46 72 Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R Y 99.9 51.62 2489.1321 22 -3.0 830.7155 3 34.18 33 2087 OB3631.raw 7.3E4 7 7 99 120 Carbamidomethylation;



Hydroxylation Pro

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 47.81 1534.6470 12 -5.3 768.3267 2 4.18 33 226 OB3631.raw 2.15E4 4 4 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 99.9 45.52 2474.1211 22 0.8 825.7150 3 34.72 33 2159 OB3631.raw 1.65E5 7 7 99 120 Carbamidomethylation;
Deamidation (NQ)

R.QQPEENAC(+57.02)QFQ(+.98)R.L N 99.9 44.67 1534.6470 12 -2.3 768.3290 2 5.14 33 359 OB3631.raw 0 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQQGR.R Y 99.9 44.21 2489.1321 22 -2.6 1245.5701 2 34.49 33 2128 OB3631.raw 3.7E3 1 1 99 120 Carbamidomethylation;
Hydroxylation Pro

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R Y 99.9 43.45 2489.1321 22 0.6 830.7184 3 33.87 33 2047 OB3631.raw 3.46E4 2 2 99 120 Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGR.R Y 99.9 43.17 2490.1160 22 2.0 831.0476 3 35.62 33 2275 OB3631.raw 6.29E3 2 2 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.8 41.70 1535.6311 12 3.2 768.8253 2 25.29 33 1309 OB3631.raw 2.64E0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.8 41.41 1536.6151 12 -2.6 769.3128 2 26.29 33 1379 OB3631.raw 1.01E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 99.8 41.11 2475.1052 22 -2.2 1238.5571 2 34.90 33 2182 OB3631.raw 1.97E4 2 2 99 120 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.8 40.98 3070.3613 27 2.9 1024.4640 3 33.40 33 1987 OB3631.raw 3.56E5 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNP(+15.99)NNQEFEC(+57.02)AGVALSR.L N 99.7 40.61 3085.3723 27 2.4 1029.4672 3 32.70 33 1897 OB3631.raw 1.25E4 3 3 46 72 Hydroxylation Pro;
Carbamidomethylation

R.QQ(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.7 40.25 1536.6151 12 -2.6 769.3129 2 25.84 33 1347 OB3631.raw 4.7E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.7 38.06 1535.6311 12 0.9 768.8235 2 26.32 33 1381 OB3631.raw 3.99E4 2 2 25 36 Carbamidomethylation;
Deamidation (NQ)

F.YSNAPQEIFIQQGR.G N 99.7 37.99 1649.8162 14 1.9 825.9169 2 29.58 33 1580 OB3631.raw 1.72E3 2 2 85 98

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.7 37.63 2490.1160 22 2.9 1246.0688 2 34.01 33 2066 OB3631.raw 1.26E4 6 6 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.H Y 99.5 35.79 2631.2063 23 -2.0 878.0743 3 33.70 33 2024 OB3631.raw 1.82E4 4 4 99 121 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.5 34.80 1535.6311 12 -2.5 768.8209 2 26.40 33 1387 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 99.5 34.54 2039.9006 16 3.4 680.9764 3 28.00 33 1487 OB3631.raw 1.16E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNR.I N 99.4 33.37 1082.5581 9 -0.7 361.8597 3 5.12 33 356 OB3631.raw 1.78E5 5 5 37 45

R.Q(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.4 32.86 1536.6151 12 -3.7 769.3120 2 25.94 33 1354 OB3631.raw 4.7E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEEN(+.98)AC(+57.02)QFQR.L Y 99.0 32.29 2039.9006 16 -0.9 680.9735 3 27.90 33 1481 OB3631.raw 1.16E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQR.L Y 99.0 31.94 2038.9166 16 -1.8 680.6450 3 27.60 33 1463 OB3631.raw 8.86E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.H Y 98.9 31.65 2630.2224 23 -0.3 877.7478 3 32.78 33 1907 OB3631.raw 4.65E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGR.R Y 97.8 30.11 2490.1160 22 1.1 831.0469 3 34.11 33 2078 OB3631.raw 1.02E4 1 1 99 120
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 97.6 28.39 1536.6151 12 -3.2 769.3124 2 26.40 33 1386 OB3631.raw 1.01E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 97.6 28.35 1536.6151 12 9.8 769.3224 2 5.33 33 384 OB3631.raw 0 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 97.6 27.95 2491.1001 22 2.1 831.3757 3 35.57 33 2269 OB3631.raw 0 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

S.ISFRQQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 97.6 27.74 2038.9166 16 0.3 680.6464 3 27.78 33 1472 OB3631.raw 8.86E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L Y 97.2 27.38 2039.9006 16 3.2 680.9763 3 28.10 33 1494 OB3631.raw 1.16E4 2 2 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGRR.H Y 97.0 26.85 2630.2224 23 -0.5 877.7477 3 33.10 33 1949 OB3631.raw 7.44E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPN(+.98)NQEFEC(+57.02)AGVALSR.L N 95.5 26.40 3070.3613 27 2.0 1024.4631 3 37.92 33 2566 OB3631.raw 1.87E3 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 95.5 26.18 3070.3613 27 5.9 1536.1970 2 32.84 33 1915 OB3631.raw 4.45E3 2 2 46 72 Deamidation (NQ);
Carbamidomethylation



R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 95.3 25.39 1535.6311 12 -1.0 768.8220 2 25.76 33 1342 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQ(+.98)R.L N 95.2 24.82 1535.6311 12 -1.1 768.8220 2 25.66 33 1336 OB3631.raw 3.99E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 95.0 24.50 1535.6311 12 -2.2 768.8211 2 5.08 33 351 OB3631.raw 3.69E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QP(+15.99)EENAC(+57.02)QFQ(+.98)R.L N 94.8 24.11 1551.6260 12 -2.3 776.8185 2 24.99 33 1290 OB3631.raw 5.38E3 1 1 25 36
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGRR.H Y 93.4 23.46 2646.2173 23 -0.3 883.0794 3 32.98 33 1934 OB3631.raw 1.08E4 1 1 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGRR.H Y 92.8 22.39 2646.2173 23 0.6 883.0803 3 32.94 33 1928 OB3631.raw 1.08E4 2 2 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQP(+15.99)EENAC(+57.02)Q(+.98)FQR.L N 87.2 21.93 1550.6420 12 -1.7 776.3269 2 24.64 33 1263 OB3631.raw 1E4 1 1 25 36
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 87.1 21.58 2490.1160 22 7.8 831.0524 3 35.37 33 2244 OB3631.raw 6.29E3 1 1 99 120
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 85.9 19.85 1535.6311 12 -0.5 768.8224 2 5.30 33 380 OB3631.raw 3.69E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L Y 85.8 19.62 2040.8846 16 -1.3 681.3013 3 28.22 33 1503 OB3631.raw 0 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.QQP(+15.99)EEN(+.98)AC(+57.02)QFQ(+.98)R.L N 82.8 19.46 1551.6260 12 -2.1 776.8187 2 25.30 33 1311 OB3631.raw 5.38E3 1 1 25 36
Hydroxylation Pro;
Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQ(+.98)EFEC(+57.02)AGVALSR.L N 81.6 18.81 3071.3455 27 6.2 1024.7954 3 38.90 33 2653 OB3631.raw 0 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNN(+.98)QEFEC(+57.02)AGVALSR.L N 81.3 18.66 3070.3613 27 5.0 1024.4662 3 37.48 33 2520 OB3631.raw 1.87E3 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

G.RGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 64.8 17.69 2630.2224 23 0.3 877.7484 3 33.07 33 1945 OB3631.raw 5.71E4 1 1 98 120 Carbamidomethylation;
Deamidation (NQ)

total 55 peptides
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R.QQ(+.98)PEENAC(+57.02)QFQR.L N 99.9 69.89 1534.6470 12 -0.2 768.3306 2 24.84 33 1278 OB3631.raw 6.02E4 2 2 27 38 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPQEIFIQQGR.G N 99.9 69.85 2050.0383 17 -0.8 684.3528 3 3.97 33 195 OB3631.raw 1.24E6 58 58 84 100

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R Y 99.9 69.83 2473.1372 22 1.1 825.3873 3 34.09 33 2075 OB3631.raw 7.08E5 13 13 101 122 Carbamidomethylation

R.QQPEENAC(+57.02)QFQR.L N 99.9 65.24 1533.6630 12 -0.2 767.8386 2 24.63 33 1262 OB3631.raw 1.91E4 6 6 27 38 Carbamidomethylation

R.QQ(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 99.9 60.60 1535.6311 12 -1.2 768.8219 2 25.48 33 1325 OB3631.raw 3.99E4 1 1 27 38 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.9 59.23 1534.6470 12 -1.0 768.3300 2 25.19 33 1302 OB3631.raw 5.65E4 3 3 27 38 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.9 59.15 2474.1211 22 1.3 1238.0695 2 34.32 33 2106 OB3631.raw 1.74E5 10 10 101 122 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 51.70 3069.3774 27 3.4 1024.1366 3 4.00 33 200 OB3631.raw 4.47E5 29 29 48 74 Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R Y 99.9 51.62 2489.1321 22 -3.0 830.7155 3 34.18 33 2087 OB3631.raw 7.3E4 7 7 101 122 Carbamidomethylation;
Hydroxylation Pro

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 47.81 1534.6470 12 -5.3 768.3267 2 4.18 33 226 OB3631.raw 2.15E4 4 4 27 38 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 99.9 45.52 2474.1211 22 0.8 825.7150 3 34.72 33 2159 OB3631.raw 1.65E5 7 7 101 122 Carbamidomethylation;
Deamidation (NQ)

R.QQPEENAC(+57.02)QFQ(+.98)R.L N 99.9 44.67 1534.6470 12 -2.3 768.3290 2 5.14 33 359 OB3631.raw 0 1 1 27 38 Carbamidomethylation;
Deamidation (NQ)



R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQQGR.R Y 99.9 44.21 2489.1321 22 -2.6 1245.5701 2 34.49 33 2128 OB3631.raw 3.7E3 1 1 101 122 Carbamidomethylation;
Hydroxylation Pro

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R Y 99.9 43.45 2489.1321 22 0.6 830.7184 3 33.87 33 2047 OB3631.raw 3.46E4 2 2 101 122 Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGR.R Y 99.9 43.17 2490.1160 22 2.0 831.0476 3 35.62 33 2275 OB3631.raw 6.29E3 2 2 101 122
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.8 41.70 1535.6311 12 3.2 768.8253 2 25.29 33 1309 OB3631.raw 2.64E0 1 1 27 38 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.8 41.41 1536.6151 12 -2.6 769.3128 2 26.29 33 1379 OB3631.raw 1.01E4 2 2 27 38 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 99.8 41.11 2475.1052 22 -2.2 1238.5571 2 34.90 33 2182 OB3631.raw 1.97E4 2 2 101 122 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.8 40.98 3070.3613 27 2.9 1024.4640 3 33.40 33 1987 OB3631.raw 3.56E5 1 1 48 74 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNP(+15.99)NNQEFEC(+57.02)AGVALSR.L N 99.7 40.61 3085.3723 27 2.4 1029.4672 3 32.70 33 1897 OB3631.raw 1.25E4 3 3 48 74 Hydroxylation Pro;
Carbamidomethylation

R.QQ(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.7 40.25 1536.6151 12 -2.6 769.3129 2 25.84 33 1347 OB3631.raw 4.7E3 1 1 27 38 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.7 38.06 1535.6311 12 0.9 768.8235 2 26.32 33 1381 OB3631.raw 3.99E4 2 2 27 38 Carbamidomethylation;
Deamidation (NQ)

F.YSNAPQEIFIQQGR.G N 99.7 37.99 1649.8162 14 1.9 825.9169 2 29.58 33 1580 OB3631.raw 1.72E3 2 2 87 100

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 99.7 37.63 2490.1160 22 2.9 1246.0688 2 34.01 33 2066 OB3631.raw 1.26E4 6 6 101 122
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.H Y 99.5 35.79 2631.2063 23 -2.0 878.0743 3 33.70 33 2024 OB3631.raw 1.82E4 4 4 101 123 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.5 34.80 1535.6311 12 -2.5 768.8209 2 26.40 33 1387 OB3631.raw 3.99E4 1 1 27 38 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 99.5 34.54 2039.9006 16 3.4 680.9764 3 28.00 33 1487 OB3631.raw 1.16E4 1 1 23 38 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNR.I N 99.4 33.37 1082.5581 9 -0.7 361.8597 3 5.12 33 356 OB3631.raw 1.78E5 5 5 39 47

R.Q(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.4 32.86 1536.6151 12 -3.7 769.3120 2 25.94 33 1354 OB3631.raw 4.7E3 1 1 27 38 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEEN(+.98)AC(+57.02)QFQR.L Y 99.0 32.29 2039.9006 16 -0.9 680.9735 3 27.90 33 1481 OB3631.raw 1.16E4 1 1 23 38 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQR.L Y 99.0 31.94 2038.9166 16 -1.8 680.6450 3 27.60 33 1463 OB3631.raw 8.86E3 1 1 23 38 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.H Y 98.9 31.65 2630.2224 23 -0.3 877.7478 3 32.78 33 1907 OB3631.raw 4.65E4 2 2 101 123 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGR.R Y 97.8 30.11 2490.1160 22 1.1 831.0469 3 34.11 33 2078 OB3631.raw 1.02E4 1 1 101 122
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 97.6 28.39 1536.6151 12 -3.2 769.3124 2 26.40 33 1386 OB3631.raw 1.01E4 1 1 27 38 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 97.6 28.35 1536.6151 12 9.8 769.3224 2 5.33 33 384 OB3631.raw 0 1 1 27 38 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R Y 97.6 27.95 2491.1001 22 2.1 831.3757 3 35.57 33 2269 OB3631.raw 0 1 1 101 122
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

S.ISFRQQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L Y 97.6 27.74 2038.9166 16 0.3 680.6464 3 27.78 33 1472 OB3631.raw 8.86E3 1 1 23 38 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L Y 97.2 27.38 2039.9006 16 3.2 680.9763 3 28.10 33 1494 OB3631.raw 1.16E4 2 2 23 38 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGRR.H Y 97.0 26.85 2630.2224 23 -0.5 877.7477 3 33.10 33 1949 OB3631.raw 7.44E4 2 2 101 123 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPN(+.98)NQEFEC(+57.02)AGVALSR.L N 95.5 26.40 3070.3613 27 2.0 1024.4631 3 37.92 33 2566 OB3631.raw 1.87E3 1 1 48 74 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 95.5 26.18 3070.3613 27 5.9 1536.1970 2 32.84 33 1915 OB3631.raw 4.45E3 2 2 48 74 Deamidation (NQ);
Carbamidomethylation

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 95.3 25.39 1535.6311 12 -1.0 768.8220 2 25.76 33 1342 OB3631.raw 3.99E4 1 1 27 38 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQ(+.98)R.L N 95.2 24.82 1535.6311 12 -1.1 768.8220 2 25.66 33 1336 OB3631.raw 3.99E4 1 1 27 38 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 95.0 24.50 1535.6311 12 -2.2 768.8211 2 5.08 33 351 OB3631.raw 3.69E3 1 1 27 38 Deamidation (NQ);
Carbamidomethylation

Deamidation (NQ);



R.Q(+.98)QP(+15.99)EENAC(+57.02)QFQ(+.98)R.L N 94.8 24.11 1551.6260 12 -2.3 776.8185 2 24.99 33 1290 OB3631.raw 5.38E3 1 1 27 38 Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGRR.H Y 93.4 23.46 2646.2173 23 -0.3 883.0794 3 32.98 33 1934 OB3631.raw 1.08E4 1 1 101 123
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQ(+.98)QGRR.H Y 92.8 22.39 2646.2173 23 0.6 883.0803 3 32.94 33 1928 OB3631.raw 1.08E4 2 2 101 123
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

R.QQP(+15.99)EENAC(+57.02)Q(+.98)FQR.L N 87.2 21.93 1550.6420 12 -1.7 776.3269 2 24.64 33 1263 OB3631.raw 1E4 1 1 27 38
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GR.R Y 87.1 21.58 2490.1160 22 7.8 831.0524 3 35.37 33 2244 OB3631.raw 6.29E3 1 1 101 122
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 85.9 19.85 1535.6311 12 -0.5 768.8224 2 5.30 33 380 OB3631.raw 3.69E3 1 1 27 38 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L Y 85.8 19.62 2040.8846 16 -1.3 681.3013 3 28.22 33 1503 OB3631.raw 0 1 1 23 38 Deamidation (NQ);
Carbamidomethylation

R.QQP(+15.99)EEN(+.98)AC(+57.02)QFQ(+.98)R.L N 82.8 19.46 1551.6260 12 -2.1 776.8187 2 25.30 33 1311 OB3631.raw 5.38E3 1 1 27 38
Hydroxylation Pro;
Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQ(+.98)EFEC(+57.02)AGVALSR.L N 81.6 18.81 3071.3455 27 6.2 1024.7954 3 38.90 33 2653 OB3631.raw 0 1 1 48 74 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNN(+.98)QEFEC(+57.02)AGVALSR.L N 81.3 18.66 3070.3613 27 5.0 1024.4662 3 37.48 33 2520 OB3631.raw 1.87E3 1 1 48 74 Deamidation (NQ);
Carbamidomethylation

G.RGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R Y 64.8 17.69 2630.2224 23 0.3 877.7484 3 33.07 33 1945 OB3631.raw 5.71E4 1 1 100 122 Carbamidomethylation;
Deamidation (NQ)

total 55 peptides
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33 33

R.QQ(+.98)PEENAC(+57.02)QFQR.L N 99.9 69.89 1534.6470 12 -0.2 768.3306 2 24.84 33 1278 OB3631.raw 6.02E4 2 2 2 13 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPQEIFIQQGR.G N 99.9 69.85 2050.0383 17 -0.8 684.3528 3 3.97 33 195 OB3631.raw 1.24E6 58 58 59 75

R.QQPEENAC(+57.02)QFQR.L N 99.9 65.24 1533.6630 12 -0.2 767.8386 2 24.63 33 1262 OB3631.raw 1.91E4 6 6 2 13 Carbamidomethylation

R.QQ(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 99.9 60.60 1535.6311 12 -1.2 768.8219 2 25.48 33 1325 OB3631.raw 3.99E4 1 1 2 13 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.9 59.23 1534.6470 12 -1.0 768.3300 2 25.19 33 1302 OB3631.raw 5.65E4 3 3 2 13 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.9 51.70 3069.3774 27 3.4 1024.1366 3 4.00 33 200 OB3631.raw 4.47E5 29 29 23 49 Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 47.81 1534.6470 12 -5.3 768.3267 2 4.18 33 226 OB3631.raw 2.15E4 4 4 2 13 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)QFQ(+.98)R.L N 99.9 44.67 1534.6470 12 -2.3 768.3290 2 5.14 33 359 OB3631.raw 0 1 1 2 13 Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.8 41.70 1535.6311 12 3.2 768.8253 2 25.29 33 1309 OB3631.raw 2.64E0 1 1 2 13 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.8 41.41 1536.6151 12 -2.6 769.3128 2 26.29 33 1379 OB3631.raw 1.01E4 2 2 2 13 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.8 40.98 3070.3613 27 2.9 1024.4640 3 33.40 33 1987 OB3631.raw 3.56E5 1 1 23 49 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNP(+15.99)NNQEFEC(+57.02)AGVALSR.L N 99.7 40.61 3085.3723 27 2.4 1029.4672 3 32.70 33 1897 OB3631.raw 1.25E4 3 3 23 49 Hydroxylation Pro;
Carbamidomethylation

R.QQ(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.7 40.25 1536.6151 12 -2.6 769.3129 2 25.84 33 1347 OB3631.raw 4.7E3 1 1 2 13 Deamidation (NQ);
Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.7 38.06 1535.6311 12 0.9 768.8235 2 26.32 33 1381 OB3631.raw 3.99E4 2 2 2 13 Carbamidomethylation;
Deamidation (NQ)

F.YSNAPQEIFIQQGR.G N 99.7 37.99 1649.8162 14 1.9 825.9169 2 29.58 33 1580 OB3631.raw 1.72E3 2 2 62 75

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.5 34.80 1535.6311 12 -2.5 768.8209 2 26.40 33 1387 OB3631.raw 3.99E4 1 1 2 13 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNR.I N 99.4 33.37 1082.5581 9 -0.7 361.8597 3 5.12 33 356 OB3631.raw 1.78E5 5 5 14 22

R.Q(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.4 32.86 1536.6151 12 -3.7 769.3120 2 25.94 33 1354 OB3631.raw 4.7E3 1 1 2 13 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 97.6 28.39 1536.6151 12 -3.2 769.3124 2 26.40 33 1386 OB3631.raw 1.01E4 1 1 2 13 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 97.6 28.35 1536.6151 12 9.8 769.3224 2 5.33 33 384 OB3631.raw 0 1 1 2 13 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPN(+.98)NQEFEC(+57.02)AGVALSR.L N 95.5 26.40 3070.3613 27 2.0 1024.4631 3 37.92 33 2566 OB3631.raw 1.87E3 1 1 23 49 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 95.5 26.18 3070.3613 27 5.9 1536.1970 2 32.84 33 1915 OB3631.raw 4.45E3 2 2 23 49 Deamidation (NQ);
Carbamidomethylation

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 95.3 25.39 1535.6311 12 -1.0 768.8220 2 25.76 33 1342 OB3631.raw 3.99E4 1 1 2 13 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQ(+.98)R.L N 95.2 24.82 1535.6311 12 -1.1 768.8220 2 25.66 33 1336 OB3631.raw 3.99E4 1 1 2 13 Deamidation (NQ);
Carbamidomethylation

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 95.0 24.50 1535.6311 12 -2.2 768.8211 2 5.08 33 351 OB3631.raw 3.69E3 1 1 2 13 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QP(+15.99)EENAC(+57.02)QFQ(+.98)R.L N 94.8 24.11 1551.6260 12 -2.3 776.8185 2 24.99 33 1290 OB3631.raw 5.38E3 1 1 2 13
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PRHYEEP(+15.99)HTQGR.R Y 93.0 22.83 2633.2234 22 -2.5 878.7462 3 4.83 33 318 OB3631.raw 3.17E0 1 1 76 97 Carbamidomethylation;
Hydroxylation Pro

R.QQP(+15.99)EENAC(+57.02)Q(+.98)FQR.L N 87.2 21.93 1550.6420 12 -1.7 776.3269 2 24.64 33 1263 OB3631.raw 1E4 1 1 2 13
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)Q(+.98)PEENAC(+57.02)QFQR.L N 85.9 19.85 1535.6311 12 -0.5 768.8224 2 5.30 33 380 OB3631.raw 3.69E3 1 1 2 13 Deamidation (NQ);
Carbamidomethylation

R.QQP(+15.99)EEN(+.98)AC(+57.02)QFQ(+.98)R.L N 82.8 19.46 1551.6260 12 -2.1 776.8187 2 25.30 33 1311 OB3631.raw 5.38E3 1 1 2 13
Hydroxylation Pro;
Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQ(+.98)EFEC(+57.02)AGVALSR.L N 81.6 18.81 3071.3455 27 6.2 1024.7954 3 38.90 33 2653 OB3631.raw 0 1 1 23 49 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNN(+.98)QEFEC(+57.02)AGVALSR.L N 81.3 18.66 3070.3613 27 5.0 1024.4662 3 37.48 33 2520 OB3631.raw 1.87E3 1 1 23 49 Deamidation (NQ);
Carbamidomethylation

total 32 peptides



Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

33
#Spec

#Spec
Sample

33
Start End PTM

R.IESEGGYIETWNPNNQEFQC(+57.02)AGVALSR.T Y 99.9 54.19 3068.3933 27 0.9 1023.8060 3 32.57 33 1880 OB3631.raw 1.16E6 13 13 44 70 Carbamidomethylation

R.IESEGGYIETWNPN(+.98)NQEFQC(+57.02)AGVALSR.T Y 99.9 44.12 3069.3774 27 2.0 1024.1351 3 32.96 33 1931 OB3631.raw 3.05E5 4 4 44 70 Deamidation (NQ);
Carbamidomethylation

R.RPFYSN(+.98)APLEIYVQQGSGYFGLIFPGC(+57.02)PSTYEEPAQEGR.R Y 99.7 39.27 4425.0688 39 3.7 1476.0356 3 36.47 33 2391 OB3631.raw 2.06E5 6 6 80 118 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPLEIYVQQGSGYFGLIFPGC(+57.02)PSTYEEPAQEGR.R Y 99.7 38.90 4424.0845 39 -1.1 1475.7004 3 36.30 33 2368 OB3631.raw 3.39E5 19 19 80 118 Carbamidomethylation

R.IESEGGYIETWNP(+15.99)NNQEFQC(+57.02)AGVALSR.T Y 99.7 38.59 3084.3882 27 -0.2 1029.1365 3 33.78 33 2035 OB3631.raw 1.07E5 5 5 44 70 Hydroxylation Pro;
Carbamidomethylation

R.QGGEENEC(+57.02)Q(+.98)FQR.L Y 99.7 38.43 1481.5841 12 -0.9 741.7986 2 23.87 33 1212 OB3631.raw 3.24E4 3 3 23 34 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNN(+.98)QEFQC(+57.02)AGVALSR.T Y 99.5 35.80 3069.3774 27 3.3 1024.1365 3 4.43 33 262 OB3631.raw 4.06E5 2 2 44 70 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPLEIYVQ(+.98)QGSGYFGLIFPGC(+57.02)PSTYEEPAQEGR.R Y 99.5 35.12 4425.0688 39 -0.5 1476.0295 3 36.68 33 2419 OB3631.raw 7.67E4 4 4 80 118 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQEFQC(+57.02)AGVALSR.T Y 99.4 33.70 3069.3774 27 5.9 1024.1392 3 4.99 33 339 OB3631.raw 1E5 1 1 44 70 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNR.I N 99.4 33.37 1082.5581 9 -0.7 361.8597 3 5.12 33 356 OB3631.raw 1.78E5 5 5 35 43

R.Q(+.98)GGEENEC(+57.02)QFQR.L Y 99.4 33.33 1481.5841 12 3.1 741.8016 2 23.57 33 1197 OB3631.raw 5.38E3 1 1 23 34 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNNQ(+.98)EFQC(+57.02)AGVALSR.T Y 99.0 32.65 3069.3774 27 3.5 1024.1367 3 34.56 33 2137 OB3631.raw 3.05E5 4 4 44 70 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPLEIYVQQGSGYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQEGR.R Y 97.0 26.91 4440.0796 39 -3.4 1111.0234 4 35.63 33 2276 OB3631.raw 3.24E4 2 2 80 118 Hydroxylation Pro;
Carbamidomethylation

R.QGGEEN(+.98)EC(+57.02)QFQR.L Y 85.8 19.64 1481.5841 12 0.8 741.7999 2 24.37 33 1243 OB3631.raw 1.13E4 1 1 23 34 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNP(+15.99)N(+.98)NQEFQC(+57.02)AGVALSR.T Y 81.1 18.56 3085.3723 27 -4.9 1029.4597 3 34.67 33 2152 OB3631.raw 4.72E3 1 1 44 70
Hydroxylation Pro;
Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPLEIYVQQGSGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)EGR.R Y 63.4 16.80 4425.0688 39 2.6 1107.2773 4 37.17 33 2484 OB3631.raw 4.72E3 1 1 80 118 Carbamidomethylation;
Deamidation (NQ)

total 16 peptides



E5G077|E5G077_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

33
#Spec

#Spec
Sample

33
Start End PTM

R.IESEGGYIETWNPNNQEFQC(+57.02)AGVALSR.T Y 99.9 54.19 3068.3933 27 0.9 1023.8060 3 32.57 33 1880 OB3631.raw 1.16E6 13 13 46 72 Carbamidomethylation

R.IESEGGYIETWNPN(+.98)NQEFQC(+57.02)AGVALSR.T Y 99.9 44.12 3069.3774 27 2.0 1024.1351 3 32.96 33 1931 OB3631.raw 3.05E5 4 4 46 72 Deamidation (NQ);
Carbamidomethylation

R.RPFYSN(+.98)APLEIYVQQGSGYFGLIFPGC(+57.02)PSTYEEPAQEGR.R Y 99.7 39.27 4425.0688 39 3.7 1476.0356 3 36.47 33 2391 OB3631.raw 2.06E5 6 6 82 120 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPLEIYVQQGSGYFGLIFPGC(+57.02)PSTYEEPAQEGR.R Y 99.7 38.90 4424.0845 39 -1.1 1475.7004 3 36.30 33 2368 OB3631.raw 3.39E5 19 19 82 120 Carbamidomethylation

R.IESEGGYIETWNP(+15.99)NNQEFQC(+57.02)AGVALSR.T Y 99.7 38.59 3084.3882 27 -0.2 1029.1365 3 33.78 33 2035 OB3631.raw 1.07E5 5 5 46 72 Hydroxylation Pro;
Carbamidomethylation

R.QGGEENEC(+57.02)Q(+.98)FQR.L Y 99.7 38.43 1481.5841 12 -0.9 741.7986 2 23.87 33 1212 OB3631.raw 3.24E4 3 3 25 36 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNN(+.98)QEFQC(+57.02)AGVALSR.T Y 99.5 35.80 3069.3774 27 3.3 1024.1365 3 4.43 33 262 OB3631.raw 4.06E5 2 2 46 72 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPLEIYVQ(+.98)QGSGYFGLIFPGC(+57.02)PSTYEEPAQEGR.R Y 99.5 35.12 4425.0688 39 -0.5 1476.0295 3 36.68 33 2419 OB3631.raw 7.67E4 4 4 82 120 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQEFQC(+57.02)AGVALSR.T Y 99.4 33.70 3069.3774 27 5.9 1024.1392 3 4.99 33 339 OB3631.raw 1E5 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNR.I N 99.4 33.37 1082.5581 9 -0.7 361.8597 3 5.12 33 356 OB3631.raw 1.78E5 5 5 37 45

R.Q(+.98)GGEENEC(+57.02)QFQR.L Y 99.4 33.33 1481.5841 12 3.1 741.8016 2 23.57 33 1197 OB3631.raw 5.38E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNNQ(+.98)EFQC(+57.02)AGVALSR.T Y 99.0 32.65 3069.3774 27 3.5 1024.1367 3 34.56 33 2137 OB3631.raw 3.05E5 4 4 46 72 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPLEIYVQQGSGYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQEGR.R Y 97.0 26.91 4440.0796 39 -3.4 1111.0234 4 35.63 33 2276 OB3631.raw 3.24E4 2 2 82 120 Hydroxylation Pro;
Carbamidomethylation

R.QGGEEN(+.98)EC(+57.02)QFQR.L Y 85.8 19.64 1481.5841 12 0.8 741.7999 2 24.37 33 1243 OB3631.raw 1.13E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNP(+15.99)N(+.98)NQEFQC(+57.02)AGVALSR.T Y 81.1 18.56 3085.3723 27 -4.9 1029.4597 3 34.67 33 2152 OB3631.raw 4.72E3 1 1 46 72
Hydroxylation Pro;
Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPLEIYVQQGSGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)EGR.R Y 63.4 16.80 4425.0688 39 2.6 1107.2773 4 37.17 33 2484 OB3631.raw 4.72E3 1 1 82 120 Carbamidomethylation;
Deamidation (NQ)

total 16 peptides



Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

33
#Spec

#Spec
Sample

33
Start End PTM

R.IESEGGYIETWNPNNQEFQC(+57.02)AGVALSR.T Y 99.9 54.19 3068.3933 27 0.9 1023.8060 3 32.57 33 1880 OB3631.raw 1.16E6 13 13 46 72 Carbamidomethylation

R.IESEGGYIETWNPN(+.98)NQEFQC(+57.02)AGVALSR.T Y 99.9 44.12 3069.3774 27 2.0 1024.1351 3 32.96 33 1931 OB3631.raw 3.05E5 4 4 46 72 Deamidation (NQ);
Carbamidomethylation

R.RPFYSN(+.98)APLEIYVQQGSGYFGLIFPGC(+57.02)PSTYEEPAQEGR.R Y 99.7 39.27 4425.0688 39 3.7 1476.0356 3 36.47 33 2391 OB3631.raw 2.06E5 6 6 82 120 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPLEIYVQQGSGYFGLIFPGC(+57.02)PSTYEEPAQEGR.R Y 99.7 38.90 4424.0845 39 -1.1 1475.7004 3 36.30 33 2368 OB3631.raw 3.39E5 19 19 82 120 Carbamidomethylation

R.IESEGGYIETWNP(+15.99)NNQEFQC(+57.02)AGVALSR.T Y 99.7 38.59 3084.3882 27 -0.2 1029.1365 3 33.78 33 2035 OB3631.raw 1.07E5 5 5 46 72 Hydroxylation Pro;
Carbamidomethylation

R.QGGEENEC(+57.02)Q(+.98)FQR.L Y 99.7 38.43 1481.5841 12 -0.9 741.7986 2 23.87 33 1212 OB3631.raw 3.24E4 3 3 25 36 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWNPNN(+.98)QEFQC(+57.02)AGVALSR.T Y 99.5 35.80 3069.3774 27 3.3 1024.1365 3 4.43 33 262 OB3631.raw 4.06E5 2 2 46 72 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPLEIYVQ(+.98)QGSGYFGLIFPGC(+57.02)PSTYEEPAQEGR.R Y 99.5 35.12 4425.0688 39 -0.5 1476.0295 3 36.68 33 2419 OB3631.raw 7.67E4 4 4 82 120 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)PNNQEFQC(+57.02)AGVALSR.T Y 99.4 33.70 3069.3774 27 5.9 1024.1392 3 4.99 33 339 OB3631.raw 1E5 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNR.I N 99.4 33.37 1082.5581 9 -0.7 361.8597 3 5.12 33 356 OB3631.raw 1.78E5 5 5 37 45

R.Q(+.98)GGEENEC(+57.02)QFQR.L Y 99.4 33.33 1481.5841 12 3.1 741.8016 2 23.57 33 1197 OB3631.raw 5.38E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNNQ(+.98)EFQC(+57.02)AGVALSR.T Y 99.0 32.65 3069.3774 27 3.5 1024.1367 3 34.56 33 2137 OB3631.raw 3.05E5 4 4 46 72 Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPLEIYVQQGSGYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQEGR.R Y 97.0 26.91 4440.0796 39 -3.4 1111.0234 4 35.63 33 2276 OB3631.raw 3.24E4 2 2 82 120 Hydroxylation Pro;
Carbamidomethylation

R.QGGEEN(+.98)EC(+57.02)QFQR.L Y 85.8 19.64 1481.5841 12 0.8 741.7999 2 24.37 33 1243 OB3631.raw 1.13E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNP(+15.99)N(+.98)NQEFQC(+57.02)AGVALSR.T Y 81.1 18.56 3085.3723 27 -4.9 1029.4597 3 34.67 33 2152 OB3631.raw 4.72E3 1 1 46 72
Hydroxylation Pro;
Deamidation (NQ);
Carbamidomethylation

R.RPFYSNAPLEIYVQQGSGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)EGR.R Y 63.4 16.80 4425.0688 39 2.6 1107.2773 4 37.17 33 2484 OB3631.raw 4.72E3 1 1 82 120 Carbamidomethylation;
Deamidation (NQ)

total 16 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 peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot C from DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 3184
# of MS/MS scans 1041

Table 2. Result filtration parameters.
Peptide -10lgP ≥18.2
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 32
Peptide sequences 15
Protein groups 4
Proteins 32
Proteins (#Unique Peptides) 0 (>2); 0 (=2); 32 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 9

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

Oxidation 15.99 M 2 26.29 9.84E3 1000.00

Carbamidomethyl 57.02 C 2 51.70 3.05E3 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 12 10 5 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99

Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3610.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

Protein List



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

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 12

Area
Sample

12
#Peptides #Unique

#Spec
Sample

12
PTM Avg.

Mass Description

1 13 Q9FZ11|Q9FZ11_ARAHY 99.1 124.75 17 17 3.05E3 6 1 20 Y 60449 Gly1 OS=Arachis hypogaea GN=Gly1 PE=2 SV=1

1 5 Q5I6T2|Q5I6T2_ARAHY 99.1 124.75 17 17 3.05E3 6 1 20 Y 60736 Arachin Ahy-4 OS=Arachis hypogaea PE=2 SV=1

1 15 Q647H3|Q647H3_ARAHY 99.1 124.75 17 17 3.05E3 6 1 20 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=2 SV=1

5 69 Q6PSU5|Q6PSU5_ARAHY 66.8 34.65 4 4 2.48E3 1 1 1 N 33604 Conarachin (Fragment) OS=Arachis hypogaea PE
=2 SV=1

5 57 Q6PSU6|Q6PSU6_ARAHY 66.8 34.65 4 4 2.48E3 1 1 1 N 34133 Conarachin (Fragment) OS=Arachis hypogaea PE
=2 SV=1

5 27 Q6PSU4|Q6PSU4_ARAHY 66.8 34.65 3 3 2.48E3 1 1 1 N 48095 Conarachin (Fragment) OS=Arachis hypogaea PE
=2 SV=1

5 26 Q6PSU3|Q6PSU3_ARAHY 66.8 34.65 2 2 2.48E3 1 1 1 N 66575 Conarachin (Fragment) OS=Arachis hypogaea PE
=4 SV=1

5 21 sp|P43237|ALL11_ARAHY 66.8 34.65 2 2 2.48E3 1 1 1 N 70283 Allergen Ara h 1, clone P17 OS=Arachis hypogaea
PE=1 SV=1

5 23 B3IXL2|B3IXL2_ARAHY 66.8 34.65 2 2 2.48E3 1 1 1 N 70283 Main allergen Ara h1 OS=Arachis hypogaea PE=2 
SV=1

5 18 N1NG13|N1NG13_ARAHY 66.8 34.65 2 2 2.48E3 1 1 1 N 71345 Seed storage protein Ara h1 OS=Arachis hypogae
a GN=ARAX_AHF417E07-017 PE=4 SV=1

5 20 sp|P43238|ALL12_ARAHY 66.8 34.65 2 2 2.48E3 1 1 1 N 71345 Allergen Ara h 1, clone P41B OS=Arachis hypogae
a PE=1 SV=1

8 368 A0A0A6ZDX8|A0A0A6ZDX8_ARAHY 21.8 22.50 2 2 3.74E3 1 1 1 N 27063 40S ribosomal protein S3 OS=Arachis hypogaea P
E=2 SV=1

9 790 Q2KPJ7|Q2KPJ7_ARAHY 14.9 21.06 11 11 5.57E3 1 1 1 N 9989 Resistance protein PRG (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 765 Q2KPK0|Q2KPK0_ARAHY 14.9 21.06 11 11 5.57E3 1 1 1 N 10062 Resistance protein PRG (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 766 Q2KPR1|Q2KPR1_ARAHY 14.9 21.06 8 8 5.57E3 1 1 1 N 13530 Resistance protein PRG (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 791 Q2KPR3|Q2KPR3_ARAHY 14.9 21.06 8 8 5.57E3 1 1 1 N 13837 Resistance protein PRG (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 769 Q2KPR2|Q2KPR2_ARAHY 14.9 21.06 8 8 5.57E3 1 1 1 N 14105 Resistance protein PRG (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 748 Q2KPY1|Q2KPY1_ARAHY 14.9 21.06 7 7 5.57E3 1 1 1 N 15692 Resistance protein PLTR (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 770 Q2KPK3|Q2KPK3_ARAHY 14.9 21.06 7 7 5.57E3 1 1 1 N 16215 Resistance protein PRG (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 772 Q2KPL7|Q2KPL7_ARAHY 14.9 21.06 6 6 5.57E3 1 1 1 N 18731 Resistance protein PRG (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 777 Q2KPM5|Q2KPM5_ARAHY 14.9 21.06 6 6 5.57E3 1 1 1 N 19261 Resistance protein PRG (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 780 Q2KPQ7|Q2KPQ7_ARAHY 14.9 21.06 6 6 5.57E3 1 1 1 N 19262 Resistance protein PRG (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 793 Q2KPP3|Q2KPP3_ARAHY 14.9 21.06 6 6 5.57E3 1 1 1 N 18990 Resistance protein PRG (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 778 Q2KPL4|Q2KPL4_ARAHY 14.9 21.06 6 6 5.57E3 1 1 1 N 19244 Resistance protein PRG (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 781 Q2KPL0|Q2KPL0_ARAHY 14.9 21.06 6 6 5.57E3 1 1 1 N 19229 Resistance protein PRG (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 774 Q2KPP8|Q2KPP8_ARAHY 14.9 21.06 6 6 5.57E3 1 1 1 N 19193 Resistance protein PRG (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 782 Q2KPM1|Q2KPM1_ARAHY 14.9 21.06 6 6 5.57E3 1 1 1 N 19261 Resistance protein PRG (Fragment) OS=Arachis h
ypogaea PE=4 SV=1



9 787 Q2KPM0|Q2KPM0_ARAHY 14.9 21.06 6 6 5.57E3 1 1 1 N 19462 Resistance protein PRG (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 750 Q2KPZ1|Q2KPZ1_ARAHY 14.9 21.06 6 6 5.57E3 1 1 1 N 19524 Resistance protein PLTR (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 364 Q2KQ67|Q2KQ67_ARAHY 14.9 21.06 6 6 5.57E3 1 1 1 N 20077 Resistance protein PLTR (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 705 Q2KQ36|Q2KQ36_ARAHY 14.9 21.06 6 6 5.57E3 1 1 1 N 19688 Resistance protein PLTR (Fragment) OS=Arachis h
ypogaea PE=4 SV=1

9 713 G0Y6V4|G0Y6V4_ARAHY 14.9 21.06 1 1 5.57E3 1 1 1 N 98838 TIR-NBS-LRR type disease resistance protein OS
=Arachis hypogaea GN=205D04_4 PE=3 SV=1

total 32 proteins

Q9FZ11|Q9FZ11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

12 #Spec #Spec
Sample 12 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 53.54 1540.7673 13 0.5 771.3913 2 32.85 12 1824 OB3610.raw 3.46E3 1 1 388 400

N.GIEETIC(+57.02)TASVK.K Y 99.9 51.70 1306.6438 12 -0.7 654.3287 2 27.59 12 1475 OB3610.raw 3.05E3 2 2 345 356 Carbamidomethylation

K.TANDLNLLILR.W N 99.9 51.22 1254.7296 11 -0.8 628.3716 2 32.69 12 1810 OB3610.raw 8.88E3 3 3 377 387

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.7 46.33 2540.2910 23 -1.0 847.7701 3 31.01 12 1690 OB3610.raw 3.62E4 5 5 435 457

R.SPDIYNPQAGSLK.T N 98.2 39.64 1388.6936 13 -0.1 695.3540 2 27.22 12 1452 OB3610.raw 4.92E3 2 2 364 376

R.NALFVPHYNTNAHSIIYALR.G N 97.0 34.05 2313.2019 20 -0.3 579.3076 4 31.04 12 1693 OB3610.raw 1.11E5 7 7 401 420

total 6 peptides

Q5I6T2|Q5I6T2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

12 #Spec #Spec
Sample 12 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 53.54 1540.7673 13 0.5 771.3913 2 32.85 12 1824 OB3610.raw 3.46E3 1 1 389 401

N.GIEETIC(+57.02)TASVK.K Y 99.9 51.70 1306.6438 12 -0.7 654.3287 2 27.59 12 1475 OB3610.raw 3.05E3 2 2 346 357 Carbamidomethylation

K.TANDLNLLILR.W N 99.9 51.22 1254.7296 11 -0.8 628.3716 2 32.69 12 1810 OB3610.raw 8.88E3 3 3 378 388

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.7 46.33 2540.2910 23 -1.0 847.7701 3 31.01 12 1690 OB3610.raw 3.62E4 5 5 436 458

R.SPDIYNPQAGSLK.T N 98.2 39.64 1388.6936 13 -0.1 695.3540 2 27.22 12 1452 OB3610.raw 4.92E3 2 2 365 377

R.NALFVPHYNTNAHSIIYALR.G N 97.0 34.05 2313.2019 20 -0.3 579.3076 4 31.04 12 1693 OB3610.raw 1.11E5 7 7 402 421

total 6 peptides

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

12 #Spec #Spec
Sample 12 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 53.54 1540.7673 13 0.5 771.3913 2 32.85 12 1824 OB3610.raw 3.46E3 1 1 396 408

N.GIEETIC(+57.02)TASVK.K Y 99.9 51.70 1306.6438 12 -0.7 654.3287 2 27.59 12 1475 OB3610.raw 3.05E3 2 2 353 364 Carbamidomethylation

K.TANDLNLLILR.W N 99.9 51.22 1254.7296 11 -0.8 628.3716 2 32.69 12 1810 OB3610.raw 8.88E3 3 3 385 395

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.7 46.33 2540.2910 23 -1.0 847.7701 3 31.01 12 1690 OB3610.raw 3.62E4 5 5 443 465

R.SPDIYNPQAGSLK.T N 98.2 39.64 1388.6936 13 -0.1 695.3540 2 27.22 12 1452 OB3610.raw 4.92E3 2 2 372 384

R.NALFVPHYNTNAHSIIYALR.G N 97.0 34.05 2313.2019 20 -0.3 579.3076 4 31.04 12 1693 OB3610.raw 1.11E5 7 7 409 428

total 6 peptides



Q6PSU5|Q6PSU5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

K.GTGNLELVAVR.K Y 91.3 26.07 1127.6299 11 -0.1 564.8221 2 28.67 12 1537 OB3610.raw 2.48E3 1 1 141 151

total 1 peptides

Q6PSU6|Q6PSU6_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

K.GTGNLELVAVR.K Y 91.3 26.07 1127.6299 11 -0.1 564.8221 2 28.67 12 1537 OB3610.raw 2.48E3 1 1 142 152

total 1 peptides

Q6PSU4|Q6PSU4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

K.GTGNLELVAVR.K Y 91.3 26.07 1127.6299 11 -0.1 564.8221 2 28.67 12 1537 OB3610.raw 2.48E3 1 1 263 273

total 1 peptides



Q6PSU3|Q6PSU3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

K.GTGNLELVAVR.K Y 91.3 26.07 1127.6299 11 -0.1 564.8221 2 28.67 12 1537 OB3610.raw 2.48E3 1 1 453 463

total 1 peptides

sp|P43237|ALL11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

K.GTGNLELVAVR.K Y 91.3 26.07 1127.6299 11 -0.1 564.8221 2 28.67 12 1537 OB3610.raw 2.48E3 1 1 453 463

total 1 peptides

B3IXL2|B3IXL2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

K.GTGNLELVAVR.K Y 91.3 26.07 1127.6299 11 -0.1 564.8221 2 28.67 12 1537 OB3610.raw 2.48E3 1 1 453 463

total 1 peptides

N1NG13|N1NG13_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

K.GTGNLELVAVR.K Y 91.3 26.07 1127.6299 11 -0.1 564.8221 2 28.67 12 1537 OB3610.raw 2.48E3 1 1 461 471

total 1 peptides

sp|P43238|ALL12_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

K.GTGNLELVAVR.K Y 91.3 26.07 1127.6299 11 -0.1 564.8221 2 28.67 12 1537 OB3610.raw 2.48E3 1 1 461 471

total 1 peptides

A0A0A6ZDX8|A0A0A6ZDX8_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

K.GKLGPK.T Y 54.8 22.50 598.3802 6 4.3 300.1987 2 25.90 12 1382 OB3610.raw 3.74E3 1 1 197 202

total 1 peptides

Q2KPJ7|Q2KPJ7_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

E.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 69 78

total 1 peptides

Q2KPK0|Q2KPK0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

E.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 71 80

total 1 peptides

Q2KPR1|Q2KPR1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

E.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 101 110

total 1 peptides

Q2KPR3|Q2KPR3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

G.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 103 112

total 1 peptides

Q2KPR2|Q2KPR2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

E.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 106 115

total 1 peptides

Q2KPY1|Q2KPY1_ARAHY back to list



| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

G.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 117 126

total 1 peptides

Q2KPK3|Q2KPK3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

E.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 123 132

total 1 peptides

Q2KPL7|Q2KPL7_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

E.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 145 154

total 1 peptides

Q2KPM5|Q2KPM5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

E.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 151 160

total 1 peptides

Q2KPQ7|Q2KPQ7_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

E.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 151 160

total 1 peptides

Q2KPP3|Q2KPP3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

G.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 151 160

total 1 peptides

Q2KPL4|Q2KPL4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

E.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 151 160

total 1 peptides

Q2KPL0|Q2KPL0_ARAHY back to list



| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

E.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 151 160

total 1 peptides

Q2KPP8|Q2KPP8_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

E.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 151 160

total 1 peptides

Q2KPM1|Q2KPM1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

E.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 151 160

total 1 peptides

Q2KPM0|Q2KPM0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

E.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 153 162

total 1 peptides

Q2KPZ1|Q2KPZ1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

G.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 153 162

total 1 peptides

Q2KQ67|Q2KQ67_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

E.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 153 162

total 1 peptides

Q2KQ36|Q2KQ36_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

G.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 153 162

total 1 peptides

G0Y6V4|G0Y6V4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 12 #Spec #Spec Sample 12 Start End PTM

G.FLDLSKEVVK.Y Y 46.1 21.06 1176.6754 10 -2.4 589.3436 2 34.12 12 1930 OB3610.raw 5.57E3 1 1 184 193

total 1 peptides

Peptide List
 

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_93%20spot11/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot D from DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2957
# of MS/MS scans 3171

Table 2. Result filtration parameters.
Peptide -10lgP ≥27
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 181
Peptide sequences 53
Protein groups 4
Proteins 10
Proteins (#Unique Peptides) 3 (>2); 6 (=2); 1 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 39

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

Oxidation 15.99 M 36 93.00 3.74E4 1000.00

Deamidation .98 NQ 30 90.33 4.8E4 90.87

Carbamidomethyl 57.02 C 6 44.37 2.92E3 1000.00

HydPro 15.99 P 1 37.69 8.18E3 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 11 46 7 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99

Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3609.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

Protein List

Protein Accession Contains:
Protein Description Contains:



Protein Sample Area >=
Protein Ptm Contains:

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 11

Area
Sample 11 #Peptides #Unique #Spec

Sample 11 PTM Avg.
Mass Description

1 26 Q6PSU3|Q6PSU3_ARAHY 99.2 315.98 41 41 7.99E5 27 7 170 Y 66575 Conarachin (Fragment) OS=Arachis hypogaea PE=4 SV=1

1 21 sp|P43237|ALL11_ARAHY 99.2 315.98 39 39 7.99E5 27 7 170 Y 70283 Allergen Ara h 1, clone P17 OS=Arachis hypogaea PE=1 S
V=1

1 23 B3IXL2|B3IXL2_ARAHY 99.2 315.98 39 39 7.99E5 27 7 170 Y 70283 Main allergen Ara h1 OS=Arachis hypogaea PE=2 SV=1

2 18 N1NG13|N1NG13_ARAHY 99.2 298.73 33 33 1.01E4 22 2 131 Y 71345 Seed storage protein Ara h1 OS=Arachis hypogaea GN=AR
AX_AHF417E07-017 PE=4 SV=1

2 20 sp|P43238|ALL12_ARAHY 99.2 298.73 33 33 1.01E4 22 2 131 Y 71345 Allergen Ara h 1, clone P41B OS=Arachis hypogaea PE=1 
SV=1

4 7 Q647H4|Q647H4_ARAHY 97.7 75.57 5 5 2.73E3 2 2 2 N 61506 Arachin Ahy-1 OS=Arachis hypogaea PE=2 SV=1

4 12 Q6T2T4|Q6T2T4_ARAHY 97.7 75.57 5 5 2.73E3 2 2 2 N 61499 Storage protein OS=Arachis hypogaea PE=2 SV=1

4 10 Q8LKN1|Q8LKN1_ARAHY 97.7 75.57 5 5 2.73E3 2 2 2 N 61738 Allergen Arah3/Arah4 OS=Arachis hypogaea PE=3 SV=1

4 2 A1DZF0|A1DZF0_ARAHY 97.7 75.57 5 5 2.73E3 2 2 2 N 60375 Arachin 6 OS=Arachis hypogaea PE=2 SV=1

19 259 Q2KQ45|Q2KQ45_ARAHY 58.4 31.65 6 6 0E0 1 1 1 N 19632 Resistance protein PLTR (Fragment) OS=Arachis hypogaea
PE=4 SV=1

total 10 proteins

Q6PSU3|Q6PSU3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

11
#Spec

#Spec
Sample

11
Start End PTM

R.VLLEENAGGEQEER.G N 99.9 96.27 1571.7427 14 0.5 786.8790 2 25.36 11 1215 OB3609.raw 6.14E4 4 4 329 342



K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 99.9 93.00 2242.0364 20 -0.5 1122.0249 2 32.20 11 1849 OB3609.raw 2E5 14 14 282 301 Oxidation (M)

K.SFNLDEGHALR.I N 99.9 90.89 1257.6101 11 -0.3 629.8121 2 26.66 11 1317 OB3609.raw 6.94E5 9 9 249 259

R.DQ(+.98)SSYLQGFSR.N N 99.9 90.33 1287.5731 11 -0.7 644.7934 2 29.47 11 1613 OB3609.raw 4.8E4 3 3 302 312 Deamidation (NQ)

R.IPSGFISYILNR.H N 99.9 87.79 1378.7609 12 -0.4 690.3875 2 34.65 11 2127 OB3609.raw 8.13E5 18 18 260 271

R.NTLEAAFNAEFNEIR.R N 99.9 87.19 1737.8322 15 0.7 869.9240 2 33.41 11 1973 OB3609.raw 2.46E4 6 6 313 327

R.VLLEENAGGEQ(+.98)EER.G N 99.9 83.04 1572.7267 14 -1.6 787.3694 2 25.63 11 1236 OB3609.raw 1.65E4 2 2 329 342 Deamidation (NQ)

R.DQSSYLQGFSR.N N 99.9 83.01 1286.5891 11 0.1 644.3019 2 28.81 11 1540 OB3609.raw 9.08E4 9 9 302 312

R.VLLEEN(+.98)AGGEQEER.G N 99.9 81.78 1572.7267 14 -0.6 787.3702 2 25.81 11 1250 OB3609.raw 1.65E4 1 1 329 342 Deamidation (NQ)

R.DGEPDLSNNFGR.L Y 99.9 80.77 1319.5742 12 -0.2 660.7943 2 27.43 11 1388 OB3609.raw 1.39E5 9 9 394 405

K.GTGNLELVAVR.K N 99.9 80.54 1127.6299 11 -0.7 564.8218 2 28.24 11 1473 OB3609.raw 1.24E5 3 3 453 463

K.ISM(+15.99)PVNTPGQ(+.98)FEDFFPASSR.D N 99.9 68.36 2243.0205 20 2.1 748.6823 3 32.77 11 1904 OB3609.raw 7.46E4 5 5 282 301 Oxidation (M);
Deamidation (NQ)

R.DQ(+.98)SSYLQ(+.98)GFSR.N N 99.9 68.15 1288.5571 11 1.1 645.2866 2 29.84 11 1655 OB3609.raw 3.93E3 1 1 302 312 Deamidation (NQ)

K.AM(+15.99)VIVVVNK.G N 99.9 67.55 987.5787 9 -1.8 494.7957 2 25.17 11 1203 OB3609.raw 5.95E4 5 5 444 452 Oxidation (M)

K.HADADNILVIQQGQATVTVANGNNR.K N 99.9 66.46 2618.3162 25 -3.7 873.7761 3 28.53 11 1508 OB3609.raw 9.21E3 2 2 223 247

K.KGSEEEDITNPINLR.D Y 99.9 65.74 1713.8533 15 -0.7 572.2913 3 27.67 11 1412 OB3609.raw 2.41E5 14 14 379 393

R.NNPFYFPSR.R N 99.9 64.60 1140.5352 9 -0.8 571.2744 2 29.84 11 1654 OB3609.raw 9.43E4 9 9 166 174

K.GSEEEDITN(+.98)PINLR.D Y 99.9 64.27 1586.7423 14 -1.6 794.3771 2 29.37 11 1605 OB3609.raw 1.48E3 1 1 380 393 Deamidation (NQ)

R.SSDNEGVIVK.V Y 99.9 62.96 1046.5244 10 -1.1 524.2689 2 22.41 11 1054 OB3609.raw 7.98E4 2 2 351 360

K.GSEEEDITNPINLR.D Y 99.9 61.70 1585.7583 14 0.4 793.8867 2 29.20 11 1584 OB3609.raw 3.3E4 4 4 380 393

K.AMVIVVVNK.G N 99.9 60.71 971.5837 9 -0.4 486.7990 2 27.64 11 1408 OB3609.raw 9.54E3 2 2 444 452

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 99.9 60.15 2243.0205 20 7.6 748.6865 3 32.42 11 1869 OB3609.raw 4.33E4 1 1 282 301 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LPHFNSK.A N 99.9 58.80 1358.6653 12 -0.6 680.3395 2 28.31 11 1481 OB3609.raw 3.54E5 4 4 432 443 Oxidation (M)

R.DGEPDLSN(+.98)NFGR.L Y 99.9 58.17 1320.5582 12 0.2 661.2865 2 27.77 11 1423 OB3609.raw 2.76E4 2 2 394 405 Deamidation (NQ)

R.DQSSYLQ(+.98)GFSR.N N 99.9 55.77 1287.5731 11 3.1 644.7958 2 29.27 11 1594 OB3609.raw 5.46E4 3 3 302 312 Deamidation (NQ)

K.EHVQELTK.H Y 99.9 54.58 982.5084 8 -0.3 492.2613 2 19.06 11 872 OB3609.raw 4.1E4 3 3 364 371

R.SSDN(+.98)EGVIVK.V Y 99.9 51.35 1047.5084 10 -0.3 524.7614 2 23.26 11 1097 OB3609.raw 8.5E3 2 2 351 360 Deamidation (NQ)

K.ISM(+15.99)PVN(+.98)TPGQ(+.98)FEDFFPASSR.D N 99.9 49.92 2244.0044 20 4.3 749.0120 3 32.84 11 1911 OB3609.raw 1.92E3 2 2 282 301 Oxidation (M);
Deamidation (NQ)

F.NLDEGHALR.I N 99.8 46.79 1023.5097 9 -1.4 512.7614 2 26.59 11 1311 OB3609.raw 6.96E3 4 4 251 259

R.IPSGFISYILN(+.98)R.H N 99.8 45.98 1379.7449 12 -0.8 690.8792 2 34.21 11 2071 OB3609.raw 3.14E5 1 1 260 271 Deamidation (NQ)

K.KGSEEEDITN(+.98)PINLR.D Y 99.8 45.05 1714.8373 15 -4.6 572.6171 3 27.88 11 1430 OB3609.raw 0 1 1 379 393 Deamidation (NQ)

R.NNPFYFPSRR.F N 99.8 44.49 1296.6364 10 -1.0 649.3248 2 27.78 11 1424 OB3609.raw 1.83E4 1 1 166 175

R.NTLEAAFN(+.98)AEFNEIR.R N 99.6 42.58 1738.8162 15 -4.3 870.4116 2 34.02 11 2046 OB3609.raw 3.86E3 2 2 313 327 Deamidation (NQ)

R.NTLEAAFNAEFNEIRR.V N 99.6 42.57 1893.9332 16 -0.1 632.3183 3 32.45 11 1873 OB3609.raw 2.57E5 5 5 313 328

R.PNTLVLPK.H N 99.6 41.97 880.5382 8 -0.2 441.2763 2 26.76 11 1324 OB3609.raw 4.14E4 2 2 215 222

R.LFEVKPDK.K N 99.5 39.98 974.5436 8 -0.4 325.8550 3 24.00 11 1139 OB3609.raw 4.68E4 2 2 406 413

K.NP(+15.99)QLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 98.0 37.69 2078.9688 17 -4.5 693.9937 3 31.42 11 1786 OB3609.raw 8.18E3 1 1 415 431
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

K.GSEEEDITNPINLRDGEPDLSNNFGR.L Y 98.0 35.23 2887.3220 26 -4.1 963.4440 3 30.36 11 1708 OB3609.raw 4.74E3 1 1 380 405

K.N(+.98)PQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 98.0 35.05 2079.9526 17 3.7 694.3274 3 31.91 11 1826 OB3609.raw 2.8E3 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IVQIEARPNTLVLPK.H Y 96.9 33.11 1690.0140 15 -0.2 564.3452 3 28.58 11 1515 OB3609.raw 2.22E5 1 1 208 222

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 96.6 32.04 2079.9526 17 0.8 694.3254 3 31.74 11 1811 OB3609.raw 2.53E3 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 96.6 31.68 2078.9688 17 0.9 1040.4926 2 31.49 11 1791 OB3609.raw 3.31E3 2 2 415 431 Oxidation (M);
Carbamidomethylation

R.DGEPDLSN(+.98)N(+.98)FGR.L Y 93.9 30.46 1321.5422 12 6.0 661.7823 2 28.51 11 1506 OB3609.raw 2.26E1 1 1 394 405 Deamidation (NQ)

R.LFEVKPDKK.N N 93.5 29.20 1102.6385 9 0.8 368.5537 3 21.84 11 1024 OB3609.raw 9.66E3 1 1 406 414

R.IPSGFISY.I N 93.4 28.94 882.4487 8 1.4 442.2322 2 31.98 11 1832 OB3609.raw 1.5E3 1 1 260 267

K.GTGNLELVAVRK.E N 93.4 28.90 1255.7249 12 -3.5 628.8675 2 25.97 11 1261 OB3609.raw 6.28E3 2 2 453 464
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Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File

Area
Sample

11
#Spec

#Spec
Sample

11
Start End PTM

R.VLLEENAGGEQEER.G N 99.9 96.27 1571.7427 14 0.5 786.8790 2 25.36 11 1215 OB3609.raw 6.14E4 4 4 329 342

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 99.9 93.00 2242.0364 20 -0.5 1122.0249 2 32.20 11 1849 OB3609.raw 2E5 14 14 282 301 Oxidation (M)

K.SFNLDEGHALR.I N 99.9 90.89 1257.6101 11 -0.3 629.8121 2 26.66 11 1317 OB3609.raw 6.94E5 9 9 249 259

R.DQ(+.98)SSYLQGFSR.N N 99.9 90.33 1287.5731 11 -0.7 644.7934 2 29.47 11 1613 OB3609.raw 4.8E4 3 3 302 312 Deamidation (NQ)

R.IPSGFISYILNR.H N 99.9 87.79 1378.7609 12 -0.4 690.3875 2 34.65 11 2127 OB3609.raw 8.13E5 18 18 260 271

R.NTLEAAFNAEFNEIR.R N 99.9 87.19 1737.8322 15 0.7 869.9240 2 33.41 11 1973 OB3609.raw 2.46E4 6 6 313 327

R.VLLEENAGGEQ(+.98)EER.G N 99.9 83.04 1572.7267 14 -1.6 787.3694 2 25.63 11 1236 OB3609.raw 1.65E4 2 2 329 342 Deamidation (NQ)

R.DQSSYLQGFSR.N N 99.9 83.01 1286.5891 11 0.1 644.3019 2 28.81 11 1540 OB3609.raw 9.08E4 9 9 302 312

R.VLLEEN(+.98)AGGEQEER.G N 99.9 81.78 1572.7267 14 -0.6 787.3702 2 25.81 11 1250 OB3609.raw 1.65E4 1 1 329 342 Deamidation (NQ)

R.DGEPDLSNNFGR.L Y 99.9 80.77 1319.5742 12 -0.2 660.7943 2 27.43 11 1388 OB3609.raw 1.39E5 9 9 394 405

K.GTGNLELVAVR.K N 99.9 80.54 1127.6299 11 -0.7 564.8218 2 28.24 11 1473 OB3609.raw 1.24E5 3 3 453 463

K.ISM(+15.99)PVNTPGQ(+.98)FEDFFPASSR.D N 99.9 68.36 2243.0205 20 2.1 748.6823 3 32.77 11 1904 OB3609.raw 7.46E4 5 5 282 301 Oxidation (M);
Deamidation (NQ)

R.DQ(+.98)SSYLQ(+.98)GFSR.N N 99.9 68.15 1288.5571 11 1.1 645.2866 2 29.84 11 1655 OB3609.raw 3.93E3 1 1 302 312 Deamidation (NQ)

K.AM(+15.99)VIVVVNK.G N 99.9 67.55 987.5787 9 -1.8 494.7957 2 25.17 11 1203 OB3609.raw 5.95E4 5 5 444 452 Oxidation (M)

K.HADADNILVIQQGQATVTVANGNNR.K N 99.9 66.46 2618.3162 25 -3.7 873.7761 3 28.53 11 1508 OB3609.raw 9.21E3 2 2 223 247

K.KGSEEEDITNPINLR.D Y 99.9 65.74 1713.8533 15 -0.7 572.2913 3 27.67 11 1412 OB3609.raw 2.41E5 14 14 379 393

R.NNPFYFPSR.R N 99.9 64.60 1140.5352 9 -0.8 571.2744 2 29.84 11 1654 OB3609.raw 9.43E4 9 9 166 174



K.GSEEEDITN(+.98)PINLR.D Y 99.9 64.27 1586.7423 14 -1.6 794.3771 2 29.37 11 1605 OB3609.raw 1.48E3 1 1 380 393 Deamidation (NQ)

R.SSDNEGVIVK.V Y 99.9 62.96 1046.5244 10 -1.1 524.2689 2 22.41 11 1054 OB3609.raw 7.98E4 2 2 351 360

K.GSEEEDITNPINLR.D Y 99.9 61.70 1585.7583 14 0.4 793.8867 2 29.20 11 1584 OB3609.raw 3.3E4 4 4 380 393

K.AMVIVVVNK.G N 99.9 60.71 971.5837 9 -0.4 486.7990 2 27.64 11 1408 OB3609.raw 9.54E3 2 2 444 452

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 99.9 60.15 2243.0205 20 7.6 748.6865 3 32.42 11 1869 OB3609.raw 4.33E4 1 1 282 301 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LPHFNSK.A N 99.9 58.80 1358.6653 12 -0.6 680.3395 2 28.31 11 1481 OB3609.raw 3.54E5 4 4 432 443 Oxidation (M)

R.DGEPDLSN(+.98)NFGR.L Y 99.9 58.17 1320.5582 12 0.2 661.2865 2 27.77 11 1423 OB3609.raw 2.76E4 2 2 394 405 Deamidation (NQ)

R.DQSSYLQ(+.98)GFSR.N N 99.9 55.77 1287.5731 11 3.1 644.7958 2 29.27 11 1594 OB3609.raw 5.46E4 3 3 302 312 Deamidation (NQ)

K.EHVQELTK.H Y 99.9 54.58 982.5084 8 -0.3 492.2613 2 19.06 11 872 OB3609.raw 4.1E4 3 3 364 371

R.SSDN(+.98)EGVIVK.V Y 99.9 51.35 1047.5084 10 -0.3 524.7614 2 23.26 11 1097 OB3609.raw 8.5E3 2 2 351 360 Deamidation (NQ)

K.ISM(+15.99)PVN(+.98)TPGQ(+.98)FEDFFPASSR.D N 99.9 49.92 2244.0044 20 4.3 749.0120 3 32.84 11 1911 OB3609.raw 1.92E3 2 2 282 301 Oxidation (M);
Deamidation (NQ)

F.NLDEGHALR.I N 99.8 46.79 1023.5097 9 -1.4 512.7614 2 26.59 11 1311 OB3609.raw 6.96E3 4 4 251 259

R.IPSGFISYILN(+.98)R.H N 99.8 45.98 1379.7449 12 -0.8 690.8792 2 34.21 11 2071 OB3609.raw 3.14E5 1 1 260 271 Deamidation (NQ)

K.KGSEEEDITN(+.98)PINLR.D Y 99.8 45.05 1714.8373 15 -4.6 572.6171 3 27.88 11 1430 OB3609.raw 0 1 1 379 393 Deamidation (NQ)

R.NNPFYFPSRR.F N 99.8 44.49 1296.6364 10 -1.0 649.3248 2 27.78 11 1424 OB3609.raw 1.83E4 1 1 166 175

R.NTLEAAFN(+.98)AEFNEIR.R N 99.6 42.58 1738.8162 15 -4.3 870.4116 2 34.02 11 2046 OB3609.raw 3.86E3 2 2 313 327 Deamidation (NQ)

R.NTLEAAFNAEFNEIRR.V N 99.6 42.57 1893.9332 16 -0.1 632.3183 3 32.45 11 1873 OB3609.raw 2.57E5 5 5 313 328

R.PNTLVLPK.H N 99.6 41.97 880.5382 8 -0.2 441.2763 2 26.76 11 1324 OB3609.raw 4.14E4 2 2 215 222

R.LFEVKPDK.K N 99.5 39.98 974.5436 8 -0.4 325.8550 3 24.00 11 1139 OB3609.raw 4.68E4 2 2 406 413

K.NP(+15.99)QLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 98.0 37.69 2078.9688 17 -4.5 693.9937 3 31.42 11 1786 OB3609.raw 8.18E3 1 1 415 431
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

K.GSEEEDITNPINLRDGEPDLSNNFGR.L Y 98.0 35.23 2887.3220 26 -4.1 963.4440 3 30.36 11 1708 OB3609.raw 4.74E3 1 1 380 405

K.N(+.98)PQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 98.0 35.05 2079.9526 17 3.7 694.3274 3 31.91 11 1826 OB3609.raw 2.8E3 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IVQIEARPNTLVLPK.H Y 96.9 33.11 1690.0140 15 -0.2 564.3452 3 28.58 11 1515 OB3609.raw 2.22E5 1 1 208 222

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 96.6 32.04 2079.9526 17 0.8 694.3254 3 31.74 11 1811 OB3609.raw 2.53E3 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 96.6 31.68 2078.9688 17 0.9 1040.4926 2 31.49 11 1791 OB3609.raw 3.31E3 2 2 415 431 Oxidation (M);
Carbamidomethylation

R.DGEPDLSN(+.98)N(+.98)FGR.L Y 93.9 30.46 1321.5422 12 6.0 661.7823 2 28.51 11 1506 OB3609.raw 2.26E1 1 1 394 405 Deamidation (NQ)

R.LFEVKPDKK.N N 93.5 29.20 1102.6385 9 0.8 368.5537 3 21.84 11 1024 OB3609.raw 9.66E3 1 1 406 414

R.IPSGFISY.I N 93.4 28.94 882.4487 8 1.4 442.2322 2 31.98 11 1832 OB3609.raw 1.5E3 1 1 260 267

K.GTGNLELVAVRK.E N 93.4 28.90 1255.7249 12 -3.5 628.8675 2 25.97 11 1261 OB3609.raw 6.28E3 2 2 453 464

total 46 peptides
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Supporting Peptides:

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

Area
Sample

11
#Spec

#Spec
Sample

11
Start End PTM

R.VLLEENAGGEQEER.G N 99.9 96.27 1571.7427 14 0.5 786.8790 2 25.36 11 1215 OB3609.raw 6.14E4 4 4 329 342

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 99.9 93.00 2242.0364 20 -0.5 1122.0249 2 32.20 11 1849 OB3609.raw 2E5 14 14 282 301 Oxidation (M)

K.SFNLDEGHALR.I N 99.9 90.89 1257.6101 11 -0.3 629.8121 2 26.66 11 1317 OB3609.raw 6.94E5 9 9 249 259

R.DQ(+.98)SSYLQGFSR.N N 99.9 90.33 1287.5731 11 -0.7 644.7934 2 29.47 11 1613 OB3609.raw 4.8E4 3 3 302 312 Deamidation (NQ)

R.IPSGFISYILNR.H N 99.9 87.79 1378.7609 12 -0.4 690.3875 2 34.65 11 2127 OB3609.raw 8.13E5 18 18 260 271

R.NTLEAAFNAEFNEIR.R N 99.9 87.19 1737.8322 15 0.7 869.9240 2 33.41 11 1973 OB3609.raw 2.46E4 6 6 313 327

R.VLLEENAGGEQ(+.98)EER.G N 99.9 83.04 1572.7267 14 -1.6 787.3694 2 25.63 11 1236 OB3609.raw 1.65E4 2 2 329 342 Deamidation (NQ)

R.DQSSYLQGFSR.N N 99.9 83.01 1286.5891 11 0.1 644.3019 2 28.81 11 1540 OB3609.raw 9.08E4 9 9 302 312

R.VLLEEN(+.98)AGGEQEER.G N 99.9 81.78 1572.7267 14 -0.6 787.3702 2 25.81 11 1250 OB3609.raw 1.65E4 1 1 329 342 Deamidation (NQ)

R.DGEPDLSNNFGR.L Y 99.9 80.77 1319.5742 12 -0.2 660.7943 2 27.43 11 1388 OB3609.raw 1.39E5 9 9 394 405

K.GTGNLELVAVR.K N 99.9 80.54 1127.6299 11 -0.7 564.8218 2 28.24 11 1473 OB3609.raw 1.24E5 3 3 453 463

K.ISM(+15.99)PVNTPGQ(+.98)FEDFFPASSR.D N 99.9 68.36 2243.0205 20 2.1 748.6823 3 32.77 11 1904 OB3609.raw 7.46E4 5 5 282 301 Oxidation (M);
Deamidation (NQ)

R.DQ(+.98)SSYLQ(+.98)GFSR.N N 99.9 68.15 1288.5571 11 1.1 645.2866 2 29.84 11 1655 OB3609.raw 3.93E3 1 1 302 312 Deamidation (NQ)

K.AM(+15.99)VIVVVNK.G N 99.9 67.55 987.5787 9 -1.8 494.7957 2 25.17 11 1203 OB3609.raw 5.95E4 5 5 444 452 Oxidation (M)

K.HADADNILVIQQGQATVTVANGNNR.K N 99.9 66.46 2618.3162 25 -3.7 873.7761 3 28.53 11 1508 OB3609.raw 9.21E3 2 2 223 247

K.KGSEEEDITNPINLR.D Y 99.9 65.74 1713.8533 15 -0.7 572.2913 3 27.67 11 1412 OB3609.raw 2.41E5 14 14 379 393

R.NNPFYFPSR.R N 99.9 64.60 1140.5352 9 -0.8 571.2744 2 29.84 11 1654 OB3609.raw 9.43E4 9 9 166 174

K.GSEEEDITN(+.98)PINLR.D Y 99.9 64.27 1586.7423 14 -1.6 794.3771 2 29.37 11 1605 OB3609.raw 1.48E3 1 1 380 393 Deamidation (NQ)

R.SSDNEGVIVK.V Y 99.9 62.96 1046.5244 10 -1.1 524.2689 2 22.41 11 1054 OB3609.raw 7.98E4 2 2 351 360

K.GSEEEDITNPINLR.D Y 99.9 61.70 1585.7583 14 0.4 793.8867 2 29.20 11 1584 OB3609.raw 3.3E4 4 4 380 393

K.AMVIVVVNK.G N 99.9 60.71 971.5837 9 -0.4 486.7990 2 27.64 11 1408 OB3609.raw 9.54E3 2 2 444 452

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 99.9 60.15 2243.0205 20 7.6 748.6865 3 32.42 11 1869 OB3609.raw 4.33E4 1 1 282 301 Oxidation (M);
Deamidation (NQ)



K.EGALM(+15.99)LPHFNSK.A N 99.9 58.80 1358.6653 12 -0.6 680.3395 2 28.31 11 1481 OB3609.raw 3.54E5 4 4 432 443 Oxidation (M)

R.DGEPDLSN(+.98)NFGR.L Y 99.9 58.17 1320.5582 12 0.2 661.2865 2 27.77 11 1423 OB3609.raw 2.76E4 2 2 394 405 Deamidation (NQ)

R.DQSSYLQ(+.98)GFSR.N N 99.9 55.77 1287.5731 11 3.1 644.7958 2 29.27 11 1594 OB3609.raw 5.46E4 3 3 302 312 Deamidation (NQ)

K.EHVQELTK.H Y 99.9 54.58 982.5084 8 -0.3 492.2613 2 19.06 11 872 OB3609.raw 4.1E4 3 3 364 371

R.SSDN(+.98)EGVIVK.V Y 99.9 51.35 1047.5084 10 -0.3 524.7614 2 23.26 11 1097 OB3609.raw 8.5E3 2 2 351 360 Deamidation (NQ)

K.ISM(+15.99)PVN(+.98)TPGQ(+.98)FEDFFPASSR.D N 99.9 49.92 2244.0044 20 4.3 749.0120 3 32.84 11 1911 OB3609.raw 1.92E3 2 2 282 301 Oxidation (M);
Deamidation (NQ)

F.NLDEGHALR.I N 99.8 46.79 1023.5097 9 -1.4 512.7614 2 26.59 11 1311 OB3609.raw 6.96E3 4 4 251 259

R.IPSGFISYILN(+.98)R.H N 99.8 45.98 1379.7449 12 -0.8 690.8792 2 34.21 11 2071 OB3609.raw 3.14E5 1 1 260 271 Deamidation (NQ)

K.KGSEEEDITN(+.98)PINLR.D Y 99.8 45.05 1714.8373 15 -4.6 572.6171 3 27.88 11 1430 OB3609.raw 0 1 1 379 393 Deamidation (NQ)

R.NNPFYFPSRR.F N 99.8 44.49 1296.6364 10 -1.0 649.3248 2 27.78 11 1424 OB3609.raw 1.83E4 1 1 166 175

R.NTLEAAFN(+.98)AEFNEIR.R N 99.6 42.58 1738.8162 15 -4.3 870.4116 2 34.02 11 2046 OB3609.raw 3.86E3 2 2 313 327 Deamidation (NQ)

R.NTLEAAFNAEFNEIRR.V N 99.6 42.57 1893.9332 16 -0.1 632.3183 3 32.45 11 1873 OB3609.raw 2.57E5 5 5 313 328

R.PNTLVLPK.H N 99.6 41.97 880.5382 8 -0.2 441.2763 2 26.76 11 1324 OB3609.raw 4.14E4 2 2 215 222

R.LFEVKPDK.K N 99.5 39.98 974.5436 8 -0.4 325.8550 3 24.00 11 1139 OB3609.raw 4.68E4 2 2 406 413

K.NP(+15.99)QLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 98.0 37.69 2078.9688 17 -4.5 693.9937 3 31.42 11 1786 OB3609.raw 8.18E3 1 1 415 431
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

K.GSEEEDITNPINLRDGEPDLSNNFGR.L Y 98.0 35.23 2887.3220 26 -4.1 963.4440 3 30.36 11 1708 OB3609.raw 4.74E3 1 1 380 405

K.N(+.98)PQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 98.0 35.05 2079.9526 17 3.7 694.3274 3 31.91 11 1826 OB3609.raw 2.8E3 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

R.IVQIEARPNTLVLPK.H Y 96.9 33.11 1690.0140 15 -0.2 564.3452 3 28.58 11 1515 OB3609.raw 2.22E5 1 1 208 222

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 96.6 32.04 2079.9526 17 0.8 694.3254 3 31.74 11 1811 OB3609.raw 2.53E3 1 1 415 431
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 96.6 31.68 2078.9688 17 0.9 1040.4926 2 31.49 11 1791 OB3609.raw 3.31E3 2 2 415 431 Oxidation (M);
Carbamidomethylation

R.DGEPDLSN(+.98)N(+.98)FGR.L Y 93.9 30.46 1321.5422 12 6.0 661.7823 2 28.51 11 1506 OB3609.raw 2.26E1 1 1 394 405 Deamidation (NQ)

R.LFEVKPDKK.N N 93.5 29.20 1102.6385 9 0.8 368.5537 3 21.84 11 1024 OB3609.raw 9.66E3 1 1 406 414

R.IPSGFISY.I N 93.4 28.94 882.4487 8 1.4 442.2322 2 31.98 11 1832 OB3609.raw 1.5E3 1 1 260 267

K.GTGNLELVAVRK.E N 93.4 28.90 1255.7249 12 -3.5 628.8675 2 25.97 11 1261 OB3609.raw 6.28E3 2 2 453 464

total 46 peptides

N1NG13|N1NG13_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
Sample

11
#Spec

#Spec
Sample

11
Start End PTM

R.VLLEENAGGEQEER.G N 99.9 96.27 1571.7427 14 0.5 786.8790 2 25.36 11 1215 OB3609.raw 6.14E4 4 4 335 348

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 99.9 93.00 2242.0364 20 -0.5 1122.0249 2 32.20 11 1849 OB3609.raw 2E5 14 14 288 307 Oxidation (M)

K.SFNLDEGHALR.I N 99.9 90.89 1257.6101 11 -0.3 629.8121 2 26.66 11 1317 OB3609.raw 6.94E5 9 9 255 265

R.DQ(+.98)SSYLQGFSR.N N 99.9 90.33 1287.5731 11 -0.7 644.7934 2 29.47 11 1613 OB3609.raw 4.8E4 3 3 308 318 Deamidation (NQ)

R.IPSGFISYILNR.H N 99.9 87.79 1378.7609 12 -0.4 690.3875 2 34.65 11 2127 OB3609.raw 8.13E5 18 18 266 277

R.NTLEAAFNAEFNEIR.R N 99.9 87.19 1737.8322 15 0.7 869.9240 2 33.41 11 1973 OB3609.raw 2.46E4 6 6 319 333

R.VLLEENAGGEQ(+.98)EER.G N 99.9 83.04 1572.7267 14 -1.6 787.3694 2 25.63 11 1236 OB3609.raw 1.65E4 2 2 335 348 Deamidation (NQ)

R.DQSSYLQGFSR.N N 99.9 83.01 1286.5891 11 0.1 644.3019 2 28.81 11 1540 OB3609.raw 9.08E4 9 9 308 318

R.VLLEEN(+.98)AGGEQEER.G N 99.9 81.78 1572.7267 14 -0.6 787.3702 2 25.81 11 1250 OB3609.raw 1.65E4 1 1 335 348 Deamidation (NQ)

K.GTGNLELVAVR.K N 99.9 80.54 1127.6299 11 -0.7 564.8218 2 28.24 11 1473 OB3609.raw 1.24E5 3 3 461 471

K.ISM(+15.99)PVNTPGQ(+.98)FEDFFPASSR.D N 99.9 68.36 2243.0205 20 2.1 748.6823 3 32.77 11 1904 OB3609.raw 7.46E4 5 5 288 307 Oxidation (M);
Deamidation (NQ)

R.DQ(+.98)SSYLQ(+.98)GFSR.N N 99.9 68.15 1288.5571 11 1.1 645.2866 2 29.84 11 1655 OB3609.raw 3.93E3 1 1 308 318 Deamidation (NQ)

K.AM(+15.99)VIVVVNK.G N 99.9 67.55 987.5787 9 -1.8 494.7957 2 25.17 11 1203 OB3609.raw 5.95E4 5 5 452 460 Oxidation (M)

K.HADADNILVIQQGQATVTVANGNNR.K N 99.9 66.46 2618.3162 25 -3.7 873.7761 3 28.53 11 1508 OB3609.raw 9.21E3 2 2 229 253

R.NNPFYFPSR.R N 99.9 64.60 1140.5352 9 -0.8 571.2744 2 29.84 11 1654 OB3609.raw 9.43E4 9 9 172 180

K.AMVIVVVNK.G N 99.9 60.71 971.5837 9 -0.4 486.7990 2 27.64 11 1408 OB3609.raw 9.54E3 2 2 452 460

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 99.9 60.15 2243.0205 20 7.6 748.6865 3 32.42 11 1869 OB3609.raw 4.33E4 1 1 288 307 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LPHFNSK.A N 99.9 58.80 1358.6653 12 -0.6 680.3395 2 28.31 11 1481 OB3609.raw 3.54E5 4 4 440 451 Oxidation (M)

R.DQSSYLQ(+.98)GFSR.N N 99.9 55.77 1287.5731 11 3.1 644.7958 2 29.27 11 1594 OB3609.raw 5.46E4 3 3 308 318 Deamidation (NQ)

K.ISM(+15.99)PVN(+.98)TPGQ(+.98)FEDFFPASSR.D N 99.9 49.92 2244.0044 20 4.3 749.0120 3 32.84 11 1911 OB3609.raw 1.92E3 2 2 288 307 Oxidation (M);
Deamidation (NQ)

F.NLDEGHALR.I N 99.8 46.79 1023.5097 9 -1.4 512.7614 2 26.59 11 1311 OB3609.raw 6.96E3 4 4 257 265

R.IPSGFISYILN(+.98)R.H N 99.8 45.98 1379.7449 12 -0.8 690.8792 2 34.21 11 2071 OB3609.raw 3.14E5 1 1 266 277 Deamidation (NQ)

R.NNPFYFPSRR.F N 99.8 44.49 1296.6364 10 -1.0 649.3248 2 27.78 11 1424 OB3609.raw 1.83E4 1 1 172 181

R.NTLEAAFN(+.98)AEFNEIR.R N 99.6 42.58 1738.8162 15 -4.3 870.4116 2 34.02 11 2046 OB3609.raw 3.86E3 2 2 319 333 Deamidation (NQ)



R.NTLEAAFNAEFNEIRR.V N 99.6 42.57 1893.9332 16 -0.1 632.3183 3 32.45 11 1873 OB3609.raw 2.57E5 5 5 319 334

K.PNTLVLPK.H N 99.6 41.97 880.5382 8 -0.2 441.2763 2 26.76 11 1324 OB3609.raw 4.14E4 2 2 221 228

K.LFEVKPDK.K N 99.5 39.98 974.5436 8 -0.4 325.8550 3 24.00 11 1139 OB3609.raw 4.68E4 2 2 414 421

R.EGEPDLSNNFGK.L Y 99.4 38.94 1305.5836 12 -0.8 653.7986 2 26.40 11 1295 OB3609.raw 2.93E3 1 1 402 413

K.NP(+15.99)QLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 98.0 37.69 2078.9688 17 -4.5 693.9937 3 31.42 11 1786 OB3609.raw 8.18E3 1 1 423 439
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

K.N(+.98)PQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 98.0 35.05 2079.9526 17 3.7 694.3274 3 31.91 11 1826 OB3609.raw 2.8E3 1 1 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 96.6 32.04 2079.9526 17 0.8 694.3254 3 31.74 11 1811 OB3609.raw 2.53E3 1 1 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 96.6 31.68 2078.9688 17 0.9 1040.4926 2 31.49 11 1791 OB3609.raw 3.31E3 2 2 423 439 Oxidation (M);
Carbamidomethylation

K.EHVEELTK.H Y 93.5 29.32 983.4924 8 0.2 492.7536 2 19.95 11 924 OB3609.raw 7.17E3 1 1 371 378

K.LFEVKPDKK.N N 93.5 29.20 1102.6385 9 0.8 368.5537 3 21.84 11 1024 OB3609.raw 9.66E3 1 1 414 422

R.IPSGFISY.I N 93.4 28.94 882.4487 8 1.4 442.2322 2 31.98 11 1832 OB3609.raw 1.5E3 1 1 266 273

K.GTGNLELVAVRK.E N 93.4 28.90 1255.7249 12 -3.5 628.8675 2 25.97 11 1261 OB3609.raw 6.28E3 2 2 461 472

total 36 peptides

sp|P43238|ALL12_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

11
#Spec

#Spec
Sample

11
Start End PTM

R.VLLEENAGGEQEER.G N 99.9 96.27 1571.7427 14 0.5 786.8790 2 25.36 11 1215 OB3609.raw 6.14E4 4 4 335 348

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 99.9 93.00 2242.0364 20 -0.5 1122.0249 2 32.20 11 1849 OB3609.raw 2E5 14 14 288 307 Oxidation (M)

K.SFNLDEGHALR.I N 99.9 90.89 1257.6101 11 -0.3 629.8121 2 26.66 11 1317 OB3609.raw 6.94E5 9 9 255 265



R.DQ(+.98)SSYLQGFSR.N N 99.9 90.33 1287.5731 11 -0.7 644.7934 2 29.47 11 1613 OB3609.raw 4.8E4 3 3 308 318 Deamidation (NQ)

R.IPSGFISYILNR.H N 99.9 87.79 1378.7609 12 -0.4 690.3875 2 34.65 11 2127 OB3609.raw 8.13E5 18 18 266 277

R.NTLEAAFNAEFNEIR.R N 99.9 87.19 1737.8322 15 0.7 869.9240 2 33.41 11 1973 OB3609.raw 2.46E4 6 6 319 333

R.VLLEENAGGEQ(+.98)EER.G N 99.9 83.04 1572.7267 14 -1.6 787.3694 2 25.63 11 1236 OB3609.raw 1.65E4 2 2 335 348 Deamidation (NQ)

R.DQSSYLQGFSR.N N 99.9 83.01 1286.5891 11 0.1 644.3019 2 28.81 11 1540 OB3609.raw 9.08E4 9 9 308 318

R.VLLEEN(+.98)AGGEQEER.G N 99.9 81.78 1572.7267 14 -0.6 787.3702 2 25.81 11 1250 OB3609.raw 1.65E4 1 1 335 348 Deamidation (NQ)

K.GTGNLELVAVR.K N 99.9 80.54 1127.6299 11 -0.7 564.8218 2 28.24 11 1473 OB3609.raw 1.24E5 3 3 461 471

K.ISM(+15.99)PVNTPGQ(+.98)FEDFFPASSR.D N 99.9 68.36 2243.0205 20 2.1 748.6823 3 32.77 11 1904 OB3609.raw 7.46E4 5 5 288 307 Oxidation (M);
Deamidation (NQ)

R.DQ(+.98)SSYLQ(+.98)GFSR.N N 99.9 68.15 1288.5571 11 1.1 645.2866 2 29.84 11 1655 OB3609.raw 3.93E3 1 1 308 318 Deamidation (NQ)

K.AM(+15.99)VIVVVNK.G N 99.9 67.55 987.5787 9 -1.8 494.7957 2 25.17 11 1203 OB3609.raw 5.95E4 5 5 452 460 Oxidation (M)

K.HADADNILVIQQGQATVTVANGNNR.K N 99.9 66.46 2618.3162 25 -3.7 873.7761 3 28.53 11 1508 OB3609.raw 9.21E3 2 2 229 253

R.NNPFYFPSR.R N 99.9 64.60 1140.5352 9 -0.8 571.2744 2 29.84 11 1654 OB3609.raw 9.43E4 9 9 172 180

K.AMVIVVVNK.G N 99.9 60.71 971.5837 9 -0.4 486.7990 2 27.64 11 1408 OB3609.raw 9.54E3 2 2 452 460

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 99.9 60.15 2243.0205 20 7.6 748.6865 3 32.42 11 1869 OB3609.raw 4.33E4 1 1 288 307 Oxidation (M);
Deamidation (NQ)

K.EGALM(+15.99)LPHFNSK.A N 99.9 58.80 1358.6653 12 -0.6 680.3395 2 28.31 11 1481 OB3609.raw 3.54E5 4 4 440 451 Oxidation (M)

R.DQSSYLQ(+.98)GFSR.N N 99.9 55.77 1287.5731 11 3.1 644.7958 2 29.27 11 1594 OB3609.raw 5.46E4 3 3 308 318 Deamidation (NQ)

K.ISM(+15.99)PVN(+.98)TPGQ(+.98)FEDFFPASSR.D N 99.9 49.92 2244.0044 20 4.3 749.0120 3 32.84 11 1911 OB3609.raw 1.92E3 2 2 288 307 Oxidation (M);
Deamidation (NQ)

F.NLDEGHALR.I N 99.8 46.79 1023.5097 9 -1.4 512.7614 2 26.59 11 1311 OB3609.raw 6.96E3 4 4 257 265

R.IPSGFISYILN(+.98)R.H N 99.8 45.98 1379.7449 12 -0.8 690.8792 2 34.21 11 2071 OB3609.raw 3.14E5 1 1 266 277 Deamidation (NQ)

R.NNPFYFPSRR.F N 99.8 44.49 1296.6364 10 -1.0 649.3248 2 27.78 11 1424 OB3609.raw 1.83E4 1 1 172 181

R.NTLEAAFN(+.98)AEFNEIR.R N 99.6 42.58 1738.8162 15 -4.3 870.4116 2 34.02 11 2046 OB3609.raw 3.86E3 2 2 319 333 Deamidation (NQ)

R.NTLEAAFNAEFNEIRR.V N 99.6 42.57 1893.9332 16 -0.1 632.3183 3 32.45 11 1873 OB3609.raw 2.57E5 5 5 319 334

K.PNTLVLPK.H N 99.6 41.97 880.5382 8 -0.2 441.2763 2 26.76 11 1324 OB3609.raw 4.14E4 2 2 221 228

K.LFEVKPDK.K N 99.5 39.98 974.5436 8 -0.4 325.8550 3 24.00 11 1139 OB3609.raw 4.68E4 2 2 414 421

R.EGEPDLSNNFGK.L Y 99.4 38.94 1305.5836 12 -0.8 653.7986 2 26.40 11 1295 OB3609.raw 2.93E3 1 1 402 413

K.NP(+15.99)QLQDLDMM(+15.99)LTC(+57.02)VEIK.E N 98.0 37.69 2078.9688 17 -4.5 693.9937 3 31.42 11 1786 OB3609.raw 8.18E3 1 1 423 439
Hydroxylation Pro;
Oxidation (M);
Carbamidomethylation

K.N(+.98)PQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 98.0 35.05 2079.9526 17 3.7 694.3274 3 31.91 11 1826 OB3609.raw 2.8E3 1 1 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQ(+.98)DLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 96.6 32.04 2079.9526 17 0.8 694.3254 3 31.74 11 1811 OB3609.raw 2.53E3 1 1 423 439
Deamidation (NQ);
Oxidation (M);
Carbamidomethylation

K.NPQLQDLDM(+15.99)M(+15.99)LTC(+57.02)VEIK.E N 96.6 31.68 2078.9688 17 0.9 1040.4926 2 31.49 11 1791 OB3609.raw 3.31E3 2 2 423 439 Oxidation (M);
Carbamidomethylation

K.EHVEELTK.H Y 93.5 29.32 983.4924 8 0.2 492.7536 2 19.95 11 924 OB3609.raw 7.17E3 1 1 371 378

K.LFEVKPDKK.N N 93.5 29.20 1102.6385 9 0.8 368.5537 3 21.84 11 1024 OB3609.raw 9.66E3 1 1 414 422

R.IPSGFISY.I N 93.4 28.94 882.4487 8 1.4 442.2322 2 31.98 11 1832 OB3609.raw 1.5E3 1 1 266 273

K.GTGNLELVAVRK.E N 93.4 28.90 1255.7249 12 -3.5 628.8675 2 25.97 11 1261 OB3609.raw 6.28E3 2 2 461 472

total 36 peptides

Q647H4|Q647H4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 11 #Spec #Spec Sample 11 Start End PTM

R.WLGLSAEYGNLYR.N Y 99.9 49.35 1540.7673 13 0.4 771.3912 2 32.49 11 1877 OB3609.raw 1.35E3 1 1 395 407

R.SPDIYNPQAGSLK.T Y 98.0 35.56 1388.6936 13 -0.5 695.3537 2 26.85 11 1335 OB3609.raw 1.38E3 1 1 371 383

total 2 peptides

Q6T2T4|Q6T2T4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 11 #Spec #Spec Sample 11 Start End PTM

R.WLGLSAEYGNLYR.N Y 99.9 49.35 1540.7673 13 0.4 771.3912 2 32.49 11 1877 OB3609.raw 1.35E3 1 1 395 407

R.SPDIYNPQAGSLK.T Y 98.0 35.56 1388.6936 13 -0.5 695.3537 2 26.85 11 1335 OB3609.raw 1.38E3 1 1 371 383

total 2 peptides

Q8LKN1|Q8LKN1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 11 #Spec #Spec Sample 11 Start End PTM

R.WLGLSAEYGNLYR.N Y 99.9 49.35 1540.7673 13 0.4 771.3912 2 32.49 11 1877 OB3609.raw 1.35E3 1 1 397 409

R.SPDIYNPQAGSLK.T Y 98.0 35.56 1388.6936 13 -0.5 695.3537 2 26.85 11 1335 OB3609.raw 1.38E3 1 1 371 383

total 2 peptides

A1DZF0|A1DZF0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 11 #Spec #Spec Sample 11 Start End PTM

R.WLGLSAEYGNLYR.N Y 99.9 49.35 1540.7673 13 0.4 771.3912 2 32.49 11 1877 OB3609.raw 1.35E3 1 1 388 400

R.SPDIYNPQAGSLK.T Y 98.0 35.56 1388.6936 13 -0.5 695.3537 2 26.85 11 1335 OB3609.raw 1.38E3 1 1 364 376

total 2 peptides

Q2KQ45|Q2KQ45_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 11 #Spec #Spec Sample 11 Start End PTM

K.HSGGLPLALK.V Y 96.6 31.65 991.5814 10 -0.9 496.7975 2 49.98 11 3105 OB3609.raw 0 1 1 164 173

total 1 peptides



Peptide List

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_96%20spot10/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot E from DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2995
# of MS/MS scans 2454

Table 2. Result filtration parameters.
Peptide -10lgP ≥23
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 309
Peptide sequences 129
Protein groups 3
Proteins 7
Proteins (#Unique Peptides) 1 (>2); 0 (=2); 6 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 24

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

Carbamidomethyl 57.02 C 79 60.36 1.14E4 1000.00

Deamidation .98 NQ 65 67.07 1.91E5 25.67

HydPro 15.99 P 19 52.70 2.19E4 12.33

Oxidation 15.99 M 8 49.72 3.28E4 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 13 96 33 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3611.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

Protein List

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

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%) Sample
13

Area Sample
13 #Peptides #Unique #Spec Sample

13 PTM Avg.
Mass Description

1 13 Q9FZ11|Q9FZ11_ARAHY 99.2 216.57 36 36 4.26E4 16 1 122 Y 60449 Gly1 OS=Arachis hypogaea GN=Gly1 PE=2 SV=1



1 5 Q5I6T2|Q5I6T2_ARAHY 99.2 216.57 35 35 4.26E4 16 1 122 Y 60736 Arachin Ahy-4 OS=Arachis hypogaea PE=2 SV=1

1 15 Q647H3|Q647H3_ARAHY 99.2 216.57 35 35 4.26E4 16 1 122 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=2 SV=1

3 7 Q647H4|Q647H4_ARAHY 99.2 215.35 46 46 3.91E4 17 3 117 Y 61506 Arachin Ahy-1 OS=Arachis hypogaea PE=2 SV=1

9 41 Q6IWG5|Q6IWG5_ARAHY 79.4 52.07 5 5 3.03E4 1 1 1 Y 58061 Glycinin (Fragment) OS=Arachis hypogaea PE=2 SV=1

9 42 Q0GM57|Q0GM57_ARAHY 79.4 52.07 5 5 3.03E4 1 1 1 Y 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 SV=1

9 45 E5G077|E5G077_ARAHY 79.4 52.07 5 5 3.03E4 1 1 1 Y 58305 Ara h 3 allergen OS=Arachis hypogaea GN=ara h 3 PE
=3 SV=1

total 7 proteins

Q9FZ11|Q9FZ11_ARAHY back to list
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Supporting Peptides:

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

Area
Sample

13
#Spec

#Spec
Sample

13
Start End PTM

R.RPFYSNAPQEIFIQQGR.G N 99.9 79.99 2050.0383 17 0.5 684.3538 3 29.81 13 1689 OB3611.raw 7.8E5 17 17 83 99

R.WLGLSAEYGNLYR.N N 99.9 79.06 1540.7673 13 -0.6 771.3905 2 32.83 13 2086 OB3611.raw 2.57E4 3 3 388 400

R.FNLAGNHEQEFLR.Y N 99.9 71.43 1573.7637 13 0.0 787.8891 2 28.61 13 1552 OB3611.raw 4.13E5 14 14 198 210

R.RPFYSNAPQ(+.98)EIFIQQGR.G N 99.9 67.07 2051.0225 17 0.8 684.6820 3 30.37 13 1763 OB3611.raw 1.91E5 3 3 83 99 Deamidation (NQ)

R.FNLAGN(+.98)HEQEFLR.Y N 99.9 62.08 1574.7477 13 -2.3 788.3793 2 28.98 13 1597 OB3611.raw 8.63E3 1 1 198 210 Deamidation (NQ)

K.TANDLNLLILR.W Y 99.9 59.23 1254.7296 11 -1.2 628.3713 2 32.74 13 2074 OB3611.raw 3.9E4 5 5 377 387



R.RPFYSN(+.98)APQ(+.98)EIFIQQGR.G N 99.9 56.66 2052.0063 17 0.8 685.0099 3 30.65 13 1799 OB3611.raw 0 2 2 83 99 Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 99.9 54.71 2473.1372 22 0.2 825.3865 3 34.51 13 2306 OB3611.raw 1.45E5 6 6 100 121 Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.9 53.34 1534.6470 12 0.1 768.3309 2 24.52 13 1218 OB3611.raw 1.07E4 2 2 26 37 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R N 99.9 52.70 2489.1321 22 1.2 830.7189 3 33.95 13 2234 OB3611.raw 3.14E4 2 2 100 121 Hydroxylation Pro;
Carbamidomethylation

R.RFN(+.98)LAGN(+.98)HEQEFLR.Y N 99.9 49.75 1731.8329 14 -3.3 578.2830 3 28.46 13 1533 OB3611.raw 2.86E4 1 1 197 210 Deamidation (NQ)

R.LESEGGYIETWNPNN(+.98)QEFEC(+57.02)AGVALSR.L N 99.9 47.89 3070.3613 27 1.4 1024.4625 3 32.82 13 2085 OB3611.raw 4.73E4 2 2 47 73 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R N 99.9 47.61 2474.1211 22 2.6 1238.0710 2 34.27 13 2277 OB3611.raw 4.51E4 8 8 100 121 Carbamidomethylation;
Deamidation (NQ)

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 47.14 2540.2910 23 1.1 847.7719 3 30.89 13 1831 OB3611.raw 6.43E4 3 3 435 457

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.9 46.90 1535.6311 12 -1.6 768.8216 2 25.29 13 1271 OB3611.raw 1.07E4 1 1 26 37 Carbamidomethylation;
Deamidation (NQ)

R.SLPYSP(+15.99)YSP(+15.99)Q(+.98)SQPR.Q N 99.8 44.65 1638.7524 14 4.0 820.3868 2 26.38 13 1360 OB3611.raw 1.14E4 1 1 219 232 Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R N 99.8 43.73 2489.1321 22 -1.1 1245.5719 2 33.91 13 2230 OB3611.raw 3.14E4 4 4 100 121 Carbamidomethylation;
Hydroxylation Pro

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.8 43.28 1535.6311 12 -1.7 768.8215 2 25.07 13 1256 OB3611.raw 1.07E4 2 2 26 37 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.7 41.71 1536.6151 12 -3.0 769.3126 2 25.56 13 1290 OB3611.raw 6.46E3 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.LNAQ(+.98)RPDNRLESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.7 40.31 4134.9087 36 2.9 1034.7374 4 31.25 13 1878 OB3611.raw 7.55E4 3 3 38 73 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGRR.H N 99.7 40.12 2630.2224 23 -0.5 877.7477 3 33.08 13 2118 OB3611.raw 2.09E5 3 3 100 122 Carbamidomethylation;
Deamidation (NQ)

R.SLPYSP(+15.99)YSP(+15.99)QSQ(+.98)PR.Q N 99.7 40.11 1638.7524 14 -1.3 820.3824 2 26.29 13 1351 OB3611.raw 1.14E4 1 1 219 232 Hydroxylation Pro;
Deamidation (NQ)

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.7 39.20 1535.6311 12 0.0 768.8228 2 25.12 13 1259 OB3611.raw 1.07E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWNPNN(+.98)Q(+.98)EFEC(+57.02)AGVALSR.L N 99.5 38.31 3071.3455 27 3.2 1024.7924 3 33.03 13 2112 OB3611.raw 2.63E4 1 1 47 73 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.5 38.03 3069.3774 27 2.7 1024.1359 3 32.49 13 2041 OB3611.raw 1.53E5 2 2 47 73 Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GRR.H N 99.5 37.22 2646.2173 23 0.8 883.0804 3 32.48 13 2040 OB3611.raw 4.26E4 1 1 100 122
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.5 37.03 1535.6311 12 -0.9 768.8221 2 24.87 13 1243 OB3611.raw 1.07E4 2 2 26 37 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQQGR.R N 99.5 36.97 2489.1321 22 -1.2 830.7170 3 33.98 13 2238 OB3611.raw 2.19E4 1 1 100 121 Carbamidomethylation;
Hydroxylation Pro

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.H N 99.4 36.50 2631.2063 23 0.1 878.0761 3 33.48 13 2172 OB3611.raw 2.18E4 2 2 100 122 Carbamidomethylation;
Deamidation (NQ)

G.RGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R N 99.4 36.09 2630.2224 23 4.8 877.7523 3 32.47 13 2038 OB3611.raw 2.09E5 1 1 99 121 Carbamidomethylation;
Deamidation (NQ)

R.LESEGGYIETWN(+.98)PNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.3 35.69 3071.3455 27 2.4 1024.7915 3 33.35 13 2154 OB3611.raw 2.63E4 1 1 47 73 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQR.L N 99.0 35.12 1534.6470 12 -3.6 768.3280 2 24.18 13 1195 OB3611.raw 9.87E3 2 2 26 37 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.H N 98.6 34.07 2630.2224 23 0.4 877.7485 3 32.73 13 2073 OB3611.raw 2.09E5 1 1 100 122 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 98.6 34.03 1536.6151 12 -0.9 769.3141 2 25.68 13 1298 OB3611.raw 6.46E3 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNRLESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 98.6 34.01 4134.9087 36 0.2 1034.7346 4 30.94 13 1838 OB3611.raw 7.55E4 1 1 38 73 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)QPEEN(+.98)AC(+57.02)QFQR.L N 98.6 33.55 2038.9166 16 -1.8 680.6450 3 27.18 13 1425 OB3611.raw 1.01E4 1 1 22 37 Deamidation (NQ);
Carbamidomethylation

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 98.0 32.34 1536.6151 12 2.0 769.3164 2 25.81 13 1307 OB3611.raw 6.46E3 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

G.RGYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 98.0 31.89 2629.2383 23 0.0 877.4200 3 32.42 13 2031 OB3611.raw 2.18E4 1 1 99 121 Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 98.0 31.32 2039.9006 16 -1.3 680.9733 3 27.50 13 1452 OB3611.raw 1.66E4 1 1 22 37 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R N 98.0 31.26 2475.1052 22 -4.9 1238.5538 2 34.92 13 2356 OB3611.raw 1.22E4 2 2 100 121 Carbamidomethylation;
Deamidation (NQ)

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 98.0 31.07 1535.6311 12 -2.3 768.8210 2 25.25 13 1268 OB3611.raw 1.07E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

K.TANDLN(+.98)LLILR.W Y 97.9 29.84 1255.7136 11 8.5 628.8694 2 33.27 13 2145 OB3611.raw 3.56E3 1 1 377 387 Deamidation (NQ)

R.LESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 96.6 29.48 3070.3613 27 -6.8 1024.4541 3 33.54 13 2180 OB3611.raw 0 1 1 47 73 Deamidation (NQ);



Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R N 96.5 29.28 2474.1211 22 2.6 1238.0710 2 35.21 13 2391 OB3611.raw 5.75E3 1 1 100 121 Carbamidomethylation;
Deamidation (NQ)

R.RFNLAGNHEQEFLR.Y N 96.4 28.36 1729.8647 14 -0.7 577.6285 3 27.43 13 1446 OB3611.raw 5.99E4 2 2 197 210

R.NALFVPHYNTNAHSIIYALR.G N 96.4 28.12 2313.2019 20 -1.4 579.3069 4 31.34 13 1890 OB3611.raw 7.24E4 2 2 401 420

R.SLPYSP(+15.99)YSP(+15.99)Q(+.98)SQPRQ(+.98).E N 96.3 27.88 1767.7950 15 1.0 884.9057 2 26.38 13 1359 OB3611.raw 2.62E3 1 1 219 233 Hydroxylation Pro;
Deamidation (NQ)

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 96.3 27.36 2040.8846 16 0.3 681.3024 3 27.95 13 1489 OB3611.raw 4.46E3 1 1 22 37 Deamidation (NQ);
Carbamidomethylation

S.ISFRQQ(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 92.1 25.74 2039.9006 16 -0.1 680.9741 3 27.38 13 1442 OB3611.raw 1.66E4 1 1 22 37 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWN(+.98)P(+15.99)NNQ(+.98)EFEC(+57.02)AGVALSR.L N 91.8 25.25 3087.3403 27 3.6 1030.1244 3 33.61 13 2189 OB3611.raw 1.5E3 1 1 47 73
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.LN(+.98)AQRPDNRLESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 90.0 23.76 4134.9087 36 2.6 1034.7372 4 31.12 13 1862 OB3611.raw 7.55E4 1 1 38 73 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGRR.H N 89.7 23.01 2646.2173 23 -2.5 883.0775 3 32.64 13 2061 OB3611.raw 4.26E4 1 1 100 122
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

total 52 peptides
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Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File

Area
Sample

13
#Spec

#Spec
Sample

13
Start End PTM

R.RPFYSNAPQEIFIQQGR.G N 99.9 79.99 2050.0383 17 0.5 684.3538 3 29.81 13 1689 OB3611.raw 7.8E5 17 17 82 98

R.WLGLSAEYGNLYR.N N 99.9 79.06 1540.7673 13 -0.6 771.3905 2 32.83 13 2086 OB3611.raw 2.57E4 3 3 389 401

R.FNLAGNHEQEFLR.Y N 99.9 71.43 1573.7637 13 0.0 787.8891 2 28.61 13 1552 OB3611.raw 4.13E5 14 14 196 208

R.RPFYSNAPQ(+.98)EIFIQQGR.G N 99.9 67.07 2051.0225 17 0.8 684.6820 3 30.37 13 1763 OB3611.raw 1.91E5 3 3 82 98 Deamidation (NQ)

R.FNLAGN(+.98)HEQEFLR.Y N 99.9 62.08 1574.7477 13 -2.3 788.3793 2 28.98 13 1597 OB3611.raw 8.63E3 1 1 196 208 Deamidation (NQ)

K.TANDLNLLILR.W Y 99.9 59.23 1254.7296 11 -1.2 628.3713 2 32.74 13 2074 OB3611.raw 3.9E4 5 5 378 388

R.RPFYSN(+.98)APQ(+.98)EIFIQQGR.G N 99.9 56.66 2052.0063 17 0.8 685.0099 3 30.65 13 1799 OB3611.raw 0 2 2 82 98 Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 99.9 54.71 2473.1372 22 0.2 825.3865 3 34.51 13 2306 OB3611.raw 1.45E5 6 6 99 120 Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.9 53.34 1534.6470 12 0.1 768.3309 2 24.52 13 1218 OB3611.raw 1.07E4 2 2 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R N 99.9 52.70 2489.1321 22 1.2 830.7189 3 33.95 13 2234 OB3611.raw 3.14E4 2 2 99 120 Hydroxylation Pro;
Carbamidomethylation

R.RFN(+.98)LAGN(+.98)HEQEFLR.Y N 99.9 49.75 1731.8329 14 -3.3 578.2830 3 28.46 13 1533 OB3611.raw 2.86E4 1 1 195 208 Deamidation (NQ)

R.IESEGGYIETWNPNN(+.98)QEFEC(+57.02)AGVALSR.L N 99.9 47.89 3070.3613 27 1.4 1024.4625 3 32.82 13 2085 OB3611.raw 4.73E4 2 2 46 72 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R N 99.9 47.61 2474.1211 22 2.6 1238.0710 2 34.27 13 2277 OB3611.raw 4.51E4 8 8 99 120 Carbamidomethylation;
Deamidation (NQ)

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 47.14 2540.2910 23 1.1 847.7719 3 30.89 13 1831 OB3611.raw 6.43E4 3 3 436 458

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.9 46.90 1535.6311 12 -1.6 768.8216 2 25.29 13 1271 OB3611.raw 1.07E4 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.SLPYSP(+15.99)YSP(+15.99)Q(+.98)SQPR.Q N 99.8 44.65 1638.7524 14 4.0 820.3868 2 26.38 13 1360 OB3611.raw 1.14E4 1 1 220 233 Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R N 99.8 43.73 2489.1321 22 -1.1 1245.5719 2 33.91 13 2230 OB3611.raw 3.14E4 4 4 99 120 Carbamidomethylation;
Hydroxylation Pro

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.8 43.28 1535.6311 12 -1.7 768.8215 2 25.07 13 1256 OB3611.raw 1.07E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.7 41.71 1536.6151 12 -3.0 769.3126 2 25.56 13 1290 OB3611.raw 6.46E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.LNAQ(+.98)RPDNRIESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.7 40.31 4134.9087 36 2.9 1034.7374 4 31.25 13 1878 OB3611.raw 7.55E4 3 3 37 72 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGRR.S N 99.7 40.12 2630.2224 23 -0.5 877.7477 3 33.08 13 2118 OB3611.raw 2.09E5 3 3 99 121 Carbamidomethylation;
Deamidation (NQ)

R.SLPYSP(+15.99)YSP(+15.99)QSQ(+.98)PR.Q N 99.7 40.11 1638.7524 14 -1.3 820.3824 2 26.29 13 1351 OB3611.raw 1.14E4 1 1 220 233 Hydroxylation Pro;
Deamidation (NQ)

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.7 39.20 1535.6311 12 0.0 768.8228 2 25.12 13 1259 OB3611.raw 1.07E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNN(+.98)Q(+.98)EFEC(+57.02)AGVALSR.L N 99.5 38.31 3071.3455 27 3.2 1024.7924 3 33.03 13 2112 OB3611.raw 2.63E4 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.5 38.03 3069.3774 27 2.7 1024.1359 3 32.49 13 2041 OB3611.raw 1.53E5 2 2 46 72 Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GRR.S N 99.5 37.22 2646.2173 23 0.8 883.0804 3 32.48 13 2040 OB3611.raw 4.26E4 1 1 99 121
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.5 37.03 1535.6311 12 -0.9 768.8221 2 24.87 13 1243 OB3611.raw 1.07E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQQGR.R N 99.5 36.97 2489.1321 22 -1.2 830.7170 3 33.98 13 2238 OB3611.raw 2.19E4 1 1 99 120 Carbamidomethylation;
Hydroxylation Pro

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.S N 99.4 36.50 2631.2063 23 0.1 878.0761 3 33.48 13 2172 OB3611.raw 2.18E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

G.RGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R N 99.4 36.09 2630.2224 23 4.8 877.7523 3 32.47 13 2038 OB3611.raw 2.09E5 1 1 98 120 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWN(+.98)PNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.3 35.69 3071.3455 27 2.4 1024.7915 3 33.35 13 2154 OB3611.raw 2.63E4 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQR.L N 99.0 35.12 1534.6470 12 -3.6 768.3280 2 24.18 13 1195 OB3611.raw 9.87E3 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.S N 98.6 34.07 2630.2224 23 0.4 877.7485 3 32.73 13 2073 OB3611.raw 2.09E5 1 1 99 121 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 98.6 34.03 1536.6151 12 -0.9 769.3141 2 25.68 13 1298 OB3611.raw 6.46E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNRIESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 98.6 34.01 4134.9087 36 0.2 1034.7346 4 30.94 13 1838 OB3611.raw 7.55E4 1 1 37 72 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)QPEEN(+.98)AC(+57.02)QFQR.L N 98.6 33.55 2038.9166 16 -1.8 680.6450 3 27.18 13 1425 OB3611.raw 1.01E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation



R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 98.0 32.34 1536.6151 12 2.0 769.3164 2 25.81 13 1307 OB3611.raw 6.46E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

G.RGYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 98.0 31.89 2629.2383 23 0.0 877.4200 3 32.42 13 2031 OB3611.raw 2.18E4 1 1 98 120 Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 98.0 31.32 2039.9006 16 -1.3 680.9733 3 27.50 13 1452 OB3611.raw 1.66E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R N 98.0 31.26 2475.1052 22 -4.9 1238.5538 2 34.92 13 2356 OB3611.raw 1.22E4 2 2 99 120 Carbamidomethylation;
Deamidation (NQ)

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 98.0 31.07 1535.6311 12 -2.3 768.8210 2 25.25 13 1268 OB3611.raw 1.07E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.TANDLN(+.98)LLILR.W Y 97.9 29.84 1255.7136 11 8.5 628.8694 2 33.27 13 2145 OB3611.raw 3.56E3 1 1 378 388 Deamidation (NQ)

R.IESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 96.6 29.48 3070.3613 27 -6.8 1024.4541 3 33.54 13 2180 OB3611.raw 0 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R N 96.5 29.28 2474.1211 22 2.6 1238.0710 2 35.21 13 2391 OB3611.raw 5.75E3 1 1 99 120 Carbamidomethylation;
Deamidation (NQ)

R.RFNLAGNHEQEFLR.Y N 96.4 28.36 1729.8647 14 -0.7 577.6285 3 27.43 13 1446 OB3611.raw 5.99E4 2 2 195 208

R.NALFVPHYNTNAHSIIYALR.G N 96.4 28.12 2313.2019 20 -1.4 579.3069 4 31.34 13 1890 OB3611.raw 7.24E4 2 2 402 421

R.SLPYSP(+15.99)YSP(+15.99)Q(+.98)SQPRQ(+.98).E N 96.3 27.88 1767.7950 15 1.0 884.9057 2 26.38 13 1359 OB3611.raw 2.62E3 1 1 220 234 Hydroxylation Pro;
Deamidation (NQ)

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 96.3 27.36 2040.8846 16 0.3 681.3024 3 27.95 13 1489 OB3611.raw 4.46E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQQ(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 92.1 25.74 2039.9006 16 -0.1 680.9741 3 27.38 13 1442 OB3611.raw 1.66E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)P(+15.99)NNQ(+.98)EFEC(+57.02)AGVALSR.L N 91.8 25.25 3087.3403 27 3.6 1030.1244 3 33.61 13 2189 OB3611.raw 1.5E3 1 1 46 72
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.LN(+.98)AQRPDNRIESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 90.0 23.76 4134.9087 36 2.6 1034.7372 4 31.12 13 1862 OB3611.raw 7.55E4 1 1 37 72 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGRR.S N 89.7 23.01 2646.2173 23 -2.5 883.0775 3 32.64 13 2061 OB3611.raw 4.26E4 1 1 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

total 52 peptides
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Protein Coverage:



Supporting Peptides:

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

Area
Sample

13
#Spec

#Spec
Sample

13
Start End PTM

R.RPFYSNAPQEIFIQQGR.G N 99.9 79.99 2050.0383 17 0.5 684.3538 3 29.81 13 1689 OB3611.raw 7.8E5 17 17 82 98

R.WLGLSAEYGNLYR.N N 99.9 79.06 1540.7673 13 -0.6 771.3905 2 32.83 13 2086 OB3611.raw 2.57E4 3 3 396 408

R.FNLAGNHEQEFLR.Y N 99.9 71.43 1573.7637 13 0.0 787.8891 2 28.61 13 1552 OB3611.raw 4.13E5 14 14 197 209

R.RPFYSNAPQ(+.98)EIFIQQGR.G N 99.9 67.07 2051.0225 17 0.8 684.6820 3 30.37 13 1763 OB3611.raw 1.91E5 3 3 82 98 Deamidation (NQ)

R.FNLAGN(+.98)HEQEFLR.Y N 99.9 62.08 1574.7477 13 -2.3 788.3793 2 28.98 13 1597 OB3611.raw 8.63E3 1 1 197 209 Deamidation (NQ)

K.TANDLNLLILR.W Y 99.9 59.23 1254.7296 11 -1.2 628.3713 2 32.74 13 2074 OB3611.raw 3.9E4 5 5 385 395

R.RPFYSN(+.98)APQ(+.98)EIFIQQGR.G N 99.9 56.66 2052.0063 17 0.8 685.0099 3 30.65 13 1799 OB3611.raw 0 2 2 82 98 Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 99.9 54.71 2473.1372 22 0.2 825.3865 3 34.51 13 2306 OB3611.raw 1.45E5 6 6 99 120 Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.9 53.34 1534.6470 12 0.1 768.3309 2 24.52 13 1218 OB3611.raw 1.07E4 2 2 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R N 99.9 52.70 2489.1321 22 1.2 830.7189 3 33.95 13 2234 OB3611.raw 3.14E4 2 2 99 120 Hydroxylation Pro;
Carbamidomethylation

R.RFN(+.98)LAGN(+.98)HEQEFLR.Y N 99.9 49.75 1731.8329 14 -3.3 578.2830 3 28.46 13 1533 OB3611.raw 2.86E4 1 1 196 209 Deamidation (NQ)

R.LESEGGYIETWNPNN(+.98)QEFEC(+57.02)AGVALSR.L N 99.9 47.89 3070.3613 27 1.4 1024.4625 3 32.82 13 2085 OB3611.raw 4.73E4 2 2 46 72 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R N 99.9 47.61 2474.1211 22 2.6 1238.0710 2 34.27 13 2277 OB3611.raw 4.51E4 8 8 99 120 Carbamidomethylation;
Deamidation (NQ)

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 47.14 2540.2910 23 1.1 847.7719 3 30.89 13 1831 OB3611.raw 6.43E4 3 3 443 465

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.9 46.90 1535.6311 12 -1.6 768.8216 2 25.29 13 1271 OB3611.raw 1.07E4 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)



R.SLPYSP(+15.99)YSP(+15.99)Q(+.98)SQPR.Q N 99.8 44.65 1638.7524 14 4.0 820.3868 2 26.38 13 1360 OB3611.raw 1.14E4 1 1 218 231 Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R N 99.8 43.73 2489.1321 22 -1.1 1245.5719 2 33.91 13 2230 OB3611.raw 3.14E4 4 4 99 120 Carbamidomethylation;
Hydroxylation Pro

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.8 43.28 1535.6311 12 -1.7 768.8215 2 25.07 13 1256 OB3611.raw 1.07E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.7 41.71 1536.6151 12 -3.0 769.3126 2 25.56 13 1290 OB3611.raw 6.46E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.LNAQ(+.98)RPDNRLESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.7 40.31 4134.9087 36 2.9 1034.7374 4 31.25 13 1878 OB3611.raw 7.55E4 3 3 37 72 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGRR.H N 99.7 40.12 2630.2224 23 -0.5 877.7477 3 33.08 13 2118 OB3611.raw 2.09E5 3 3 99 121 Carbamidomethylation;
Deamidation (NQ)

R.SLPYSP(+15.99)YSP(+15.99)QSQ(+.98)PR.Q N 99.7 40.11 1638.7524 14 -1.3 820.3824 2 26.29 13 1351 OB3611.raw 1.14E4 1 1 218 231 Hydroxylation Pro;
Deamidation (NQ)

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.7 39.20 1535.6311 12 0.0 768.8228 2 25.12 13 1259 OB3611.raw 1.07E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWNPNN(+.98)Q(+.98)EFEC(+57.02)AGVALSR.L N 99.5 38.31 3071.3455 27 3.2 1024.7924 3 33.03 13 2112 OB3611.raw 2.63E4 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.5 38.03 3069.3774 27 2.7 1024.1359 3 32.49 13 2041 OB3611.raw 1.53E5 2 2 46 72 Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GRR.H N 99.5 37.22 2646.2173 23 0.8 883.0804 3 32.48 13 2040 OB3611.raw 4.26E4 1 1 99 121
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.5 37.03 1535.6311 12 -0.9 768.8221 2 24.87 13 1243 OB3611.raw 1.07E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQQGR.R N 99.5 36.97 2489.1321 22 -1.2 830.7170 3 33.98 13 2238 OB3611.raw 2.19E4 1 1 99 120 Carbamidomethylation;
Hydroxylation Pro

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.H N 99.4 36.50 2631.2063 23 0.1 878.0761 3 33.48 13 2172 OB3611.raw 2.18E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

G.RGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R N 99.4 36.09 2630.2224 23 4.8 877.7523 3 32.47 13 2038 OB3611.raw 2.09E5 1 1 98 120 Carbamidomethylation;
Deamidation (NQ)

R.LESEGGYIETWN(+.98)PNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.3 35.69 3071.3455 27 2.4 1024.7915 3 33.35 13 2154 OB3611.raw 2.63E4 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQR.L N 99.0 35.12 1534.6470 12 -3.6 768.3280 2 24.18 13 1195 OB3611.raw 9.87E3 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.H N 98.6 34.07 2630.2224 23 0.4 877.7485 3 32.73 13 2073 OB3611.raw 2.09E5 1 1 99 121 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 98.6 34.03 1536.6151 12 -0.9 769.3141 2 25.68 13 1298 OB3611.raw 6.46E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNRLESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 98.6 34.01 4134.9087 36 0.2 1034.7346 4 30.94 13 1838 OB3611.raw 7.55E4 1 1 37 72 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)QPEEN(+.98)AC(+57.02)QFQR.L N 98.6 33.55 2038.9166 16 -1.8 680.6450 3 27.18 13 1425 OB3611.raw 1.01E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 98.0 32.34 1536.6151 12 2.0 769.3164 2 25.81 13 1307 OB3611.raw 6.46E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

G.RGYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 98.0 31.89 2629.2383 23 0.0 877.4200 3 32.42 13 2031 OB3611.raw 2.18E4 1 1 98 120 Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 98.0 31.32 2039.9006 16 -1.3 680.9733 3 27.50 13 1452 OB3611.raw 1.66E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R N 98.0 31.26 2475.1052 22 -4.9 1238.5538 2 34.92 13 2356 OB3611.raw 1.22E4 2 2 99 120 Carbamidomethylation;
Deamidation (NQ)

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 98.0 31.07 1535.6311 12 -2.3 768.8210 2 25.25 13 1268 OB3611.raw 1.07E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.TANDLN(+.98)LLILR.W Y 97.9 29.84 1255.7136 11 8.5 628.8694 2 33.27 13 2145 OB3611.raw 3.56E3 1 1 385 395 Deamidation (NQ)

R.LESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 96.6 29.48 3070.3613 27 -6.8 1024.4541 3 33.54 13 2180 OB3611.raw 0 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R N 96.5 29.28 2474.1211 22 2.6 1238.0710 2 35.21 13 2391 OB3611.raw 5.75E3 1 1 99 120 Carbamidomethylation;
Deamidation (NQ)

R.RFNLAGNHEQEFLR.Y N 96.4 28.36 1729.8647 14 -0.7 577.6285 3 27.43 13 1446 OB3611.raw 5.99E4 2 2 196 209

R.NALFVPHYNTNAHSIIYALR.G N 96.4 28.12 2313.2019 20 -1.4 579.3069 4 31.34 13 1890 OB3611.raw 7.24E4 2 2 409 428

R.SLPYSP(+15.99)YSP(+15.99)Q(+.98)SQPRQ(+.98).E N 96.3 27.88 1767.7950 15 1.0 884.9057 2 26.38 13 1359 OB3611.raw 2.62E3 1 1 218 232 Hydroxylation Pro;
Deamidation (NQ)

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 96.3 27.36 2040.8846 16 0.3 681.3024 3 27.95 13 1489 OB3611.raw 4.46E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

S.ISFRQQ(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 92.1 25.74 2039.9006 16 -0.1 680.9741 3 27.38 13 1442 OB3611.raw 1.66E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.LESEGGYIETWN(+.98)P(+15.99)NNQ(+.98)EFEC(+57.02)AGVALSR.L N 91.8 25.25 3087.3403 27 3.6 1030.1244 3 33.61 13 2189 OB3611.raw 1.5E3 1 1 46 72
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.LN(+.98)AQRPDNRLESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 90.0 23.76 4134.9087 36 2.6 1034.7372 4 31.12 13 1862 OB3611.raw 7.55E4 1 1 37 72 Deamidation (NQ);



Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGRR.H N 89.7 23.01 2646.2173 23 -2.5 883.0775 3 32.64 13 2061 OB3611.raw 4.26E4 1 1 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

total 52 peptides
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Supporting Peptides:

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

Area
Sample

13
#Spec

#Spec
Sample

13
Start End PTM

R.RPFYSNAPQEIFIQQGR.G N 99.9 79.99 2050.0383 17 0.5 684.3538 3 29.81 13 1689 OB3611.raw 7.8E5 17 17 82 98

R.WLGLSAEYGNLYR.N N 99.9 79.06 1540.7673 13 -0.6 771.3905 2 32.83 13 2086 OB3611.raw 2.57E4 3 3 395 407

R.FNLAGNHEQEFLR.Y N 99.9 71.43 1573.7637 13 0.0 787.8891 2 28.61 13 1552 OB3611.raw 4.13E5 14 14 196 208

R.RPFYSNAPQ(+.98)EIFIQQGR.G N 99.9 67.07 2051.0225 17 0.8 684.6820 3 30.37 13 1763 OB3611.raw 1.91E5 3 3 82 98 Deamidation (NQ)

R.FNLAGN(+.98)HEQEFLR.Y N 99.9 62.08 1574.7477 13 -2.3 788.3793 2 28.98 13 1597 OB3611.raw 8.63E3 1 1 196 208 Deamidation (NQ)

R.RPFYSN(+.98)APQ(+.98)EIFIQQGR.G N 99.9 56.66 2052.0063 17 0.8 685.0099 3 30.65 13 1799 OB3611.raw 0 2 2 82 98 Deamidation (NQ)

K.TANELNLLILR.W N 99.9 54.88 1268.7452 11 -0.4 635.3796 2 32.91 13 2097 OB3611.raw 1.64E4 1 1 384 394

R.GYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 99.9 54.71 2473.1372 22 0.2 825.3865 3 34.51 13 2306 OB3611.raw 1.45E5 6 6 99 120 Carbamidomethylation

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.9 53.34 1534.6470 12 0.1 768.3309 2 24.52 13 1218 OB3611.raw 1.07E4 2 2 25 36 Carbamidomethylation;
Deamidation (NQ)



R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQGR.R N 99.9 52.70 2489.1321 22 1.2 830.7189 3 33.95 13 2234 OB3611.raw 3.14E4 2 2 99 120 Hydroxylation Pro;
Carbamidomethylation

R.RFN(+.98)LAGN(+.98)HEQEFLR.Y N 99.9 49.75 1731.8329 14 -3.3 578.2830 3 28.46 13 1533 OB3611.raw 2.86E4 1 1 195 208 Deamidation (NQ)

R.IESEGGYIETWNPNN(+.98)QEFEC(+57.02)AGVALSR.L N 99.9 47.89 3070.3613 27 1.4 1024.4625 3 32.82 13 2085 OB3611.raw 4.73E4 2 2 46 72 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R N 99.9 47.61 2474.1211 22 2.6 1238.0710 2 34.27 13 2277 OB3611.raw 4.51E4 8 8 99 120 Carbamidomethylation;
Deamidation (NQ)

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.9 46.90 1535.6311 12 -1.6 768.8216 2 25.29 13 1271 OB3611.raw 1.07E4 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQQGR.R N 99.8 43.73 2489.1321 22 -1.1 1245.5719 2 33.91 13 2230 OB3611.raw 3.14E4 4 4 99 120 Carbamidomethylation;
Hydroxylation Pro

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.8 43.28 1535.6311 12 -1.7 768.8215 2 25.07 13 1256 OB3611.raw 1.07E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.7 41.71 1536.6151 12 -3.0 769.3126 2 25.56 13 1290 OB3611.raw 6.46E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.LNAQ(+.98)RPDNRIESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.7 40.31 4134.9087 36 2.9 1034.7374 4 31.25 13 1878 OB3611.raw 7.55E4 3 3 37 72 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGRR.H N 99.7 40.12 2630.2224 23 -0.5 877.7477 3 33.08 13 2118 OB3611.raw 2.09E5 3 3 99 121 Carbamidomethylation;
Deamidation (NQ)

R.SLPYSP(+15.99)YSP(+15.99)QTQPK.Q Y 99.7 39.63 1623.7780 14 -2.0 812.8947 2 25.75 13 1303 OB3611.raw 5.91E3 1 1 217 230 Hydroxylation Pro

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.7 39.20 1535.6311 12 0.0 768.8228 2 25.12 13 1259 OB3611.raw 1.07E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNN(+.98)Q(+.98)EFEC(+57.02)AGVALSR.L N 99.5 38.31 3071.3455 27 3.2 1024.7924 3 33.03 13 2112 OB3611.raw 2.63E4 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 99.5 38.03 3069.3774 27 2.7 1024.1359 3 32.49 13 2041 OB3611.raw 1.53E5 2 2 46 72 Carbamidomethylation

R.GYFGLIFP(+15.99)GC(+57.02)PSTYEEPAQQ(+.98)GRR.H N 99.5 37.22 2646.2173 23 0.8 883.0804 3 32.48 13 2040 OB3611.raw 4.26E4 1 1 99 121
Hydroxylation Pro;
Carbamidomethylation;
Deamidation (NQ)

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 99.5 37.03 1535.6311 12 -0.9 768.8221 2 24.87 13 1243 OB3611.raw 1.07E4 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEP(+15.99)AQQGR.R N 99.5 36.97 2489.1321 22 -1.2 830.7170 3 33.98 13 2238 OB3611.raw 2.19E4 1 1 99 120 Carbamidomethylation;
Hydroxylation Pro

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GRR.H N 99.4 36.50 2631.2063 23 0.1 878.0761 3 33.48 13 2172 OB3611.raw 2.18E4 2 2 99 121 Carbamidomethylation;
Deamidation (NQ)

G.RGYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)QGR.R N 99.4 36.09 2630.2224 23 4.8 877.7523 3 32.47 13 2038 OB3611.raw 2.09E5 1 1 98 120 Carbamidomethylation;
Deamidation (NQ)

R.IESEGGYIETWN(+.98)PNNQ(+.98)EFEC(+57.02)AGVALSR.L N 99.3 35.69 3071.3455 27 2.4 1024.7915 3 33.35 13 2154 OB3611.raw 2.63E4 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.Q(+.98)QPEENAC(+57.02)QFQR.L N 99.0 35.12 1534.6470 12 -3.6 768.3280 2 24.18 13 1195 OB3611.raw 9.87E3 2 2 25 36 Deamidation (NQ);
Carbamidomethylation

R.SLPYSP(+15.99)YSP(+15.99)QTQ(+.98)PKQ(+.98)E.D Y 98.9 34.81 1882.8472 16 -1.9 942.4291 2 26.55 13 1371 OB3611.raw 1.16E4 2 2 217 232 Hydroxylation Pro;
Deamidation (NQ)

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GRR.H N 98.6 34.07 2630.2224 23 0.4 877.7485 3 32.73 13 2073 OB3611.raw 2.09E5 1 1 99 121 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQ(+.98)R.L N 98.6 34.03 1536.6151 12 -0.9 769.3141 2 25.68 13 1298 OB3611.raw 6.46E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.LNAQRPDNRIESEGGYIETWN(+.98)PNNQEFEC(+57.02)AGVALSR.L N 98.6 34.01 4134.9087 36 0.2 1034.7346 4 30.94 13 1838 OB3611.raw 7.55E4 1 1 37 72 Deamidation (NQ);
Carbamidomethylation

S.ISFRQ(+.98)QPEEN(+.98)AC(+57.02)QFQR.L N 98.6 33.55 2038.9166 16 -1.8 680.6450 3 27.18 13 1425 OB3611.raw 1.01E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.SLPYSP(+15.99)YSP(+15.99)QTQ(+.98)PKQE.D Y 98.5 33.01 1881.8632 16 -1.1 941.9379 2 26.11 13 1338 OB3611.raw 7.83E3 1 1 217 232 Hydroxylation Pro;
Deamidation (NQ)

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 98.0 32.34 1536.6151 12 2.0 769.3164 2 25.81 13 1307 OB3611.raw 6.46E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

G.RGYFGLIFPGC(+57.02)PSTYEEPAQQGR.R N 98.0 31.89 2629.2383 23 0.0 877.4200 3 32.42 13 2031 OB3611.raw 2.18E4 1 1 98 120 Carbamidomethylation

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)QFQ(+.98)R.L N 98.0 31.32 2039.9006 16 -1.3 680.9733 3 27.50 13 1452 OB3611.raw 1.66E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQ(+.98)Q(+.98)GR.R N 98.0 31.26 2475.1052 22 -4.9 1238.5538 2 34.92 13 2356 OB3611.raw 1.22E4 2 2 99 120 Carbamidomethylation;
Deamidation (NQ)

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 98.0 31.07 1535.6311 12 -2.3 768.8210 2 25.25 13 1268 OB3611.raw 1.07E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWNPNNQ(+.98)EFEC(+57.02)AGVALSR.L N 96.6 29.48 3070.3613 27 -6.8 1024.4541 3 33.54 13 2180 OB3611.raw 0 1 1 46 72 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)PSTYEEPAQQ(+.98)GR.R N 96.5 29.28 2474.1211 22 2.6 1238.0710 2 35.21 13 2391 OB3611.raw 5.75E3 1 1 99 120 Carbamidomethylation;
Deamidation (NQ)

R.RFNLAGNHEQEFLR.Y N 96.4 28.36 1729.8647 14 -0.7 577.6285 3 27.43 13 1446 OB3611.raw 5.99E4 2 2 195 208

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 96.4 28.13 3544.7434 33 -0.3 1182.5880 3 35.18 13 2387 OB3611.raw 1.36E3 1 1 477 509



R.NALFVPHYNTNAHSIIYALR.G N 96.4 28.12 2313.2019 20 -1.4 579.3069 4 31.34 13 1890 OB3611.raw 7.24E4 2 2 408 427

S.ISFRQ(+.98)Q(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 96.3 27.36 2040.8846 16 0.3 681.3024 3 27.95 13 1489 OB3611.raw 4.46E3 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.FDEGDLIAVP(+15.99)TGVAFWMYN(+.98)DHDTDVVAVSLTDTNNNDNQLDQFPR.R Y 95.0 26.53 5085.2886 45 0.9 1272.3306 4 35.95 13 2462 OB3611.raw 1.38E4 1 1 150 194 Hydroxylation Pro;
Deamidation (NQ)

S.ISFRQQ(+.98)PEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 92.1 25.74 2039.9006 16 -0.1 680.9741 3 27.38 13 1442 OB3611.raw 1.66E4 1 1 21 36 Deamidation (NQ);
Carbamidomethylation

R.IESEGGYIETWN(+.98)P(+15.99)NNQ(+.98)EFEC(+57.02)AGVALSR.L N 91.8 25.25 3087.3403 27 3.6 1030.1244 3 33.61 13 2189 OB3611.raw 1.5E3 1 1 46 72
Deamidation (NQ);
Hydroxylation Pro;
Carbamidomethylation

R.LN(+.98)AQRPDNRIESEGGYIETWNPNNQEFEC(+57.02)AGVALSR.L N 90.0 23.76 4134.9087 36 2.6 1034.7372 4 31.12 13 1862 OB3611.raw 7.55E4 1 1 37 72 Deamidation (NQ);
Carbamidomethylation

R.GYFGLIFPGC(+57.02)P(+15.99)STYEEPAQ(+.98)QGRR.H N 89.7 23.01 2646.2173 23 -2.5 883.0775 3 32.64 13 2061 OB3611.raw 4.26E4 1 1 99 121
Carbamidomethylation;
Hydroxylation Pro;
Deamidation (NQ)

total 52 peptides

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 13 #Spec #Spec
Sample 13 Start End PTM

R.IESEGGYIETWNP(+15.99)NNQEFQC(+57.02)AGVALSR.T Y 98.7 34.50 3084.3882 27 -0.2 1029.1365 3 33.21 13 2136 OB3611.raw 3.03E4 1 1 44 70 Hydroxylation Pro;
Carbamidomethylation

total 1 peptides

Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 13 #Spec #Spec
Sample 13 Start End PTM

R.IESEGGYIETWNP(+15.99)NNQEFQC(+57.02)AGVALSR.T Y 98.7 34.50 3084.3882 27 -0.2 1029.1365 3 33.21 13 2136 OB3611.raw 3.03E4 1 1 46 72 Hydroxylation Pro;
Carbamidomethylation



total 1 peptides

E5G077|E5G077_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 13 #Spec #Spec
Sample 13 Start End PTM

R.IESEGGYIETWNP(+15.99)NNQEFQC(+57.02)AGVALSR.T Y 98.7 34.50 3084.3882 27 -0.2 1029.1365 3 33.21 13 2136 OB3611.raw 3.03E4 1 1 46 72 Hydroxylation Pro;
Carbamidomethylation

total 1 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 peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot F from DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2643
# of MS/MS scans 5051

Table 2. Result filtration parameters.
Peptide -10lgP ≥28
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 808
Peptide sequences 173
Protein groups 5
Proteins 7
Proteins (#Unique Peptides) 5 (>2); 2 (=2); 0 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 151

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

Deamidation .98 NQ 110 77.73 8.05E5 27.45

Carbamidomethyl 57.02 C 39 74.86 2.13E6 1000.00

HydPro 15.99 P 9 60.58 2.25E5 47.14

Oxidation 15.99 M 2 44.69 1.29E4 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 14 156 17 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99

Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3612.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

Protein List

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



Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 14

Area Sample
14 #Peptides #Unique #Spec

Sample 14 PTM Avg.
Mass Description

1 15 Q647H3|Q647H3_ARAHY 99.2 334.82 42 42 3.66E7 57 3 548 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=2 S
V=1

3 3 B5TYU1|B5TYU1_ARAHY 99.2 333.82 45 45 1.67E7 58 2 490 Y 60624 Arachin Arah3 isoform OS=Arachis hypogaea 
PE=1 SV=1

5 13 Q9FZ11|Q9FZ11_ARAHY 99.2 319.71 40 40 1.33E6 48 2 490 Y 60449 Gly1 OS=Arachis hypogaea GN=Gly1 PE=2 S
V=1

6 7 Q647H4|Q647H4_ARAHY 99.2 316.31 40 40 2.03E6 47 4 417 Y 61506 Arachin Ahy-1 OS=Arachis hypogaea PE=2 S
V=1

6 12 Q6T2T4|Q6T2T4_ARAHY 99.2 316.31 40 40 2.03E6 47 4 417 Y 61499 Storage protein OS=Arachis hypogaea PE=2 
SV=1

9 41 Q6IWG5|Q6IWG5_ARAHY 99.1 212.57 21 21 8.19E5 20 3 59 Y 58061 Glycinin (Fragment) OS=Arachis hypogaea PE
=2 SV=1

9 42 Q0GM57|Q0GM57_ARAHY 99.1 212.57 21 21 8.19E5 20 3 59 Y 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 SV=1

total 7 proteins

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Score Area #Spec



Peptide Uniq (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Sample
14

#Spec Sample
14

Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 90.00 1540.7673 13 0.2 771.3911 2 32.73 14 2386 OB3612.raw 1.51E7 127 127 396 408

R.NALFVPHYNTNAHSIIYALR.G N 99.9 88.61 2313.2019 20 -0.8 1157.6073 2 31.19 14 2179 OB3612.raw 1.07E8 18 18 409 428

K.TDSRPSIANLAGENSIIDNLPEEVVANSYGLPR.E Y 99.9 86.94 3510.7590 33 0.9 1171.2614 3 34.94 14 2692 OB3612.raw 1.5E7 33 33 478 510

K.SQSDNFEYVAFK.T N 99.9 85.85 1433.6462 12 1.0 717.8311 2 30.10 14 2026 OB3612.raw 2.22E6 10 10 466 477

R.N(+.98)ALFVPHYNTNAHSIIYALR.G N 99.9 77.73 2314.1858 20 1.6 1158.1021 2 31.67 14 2243 OB3612.raw 8.07E5 2 2 409 428 Deamidation (NQ)

K.TDSRPSIANLAGENSIIDN(+.98)LPEEVVANSYGLPR.E Y 99.9 75.09 3511.7429 33 4.3 1171.5933 3 35.38 14 2752 OB3612.raw 9.85E6 3 3 478 510 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.9 75.03 1388.6936 13 0.1 695.3541 2 27.28 14 1636 OB3612.raw 4.8E6 21 21 372 384

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 73.38 2540.2910 23 0.4 1271.1533 2 31.14 14 2171 OB3612.raw 1.55E7 55 55 443 465

N.GIEETIC(+57.02)TASVK.K N 99.9 72.79 1306.6438 12 0.2 654.3293 2 27.58 14 1678 OB3612.raw 2.93E6 7 7 353 364 Carbamidomethylation

K.TDSRPSIANLAGEN(+.98)SIIDNLPEEVVANSYGLPR.E Y 99.9 70.99 3511.7429 33 4.7 1171.5938 3 35.82 14 2813 OB3612.raw 9.84E6 3 3 478 510 Deamidation (NQ)

R.AHVQVVDSNGNR.V N 99.9 70.64 1294.6378 12 0.2 648.3263 2 19.76 14 983 OB3612.raw 1.67E6 9 9 431 442

R.AHVQVVDSN(+.98)GNR.V N 99.9 69.99 1295.6218 12 -0.2 648.8181 2 20.35 14 1029 OB3612.raw 4.21E5 4 4 431 442 Deamidation (NQ)

R.RPFYSNAPQEIFIQQGR.G N 99.9 69.65 2050.0383 17 -0.2 684.3533 3 29.88 14 1996 OB3612.raw 3.21E5 3 3 82 98

V.PHYNTNAHSIIYALR.G N 99.9 67.94 1768.9009 15 0.3 885.4580 2 30.91 14 2138 OB3612.raw 2.27E5 1 1 414 428

K.SQSDN(+.98)FEYVAFK.T N 99.9 67.76 1434.6302 12 -0.7 718.3219 2 30.86 14 2130 OB3612.raw 1.09E5 1 1 466 477 Deamidation (NQ)

R.AHVQ(+.98)VVDSN(+.98)GNR.V N 99.9 66.20 1296.6058 12 0.1 649.3102 2 20.90 14 1070 OB3612.raw 2.07E5 2 2 431 442 Deamidation (NQ)

R.NALFVPHYN(+.98)TNAHSIIYALR.G N 99.9 64.69 2314.1858 20 3.8 772.4055 3 31.92 14 2278 OB3612.raw 5.24E6 4 4 409 428 Deamidation (NQ)

K.TDSRPSIANLAGENSIIDNLPEEVVAN(+.98)SYGLPR.E Y 99.9 64.69 3511.7429 33 3.0 1171.5918 3 34.24 14 2596 OB3612.raw 1.43E6 5 5 478 510 Deamidation (NQ)

W.LGLSAEYGNLYR.N N 99.9 61.15 1354.6881 12 -1.4 678.3504 2 30.16 14 2035 OB3612.raw 1.85E4 1 1 397 408

N.TNAHSIIYALR.G N 99.9 60.51 1257.6830 11 0.4 629.8490 2 27.94 14 1729 OB3612.raw 7.51E5 5 5 418 428

R.NALFVPHYNTNAH.S N 99.9 60.25 1496.7161 13 -0.3 749.3651 2 27.32 14 1642 OB3612.raw 1.33E6 11 11 409 421

K.TDSRPSIANLAGENSIIDN.L N 99.9 59.96 1985.9653 19 0.6 993.9905 2 30.56 14 2090 OB3612.raw 3.55E4 1 1 478 496

R.AHVQ(+.98)VVDSNGNR.V N 99.9 59.42 1295.6218 12 -1.1 648.8175 2 21.70 14 1122 OB3612.raw 4.28E5 2 2 431 442 Deamidation (NQ)

R.VYDEELQEGHVL.V N 99.9 58.80 1429.6725 12 -0.8 715.8430 2 29.23 14 1908 OB3612.raw 4.23E4 2 2 443 454

H.YNTNAHSIIYALR.G N 99.9 58.66 1534.7892 13 0.1 768.4020 2 28.98 14 1872 OB3612.raw 8.43E5 10 10 416 428

R.PSIANLAGENSIIDNLPEEVVANSYGLPR.E Y 99.9 58.04 3051.5513 29 0.2 1018.1913 3 36.09 14 2849 OB3612.raw 3.38E5 3 3 482 510

R.SPDIYN(+.98)PQ(+.98)AGSLK.T N 99.9 57.39 1390.6616 13 -1.9 696.3367 2 28.27 14 1774 OB3612.raw 1.51E5 1 1 372 384 Deamidation (NQ)

K.TDSRPSIANLAGENSIID.N N 99.9 57.32 1871.9225 18 -0.2 936.9683 2 30.89 14 2135 OB3612.raw 1.34E5 1 1 478 495

R.NRSPDIYNPQAGSLK.T N 99.9 57.29 1658.8376 15 -1.1 553.9526 3 25.54 14 1421 OB3612.raw 6.28E5 8 8 370 384

K.TANDLNLLILR.W N 99.9 57.11 1254.7296 11 -1.2 628.3713 2 32.42 14 2344 OB3612.raw 3.04E7 89 89 385 395

K.TDSRPSIANLAGEN.S N 99.9 55.66 1443.6953 14 -0.3 722.8547 2 27.71 14 1696 OB3612.raw 1.31E5 5 5 478 491

N.AHSIIYALR.G N 99.9 53.88 1042.5923 9 -0.4 522.3032 2 27.28 14 1637 OB3612.raw 1.92E5 3 3 420 428

R.WLGLSAEYGN(+.98)LYR.N N 99.9 53.78 1541.7513 13 5.8 771.8874 2 33.15 14 2446 OB3612.raw 6.85E6 2 2 396 408 Deamidation (NQ)

H.VLVVPQNFAVAGK.S N 99.9 53.37 1340.7816 13 -0.2 671.3979 2 30.15 14 2034 OB3612.raw 5.71E4 1 1 453 465

A.LFVPHYNTNAHSIIYALR.G N 99.9 53.09 2128.1218 18 -1.3 710.3803 3 31.20 14 2180 OB3612.raw 7.71E5 4 4 411 428

R.N(+.98)RSPDIYNPQAGSLK.T N 99.9 53.03 1659.8217 15 -0.5 830.9177 2 26.37 14 1516 OB3612.raw 8.5E5 3 3 370 384 Deamidation (NQ)

K.TDSRPSIANLAGEN(+.98).S N 99.9 52.71 1444.6793 14 -0.4 723.3467 2 28.24 14 1770 OB3612.raw 7.9E4 1 1 478 491 Deamidation (NQ)

K.NNNPFK.F N 99.9 51.80 732.3555 6 0.5 367.1852 2 21.94 14 1141 OB3612.raw 3.57E5 5 5 518 523

Y.NTNAHSIIYALR.G N 99.9 51.22 1371.7258 12 -0.4 686.8699 2 28.06 14 1744 OB3612.raw 1.45E5 2 2 417 428

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 99.9 50.24 2837.4043 27 0.2 946.8089 3 33.91 14 2552 OB3612.raw 2.9E5 3 3 478 504

L.FVPHYNTNAHSIIYALR.G N 99.9 50.06 2015.0377 17 0.6 672.6869 3 31.15 14 2173 OB3612.raw 1.38E6 2 2 412 428

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 49.90 1534.6470 12 -1.1 768.3299 2 24.54 14 1327 OB3612.raw 3.85E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.NRSPDIYNPQ(+.98)AGSLK.T N 99.9 49.81 1659.8217 15 0.2 554.2812 3 26.15 14 1488 OB3612.raw 8.5E5 2 2 370 384 Deamidation (NQ)

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 99.9 49.77 1660.8057 15 -1.8 831.4086 2 26.98 14 1595 OB3612.raw 2.5E5 2 2 370 384 Deamidation (NQ)

A.NDLNLLILR.W N 99.9 49.30 1082.6448 9 -1.0 542.3291 2 32.61 14 2370 OB3612.raw 9.72E4 2 2 387 395

A.HSIIYALR.G N 99.9 48.25 971.5552 8 -0.9 486.7845 2 27.02 14 1601 OB3612.raw 3.57E4 2 2 421 428

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 99.9 46.96 1535.6311 12 -3.0 768.8205 2 24.95 14 1364 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.PSIANLAGENSIIDNLPEEVVAN(+.98)SYGLPR.E Y 99.9 46.25 3052.5352 29 -3.6 1018.5154 3 35.14 14 2720 OB3612.raw 3.6E4 1 1 482 510 Deamidation (NQ)

R.N(+.98)ALFVPHYNTNAH.S N 99.9 46.14 1497.7001 13 -1.2 749.8564 2 28.28 14 1776 OB3612.raw 1.39E5 3 3 409 421 Deamidation (NQ)

K.TDSRPSIANLAGE.N N 99.9 45.80 1329.6525 13 -1.9 665.8322 2 28.04 14 1742 OB3612.raw 5.27E4 1 1 478 490



R.NALFVPHYNTN.A N 99.9 45.46 1288.6200 11 -0.2 645.3171 2 29.02 14 1878 OB3612.raw 3.47E4 2 2 409 419

R.LNAQRPDNR.L N 99.9 45.20 1082.5581 9 0.1 361.8600 3 18.13 14 862 OB3612.raw 1.91E4 2 2 37 45

P.DIYNPQAGSLK.T N 99.9 42.96 1204.6088 11 0.4 603.3119 2 26.84 14 1578 OB3612.raw 8.34E3 2 2 374 384

R.Q(+.98)QPEENAC(+57.02)QFQR.L N 99.8 40.81 1534.6470 12 -0.3 768.3305 2 24.19 14 1295 OB3612.raw 7.29E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.TDSRPSIANLAG.E N 99.8 40.01 1200.6099 12 -0.2 601.3121 2 27.54 14 1673 OB3612.raw 1.58E5 2 2 478 489

R.VYDEELQEGHVLVVPQNFAVAG.K N 99.8 39.87 2412.1960 22 -0.3 1207.1050 2 32.70 14 2381 OB3612.raw 3.31E4 1 1 443 464

N.ALFVPHYNTNAHSIIYALR.G N 99.8 39.75 2199.1589 19 0.4 734.0605 3 30.90 14 2137 OB3612.raw 2.97E5 1 1 410 428

R.AHVQVVDSN(+.98)G.N N 99.8 39.26 1025.4778 10 2.8 513.7476 2 21.66 14 1117 OB3612.raw 9.6E3 3 3 431 440 Deamidation (NQ)

R.Q(+.98)LKN(+.98)NNPFK.F N 99.8 38.25 1103.5610 9 0.2 552.7879 2 24.52 14 1325 OB3612.raw 9.82E4 3 3 515 523 Deamidation (NQ)

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.8 38.20 1535.6311 12 -0.1 768.8228 2 25.05 14 1374 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.NNN(+.98)PFK.F N 99.8 37.92 733.3395 6 0.4 367.6772 2 22.62 14 1185 OB3612.raw 2.91E4 1 1 518 523 Deamidation (NQ)

H.SIIYALR.G N 99.8 37.90 834.4963 7 0.0 418.2554 2 28.71 14 1835 OB3612.raw 1.05E6 4 4 422 428

N.DLNLLILR.W N 99.8 37.67 968.6018 8 -1.0 485.3077 2 33.63 14 2513 OB3612.raw 3.43E4 1 1 388 395

K.TDSRPSIANLAGEN(+.98)SIIDN(+.98)LPEEVVANSYGLPR.E Y 99.8 37.56 3512.7271 33 6.3 1171.9237 3 33.68 14 2521 OB3612.raw 8.63E4 1 1 478 510 Deamidation (NQ)

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.7 36.76 1534.6470 12 -0.7 768.3303 2 24.71 14 1341 OB3612.raw 1.11E4 4 4 25 36 Carbamidomethylation;
Deamidation (NQ)

N.TN(+.98)AHSIIYALR.G N 99.7 36.73 1258.6670 11 0.1 630.3408 2 29.11 14 1892 OB3612.raw 5.53E3 2 2 418 428 Deamidation (NQ)

T.NAHSIIYALR.G N 99.7 36.68 1156.6353 10 -0.9 386.5520 3 27.65 14 1688 OB3612.raw 2.27E4 1 1 419 428

R.VYDEELQEGHVLVVPQNF.A N 99.7 36.57 2114.0320 18 -0.5 1058.0227 2 32.43 14 2346 OB3612.raw 1.29E5 1 1 443 460

R.NALFVP(+15.99)HYNTNAHSIIYALR.G N 99.6 35.76 2329.1968 20 -1.1 583.3058 4 30.64 14 2100 OB3612.raw 1.77E4 1 1 409 428 Hydroxylation Pro

N.GIEETIC(+57.02)TASVKK.N N 99.6 35.24 1434.7388 13 -0.1 718.3766 2 25.88 14 1457 OB3612.raw 4.72E4 1 1 353 365 Carbamidomethylation

K.TDSRPSIANLA.G N 99.6 35.20 1143.5884 11 -0.7 572.8011 2 27.78 14 1706 OB3612.raw 5.94E4 1 1 478 488

R.QLKN(+.98)NNPFK.F N 99.6 34.70 1102.5770 9 -1.4 552.2950 2 24.06 14 1283 OB3612.raw 4.06E4 1 1 515 523 Deamidation (NQ)

H.YN(+.98)TNAHSIIYALR.G N 99.6 34.60 1535.7732 13 -3.0 768.8915 2 29.68 14 1970 OB3612.raw 0 1 1 416 428 Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.5 33.83 1535.6311 12 0.5 768.8232 2 25.16 14 1385 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.RFNLAGNHEQEFLR.Y N 99.5 33.64 1729.8647 14 -2.6 577.6274 3 27.60 14 1681 OB3612.raw 2.7E4 1 1 196 209

R.SLPYSP(+15.99)YSP(+15.99)Q(+.98)SQPRQ(+.98).E N 99.5 33.49 1767.7950 15 0.7 884.9054 2 26.43 14 1524 OB3612.raw 3.53E3 1 1 218 232 Hydroxylation Pro;
Deamidation (NQ)

K.TAN(+.98)DLNLLILR.W N 99.5 32.90 1255.7136 11 6.0 628.8679 2 33.49 14 2494 OB3612.raw 6.09E6 3 3 385 395 Deamidation (NQ)

D.IYNPQAGSLK.T N 99.5 32.86 1089.5818 10 0.8 545.7986 2 24.84 14 1351 OB3612.raw 9.56E3 1 1 375 384

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.1 31.79 1535.6311 12 1.4 768.8239 2 25.38 14 1406 OB3612.raw 1.25E4 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.1 31.34 1535.6311 12 1.6 768.8240 2 25.31 14 1398 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

N.SYGLPR.E N 99.1 31.30 691.3653 6 -0.5 346.6898 2 25.05 14 1373 OB3612.raw 1.53E4 1 1 505 510

S.IANLAGENSIIDNLPEEVVANSYGLPR.E Y 99.1 31.18 2867.4663 27 2.4 956.8317 3 35.43 14 2760 OB3612.raw 8.21E3 1 1 484 510

K.TDSRPSIAN(+.98)LAGENSIIDNLPEEVVANSYGLPR.E Y 99.1 31.03 3511.7429 33 -1.3 703.3549 5 34.03 14 2567 OB3612.raw 3.33E4 1 1 478 510 Deamidation (NQ)

R.SLPYSP(+15.99)YSP(+15.99)QSQ(+.98)PR.Q N 99.1 30.73 1638.7524 14 -0.5 820.3831 2 26.35 14 1514 OB3612.raw 9.77E3 1 1 218 231 Hydroxylation Pro;
Deamidation (NQ)

K.TDSRPSIAN.L N 99.1 30.69 959.4672 9 -0.7 480.7405 2 20.71 14 1057 OB3612.raw 5.09E3 1 1 478 486

R.AHVQVVDSN.G N 98.8 30.39 967.4723 9 -3.0 484.7420 2 20.75 14 1061 OB3612.raw 2E3 1 1 431 439

N.RSPDIYNPQAGSLK.T N 98.7 30.18 1544.7947 14 -1.8 515.9379 3 25.49 14 1415 OB3612.raw 1.64E4 1 1 371 384

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 98.7 30.00 1535.6311 12 -1.1 768.8220 2 25.29 14 1396 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.TDSRPSIAN(+.98)LAG.E N 98.6 29.68 1201.5939 12 0.1 601.8043 2 28.43 14 1796 OB3612.raw 1.36E4 1 1 478 489 Deamidation (NQ)

R.VYDEELQEGHVLVVPQN.F N 98.6 29.18 1966.9636 17 0.9 984.4899 2 30.02 14 2016 OB3612.raw 3.6E4 1 1 443 459

R.FNLAGNHEQEFLR.Y N 98.6 29.05 1573.7637 13 -1.1 525.5946 3 28.84 14 1852 OB3612.raw 1.24E5 2 2 197 209

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 98.6 28.91 1536.6151 12 -0.7 769.3143 2 25.70 14 1437 OB3612.raw 4.4E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

total 92 peptides
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Supporting Peptides:

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

Area
Sample

14
#Spec #Spec

Sample 14 Start End PTM



R.WLGLSAEYGNLYR.N N 99.9 90.00 1540.7673 13 0.2 771.3911 2 32.73 14 2386 OB3612.raw 1.51E7 127 127 389 401

R.NALFVPHYNTNAHSIIYALR.G N 99.9 88.61 2313.2019 20 -0.8 1157.6073 2 31.19 14 2179 OB3612.raw 1.07E8 18 18 402 421

K.SQSDNFEYVAFK.T N 99.9 85.85 1433.6462 12 1.0 717.8311 2 30.10 14 2026 OB3612.raw 2.22E6 10 10 459 470

K.TDSRPSIANLAGENSVIDNLPEEVVANSYGLPR.E Y 99.9 78.41 3496.7434 33 0.8 1166.5894 3 34.38 14 2614 OB3612.raw 1.07E7 18 18 471 503

R.N(+.98)ALFVPHYNTNAHSIIYALR.G N 99.9 77.73 2314.1858 20 1.6 1158.1021 2 31.67 14 2243 OB3612.raw 8.07E5 2 2 402 421 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.9 75.03 1388.6936 13 0.1 695.3541 2 27.28 14 1636 OB3612.raw 4.8E6 21 21 365 377

N.GIEETIC(+57.02)TATVK.K N 99.9 74.86 1320.6595 12 -0.1 661.3370 2 28.01 14 1738 OB3612.raw 3.45E6 12 12 346 357 Carbamidomethylation

K.TDSRPSIANLAGENSVIDN(+.98)LPEEVVANSYGLPR.E Y 99.9 74.69 3497.7273 33 2.8 1166.9197 3 34.95 14 2693 OB3612.raw 4.71E6 3 3 471 503 Deamidation (NQ)

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 73.38 2540.2910 23 0.4 1271.1533 2 31.14 14 2171 OB3612.raw 1.55E7 55 55 436 458

R.AHVQVVDSNGNR.V N 99.9 70.64 1294.6378 12 0.2 648.3263 2 19.76 14 983 OB3612.raw 1.67E6 9 9 424 435

R.AHVQVVDSN(+.98)GNR.V N 99.9 69.99 1295.6218 12 -0.2 648.8181 2 20.35 14 1029 OB3612.raw 4.21E5 4 4 424 435 Deamidation (NQ)

R.RPFYSNAPQEIFIQQGR.G N 99.9 69.65 2050.0383 17 -0.2 684.3533 3 29.88 14 1996 OB3612.raw 3.21E5 3 3 82 98

V.PHYNTNAHSIIYALR.G N 99.9 67.94 1768.9009 15 0.3 885.4580 2 30.91 14 2138 OB3612.raw 2.27E5 1 1 407 421

K.SQSDN(+.98)FEYVAFK.T N 99.9 67.76 1434.6302 12 -0.7 718.3219 2 30.86 14 2130 OB3612.raw 1.09E5 1 1 459 470 Deamidation (NQ)

K.TDSRPSIANLAGENSVIDNLPEEVVAN(+.98)SYGLPR.E Y 99.9 66.83 3497.7273 33 3.6 1166.9205 3 33.95 14 2556 OB3612.raw 1.24E6 2 2 471 503 Deamidation (NQ)

R.AHVQ(+.98)VVDSN(+.98)GNR.V N 99.9 66.20 1296.6058 12 0.1 649.3102 2 20.90 14 1070 OB3612.raw 2.07E5 2 2 424 435 Deamidation (NQ)

R.NALFVPHYN(+.98)TNAHSIIYALR.G N 99.9 64.69 2314.1858 20 3.8 772.4055 3 31.92 14 2278 OB3612.raw 5.24E6 4 4 402 421 Deamidation (NQ)

K.FFVPPSQQSPR.A N 99.9 63.76 1288.6564 11 0.0 645.3354 2 27.06 14 1606 OB3612.raw 1.82E5 5 5 517 527

K.TANELNLLILR.W N 99.9 62.78 1268.7452 11 1.5 635.3809 2 33.07 14 2434 OB3612.raw 1.22E7 47 47 378 388

W.LGLSAEYGNLYR.N N 99.9 61.15 1354.6881 12 -1.4 678.3504 2 30.16 14 2035 OB3612.raw 1.85E4 1 1 390 401

N.TNAHSIIYALR.G N 99.9 60.51 1257.6830 11 0.4 629.8490 2 27.94 14 1729 OB3612.raw 7.51E5 5 5 411 421

R.NALFVPHYNTNAH.S N 99.9 60.25 1496.7161 13 -0.3 749.3651 2 27.32 14 1642 OB3612.raw 1.33E6 11 11 402 414

R.AHVQ(+.98)VVDSNGNR.V N 99.9 59.42 1295.6218 12 -1.1 648.8175 2 21.70 14 1122 OB3612.raw 4.28E5 2 2 424 435 Deamidation (NQ)

R.VYDEELQEGHVL.V N 99.9 58.80 1429.6725 12 -0.8 715.8430 2 29.23 14 1908 OB3612.raw 4.23E4 2 2 436 447

H.YNTNAHSIIYALR.G N 99.9 58.66 1534.7892 13 0.1 768.4020 2 28.98 14 1872 OB3612.raw 8.43E5 10 10 409 421

R.PSIANLAGENSVIDNLPEEVVANSYGLPR.E Y 99.9 58.57 3037.5356 29 -0.1 1013.5191 3 35.66 14 2791 OB3612.raw 1.18E5 2 2 475 503

R.SPDIYN(+.98)PQ(+.98)AGSLK.T N 99.9 57.39 1390.6616 13 -1.9 696.3367 2 28.27 14 1774 OB3612.raw 1.51E5 1 1 365 377 Deamidation (NQ)

R.NRSPDIYNPQAGSLK.T N 99.9 57.29 1658.8376 15 -1.1 553.9526 3 25.54 14 1421 OB3612.raw 6.28E5 8 8 363 377

K.TDSRPSIANLAGENSVID.N N 99.9 55.75 1857.9067 18 -0.5 929.9601 2 30.11 14 2029 OB3612.raw 7.38E4 1 1 471 488

K.TDSRPSIANLAGEN.S N 99.9 55.66 1443.6953 14 -0.3 722.8547 2 27.71 14 1696 OB3612.raw 1.31E5 5 5 471 484

K.TDSRPSIANLAGENSVIDNLPEEVVAN.S N 99.9 54.57 2823.3887 27 0.1 942.1369 3 33.36 14 2476 OB3612.raw 1.21E5 2 2 471 497

N.AHSIIYALR.G N 99.9 53.88 1042.5923 9 -0.4 522.3032 2 27.28 14 1637 OB3612.raw 1.92E5 3 3 413 421

R.WLGLSAEYGN(+.98)LYR.N N 99.9 53.78 1541.7513 13 5.8 771.8874 2 33.15 14 2446 OB3612.raw 6.85E6 2 2 389 401 Deamidation (NQ)

H.VLVVPQNFAVAGK.S N 99.9 53.37 1340.7816 13 -0.2 671.3979 2 30.15 14 2034 OB3612.raw 5.71E4 1 1 446 458

A.LFVPHYNTNAHSIIYALR.G N 99.9 53.09 2128.1218 18 -1.3 710.3803 3 31.20 14 2180 OB3612.raw 7.71E5 4 4 404 421

R.N(+.98)RSPDIYNPQAGSLK.T N 99.9 53.03 1659.8217 15 -0.5 830.9177 2 26.37 14 1516 OB3612.raw 8.5E5 3 3 363 377 Deamidation (NQ)

K.TDSRPSIANLAGEN(+.98).S N 99.9 52.71 1444.6793 14 -0.4 723.3467 2 28.24 14 1770 OB3612.raw 7.9E4 1 1 471 484 Deamidation (NQ)

K.FFVPPSQQ(+.98)SP(+15.99)R.A N 99.9 52.38 1305.6353 11 0.0 653.8249 2 27.06 14 1607 OB3612.raw 2.87E5 2 2 517 527 Deamidation (NQ);
Hydroxylation Pro

K.TDSRPSIANLAGENSVIDN(+.98).L N 99.9 52.00 1972.9337 19 0.0 987.4742 2 30.20 14 2041 OB3612.raw 2.36E4 1 1 471 489 Deamidation (NQ)

K.FFVPPSQ(+.98)QSPR.A N 99.9 51.84 1289.6404 11 1.0 645.8281 2 28.59 14 1818 OB3612.raw 5.56E4 1 1 517 527 Deamidation (NQ)

K.NNNPFK.F N 99.9 51.80 732.3555 6 0.5 367.1852 2 21.94 14 1141 OB3612.raw 3.57E5 5 5 511 516

Y.NTNAHSIIYALR.G N 99.9 51.22 1371.7258 12 -0.4 686.8699 2 28.06 14 1744 OB3612.raw 1.45E5 2 2 410 421

L.FVPHYNTNAHSIIYALR.G N 99.9 50.06 2015.0377 17 0.6 672.6869 3 31.15 14 2173 OB3612.raw 1.38E6 2 2 405 421

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 49.90 1534.6470 12 -1.1 768.3299 2 24.54 14 1327 OB3612.raw 3.85E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.NRSPDIYNPQ(+.98)AGSLK.T N 99.9 49.81 1659.8217 15 0.2 554.2812 3 26.15 14 1488 OB3612.raw 8.5E5 2 2 363 377 Deamidation (NQ)

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 99.9 49.77 1660.8057 15 -1.8 831.4086 2 26.98 14 1595 OB3612.raw 2.5E5 2 2 363 377 Deamidation (NQ)

A.HSIIYALR.G N 99.9 48.25 971.5552 8 -0.9 486.7845 2 27.02 14 1601 OB3612.raw 3.57E4 2 2 414 421

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 99.9 46.96 1535.6311 12 -3.0 768.8205 2 24.95 14 1364 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

N.GIEETIC(+57.02)TATVKK.N N 99.9 46.46 1448.7545 13 -0.8 725.3840 2 26.31 14 1509 OB3612.raw 4.52E4 1 1 346 358 Carbamidomethylation

R.N(+.98)ALFVPHYNTNAH.S N 99.9 46.14 1497.7001 13 -1.2 749.8564 2 28.28 14 1776 OB3612.raw 1.39E5 3 3 402 414 Deamidation (NQ)

K.TDSRPSIANLAGE.N N 99.9 45.80 1329.6525 13 -1.9 665.8322 2 28.04 14 1742 OB3612.raw 5.27E4 1 1 471 483



A.NELNLLILR.W N 99.9 45.51 1096.6604 9 -0.5 549.3372 2 33.04 14 2430 OB3612.raw 2.23E4 1 1 380 388

R.NALFVPHYNTN.A N 99.9 45.46 1288.6200 11 -0.2 645.3171 2 29.02 14 1878 OB3612.raw 3.47E4 2 2 402 412

R.LNAQRPDNR.I N 99.9 45.20 1082.5581 9 0.1 361.8600 3 18.13 14 862 OB3612.raw 1.91E4 2 2 37 45

K.TDSRPSIANLAGENSVIDNLPEEVVANSY.G N 99.9 43.12 3073.4839 29 -0.1 1025.5018 3 34.79 14 2672 OB3612.raw 4.4E4 1 1 471 499

P.DIYNPQAGSLK.T N 99.9 42.96 1204.6088 11 0.4 603.3119 2 26.84 14 1578 OB3612.raw 8.34E3 2 2 367 377

R.Q(+.98)QPEENAC(+57.02)QFQR.L N 99.8 40.81 1534.6470 12 -0.3 768.3305 2 24.19 14 1295 OB3612.raw 7.29E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.TDSRPSIANLAG.E N 99.8 40.01 1200.6099 12 -0.2 601.3121 2 27.54 14 1673 OB3612.raw 1.58E5 2 2 471 482

R.VYDEELQEGHVLVVPQNFAVAG.K N 99.8 39.87 2412.1960 22 -0.3 1207.1050 2 32.70 14 2381 OB3612.raw 3.31E4 1 1 436 457

N.ALFVPHYNTNAHSIIYALR.G N 99.8 39.75 2199.1589 19 0.4 734.0605 3 30.90 14 2137 OB3612.raw 2.97E5 1 1 403 421

R.AHVQVVDSN(+.98)G.N N 99.8 39.26 1025.4778 10 2.8 513.7476 2 21.66 14 1117 OB3612.raw 9.6E3 3 3 424 433 Deamidation (NQ)

R.Q(+.98)LKN(+.98)NNPFK.F N 99.8 38.25 1103.5610 9 0.2 552.7879 2 24.52 14 1325 OB3612.raw 9.82E4 3 3 508 516 Deamidation (NQ)

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.8 38.20 1535.6311 12 -0.1 768.8228 2 25.05 14 1374 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.NNN(+.98)PFK.F N 99.8 37.92 733.3395 6 0.4 367.6772 2 22.62 14 1185 OB3612.raw 2.91E4 1 1 511 516 Deamidation (NQ)

H.SIIYALR.G N 99.8 37.90 834.4963 7 0.0 418.2554 2 28.71 14 1835 OB3612.raw 1.05E6 4 4 415 421

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.7 36.76 1534.6470 12 -0.7 768.3303 2 24.71 14 1341 OB3612.raw 1.11E4 4 4 25 36 Carbamidomethylation;
Deamidation (NQ)

N.TN(+.98)AHSIIYALR.G N 99.7 36.73 1258.6670 11 0.1 630.3408 2 29.11 14 1892 OB3612.raw 5.53E3 2 2 411 421 Deamidation (NQ)

T.NAHSIIYALR.G N 99.7 36.68 1156.6353 10 -0.9 386.5520 3 27.65 14 1688 OB3612.raw 2.27E4 1 1 412 421

R.VYDEELQEGHVLVVPQNF.A N 99.7 36.57 2114.0320 18 -0.5 1058.0227 2 32.43 14 2346 OB3612.raw 1.29E5 1 1 436 453

R.NALFVP(+15.99)HYNTNAHSIIYALR.G N 99.6 35.76 2329.1968 20 -1.1 583.3058 4 30.64 14 2100 OB3612.raw 1.77E4 1 1 402 421 Hydroxylation Pro

K.TDSRPSIANLA.G N 99.6 35.20 1143.5884 11 -0.7 572.8011 2 27.78 14 1706 OB3612.raw 5.94E4 1 1 471 481

R.QLKN(+.98)NNPFK.F N 99.6 34.70 1102.5770 9 -1.4 552.2950 2 24.06 14 1283 OB3612.raw 4.06E4 1 1 508 516 Deamidation (NQ)

H.YN(+.98)TNAHSIIYALR.G N 99.6 34.60 1535.7732 13 -3.0 768.8915 2 29.68 14 1970 OB3612.raw 0 1 1 409 421 Deamidation (NQ)

K.FFVPPSQ(+.98)Q(+.98)SPR.A N 99.5 34.36 1290.6244 11 3.3 646.3216 2 28.03 14 1741 OB3612.raw 4.91E4 1 1 517 527 Deamidation (NQ)

K.FFVPPSQQ(+.98)SP(+15.99)RA.V N 99.5 34.32 1376.6724 12 0.5 689.3438 2 27.12 14 1615 OB3612.raw 2.78E4 1 1 517 528 Deamidation (NQ);
Hydroxylation Pro

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.5 33.83 1535.6311 12 0.5 768.8232 2 25.16 14 1385 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.RFNLAGNHEQEFLR.Y N 99.5 33.64 1729.8647 14 -2.6 577.6274 3 27.60 14 1681 OB3612.raw 2.7E4 1 1 195 208

R.SLPYSP(+15.99)YSP(+15.99)Q(+.98)SQPRQ(+.98).E N 99.5 33.49 1767.7950 15 0.7 884.9054 2 26.43 14 1524 OB3612.raw 3.53E3 1 1 220 234 Hydroxylation Pro;
Deamidation (NQ)

D.IYNPQAGSLK.T N 99.5 32.86 1089.5818 10 0.8 545.7986 2 24.84 14 1351 OB3612.raw 9.56E3 1 1 368 377

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.1 31.79 1535.6311 12 1.4 768.8239 2 25.38 14 1406 OB3612.raw 1.25E4 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.1 31.34 1535.6311 12 1.6 768.8240 2 25.31 14 1398 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

N.SYGLPR.E N 99.1 31.30 691.3653 6 -0.5 346.6898 2 25.05 14 1373 OB3612.raw 1.53E4 1 1 498 503

R.SLPYSP(+15.99)YSP(+15.99)QSQ(+.98)PR.Q N 99.1 30.73 1638.7524 14 -0.5 820.3831 2 26.35 14 1514 OB3612.raw 9.77E3 1 1 220 233 Hydroxylation Pro;
Deamidation (NQ)

K.TDSRPSIAN.L N 99.1 30.69 959.4672 9 -0.7 480.7405 2 20.71 14 1057 OB3612.raw 5.09E3 1 1 471 479

R.AHVQVVDSN.G N 98.8 30.39 967.4723 9 -3.0 484.7420 2 20.75 14 1061 OB3612.raw 2E3 1 1 424 432

N.RSPDIYNPQAGSLK.T N 98.7 30.18 1544.7947 14 -1.8 515.9379 3 25.49 14 1415 OB3612.raw 1.64E4 1 1 364 377

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 98.7 30.00 1535.6311 12 -1.1 768.8220 2 25.29 14 1396 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.TDSRPSIAN(+.98)LAG.E N 98.6 29.68 1201.5939 12 0.1 601.8043 2 28.43 14 1796 OB3612.raw 1.36E4 1 1 471 482 Deamidation (NQ)

R.VYDEELQEGHVLVVPQN.F N 98.6 29.18 1966.9636 17 0.9 984.4899 2 30.02 14 2016 OB3612.raw 3.6E4 1 1 436 452

R.FNLAGNHEQEFLR.Y N 98.6 29.05 1573.7637 13 -1.1 525.5946 3 28.84 14 1852 OB3612.raw 1.24E5 2 2 196 208

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 98.6 28.91 1536.6151 12 -0.7 769.3143 2 25.70 14 1437 OB3612.raw 4.4E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

total 91 peptides
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Peptide Uniq Score
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14
#Spec #Spec
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R.WLGLSAEYGNLYR.N N 99.9 90.00 1540.7673 13 0.2 771.3911 2 32.73 14 2386 OB3612.raw 1.51E7 127 127 388 400

R.NALFVPHYNTNAHSIIYALR.G N 99.9 88.61 2313.2019 20 -0.8 1157.6073 2 31.19 14 2179 OB3612.raw 1.07E8 18 18 401 420

K.SQSDNFEYVAFK.T N 99.9 85.85 1433.6462 12 1.0 717.8311 2 30.10 14 2026 OB3612.raw 2.22E6 10 10 458 469

R.N(+.98)ALFVPHYNTNAHSIIYALR.G N 99.9 77.73 2314.1858 20 1.6 1158.1021 2 31.67 14 2243 OB3612.raw 8.07E5 2 2 401 420 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.9 75.03 1388.6936 13 0.1 695.3541 2 27.28 14 1636 OB3612.raw 4.8E6 21 21 364 376

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 73.38 2540.2910 23 0.4 1271.1533 2 31.14 14 2171 OB3612.raw 1.55E7 55 55 435 457

N.GIEETIC(+57.02)TASVK.K N 99.9 72.79 1306.6438 12 0.2 654.3293 2 27.58 14 1678 OB3612.raw 2.93E6 7 7 345 356 Carbamidomethylation

R.AHVQVVDSNGNR.V N 99.9 70.64 1294.6378 12 0.2 648.3263 2 19.76 14 983 OB3612.raw 1.67E6 9 9 423 434



R.AHVQVVDSN(+.98)GNR.V N 99.9 69.99 1295.6218 12 -0.2 648.8181 2 20.35 14 1029 OB3612.raw 4.21E5 4 4 423 434 Deamidation (NQ)

R.RPFYSNAPQEIFIQQGR.G N 99.9 69.65 2050.0383 17 -0.2 684.3533 3 29.88 14 1996 OB3612.raw 3.21E5 3 3 83 99

V.PHYNTNAHSIIYALR.G N 99.9 67.94 1768.9009 15 0.3 885.4580 2 30.91 14 2138 OB3612.raw 2.27E5 1 1 406 420

K.SQSDN(+.98)FEYVAFK.T N 99.9 67.76 1434.6302 12 -0.7 718.3219 2 30.86 14 2130 OB3612.raw 1.09E5 1 1 458 469 Deamidation (NQ)

R.AHVQ(+.98)VVDSN(+.98)GNR.V N 99.9 66.20 1296.6058 12 0.1 649.3102 2 20.90 14 1070 OB3612.raw 2.07E5 2 2 423 434 Deamidation (NQ)

R.NALFVPHYN(+.98)TNAHSIIYALR.G N 99.9 64.69 2314.1858 20 3.8 772.4055 3 31.92 14 2278 OB3612.raw 5.24E6 4 4 401 420 Deamidation (NQ)

W.LGLSAEYGNLYR.N N 99.9 61.15 1354.6881 12 -1.4 678.3504 2 30.16 14 2035 OB3612.raw 1.85E4 1 1 389 400

N.TNAHSIIYALR.G N 99.9 60.51 1257.6830 11 0.4 629.8490 2 27.94 14 1729 OB3612.raw 7.51E5 5 5 410 420

R.NALFVPHYNTNAH.S N 99.9 60.25 1496.7161 13 -0.3 749.3651 2 27.32 14 1642 OB3612.raw 1.33E6 11 11 401 413

R.AHVQ(+.98)VVDSNGNR.V N 99.9 59.42 1295.6218 12 -1.1 648.8175 2 21.70 14 1122 OB3612.raw 4.28E5 2 2 423 434 Deamidation (NQ)

R.VYDEELQEGHVL.V N 99.9 58.80 1429.6725 12 -0.8 715.8430 2 29.23 14 1908 OB3612.raw 4.23E4 2 2 435 446

H.YNTNAHSIIYALR.G N 99.9 58.66 1534.7892 13 0.1 768.4020 2 28.98 14 1872 OB3612.raw 8.43E5 10 10 408 420

K.FFVPPSQQSLR.A Y 99.9 58.04 1304.6876 11 0.1 653.3511 2 28.58 14 1816 OB3612.raw 9.81E5 6 6 516 526

R.SPDIYN(+.98)PQ(+.98)AGSLK.T N 99.9 57.39 1390.6616 13 -1.9 696.3367 2 28.27 14 1774 OB3612.raw 1.51E5 1 1 364 376 Deamidation (NQ)

R.NRSPDIYNPQAGSLK.T N 99.9 57.29 1658.8376 15 -1.1 553.9526 3 25.54 14 1421 OB3612.raw 6.28E5 8 8 362 376

K.TANDLNLLILR.W N 99.9 57.11 1254.7296 11 -1.2 628.3713 2 32.42 14 2344 OB3612.raw 3.04E7 89 89 377 387

N.AHSIIYALR.G N 99.9 53.88 1042.5923 9 -0.4 522.3032 2 27.28 14 1637 OB3612.raw 1.92E5 3 3 412 420

R.WLGLSAEYGN(+.98)LYR.N N 99.9 53.78 1541.7513 13 5.8 771.8874 2 33.15 14 2446 OB3612.raw 6.85E6 2 2 388 400 Deamidation (NQ)

H.VLVVPQNFAVAGK.S N 99.9 53.37 1340.7816 13 -0.2 671.3979 2 30.15 14 2034 OB3612.raw 5.71E4 1 1 445 457

A.LFVPHYNTNAHSIIYALR.G N 99.9 53.09 2128.1218 18 -1.3 710.3803 3 31.20 14 2180 OB3612.raw 7.71E5 4 4 403 420

R.N(+.98)RSPDIYNPQAGSLK.T N 99.9 53.03 1659.8217 15 -0.5 830.9177 2 26.37 14 1516 OB3612.raw 8.5E5 3 3 362 376 Deamidation (NQ)

K.NNNPFK.F N 99.9 51.80 732.3555 6 0.5 367.1852 2 21.94 14 1141 OB3612.raw 3.57E5 5 5 510 515

Y.NTNAHSIIYALR.G N 99.9 51.22 1371.7258 12 -0.4 686.8699 2 28.06 14 1744 OB3612.raw 1.45E5 2 2 409 420

L.FVPHYNTNAHSIIYALR.G N 99.9 50.06 2015.0377 17 0.6 672.6869 3 31.15 14 2173 OB3612.raw 1.38E6 2 2 404 420

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 49.90 1534.6470 12 -1.1 768.3299 2 24.54 14 1327 OB3612.raw 3.85E3 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.NRSPDIYNPQ(+.98)AGSLK.T N 99.9 49.81 1659.8217 15 0.2 554.2812 3 26.15 14 1488 OB3612.raw 8.5E5 2 2 362 376 Deamidation (NQ)

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 99.9 49.77 1660.8057 15 -1.8 831.4086 2 26.98 14 1595 OB3612.raw 2.5E5 2 2 362 376 Deamidation (NQ)

A.NDLNLLILR.W N 99.9 49.30 1082.6448 9 -1.0 542.3291 2 32.61 14 2370 OB3612.raw 9.72E4 2 2 379 387

A.HSIIYALR.G N 99.9 48.25 971.5552 8 -0.9 486.7845 2 27.02 14 1601 OB3612.raw 3.57E4 2 2 413 420

K.FFVPPSQQSLRA.V Y 99.9 47.27 1375.7247 12 -1.5 688.8686 2 29.22 14 1906 OB3612.raw 3.53E5 4 4 516 527

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 99.9 46.96 1535.6311 12 -3.0 768.8205 2 24.95 14 1364 OB3612.raw 1.25E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.N(+.98)ALFVPHYNTNAH.S N 99.9 46.14 1497.7001 13 -1.2 749.8564 2 28.28 14 1776 OB3612.raw 1.39E5 3 3 401 413 Deamidation (NQ)

R.NALFVPHYNTN.A N 99.9 45.46 1288.6200 11 -0.2 645.3171 2 29.02 14 1878 OB3612.raw 3.47E4 2 2 401 411

R.LNAQRPDNR.L N 99.9 45.20 1082.5581 9 0.1 361.8600 3 18.13 14 862 OB3612.raw 1.91E4 2 2 38 46

P.DIYNPQAGSLK.T N 99.9 42.96 1204.6088 11 0.4 603.3119 2 26.84 14 1578 OB3612.raw 8.34E3 2 2 366 376

R.Q(+.98)QPEENAC(+57.02)QFQR.L N 99.8 40.81 1534.6470 12 -0.3 768.3305 2 24.19 14 1295 OB3612.raw 7.29E3 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.VYDEELQEGHVLVVPQNFAVAG.K N 99.8 39.87 2412.1960 22 -0.3 1207.1050 2 32.70 14 2381 OB3612.raw 3.31E4 1 1 435 456

N.ALFVPHYNTNAHSIIYALR.G N 99.8 39.75 2199.1589 19 0.4 734.0605 3 30.90 14 2137 OB3612.raw 2.97E5 1 1 402 420

R.AHVQVVDSN(+.98)G.N N 99.8 39.26 1025.4778 10 2.8 513.7476 2 21.66 14 1117 OB3612.raw 9.6E3 3 3 423 432 Deamidation (NQ)

R.Q(+.98)LKN(+.98)NNPFK.F N 99.8 38.25 1103.5610 9 0.2 552.7879 2 24.52 14 1325 OB3612.raw 9.82E4 3 3 507 515 Deamidation (NQ)

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.8 38.20 1535.6311 12 -0.1 768.8228 2 25.05 14 1374 OB3612.raw 1.25E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

K.NNN(+.98)PFK.F N 99.8 37.92 733.3395 6 0.4 367.6772 2 22.62 14 1185 OB3612.raw 2.91E4 1 1 510 515 Deamidation (NQ)

H.SIIYALR.G N 99.8 37.90 834.4963 7 0.0 418.2554 2 28.71 14 1835 OB3612.raw 1.05E6 4 4 414 420

N.DLNLLILR.W N 99.8 37.67 968.6018 8 -1.0 485.3077 2 33.63 14 2513 OB3612.raw 3.43E4 1 1 380 387

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.7 36.76 1534.6470 12 -0.7 768.3303 2 24.71 14 1341 OB3612.raw 1.11E4 4 4 26 37 Carbamidomethylation;
Deamidation (NQ)

N.TN(+.98)AHSIIYALR.G N 99.7 36.73 1258.6670 11 0.1 630.3408 2 29.11 14 1892 OB3612.raw 5.53E3 2 2 410 420 Deamidation (NQ)

T.NAHSIIYALR.G N 99.7 36.68 1156.6353 10 -0.9 386.5520 3 27.65 14 1688 OB3612.raw 2.27E4 1 1 411 420

R.VYDEELQEGHVLVVPQNF.A N 99.7 36.57 2114.0320 18 -0.5 1058.0227 2 32.43 14 2346 OB3612.raw 1.29E5 1 1 435 452

R.NALFVP(+15.99)HYNTNAHSIIYALR.G N 99.6 35.76 2329.1968 20 -1.1 583.3058 4 30.64 14 2100 OB3612.raw 1.77E4 1 1 401 420 Hydroxylation Pro

N.GIEETIC(+57.02)TASVKK.N N 99.6 35.24 1434.7388 13 -0.1 718.3766 2 25.88 14 1457 OB3612.raw 4.72E4 1 1 345 357 Carbamidomethylation



R.QLKN(+.98)NNPFK.F N 99.6 34.70 1102.5770 9 -1.4 552.2950 2 24.06 14 1283 OB3612.raw 4.06E4 1 1 507 515 Deamidation (NQ)

H.YN(+.98)TNAHSIIYALR.G N 99.6 34.60 1535.7732 13 -3.0 768.8915 2 29.68 14 1970 OB3612.raw 0 1 1 408 420 Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.5 33.83 1535.6311 12 0.5 768.8232 2 25.16 14 1385 OB3612.raw 1.25E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.RFNLAGNHEQEFLR.Y N 99.5 33.64 1729.8647 14 -2.6 577.6274 3 27.60 14 1681 OB3612.raw 2.7E4 1 1 197 210

R.SLPYSP(+15.99)YSP(+15.99)Q(+.98)SQPRQ(+.98).E N 99.5 33.49 1767.7950 15 0.7 884.9054 2 26.43 14 1524 OB3612.raw 3.53E3 1 1 219 233 Hydroxylation Pro;
Deamidation (NQ)

K.TAN(+.98)DLNLLILR.W N 99.5 32.90 1255.7136 11 6.0 628.8679 2 33.49 14 2494 OB3612.raw 6.09E6 3 3 377 387 Deamidation (NQ)

D.IYNPQAGSLK.T N 99.5 32.86 1089.5818 10 0.8 545.7986 2 24.84 14 1351 OB3612.raw 9.56E3 1 1 367 376

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.1 31.79 1535.6311 12 1.4 768.8239 2 25.38 14 1406 OB3612.raw 1.25E4 1 1 26 37 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.1 31.34 1535.6311 12 1.6 768.8240 2 25.31 14 1398 OB3612.raw 1.25E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

N.SYGLPR.E N 99.1 31.30 691.3653 6 -0.5 346.6898 2 25.05 14 1373 OB3612.raw 1.53E4 1 1 497 502

R.SLPYSP(+15.99)YSP(+15.99)QSQ(+.98)PR.Q N 99.1 30.73 1638.7524 14 -0.5 820.3831 2 26.35 14 1514 OB3612.raw 9.77E3 1 1 219 232 Hydroxylation Pro;
Deamidation (NQ)

R.AHVQVVDSN.G N 98.8 30.39 967.4723 9 -3.0 484.7420 2 20.75 14 1061 OB3612.raw 2E3 1 1 423 431

N.RSPDIYNPQAGSLK.T N 98.7 30.18 1544.7947 14 -1.8 515.9379 3 25.49 14 1415 OB3612.raw 1.64E4 1 1 363 376

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 98.7 30.00 1535.6311 12 -1.1 768.8220 2 25.29 14 1396 OB3612.raw 1.25E4 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

R.VYDEELQEGHVLVVPQN.F N 98.6 29.18 1966.9636 17 0.9 984.4899 2 30.02 14 2016 OB3612.raw 3.6E4 1 1 435 451

R.FNLAGNHEQEFLR.Y N 98.6 29.05 1573.7637 13 -1.1 525.5946 3 28.84 14 1852 OB3612.raw 1.24E5 2 2 198 210

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 98.6 28.91 1536.6151 12 -0.7 769.3143 2 25.70 14 1437 OB3612.raw 4.4E3 1 1 26 37 Deamidation (NQ);
Carbamidomethylation

total 75 peptides
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Supporting Peptides:

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

Area
Sample

14
#Spec

#Spec
Sample

14
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 90.00 1540.7673 13 0.2 771.3911 2 32.73 14 2386 OB3612.raw 1.51E7 127 127 395 407

R.NALFVPHYNTNAHSIIYALR.G N 99.9 88.61 2313.2019 20 -0.8 1157.6073 2 31.19 14 2179 OB3612.raw 1.07E8 18 18 408 427

K.SQSENFEYVAFK.T N 99.9 87.38 1447.6619 12 0.7 724.8387 2 29.96 14 2008 OB3612.raw 3.29E6 13 13 465 476

R.N(+.98)ALFVPHYNTNAHSIIYALR.G N 99.9 77.73 2314.1858 20 1.6 1158.1021 2 31.67 14 2243 OB3612.raw 8.07E5 2 2 408 427 Deamidation (NQ)



K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 75.32 3544.7434 33 1.6 1182.5903 3 35.34 14 2746 OB3612.raw 1.06E7 23 23 477 509

R.SPDIYNPQAGSLK.T N 99.9 75.03 1388.6936 13 0.1 695.3541 2 27.28 14 1636 OB3612.raw 4.8E6 21 21 371 383

R.RPFYSNAPQEIFIQQGR.G N 99.9 69.65 2050.0383 17 -0.2 684.3533 3 29.88 14 1996 OB3612.raw 3.21E5 3 3 82 98

V.PHYNTNAHSIIYALR.G N 99.9 67.94 1768.9009 15 0.3 885.4580 2 30.91 14 2138 OB3612.raw 2.27E5 1 1 413 427

K.TDSRPSIANLAGENSFIDN(+.98)LPEEVVANSYGLPR.E N 99.9 67.34 3545.7273 33 2.2 1182.9189 3 34.83 14 2677 OB3612.raw 2.02E6 7 7 477 509 Deamidation (NQ)

K.SQSEN(+.98)FEYVAFK.T N 99.9 66.60 1448.6459 12 3.8 725.3329 2 30.36 14 2062 OB3612.raw 2.42E5 1 1 465 476 Deamidation (NQ)

R.NALFVPHYN(+.98)TNAHSIIYALR.G N 99.9 64.69 2314.1858 20 3.8 772.4055 3 31.92 14 2278 OB3612.raw 5.24E6 4 4 408 427 Deamidation (NQ)

K.TANELNLLILR.W N 99.9 62.78 1268.7452 11 1.5 635.3809 2 33.07 14 2434 OB3612.raw 1.22E7 47 47 384 394

K.TDSRPSIANLAGENSFIDNLPEEVVAN(+.98)SYGLPR.E N 99.9 62.40 3545.7273 33 0.6 1182.9171 3 34.64 14 2650 OB3612.raw 1.04E6 5 5 477 509 Deamidation (NQ)

W.LGLSAEYGNLYR.N N 99.9 61.15 1354.6881 12 -1.4 678.3504 2 30.16 14 2035 OB3612.raw 1.85E4 1 1 396 407

N.TNAHSIIYALR.G N 99.9 60.51 1257.6830 11 0.4 629.8490 2 27.94 14 1729 OB3612.raw 7.51E5 5 5 417 427

R.NALFVPHYNTNAH.S N 99.9 60.25 1496.7161 13 -0.3 749.3651 2 27.32 14 1642 OB3612.raw 1.33E6 11 11 408 420

H.YNTNAHSIIYALR.G N 99.9 58.66 1534.7892 13 0.1 768.4020 2 28.98 14 1872 OB3612.raw 8.43E5 10 10 415 427

N.GIEETIC(+57.02)TASFK.K Y 99.9 57.99 1354.6438 12 -0.4 678.3289 2 29.40 14 1931 OB3612.raw 6.41E3 1 1 352 363 Carbamidomethylation

R.SPDIYN(+.98)PQ(+.98)AGSLK.T N 99.9 57.39 1390.6616 13 -1.9 696.3367 2 28.27 14 1774 OB3612.raw 1.51E5 1 1 371 383 Deamidation (NQ)

K.SQ(+.98)SENFEYVAFK.T N 99.9 57.35 1448.6459 12 4.5 725.3335 2 30.18 14 2038 OB3612.raw 3.37E5 2 2 465 476 Deamidation (NQ)

R.NRSPDIYNPQAGSLK.T N 99.9 57.29 1658.8376 15 -1.1 553.9526 3 25.54 14 1421 OB3612.raw 6.28E5 8 8 369 383

K.TDSRPSIANLAGEN.S N 99.9 55.66 1443.6953 14 -0.3 722.8547 2 27.71 14 1696 OB3612.raw 1.31E5 5 5 477 490

N.AHSIIYALR.G N 99.9 53.88 1042.5923 9 -0.4 522.3032 2 27.28 14 1637 OB3612.raw 1.92E5 3 3 419 427

R.WLGLSAEYGN(+.98)LYR.N N 99.9 53.78 1541.7513 13 5.8 771.8874 2 33.15 14 2446 OB3612.raw 6.85E6 2 2 395 407 Deamidation (NQ)

H.VLVVPQNFAVAGK.S N 99.9 53.37 1340.7816 13 -0.2 671.3979 2 30.15 14 2034 OB3612.raw 5.71E4 1 1 452 464

A.LFVPHYNTNAHSIIYALR.G N 99.9 53.09 2128.1218 18 -1.3 710.3803 3 31.20 14 2180 OB3612.raw 7.71E5 4 4 410 427

R.N(+.98)RSPDIYNPQAGSLK.T N 99.9 53.03 1659.8217 15 -0.5 830.9177 2 26.37 14 1516 OB3612.raw 8.5E5 3 3 369 383 Deamidation (NQ)

K.TDSRPSIANLAGEN(+.98).S N 99.9 52.71 1444.6793 14 -0.4 723.3467 2 28.24 14 1770 OB3612.raw 7.9E4 1 1 477 490 Deamidation (NQ)

R.AHVQVVDSNGDR.V Y 99.9 52.04 1295.6218 12 0.7 648.8187 2 22.07 14 1150 OB3612.raw 4.21E5 4 4 430 441

K.NNNPFK.F N 99.9 51.80 732.3555 6 0.5 367.1852 2 21.94 14 1141 OB3612.raw 3.57E5 5 5 517 522

Y.NTNAHSIIYALR.G N 99.9 51.22 1371.7258 12 -0.4 686.8699 2 28.06 14 1744 OB3612.raw 1.45E5 2 2 416 427

K.TDSRPSIANLAGENSFIDNLPEEVVAN.S N 99.9 51.16 2871.3887 27 0.9 958.1377 3 34.34 14 2609 OB3612.raw 1.62E5 2 2 477 503

R.PSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 50.74 3085.5356 29 -0.1 1029.5190 3 36.50 14 2905 OB3612.raw 1.73E5 2 2 481 509

L.FVPHYNTNAHSIIYALR.G N 99.9 50.06 2015.0377 17 0.6 672.6869 3 31.15 14 2173 OB3612.raw 1.38E6 2 2 411 427

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 49.90 1534.6470 12 -1.1 768.3299 2 24.54 14 1327 OB3612.raw 3.85E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.NRSPDIYNPQ(+.98)AGSLK.T N 99.9 49.81 1659.8217 15 0.2 554.2812 3 26.15 14 1488 OB3612.raw 8.5E5 2 2 369 383 Deamidation (NQ)

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 99.9 49.77 1660.8057 15 -1.8 831.4086 2 26.98 14 1595 OB3612.raw 2.5E5 2 2 369 383 Deamidation (NQ)

K.FFVPPSEQSLR.A Y 99.9 49.41 1305.6716 11 0.5 653.8434 2 29.27 14 1912 OB3612.raw 6E5 4 4 523 533

A.HSIIYALR.G N 99.9 48.25 971.5552 8 -0.9 486.7845 2 27.02 14 1601 OB3612.raw 3.57E4 2 2 420 427

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 99.9 46.96 1535.6311 12 -3.0 768.8205 2 24.95 14 1364 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.TDSRPSIAN(+.98)LAGEN(+.98)SFIDN(+.98)LPEEVVANSYGLPR.E N 99.9 46.17 3547.6953 33 3.3 1183.5763 3 40.41 14 3425 OB3612.raw 1.9E3 1 1 477 509 Deamidation (NQ)

R.N(+.98)ALFVPHYNTNAH.S N 99.9 46.14 1497.7001 13 -1.2 749.8564 2 28.28 14 1776 OB3612.raw 1.39E5 3 3 408 420 Deamidation (NQ)

K.TDSRPSIANLAGE.N N 99.9 45.80 1329.6525 13 -1.9 665.8322 2 28.04 14 1742 OB3612.raw 5.27E4 1 1 477 489

A.NELNLLILR.W N 99.9 45.51 1096.6604 9 -0.5 549.3372 2 33.04 14 2430 OB3612.raw 2.23E4 1 1 386 394

R.NALFVPHYNTN.A N 99.9 45.46 1288.6200 11 -0.2 645.3171 2 29.02 14 1878 OB3612.raw 3.47E4 2 2 408 418

R.LNAQRPDNR.I N 99.9 45.20 1082.5581 9 0.1 361.8600 3 18.13 14 862 OB3612.raw 1.91E4 2 2 37 45

P.DIYNPQAGSLK.T N 99.9 42.96 1204.6088 11 0.4 603.3119 2 26.84 14 1578 OB3612.raw 8.34E3 2 2 373 383

K.FFVPPSEQSLRA.V Y 99.8 41.22 1376.7087 12 -0.8 689.3611 2 29.61 14 1960 OB3612.raw 5.14E5 2 2 523 534

R.Q(+.98)QPEENAC(+57.02)QFQR.L N 99.8 40.81 1534.6470 12 -0.3 768.3305 2 24.19 14 1295 OB3612.raw 7.29E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.TDSRPSIANLAG.E N 99.8 40.01 1200.6099 12 -0.2 601.3121 2 27.54 14 1673 OB3612.raw 1.58E5 2 2 477 488

N.ALFVPHYNTNAHSIIYALR.G N 99.8 39.75 2199.1589 19 0.4 734.0605 3 30.90 14 2137 OB3612.raw 2.97E5 1 1 409 427

R.AHVQVVDSN(+.98)G.D N 99.8 39.26 1025.4778 10 2.8 513.7476 2 21.66 14 1117 OB3612.raw 9.6E3 3 3 430 439 Deamidation (NQ)

R.Q(+.98)LKN(+.98)NNPFK.F N 99.8 38.25 1103.5610 9 0.2 552.7879 2 24.52 14 1325 OB3612.raw 9.82E4 3 3 514 522 Deamidation (NQ)

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.8 38.20 1535.6311 12 -0.1 768.8228 2 25.05 14 1374 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation



K.NNN(+.98)PFK.F N 99.8 37.92 733.3395 6 0.4 367.6772 2 22.62 14 1185 OB3612.raw 2.91E4 1 1 517 522 Deamidation (NQ)

H.SIIYALR.G N 99.8 37.90 834.4963 7 0.0 418.2554 2 28.71 14 1835 OB3612.raw 1.05E6 4 4 421 427

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.7 36.76 1534.6470 12 -0.7 768.3303 2 24.71 14 1341 OB3612.raw 1.11E4 4 4 25 36 Carbamidomethylation;
Deamidation (NQ)

N.TN(+.98)AHSIIYALR.G N 99.7 36.73 1258.6670 11 0.1 630.3408 2 29.11 14 1892 OB3612.raw 5.53E3 2 2 417 427 Deamidation (NQ)

T.NAHSIIYALR.G N 99.7 36.68 1156.6353 10 -0.9 386.5520 3 27.65 14 1688 OB3612.raw 2.27E4 1 1 418 427

K.FFVPPSEQ(+.98)SLRA.V Y 99.7 36.27 1377.6927 12 0.0 689.8536 2 30.01 14 2014 OB3612.raw 2.55E5 1 1 523 534 Deamidation (NQ)

R.NALFVP(+15.99)HYNTNAHSIIYALR.G N 99.6 35.76 2329.1968 20 -1.1 583.3058 4 30.64 14 2100 OB3612.raw 1.77E4 1 1 408 427 Hydroxylation Pro

K.TDSRPSIANLA.G N 99.6 35.20 1143.5884 11 -0.7 572.8011 2 27.78 14 1706 OB3612.raw 5.94E4 1 1 477 487

R.QLKN(+.98)NNPFK.F N 99.6 34.70 1102.5770 9 -1.4 552.2950 2 24.06 14 1283 OB3612.raw 4.06E4 1 1 514 522 Deamidation (NQ)

H.YN(+.98)TNAHSIIYALR.G N 99.6 34.60 1535.7732 13 -3.0 768.8915 2 29.68 14 1970 OB3612.raw 0 1 1 415 427 Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.5 33.83 1535.6311 12 0.5 768.8232 2 25.16 14 1385 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.RFNLAGNHEQEFLR.Y N 99.5 33.64 1729.8647 14 -2.6 577.6274 3 27.60 14 1681 OB3612.raw 2.7E4 1 1 195 208

D.IYNPQAGSLK.T N 99.5 32.86 1089.5818 10 0.8 545.7986 2 24.84 14 1351 OB3612.raw 9.56E3 1 1 374 383

K.FFVPPSEQ(+.98)SLR.A Y 99.5 32.64 1306.6556 11 2.9 654.3370 2 29.57 14 1954 OB3612.raw 2.32E5 1 1 523 533 Deamidation (NQ)

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.1 31.79 1535.6311 12 1.4 768.8239 2 25.38 14 1406 OB3612.raw 1.25E4 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.1 31.34 1535.6311 12 1.6 768.8240 2 25.31 14 1398 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

N.SYGLPR.E N 99.1 31.30 691.3653 6 -0.5 346.6898 2 25.05 14 1373 OB3612.raw 1.53E4 1 1 504 509

K.TDSRPSIAN.L N 99.1 30.69 959.4672 9 -0.7 480.7405 2 20.71 14 1057 OB3612.raw 5.09E3 1 1 477 485

R.AHVQVVDSN.G N 98.8 30.39 967.4723 9 -3.0 484.7420 2 20.75 14 1061 OB3612.raw 2E3 1 1 430 438

N.RSPDIYNPQAGSLK.T N 98.7 30.18 1544.7947 14 -1.8 515.9379 3 25.49 14 1415 OB3612.raw 1.64E4 1 1 370 383

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 98.7 30.00 1535.6311 12 -1.1 768.8220 2 25.29 14 1396 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.TDSRPSIAN(+.98)LAG.E N 98.6 29.68 1201.5939 12 0.1 601.8043 2 28.43 14 1796 OB3612.raw 1.36E4 1 1 477 488 Deamidation (NQ)

R.FNLAGNHEQEFLR.Y N 98.6 29.05 1573.7637 13 -1.1 525.5946 3 28.84 14 1852 OB3612.raw 1.24E5 2 2 196 208

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 98.6 28.91 1536.6151 12 -0.7 769.3143 2 25.70 14 1437 OB3612.raw 4.4E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.TDSRPSIAN(+.98)LAGEN(+.98)SFIDNLPEEVVANSYGLPR.E N 98.6 28.82 3546.7114 33 5.9 1183.2513 3 41.26 14 3535 OB3612.raw 0 1 1 477 509 Deamidation (NQ)

total 79 peptides
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Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File

Area
Sample

14
#Spec

#Spec
Sample

14
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 90.00 1540.7673 13 0.2 771.3911 2 32.73 14 2386 OB3612.raw 1.51E7 127 127 395 407

R.NALFVPHYNTNAHSIIYALR.G N 99.9 88.61 2313.2019 20 -0.8 1157.6073 2 31.19 14 2179 OB3612.raw 1.07E8 18 18 408 427

K.SQSENFEYVAFK.T N 99.9 87.38 1447.6619 12 0.7 724.8387 2 29.96 14 2008 OB3612.raw 3.29E6 13 13 465 476

R.N(+.98)ALFVPHYNTNAHSIIYALR.G N 99.9 77.73 2314.1858 20 1.6 1158.1021 2 31.67 14 2243 OB3612.raw 8.07E5 2 2 408 427 Deamidation (NQ)



K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 75.32 3544.7434 33 1.6 1182.5903 3 35.34 14 2746 OB3612.raw 1.06E7 23 23 477 509

R.SPDIYNPQAGSLK.T N 99.9 75.03 1388.6936 13 0.1 695.3541 2 27.28 14 1636 OB3612.raw 4.8E6 21 21 371 383

R.RPFYSNAPQEIFIQQGR.A N 99.9 69.65 2050.0383 17 -0.2 684.3533 3 29.88 14 1996 OB3612.raw 3.21E5 3 3 82 98

V.PHYNTNAHSIIYALR.G N 99.9 67.94 1768.9009 15 0.3 885.4580 2 30.91 14 2138 OB3612.raw 2.27E5 1 1 413 427

K.TDSRPSIANLAGENSFIDN(+.98)LPEEVVANSYGLPR.E N 99.9 67.34 3545.7273 33 2.2 1182.9189 3 34.83 14 2677 OB3612.raw 2.02E6 7 7 477 509 Deamidation (NQ)

K.SQSEN(+.98)FEYVAFK.T N 99.9 66.60 1448.6459 12 3.8 725.3329 2 30.36 14 2062 OB3612.raw 2.42E5 1 1 465 476 Deamidation (NQ)

R.NALFVPHYN(+.98)TNAHSIIYALR.G N 99.9 64.69 2314.1858 20 3.8 772.4055 3 31.92 14 2278 OB3612.raw 5.24E6 4 4 408 427 Deamidation (NQ)

K.TANELNLLILR.W N 99.9 62.78 1268.7452 11 1.5 635.3809 2 33.07 14 2434 OB3612.raw 1.22E7 47 47 384 394

K.TDSRPSIANLAGENSFIDNLPEEVVAN(+.98)SYGLPR.E N 99.9 62.40 3545.7273 33 0.6 1182.9171 3 34.64 14 2650 OB3612.raw 1.04E6 5 5 477 509 Deamidation (NQ)

W.LGLSAEYGNLYR.N N 99.9 61.15 1354.6881 12 -1.4 678.3504 2 30.16 14 2035 OB3612.raw 1.85E4 1 1 396 407

N.TNAHSIIYALR.G N 99.9 60.51 1257.6830 11 0.4 629.8490 2 27.94 14 1729 OB3612.raw 7.51E5 5 5 417 427

R.NALFVPHYNTNAH.S N 99.9 60.25 1496.7161 13 -0.3 749.3651 2 27.32 14 1642 OB3612.raw 1.33E6 11 11 408 420

H.YNTNAHSIIYALR.G N 99.9 58.66 1534.7892 13 0.1 768.4020 2 28.98 14 1872 OB3612.raw 8.43E5 10 10 415 427

N.GIEETIC(+57.02)TASFK.K Y 99.9 57.99 1354.6438 12 -0.4 678.3289 2 29.40 14 1931 OB3612.raw 6.41E3 1 1 352 363 Carbamidomethylation

R.SPDIYN(+.98)PQ(+.98)AGSLK.T N 99.9 57.39 1390.6616 13 -1.9 696.3367 2 28.27 14 1774 OB3612.raw 1.51E5 1 1 371 383 Deamidation (NQ)

K.SQ(+.98)SENFEYVAFK.T N 99.9 57.35 1448.6459 12 4.5 725.3335 2 30.18 14 2038 OB3612.raw 3.37E5 2 2 465 476 Deamidation (NQ)

R.NRSPDIYNPQAGSLK.T N 99.9 57.29 1658.8376 15 -1.1 553.9526 3 25.54 14 1421 OB3612.raw 6.28E5 8 8 369 383

K.TDSRPSIANLAGEN.S N 99.9 55.66 1443.6953 14 -0.3 722.8547 2 27.71 14 1696 OB3612.raw 1.31E5 5 5 477 490

N.AHSIIYALR.G N 99.9 53.88 1042.5923 9 -0.4 522.3032 2 27.28 14 1637 OB3612.raw 1.92E5 3 3 419 427

R.WLGLSAEYGN(+.98)LYR.N N 99.9 53.78 1541.7513 13 5.8 771.8874 2 33.15 14 2446 OB3612.raw 6.85E6 2 2 395 407 Deamidation (NQ)

H.VLVVPQNFAVAGK.S N 99.9 53.37 1340.7816 13 -0.2 671.3979 2 30.15 14 2034 OB3612.raw 5.71E4 1 1 452 464

A.LFVPHYNTNAHSIIYALR.G N 99.9 53.09 2128.1218 18 -1.3 710.3803 3 31.20 14 2180 OB3612.raw 7.71E5 4 4 410 427

R.N(+.98)RSPDIYNPQAGSLK.T N 99.9 53.03 1659.8217 15 -0.5 830.9177 2 26.37 14 1516 OB3612.raw 8.5E5 3 3 369 383 Deamidation (NQ)

K.TDSRPSIANLAGEN(+.98).S N 99.9 52.71 1444.6793 14 -0.4 723.3467 2 28.24 14 1770 OB3612.raw 7.9E4 1 1 477 490 Deamidation (NQ)

R.AHVQVVDSNGDR.V Y 99.9 52.04 1295.6218 12 0.7 648.8187 2 22.07 14 1150 OB3612.raw 4.21E5 4 4 430 441

K.NNNPFK.F N 99.9 51.80 732.3555 6 0.5 367.1852 2 21.94 14 1141 OB3612.raw 3.57E5 5 5 517 522

Y.NTNAHSIIYALR.G N 99.9 51.22 1371.7258 12 -0.4 686.8699 2 28.06 14 1744 OB3612.raw 1.45E5 2 2 416 427

K.TDSRPSIANLAGENSFIDNLPEEVVAN.S N 99.9 51.16 2871.3887 27 0.9 958.1377 3 34.34 14 2609 OB3612.raw 1.62E5 2 2 477 503

R.PSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 50.74 3085.5356 29 -0.1 1029.5190 3 36.50 14 2905 OB3612.raw 1.73E5 2 2 481 509

L.FVPHYNTNAHSIIYALR.G N 99.9 50.06 2015.0377 17 0.6 672.6869 3 31.15 14 2173 OB3612.raw 1.38E6 2 2 411 427

R.QQPEEN(+.98)AC(+57.02)QFQR.L N 99.9 49.90 1534.6470 12 -1.1 768.3299 2 24.54 14 1327 OB3612.raw 3.85E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.NRSPDIYNPQ(+.98)AGSLK.T N 99.9 49.81 1659.8217 15 0.2 554.2812 3 26.15 14 1488 OB3612.raw 8.5E5 2 2 369 383 Deamidation (NQ)

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 99.9 49.77 1660.8057 15 -1.8 831.4086 2 26.98 14 1595 OB3612.raw 2.5E5 2 2 369 383 Deamidation (NQ)

K.FFVPPSEQSLR.A Y 99.9 49.41 1305.6716 11 0.5 653.8434 2 29.27 14 1912 OB3612.raw 6E5 4 4 523 533

A.HSIIYALR.G N 99.9 48.25 971.5552 8 -0.9 486.7845 2 27.02 14 1601 OB3612.raw 3.57E4 2 2 420 427

R.QQ(+.98)PEEN(+.98)AC(+57.02)QFQR.L N 99.9 46.96 1535.6311 12 -3.0 768.8205 2 24.95 14 1364 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.TDSRPSIAN(+.98)LAGEN(+.98)SFIDN(+.98)LPEEVVANSYGLPR.E N 99.9 46.17 3547.6953 33 3.3 1183.5763 3 40.41 14 3425 OB3612.raw 1.9E3 1 1 477 509 Deamidation (NQ)

R.N(+.98)ALFVPHYNTNAH.S N 99.9 46.14 1497.7001 13 -1.2 749.8564 2 28.28 14 1776 OB3612.raw 1.39E5 3 3 408 420 Deamidation (NQ)

K.TDSRPSIANLAGE.N N 99.9 45.80 1329.6525 13 -1.9 665.8322 2 28.04 14 1742 OB3612.raw 5.27E4 1 1 477 489

A.NELNLLILR.W N 99.9 45.51 1096.6604 9 -0.5 549.3372 2 33.04 14 2430 OB3612.raw 2.23E4 1 1 386 394

R.NALFVPHYNTN.A N 99.9 45.46 1288.6200 11 -0.2 645.3171 2 29.02 14 1878 OB3612.raw 3.47E4 2 2 408 418

R.LNAQRPDNR.I N 99.9 45.20 1082.5581 9 0.1 361.8600 3 18.13 14 862 OB3612.raw 1.91E4 2 2 37 45

P.DIYNPQAGSLK.T N 99.9 42.96 1204.6088 11 0.4 603.3119 2 26.84 14 1578 OB3612.raw 8.34E3 2 2 373 383

K.FFVPPSEQSLRA.V Y 99.8 41.22 1376.7087 12 -0.8 689.3611 2 29.61 14 1960 OB3612.raw 5.14E5 2 2 523 534

R.Q(+.98)QPEENAC(+57.02)QFQR.L N 99.8 40.81 1534.6470 12 -0.3 768.3305 2 24.19 14 1295 OB3612.raw 7.29E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.TDSRPSIANLAG.E N 99.8 40.01 1200.6099 12 -0.2 601.3121 2 27.54 14 1673 OB3612.raw 1.58E5 2 2 477 488

N.ALFVPHYNTNAHSIIYALR.G N 99.8 39.75 2199.1589 19 0.4 734.0605 3 30.90 14 2137 OB3612.raw 2.97E5 1 1 409 427

R.AHVQVVDSN(+.98)G.D N 99.8 39.26 1025.4778 10 2.8 513.7476 2 21.66 14 1117 OB3612.raw 9.6E3 3 3 430 439 Deamidation (NQ)

R.Q(+.98)LKN(+.98)NNPFK.F N 99.8 38.25 1103.5610 9 0.2 552.7879 2 24.52 14 1325 OB3612.raw 9.82E4 3 3 514 522 Deamidation (NQ)

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQR.L N 99.8 38.20 1535.6311 12 -0.1 768.8228 2 25.05 14 1374 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation



K.NNN(+.98)PFK.F N 99.8 37.92 733.3395 6 0.4 367.6772 2 22.62 14 1185 OB3612.raw 2.91E4 1 1 517 522 Deamidation (NQ)

H.SIIYALR.G N 99.8 37.90 834.4963 7 0.0 418.2554 2 28.71 14 1835 OB3612.raw 1.05E6 4 4 421 427

R.QQPEENAC(+57.02)Q(+.98)FQR.L N 99.7 36.76 1534.6470 12 -0.7 768.3303 2 24.71 14 1341 OB3612.raw 1.11E4 4 4 25 36 Carbamidomethylation;
Deamidation (NQ)

N.TN(+.98)AHSIIYALR.G N 99.7 36.73 1258.6670 11 0.1 630.3408 2 29.11 14 1892 OB3612.raw 5.53E3 2 2 417 427 Deamidation (NQ)

T.NAHSIIYALR.G N 99.7 36.68 1156.6353 10 -0.9 386.5520 3 27.65 14 1688 OB3612.raw 2.27E4 1 1 418 427

K.FFVPPSEQ(+.98)SLRA.V Y 99.7 36.27 1377.6927 12 0.0 689.8536 2 30.01 14 2014 OB3612.raw 2.55E5 1 1 523 534 Deamidation (NQ)

R.NALFVP(+15.99)HYNTNAHSIIYALR.G N 99.6 35.76 2329.1968 20 -1.1 583.3058 4 30.64 14 2100 OB3612.raw 1.77E4 1 1 408 427 Hydroxylation Pro

K.TDSRPSIANLA.G N 99.6 35.20 1143.5884 11 -0.7 572.8011 2 27.78 14 1706 OB3612.raw 5.94E4 1 1 477 487

R.QLKN(+.98)NNPFK.F N 99.6 34.70 1102.5770 9 -1.4 552.2950 2 24.06 14 1283 OB3612.raw 4.06E4 1 1 514 522 Deamidation (NQ)

H.YN(+.98)TNAHSIIYALR.G N 99.6 34.60 1535.7732 13 -3.0 768.8915 2 29.68 14 1970 OB3612.raw 0 1 1 415 427 Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)QFQ(+.98)R.L N 99.5 33.83 1535.6311 12 0.5 768.8232 2 25.16 14 1385 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

R.RFNLAGNHEQEFLR.Y N 99.5 33.64 1729.8647 14 -2.6 577.6274 3 27.60 14 1681 OB3612.raw 2.7E4 1 1 195 208

D.IYNPQAGSLK.T N 99.5 32.86 1089.5818 10 0.8 545.7986 2 24.84 14 1351 OB3612.raw 9.56E3 1 1 374 383

K.FFVPPSEQ(+.98)SLR.A Y 99.5 32.64 1306.6556 11 2.9 654.3370 2 29.57 14 1954 OB3612.raw 2.32E5 1 1 523 533 Deamidation (NQ)

R.QQPEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 99.1 31.79 1535.6311 12 1.4 768.8239 2 25.38 14 1406 OB3612.raw 1.25E4 1 1 25 36 Carbamidomethylation;
Deamidation (NQ)

R.QQPEEN(+.98)AC(+57.02)Q(+.98)FQR.L N 99.1 31.34 1535.6311 12 1.6 768.8240 2 25.31 14 1398 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

N.SYGLPR.E N 99.1 31.30 691.3653 6 -0.5 346.6898 2 25.05 14 1373 OB3612.raw 1.53E4 1 1 504 509

K.TDSRPSIAN.L N 99.1 30.69 959.4672 9 -0.7 480.7405 2 20.71 14 1057 OB3612.raw 5.09E3 1 1 477 485

R.AHVQVVDSN.G N 98.8 30.39 967.4723 9 -3.0 484.7420 2 20.75 14 1061 OB3612.raw 2E3 1 1 430 438

N.RSPDIYNPQAGSLK.T N 98.7 30.18 1544.7947 14 -1.8 515.9379 3 25.49 14 1415 OB3612.raw 1.64E4 1 1 370 383

R.Q(+.98)QPEENAC(+57.02)Q(+.98)FQR.L N 98.7 30.00 1535.6311 12 -1.1 768.8220 2 25.29 14 1396 OB3612.raw 1.25E4 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.TDSRPSIAN(+.98)LAG.E N 98.6 29.68 1201.5939 12 0.1 601.8043 2 28.43 14 1796 OB3612.raw 1.36E4 1 1 477 488 Deamidation (NQ)

R.FNLAGNHEQEFLR.Y N 98.6 29.05 1573.7637 13 -1.1 525.5946 3 28.84 14 1852 OB3612.raw 1.24E5 2 2 196 208

R.QQ(+.98)PEENAC(+57.02)Q(+.98)FQ(+.98)R.L N 98.6 28.91 1536.6151 12 -0.7 769.3143 2 25.70 14 1437 OB3612.raw 4.4E3 1 1 25 36 Deamidation (NQ);
Carbamidomethylation

K.TDSRPSIAN(+.98)LAGEN(+.98)SFIDNLPEEVVANSYGLPR.E N 98.6 28.82 3546.7114 33 5.9 1183.2513 3 41.26 14 3535 OB3612.raw 0 1 1 477 509 Deamidation (NQ)

total 79 peptides
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Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 14 #Spec #Spec Sample 14 Start End PTM

R.AHVQVVDSNGNR.V N 99.9 70.64 1294.6378 12 0.2 648.3263 2 19.76 14 983 OB3612.raw 1.67E6 9 9 403 414

R.AHVQVVDSN(+.98)GNR.V N 99.9 69.99 1295.6218 12 -0.2 648.8181 2 20.35 14 1029 OB3612.raw 4.21E5 4 4 403 414 Deamidation (NQ)

R.AHVQ(+.98)VVDSN(+.98)GNR.V N 99.9 66.20 1296.6058 12 0.1 649.3102 2 20.90 14 1070 OB3612.raw 2.07E5 2 2 403 414 Deamidation (NQ)

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 65.75 3243.6006 30 1.9 1082.2095 3 34.08 14 2575 OB3612.raw 1.13E5 3 3 450 479

K.TDSRPSIANLAGENSIIDN.L N 99.9 59.96 1985.9653 19 0.6 993.9905 2 30.56 14 2090 OB3612.raw 3.55E4 1 1 450 468

R.AHVQ(+.98)VVDSNGNR.V N 99.9 59.42 1295.6218 12 -1.1 648.8175 2 21.70 14 1122 OB3612.raw 4.28E5 2 2 403 414 Deamidation (NQ)

R.VYDEELQEGHVL.V N 99.9 58.80 1429.6725 12 -0.8 715.8430 2 29.23 14 1908 OB3612.raw 4.23E4 2 2 415 426

K.TDSRPSIANLAGENSIID.N N 99.9 57.32 1871.9225 18 -0.2 936.9683 2 30.89 14 2135 OB3612.raw 1.34E5 1 1 450 467

K.TDSRPSIANLAGEN.S N 99.9 55.66 1443.6953 14 -0.3 722.8547 2 27.71 14 1696 OB3612.raw 1.31E5 5 5 450 463

K.TDSRPSIANLAGEN(+.98).S N 99.9 52.71 1444.6793 14 -0.4 723.3467 2 28.24 14 1770 OB3612.raw 7.9E4 1 1 450 463 Deamidation (NQ)

K.NNNPFK.F N 99.9 51.80 732.3555 6 0.5 367.1852 2 21.94 14 1141 OB3612.raw 3.57E5 5 5 490 495

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 99.9 50.24 2837.4043 27 0.2 946.8089 3 33.91 14 2552 OB3612.raw 2.9E5 3 3 450 476

R.SSNPDIYNPQAGSLR.S Y 99.9 48.74 1617.7747 15 0.4 809.8949 2 27.20 14 1626 OB3612.raw 6.64E3 1 1 342 356

K.TDSRPSIANLAGE.N N 99.9 45.80 1329.6525 13 -1.9 665.8322 2 28.04 14 1742 OB3612.raw 5.27E4 1 1 450 462

R.LNAQRPDNR.I N 99.9 45.20 1082.5581 9 0.1 361.8600 3 18.13 14 862 OB3612.raw 1.91E4 2 2 35 43

K.TDSRPSIANLAG.E N 99.8 40.01 1200.6099 12 -0.2 601.3121 2 27.54 14 1673 OB3612.raw 1.58E5 2 2 450 461

R.AHVQVVDSN(+.98)G.N N 99.8 39.26 1025.4778 10 2.8 513.7476 2 21.66 14 1117 OB3612.raw 9.6E3 3 3 403 412 Deamidation (NQ)

K.AQSENYEYLAFK.T Y 99.8 39.21 1461.6776 12 -0.2 731.8459 2 30.93 14 2141 OB3612.raw 6.99E5 1 1 438 449

R.Q(+.98)LKN(+.98)NNPFK.F N 99.8 38.25 1103.5610 9 0.2 552.7879 2 24.52 14 1325 OB3612.raw 9.82E4 3 3 487 495 Deamidation (NQ)

K.NNN(+.98)PFK.F N 99.8 37.92 733.3395 6 0.4 367.6772 2 22.62 14 1185 OB3612.raw 2.91E4 1 1 490 495 Deamidation (NQ)

R.VYDEELQEGHVLVVPQNF.A N 99.7 36.57 2114.0320 18 -0.5 1058.0227 2 32.43 14 2346 OB3612.raw 1.29E5 1 1 415 432

K.TDSRPSIANLA.G N 99.6 35.20 1143.5884 11 -0.7 572.8011 2 27.78 14 1706 OB3612.raw 5.94E4 1 1 450 460

R.QLKN(+.98)NNPFK.F N 99.6 34.70 1102.5770 9 -1.4 552.2950 2 24.06 14 1283 OB3612.raw 4.06E4 1 1 487 495 Deamidation (NQ)

K.TDSRPSIAN.L N 99.1 30.69 959.4672 9 -0.7 480.7405 2 20.71 14 1057 OB3612.raw 5.09E3 1 1 450 458

R.AHVQVVDSN.G N 98.8 30.39 967.4723 9 -3.0 484.7420 2 20.75 14 1061 OB3612.raw 2E3 1 1 403 411

K.TDSRPSIAN(+.98)LAG.E N 98.6 29.68 1201.5939 12 0.1 601.8043 2 28.43 14 1796 OB3612.raw 1.36E4 1 1 450 461 Deamidation (NQ)

R.VYDEELQEGHVLVVPQN.F N 98.6 29.18 1966.9636 17 0.9 984.4899 2 30.02 14 2016 OB3612.raw 3.6E4 1 1 415 431

total 27 peptides



Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 14 #Spec #Spec Sample 14 Start End PTM

R.AHVQVVDSNGNR.V N 99.9 70.64 1294.6378 12 0.2 648.3263 2 19.76 14 983 OB3612.raw 1.67E6 9 9 405 416

R.AHVQVVDSN(+.98)GNR.V N 99.9 69.99 1295.6218 12 -0.2 648.8181 2 20.35 14 1029 OB3612.raw 4.21E5 4 4 405 416 Deamidation (NQ)

R.AHVQ(+.98)VVDSN(+.98)GNR.V N 99.9 66.20 1296.6058 12 0.1 649.3102 2 20.90 14 1070 OB3612.raw 2.07E5 2 2 405 416 Deamidation (NQ)

K.TDSRPSIANLAGENSIIDNLPEEVVANSYR.L Y 99.9 65.75 3243.6006 30 1.9 1082.2095 3 34.08 14 2575 OB3612.raw 1.13E5 3 3 452 481

K.TDSRPSIANLAGENSIIDN.L N 99.9 59.96 1985.9653 19 0.6 993.9905 2 30.56 14 2090 OB3612.raw 3.55E4 1 1 452 470

R.AHVQ(+.98)VVDSNGNR.V N 99.9 59.42 1295.6218 12 -1.1 648.8175 2 21.70 14 1122 OB3612.raw 4.28E5 2 2 405 416 Deamidation (NQ)

R.VYDEELQEGHVL.V N 99.9 58.80 1429.6725 12 -0.8 715.8430 2 29.23 14 1908 OB3612.raw 4.23E4 2 2 417 428

K.TDSRPSIANLAGENSIID.N N 99.9 57.32 1871.9225 18 -0.2 936.9683 2 30.89 14 2135 OB3612.raw 1.34E5 1 1 452 469

K.TDSRPSIANLAGEN.S N 99.9 55.66 1443.6953 14 -0.3 722.8547 2 27.71 14 1696 OB3612.raw 1.31E5 5 5 452 465

K.TDSRPSIANLAGEN(+.98).S N 99.9 52.71 1444.6793 14 -0.4 723.3467 2 28.24 14 1770 OB3612.raw 7.9E4 1 1 452 465 Deamidation (NQ)

K.NNNPFK.F N 99.9 51.80 732.3555 6 0.5 367.1852 2 21.94 14 1141 OB3612.raw 3.57E5 5 5 492 497

K.TDSRPSIANLAGENSIIDNLPEEVVAN.S N 99.9 50.24 2837.4043 27 0.2 946.8089 3 33.91 14 2552 OB3612.raw 2.9E5 3 3 452 478

R.SSNPDIYNPQAGSLR.S Y 99.9 48.74 1617.7747 15 0.4 809.8949 2 27.20 14 1626 OB3612.raw 6.64E3 1 1 344 358

K.TDSRPSIANLAGE.N N 99.9 45.80 1329.6525 13 -1.9 665.8322 2 28.04 14 1742 OB3612.raw 5.27E4 1 1 452 464

R.LNAQRPDNR.I N 99.9 45.20 1082.5581 9 0.1 361.8600 3 18.13 14 862 OB3612.raw 1.91E4 2 2 37 45

K.TDSRPSIANLAG.E N 99.8 40.01 1200.6099 12 -0.2 601.3121 2 27.54 14 1673 OB3612.raw 1.58E5 2 2 452 463

R.AHVQVVDSN(+.98)G.N N 99.8 39.26 1025.4778 10 2.8 513.7476 2 21.66 14 1117 OB3612.raw 9.6E3 3 3 405 414 Deamidation (NQ)

K.AQSENYEYLAFK.T Y 99.8 39.21 1461.6776 12 -0.2 731.8459 2 30.93 14 2141 OB3612.raw 6.99E5 1 1 440 451

R.Q(+.98)LKN(+.98)NNPFK.F N 99.8 38.25 1103.5610 9 0.2 552.7879 2 24.52 14 1325 OB3612.raw 9.82E4 3 3 489 497 Deamidation (NQ)

K.NNN(+.98)PFK.F N 99.8 37.92 733.3395 6 0.4 367.6772 2 22.62 14 1185 OB3612.raw 2.91E4 1 1 492 497 Deamidation (NQ)



R.VYDEELQEGHVLVVPQNF.A N 99.7 36.57 2114.0320 18 -0.5 1058.0227 2 32.43 14 2346 OB3612.raw 1.29E5 1 1 417 434

K.TDSRPSIANLA.G N 99.6 35.20 1143.5884 11 -0.7 572.8011 2 27.78 14 1706 OB3612.raw 5.94E4 1 1 452 462

R.QLKN(+.98)NNPFK.F N 99.6 34.70 1102.5770 9 -1.4 552.2950 2 24.06 14 1283 OB3612.raw 4.06E4 1 1 489 497 Deamidation (NQ)

K.TDSRPSIAN.L N 99.1 30.69 959.4672 9 -0.7 480.7405 2 20.71 14 1057 OB3612.raw 5.09E3 1 1 452 460

R.AHVQVVDSN.G N 98.8 30.39 967.4723 9 -3.0 484.7420 2 20.75 14 1061 OB3612.raw 2E3 1 1 405 413

K.TDSRPSIAN(+.98)LAG.E N 98.6 29.68 1201.5939 12 0.1 601.8043 2 28.43 14 1796 OB3612.raw 1.36E4 1 1 452 463 Deamidation (NQ)

R.VYDEELQEGHVLVVPQN.F N 98.6 29.18 1966.9636 17 0.9 984.4899 2 30.02 14 2016 OB3612.raw 3.6E4 1 1 417 433

total 27 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 peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot G from DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2637
# of MS/MS scans 5060

Table 2. Result filtration parameters.
Peptide -10lgP ≥28
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 597
Peptide sequences 145
Protein groups 3
Proteins 4
Proteins (#Unique Peptides) 0 (>2); 1 (=2); 3 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 96

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

Carbamidomethyl 57.02 C 125 82.73 1.03E5 1000.00

Deamidation .98 NQ 22 69.47 7.61E4 110.71

Oxidation 15.99 M 7 67.41 1.15E5 1000.00

HydPro 15.99 P 4 60.35 7.96E4 58.99

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 15 111 31 3 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3613.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

Protein List



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

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 15

Area
Sample

15
#Peptides #Unique

#Spec
Sample

15
PTM Avg.

Mass Description

3 18 N1NG13|N1NG13_ARAHY 99.2 218.27 21 21 2.98E6 11 1 110 Y 71345 Seed storage protein Ara h1 OS=Arachis hypogaea 
GN=ARAX_AHF417E07-017 PE=4 SV=1

3 20 sp|P43238|ALL12_ARAHY 99.2 218.27 21 21 2.98E6 11 1 110 Y 71345 Allergen Ara h 1, clone P41B OS=Arachis hypogaea 
PE=1 SV=1

20 15 Q647H3|Q647H3_ARAHY 99.1 121.78 19 19 6.77E4 5 2 7 N 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=2 SV=1

21 2 A1DZF0|A1DZF0_ARAHY 99.0 114.80 17 17 8.32E4 4 1 7 N 60375 Arachin 6 OS=Arachis hypogaea PE=2 SV=1

total 4 proteins

N1NG13|N1NG13_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

15
#Spec

#Spec
Sample

15
Start End PTM

R.NTLEAAFNAEFNEIR.R N 99.9 80.97 1737.8322 15 0.2 869.9235 2 33.25 15 2874 OB3613.raw 4.2E4 2 2 319 333

K.SFNLDEGHALR.I N 99.9 71.22 1257.6101 11 -0.3 629.8121 2 26.57 15 1982 OB3613.raw 1.45E6 15 15 255 265

R.IPSGFISYILNR.H N 99.9 70.33 1378.7609 12 0.2 690.3878 2 34.64 15 3062 OB3613.raw 5.13E6 26 26 266 277

R.VLLEENAGGEQEER.G N 99.9 69.90 1571.7427 14 -0.4 786.8783 2 24.91 15 1760 OB3613.raw 4.21E4 3 3 335 348

R.DQ(+.98)SSYLQGFSR.N N 99.9 69.47 1287.5731 11 -0.3 644.7936 2 29.27 15 2346 OB3613.raw 9.89E4 3 3 308 318 Deamidation
(NQ)

R.DQSSYLQGFSR.N N 99.9 68.54 1286.5891 11 -0.2 644.3017 2 28.73 15 2274 OB3613.raw 2.63E5 4 4 308 318



K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 99.9 67.41 2243.0205 20 1.6 1122.5193 2 32.40 15 2761 OB3613.raw 1.15E5 1 1 288 307
Oxidation (M);
Deamidation
(NQ)

K.ISM(+15.99)PVNTPGQ(+.98)FEDFFPASSR.D N 99.9 63.03 2243.0205 20 0.8 1122.5184 2 32.67 15 2797 OB3613.raw 2.61E5 4 4 288 307
Oxidation (M);
Deamidation
(NQ)

R.DQ(+.98)SSYLQ(+.98)GFSR.N N 99.9 60.72 1288.5571 11 0.5 645.2861 2 29.68 15 2401 OB3613.raw 2.47E4 2 2 308 318 Deamidation
(NQ)

K.ISMP(+15.99)VNTPGQFEDFFPASSR.D N 99.9 60.35 2242.0364 20 0.5 1122.0260 2 32.00 15 2709 OB3613.raw 7.96E4 2 2 288 307 Hydroxylation
Pro

R.IPSGFISYILN(+.98)R.H N 99.9 58.66 1379.7449 12 -0.4 690.8795 2 34.94 15 3102 OB3613.raw 0 2 2 266 277 Deamidation
(NQ)

K.ISMP(+15.99)VNTPGQ(+.98)FEDFFPASSR.D N 99.9 54.99 2243.0205 20 1.6 748.6820 3 32.76 15 2808 OB3613.raw 1.46E5 2 2 288 307

Hydroxylation
Pro;
Deamidation
(NQ)

R.DQSSYLQ(+.98)GFSR.N N 99.9 53.43 1287.5731 11 0.4 644.7941 2 29.96 15 2439 OB3613.raw 0 1 1 308 318 Deamidation
(NQ)

R.VLLEEN(+.98)AGGEQEER.G N 99.9 52.15 1572.7267 14 -2.0 787.3690 2 25.53 15 1841 OB3613.raw 1.74E4 2 2 335 348 Deamidation
(NQ)

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 99.9 50.49 2242.0364 20 0.0 748.3527 3 31.90 15 2695 OB3613.raw 2.71E5 2 2 288 307 Oxidation (M)

R.NNPFYFPSR.R N 99.9 49.42 1140.5352 9 -0.8 571.2744 2 29.99 15 2442 OB3613.raw 1.07E6 15 15 172 180

K.HADADNILVIQQGQATVTVAN(+.98)GNNR.K N 99.9 49.06 2619.3000 25 -0.1 874.1072 3 28.55 15 2250 OB3613.raw 7.03E4 1 1 229 253 Deamidation
(NQ)

R.IVQIEAKPNTLVLPK.H Y 99.9 47.28 1662.0079 15 0.4 832.0116 2 27.93 15 2166 OB3613.raw 2.54E6 14 14 214 228

R.VLLEENAGGEQ(+.98)EER.G N 99.8 44.17 1572.7267 14 -1.7 787.3693 2 25.71 15 1865 OB3613.raw 1.74E4 1 1 335 348 Deamidation
(NQ)

F.NLDEGHALR.I N 99.7 40.38 1023.5097 9 0.5 512.7624 2 26.21 15 1933 OB3613.raw 2.74E3 1 1 257 265

R.NTLEAAFNAEFNEIRR.V N 99.6 38.29 1893.9332 16 0.2 947.9741 2 32.57 15 2784 OB3613.raw 5.78E5 4 4 319 334

R.IVQ(+.98)IEAKPNTLVLPK.H Y 98.9 34.90 1662.9919 15 -0.1 832.5032 2 28.24 15 2208 OB3613.raw 2.21E5 2 2 214 228 Deamidation
(NQ)

R.IVQIEAKPN(+.98)TLVLPK.H Y 96.9 29.70 1662.9919 15 -3.4 555.3361 3 28.91 15 2298 OB3613.raw 2.19E5 1 1 214 228 Deamidation
(NQ)

total 23 peptides

sp|P43238|ALL12_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
Sample

15
#Spec

#Spec
Sample

15
Start End PTM

R.NTLEAAFNAEFNEIR.R N 99.9 80.97 1737.8322 15 0.2 869.9235 2 33.25 15 2874 OB3613.raw 4.2E4 2 2 319 333

K.SFNLDEGHALR.I N 99.9 71.22 1257.6101 11 -0.3 629.8121 2 26.57 15 1982 OB3613.raw 1.45E6 15 15 255 265

R.IPSGFISYILNR.H N 99.9 70.33 1378.7609 12 0.2 690.3878 2 34.64 15 3062 OB3613.raw 5.13E6 26 26 266 277

R.VLLEENAGGEQEER.G N 99.9 69.90 1571.7427 14 -0.4 786.8783 2 24.91 15 1760 OB3613.raw 4.21E4 3 3 335 348

R.DQ(+.98)SSYLQGFSR.N N 99.9 69.47 1287.5731 11 -0.3 644.7936 2 29.27 15 2346 OB3613.raw 9.89E4 3 3 308 318 Deamidation
(NQ)

R.DQSSYLQGFSR.N N 99.9 68.54 1286.5891 11 -0.2 644.3017 2 28.73 15 2274 OB3613.raw 2.63E5 4 4 308 318

K.ISM(+15.99)PVN(+.98)TPGQFEDFFPASSR.D N 99.9 67.41 2243.0205 20 1.6 1122.5193 2 32.40 15 2761 OB3613.raw 1.15E5 1 1 288 307
Oxidation (M);
Deamidation
(NQ)

K.ISM(+15.99)PVNTPGQ(+.98)FEDFFPASSR.D N 99.9 63.03 2243.0205 20 0.8 1122.5184 2 32.67 15 2797 OB3613.raw 2.61E5 4 4 288 307
Oxidation (M);
Deamidation
(NQ)

R.DQ(+.98)SSYLQ(+.98)GFSR.N N 99.9 60.72 1288.5571 11 0.5 645.2861 2 29.68 15 2401 OB3613.raw 2.47E4 2 2 308 318 Deamidation
(NQ)

K.ISMP(+15.99)VNTPGQFEDFFPASSR.D N 99.9 60.35 2242.0364 20 0.5 1122.0260 2 32.00 15 2709 OB3613.raw 7.96E4 2 2 288 307 Hydroxylation
Pro

R.IPSGFISYILN(+.98)R.H N 99.9 58.66 1379.7449 12 -0.4 690.8795 2 34.94 15 3102 OB3613.raw 0 2 2 266 277 Deamidation
(NQ)

K.ISMP(+15.99)VNTPGQ(+.98)FEDFFPASSR.D N 99.9 54.99 2243.0205 20 1.6 748.6820 3 32.76 15 2808 OB3613.raw 1.46E5 2 2 288 307

Hydroxylation
Pro;
Deamidation
(NQ)

R.DQSSYLQ(+.98)GFSR.N N 99.9 53.43 1287.5731 11 0.4 644.7941 2 29.96 15 2439 OB3613.raw 0 1 1 308 318 Deamidation
(NQ)

R.VLLEEN(+.98)AGGEQEER.G N 99.9 52.15 1572.7267 14 -2.0 787.3690 2 25.53 15 1841 OB3613.raw 1.74E4 2 2 335 348 Deamidation
(NQ)

K.ISM(+15.99)PVNTPGQFEDFFPASSR.D N 99.9 50.49 2242.0364 20 0.0 748.3527 3 31.90 15 2695 OB3613.raw 2.71E5 2 2 288 307 Oxidation (M)

R.NNPFYFPSR.R N 99.9 49.42 1140.5352 9 -0.8 571.2744 2 29.99 15 2442 OB3613.raw 1.07E6 15 15 172 180



K.HADADNILVIQQGQATVTVAN(+.98)GNNR.K N 99.9 49.06 2619.3000 25 -0.1 874.1072 3 28.55 15 2250 OB3613.raw 7.03E4 1 1 229 253 Deamidation
(NQ)

R.IVQIEAKPNTLVLPK.H Y 99.9 47.28 1662.0079 15 0.4 832.0116 2 27.93 15 2166 OB3613.raw 2.54E6 14 14 214 228

R.VLLEENAGGEQ(+.98)EER.G N 99.8 44.17 1572.7267 14 -1.7 787.3693 2 25.71 15 1865 OB3613.raw 1.74E4 1 1 335 348 Deamidation
(NQ)

F.NLDEGHALR.I N 99.7 40.38 1023.5097 9 0.5 512.7624 2 26.21 15 1933 OB3613.raw 2.74E3 1 1 257 265

R.NTLEAAFNAEFNEIRR.V N 99.6 38.29 1893.9332 16 0.2 947.9741 2 32.57 15 2784 OB3613.raw 5.78E5 4 4 319 334

R.IVQ(+.98)IEAKPNTLVLPK.H Y 98.9 34.90 1662.9919 15 -0.1 832.5032 2 28.24 15 2208 OB3613.raw 2.21E5 2 2 214 228 Deamidation
(NQ)

R.IVQIEAKPN(+.98)TLVLPK.H Y 96.9 29.70 1662.9919 15 -3.4 555.3361 3 28.91 15 2298 OB3613.raw 2.19E5 1 1 214 228 Deamidation
(NQ)

total 23 peptides

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

15 #Spec #Spec
Sample 15 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 64.90 1540.7673 13 -0.5 771.3906 2 32.31 15 2749 OB3613.raw 4.25E4 2 2 396 408

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.8 45.32 2540.2910 23 0.3 847.7712 3 30.58 15 2521 OB3613.raw 7.42E4 2 2 443 465

K.TANDLNLLILR.W Y 99.7 40.51 1254.7296 11 -0.9 628.3715 2 32.13 15 2726 OB3613.raw 8.41E3 1 1 385 395

K.TDSRPSIANLAGENSIIDNLPEEVVANSYGLPR.E Y 99.6 38.50 3510.7590 33 -0.7 1171.2595 3 34.69 15 3069 OB3613.raw 5.93E4 1 1 478 510

R.NALFVPHYNTNAHSIIYALR.G N 99.5 37.53 2313.2019 20 -0.8 579.3073 4 30.80 15 2550 OB3613.raw 1.31E5 1 1 409 428

total 5 peptides

A1DZF0|A1DZF0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

15 #Spec #Spec
Sample 15 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 64.90 1540.7673 13 -0.5 771.3906 2 32.31 15 2749 OB3613.raw 4.25E4 2 2 388 400

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.8 45.32 2540.2910 23 0.3 847.7712 3 30.58 15 2521 OB3613.raw 7.42E4 2 2 435 457

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E Y 99.7 40.67 3544.7434 33 -1.1 1182.5872 3 35.09 15 3121 OB3613.raw 8.32E4 2 2 470 502

R.NALFVPHYNTNAHSIIYALR.G N 99.5 37.53 2313.2019 20 -0.8 579.3073 4 30.80 15 2550 OB3613.raw 1.31E5 1 1 401 420

total 4 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 peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot H from DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 2737
# of MS/MS scans 4013

Table 2. Result filtration parameters.
Peptide -10lgP ≥25
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 313
Peptide sequences 120
Protein groups 8
Proteins 14
Proteins (#Unique Peptides) 2 (>2); 0 (=2); 12 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 45

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

Deamidation .98 NQ 48 105.11 4.12E6 30.36

Carbamidomethyl 57.02 C 36 82.69 1.03E4 1000.00

HydPro 15.99 P 7 53.43 2.43E4 1000.00

Oxidation 15.99 M 4 54.15 2.6E5 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 16 112 8 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99

Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3614.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

Protein List

Protein Accession Contains:



Protein Description Contains:
Protein Sample Area >=
Protein Ptm Contains:

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 16

Area
Sample 16 #Peptides #Unique #Spec

Sample 16 PTM Avg.
Mass Description

1 59 Q647H1|Q647H1_ARAHY 99.1 277.04 18 18 3.97E7 16 7 138 Y 75933 Conarachin OS=Arachis hypogaea PE=2 SV=1

3 18 N1NG13|N1NG13_ARAHY 99.1 215.02 16 16 3.88E5 9 1 32 Y 71345 Seed storage protein Ara h1 OS=Arachis hypogaea GN=
ARAX_AHF417E07-017 PE=4 SV=1

3 20 sp|P43238|ALL12_ARAHY 99.1 215.02 16 16 3.88E5 9 1 32 Y 71345 Allergen Ara h 1, clone P41B OS=Arachis hypogaea PE=
1 SV=1

4 26 Q6PSU3|Q6PSU3_ARAHY 99.1 214.23 17 17 1.96E5 9 1 30 Y 66575 Conarachin (Fragment) OS=Arachis hypogaea PE=4 SV
=1

4 23 B3IXL2|B3IXL2_ARAHY 99.1 214.23 16 16 1.96E5 9 1 30 Y 70283 Main allergen Ara h1 OS=Arachis hypogaea PE=2 SV=1

4 21 sp|P43237|ALL11_ARAHY 99.1 214.23 16 16 1.96E5 9 1 30 Y 70283 Allergen Ara h 1, clone P17 OS=Arachis hypogaea PE=1
SV=1

2 87 E9LFF0|E9LFF0_ARAHY 99.1 204.15 43 43 1.88E4 10 1 48 Y 19081 11S arachin (Fragment) OS=Arachis hypogaea PE=2 SV
=1

7 15 Q647H3|Q647H3_ARAHY 99.1 139.35 21 21 3.64E5 6 3 17 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=2 SV=1

9 3 B5TYU1|B5TYU1_ARAHY 99.0 132.27 19 19 1.36E5 5 1 15 N 60624 Arachin Arah3 isoform OS=Arachis hypogaea PE=1 SV=
1

8 2 A1DZF0|A1DZF0_ARAHY 99.0 129.77 19 19 2.07E5 5 1 15 N 60375 Arachin 6 OS=Arachis hypogaea PE=2 SV=1

19 212 Q2KPX7|Q2KPX7_ARAHY 51.7 25.07 7 7 1.08E4 1 1 1 N 19768 Resistance protein PLTR (Fragment) OS=Arachis hypog
aea PE=4 SV=1

19 217 Q2KQ57|Q2KQ57_ARAHY 51.7 25.07 7 7 1.08E4 1 1 1 N 19784 Resistance protein PLTR (Fragment) OS=Arachis hypog
aea PE=4 SV=1

19 206 Q2KQ05|Q2KQ05_ARAHY 51.7 25.07 7 7 1.08E4 1 1 1 N 19965 Resistance protein PLTR (Fragment) OS=Arachis hypog
aea PE=4 SV=1

19 209 Q2KPY0|Q2KPY0_ARAHY 51.7 25.07 7 7 1.08E4 1 1 1 N 20173 Resistance protein PLTR (Fragment) OS=Arachis hypog
aea PE=4 SV=1

total 14 proteins

Q647H1|Q647H1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
Sample

16
#Spec

#Spec
Sample

16
Start End PTM

R.IQVVNSQ(+.98)GNAVFNGVLR.E Y 100.0 105.11 1814.9639 17 1.3 908.4904 2 32.10 16 1827 OB3614.raw 4.12E6 1 1 530 546 Deamidation (NQ)

R.IQVVNSQGNAVFN(+.98)GVLR.E Y 100.0 104.83 1814.9639 17 1.1 908.4902 2 31.48 16 1744 OB3614.raw 5.04E6 6 6 530 546 Deamidation (NQ)

R.IQVVN(+.98)SQGNAVFNGVLR.E Y 99.9 97.60 1814.9639 17 1.5 908.4905 2 32.32 16 1857 OB3614.raw 4.12E6 1 1 530 546 Deamidation (NQ)

R.WFQLSAEHVLLYR.N Y 99.9 95.25 1660.8726 13 0.2 831.4437 2 33.50 16 2019 OB3614.raw 6.61E6 34 34 493 505

R.IQVVNSQ(+.98)GN(+.98)AVFNGVLR.E Y 99.9 92.35 1815.9479 17 2.6 908.9836 2 32.50 16 1881 OB3614.raw 7.66E5 1 1 530 546 Deamidation (NQ)

R.ISSANSLTFPILR.W Y 99.9 87.40 1417.7928 13 0.8 709.9042 2 33.42 16 2008 OB3614.raw 3.27E6 13 13 480 492

R.N(+.98)GIYSPHWNNNANSIIYGLR.G N 99.9 87.35 2303.1084 20 0.0 1152.5615 2 33.00 16 1949 OB3614.raw 3.35E6 4 4 506 525 Deamidation (NQ)

R.IQVVNSQGN(+.98)AVFNGVLR.E Y 99.9 86.38 1814.9639 17 -0.8 908.4885 2 33.27 16 1987 OB3614.raw 4.12E6 1 1 530 546 Deamidation (NQ)

R.IQ(+.98)VVNSQGN(+.98)AVFNGVLR.E Y 99.9 85.47 1815.9479 17 2.2 908.9832 2 33.08 16 1960 OB3614.raw 7.66E5 2 2 530 546 Deamidation (NQ)

R.IQVVNSQGNAVFNGVLR.E Y 99.9 85.33 1813.9799 17 0.0 605.6672 3 31.71 16 1774 OB3614.raw 5.69E5 2 2 530 546

R.N(+.98)GIYSPHWN(+.98)NNANSIIYGLR.G N 99.9 85.18 2304.0923 20 0.5 1153.0540 2 33.78 16 2057 OB3614.raw 8.07E4 3 3 506 525 Deamidation (NQ)

R.IQVVN(+.98)SQGNAVFN(+.98)GVLR.E Y 99.9 82.14 1815.9479 17 1.6 908.9827 2 32.68 16 1905 OB3614.raw 8.09E5 2 2 530 546 Deamidation (NQ)

R.ADFYNPAAGR.I N 99.9 78.55 1080.4988 10 -0.2 541.2565 2 28.13 16 1365 OB3614.raw 2.72E5 9 9 470 479

K.QAGNEGFEYVAFK.T N 99.9 78.02 1458.6779 13 2.2 730.3478 2 31.34 16 1725 OB3614.raw 2.51E5 2 2 562 574

R.IQVVNSQGN(+.98)AVFN(+.98)GVLR.E Y 99.9 77.12 1815.9479 17 2.5 908.9835 2 31.79 16 1785 OB3614.raw 7.66E5 1 1 530 546 Deamidation (NQ)

R.IQ(+.98)VVNSQ(+.98)GNAVFN(+.98)GVLR.E Y 99.9 77.06 1816.9319 17 3.9 909.4767 2 33.04 16 1955 OB3614.raw 8.02E4 1 1 530 546 Deamidation (NQ)

R.ISSAN(+.98)SLTFPILR.W Y 99.9 76.96 1418.7769 13 2.3 710.3973 2 33.77 16 2055 OB3614.raw 2.81E5 2 2 480 492 Deamidation (NQ)

R.N(+.98)GIYSPHWNNN(+.98)ANSIIYGLR.G N 99.9 76.35 2304.0923 20 2.3 769.0398 3 33.86 16 2067 OB3614.raw 1.51E6 1 1 506 525 Deamidation (NQ)



R.EGQILLVPQNFAVGK.Q N 99.9 75.27 1611.8984 15 0.7 806.9571 2 33.16 16 1971 OB3614.raw 2.98E6 8 8 547 561

R.N(+.98)GIYSPHWNN(+.98)NANSIIYGLR.G N 99.9 71.76 2304.0923 20 3.4 769.0406 3 34.43 16 2145 OB3614.raw 1.51E6 1 1 506 525 Deamidation (NQ)

R.EGQILLVPQN(+.98)FAVGK.Q N 99.9 66.75 1612.8824 15 1.8 807.4500 2 33.59 16 2031 OB3614.raw 7.07E5 1 1 547 561 Deamidation (NQ)

R.IQ(+.98)VVNSQGNAVFN(+.98)GVLR.E Y 99.9 66.12 1815.9479 17 -1.9 606.3221 3 32.74 16 1914 OB3614.raw 4.29E4 1 1 530 546 Deamidation (NQ)

R.NGIYSPHWNNNANSIIYGLR.G N 99.9 63.64 2302.1243 20 1.2 768.3829 3 32.41 16 1869 OB3614.raw 7.95E5 3 3 506 525

N.GVEETLC(+57.02)SPTLVEDIAR.P Y 99.9 63.42 1887.9248 17 0.6 944.9702 2 33.04 16 1954 OB3614.raw 1.44E6 5 5 450 466 Carbamidomethylation

R.N(+.98)GIYSPHWNN(+.98)N(+.98)ANSIIYGLR.G N 99.9 59.14 2305.0764 20 4.7 1153.5509 2 34.23 16 2118 OB3614.raw 0 1 1 506 525 Deamidation (NQ)

R.NGIYSP(+15.99)HWN(+.98)N(+.98)NANSIIYGLR.G N 99.9 53.43 2320.0872 20 -0.2 774.3695 3 33.12 16 1967 OB3614.raw 2.43E4 1 1 506 525 Hydroxylation Pro;
Deamidation (NQ)

R.IQ(+.98)VVN(+.98)SQGNAVFNGVLR.E Y 99.9 50.50 1815.9479 17 4.3 908.9851 2 31.70 16 1773 OB3614.raw 7.66E5 1 1 530 546 Deamidation (NQ)

N.GVEETLC(+57.02)SPTLVEDIARPSR.A Y 99.9 49.77 2228.1106 20 2.0 743.7123 3 31.65 16 1767 OB3614.raw 4.79E6 14 14 450 469 Carbamidomethylation

R.EGQILLVPQ(+.98)N(+.98)FAVGK.Q N 99.9 48.64 1613.8665 15 -1.4 807.9394 2 33.95 16 2080 OB3614.raw 5.92E4 1 1 547 561 Deamidation (NQ)

W.NNNANSIIYGLR.G N 99.9 48.02 1347.6895 12 -0.7 674.8516 2 30.39 16 1599 OB3614.raw 5.03E3 1 1 514 525

N.GVEETLC(+57.02)SP(+15.99)TLVEDIAR.P Y 99.8 47.17 1903.9197 17 0.2 952.9673 2 32.51 16 1882 OB3614.raw 2.32E5 2 2 450 466 Carbamidomethylation;
Hydroxylation Pro

R.ADFYN(+.98)PAAGR.I N 99.8 46.71 1081.4828 10 4.4 541.7510 2 28.43 16 1394 OB3614.raw 1.31E3 1 1 470 479 Deamidation (NQ)

R.WFQ(+.98)LSAEHVLLYR.N Y 99.6 40.36 1661.8566 13 4.9 554.9622 3 33.72 16 2049 OB3614.raw 1.1E6 1 1 493 505 Deamidation (NQ)

N.SLTFPILR.W N 99.6 38.49 945.5647 8 -0.2 473.7895 2 32.94 16 1941 OB3614.raw 2.01E5 1 1 485 492

R.NGIYSP(+15.99)HWNNNANSIIYGLR.G N 99.6 38.47 2318.1191 20 1.8 773.7150 3 30.99 16 1679 OB3614.raw 4.98E4 2 2 506 525 Hydroxylation Pro

N.NNANSIIYGLR.G N 99.5 37.32 1233.6466 11 -0.6 617.8302 2 30.41 16 1602 OB3614.raw 2.71E3 1 1 515 525

R.NGIYSP(+15.99)HWNN(+.98)NANSIIYGLR.G N 98.1 33.03 2319.1033 20 -2.8 774.0396 3 32.20 16 1841 OB3614.raw 7.21E4 1 1 506 525 Hydroxylation Pro;
Deamidation (NQ)

R.N(+.98)GIYSPHWNNNAN.S N 96.0 29.62 1500.6382 13 1.1 751.3272 2 30.11 16 1562 OB3614.raw 5.15E3 1 1 506 518 Deamidation (NQ)

Y.SPHWNNNANSIIYGLR.G N 95.8 27.91 1854.9125 16 1.0 619.3121 3 30.94 16 1673 OB3614.raw 9.26E3 1 1 510 525

R.N(+.98)GIYSP(+15.99)HWNNNANSIIYGLR.G N 95.7 27.70 2319.1033 20 -2.9 774.0395 3 32.52 16 1884 OB3614.raw 7.21E4 1 1 506 525 Deamidation (NQ);
Hydroxylation Pro

C.SPTLVEDIARPSR.A Y 90.0 25.49 1439.7732 13 0.2 720.8940 2 28.66 16 1418 OB3614.raw 5.34E3 1 1 457 469

C.SPTLVEDIAR.P Y 89.8 25.02 1099.5873 10 -1.5 550.8001 2 29.88 16 1533 OB3614.raw 4.69E3 1 1 457 466

total 42 peptides

N1NG13|N1NG13_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 16 #Spec #Spec
Sample 16 Start End PTM

R.NTLEAAFNAEFNEIR.R N 99.9 94.45 1737.8322 15 -0.6 869.9228 2 34.61 16 2170 OB3614.raw 3.74E4 1 1 319 333

R.DQSSYLQGFSR.N N 99.9 76.61 1286.5891 11 0.5 644.3022 2 30.21 16 1575 OB3614.raw 1.87E4 3 3 308 318

R.IPSGFISYILNR.H N 99.9 74.90 1378.7609 12 -0.9 690.3871 2 35.46 16 2286 OB3614.raw 3.13E5 3 3 266 277

R.DQSSYLQ(+.98)GFSR.N N 99.9 68.92 1287.5731 11 -0.7 644.7934 2 30.62 16 1629 OB3614.raw 1.42E4 1 1 308 318 Deamidation
(NQ)

K.SFNLDEGHALR.I N 99.9 67.08 1257.6101 11 0.8 629.8128 2 28.06 16 1360 OB3614.raw 3.33E4 3 3 255 265

K.HADADNILVIQQGQATVTVANGNNR.K N 99.9 63.30 2618.3162 25 0.1 873.7794 3 29.99 16 1546 OB3614.raw 2.33E4 4 4 229 253

R.IPSGFISYILN(+.98)R.H N 99.9 61.99 1379.7449 12 -1.2 690.8789 2 35.80 16 2333 OB3614.raw 3.83E4 2 2 266 277 Deamidation
(NQ)

R.NNPFYFPSR.R N 99.9 53.18 1140.5352 9 -1.0 571.2743 2 31.04 16 1685 OB3614.raw 1.46E4 2 2 172 180

R.NTLEAAFNAEFNEIRR.V N 99.9 51.54 1893.9332 16 0.2 947.9741 2 33.60 16 2033 OB3614.raw 3.49E5 4 4 319 334

R.IVQIEAKPNTLVLPK.H Y 99.7 43.39 1662.0079 15 -0.6 555.0096 3 29.60 16 1498 OB3614.raw 3.46E5 5 5 214 228

R.IVQ(+.98)IEAKPNTLVLPK.H Y 99.6 38.31 1662.9919 15 -0.5 555.3376 3 29.87 16 1530 OB3614.raw 2.97E4 1 1 214 228 Deamidation
(NQ)

K.HADADNILVIQQGQ(+.98)ATVTVAN(+.98)GNNR.K N 99.4 36.54 2620.2842 25 7.1 874.4415 3 30.40 16 1600 OB3614.raw 5.44E3 1 1 229 253 Deamidation
(NQ)

R.IVQ(+.98)IEAKPN(+.98)TLVLPK.H Y 97.3 31.78 1663.9760 15 -1.8 555.6649 3 30.26 16 1581 OB3614.raw 1.3E4 1 1 214 228 Deamidation
(NQ)

K.PNTLVLPK.H N 96.0 29.96 880.5382 8 0.2 441.2765 2 28.01 16 1355 OB3614.raw 5.66E3 1 1 221 228

total 14 peptides

sp|P43238|ALL12_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 16 #Spec #Spec
Sample 16 Start End PTM

R.NTLEAAFNAEFNEIR.R N 99.9 94.45 1737.8322 15 -0.6 869.9228 2 34.61 16 2170 OB3614.raw 3.74E4 1 1 319 333

R.DQSSYLQGFSR.N N 99.9 76.61 1286.5891 11 0.5 644.3022 2 30.21 16 1575 OB3614.raw 1.87E4 3 3 308 318



R.IPSGFISYILNR.H N 99.9 74.90 1378.7609 12 -0.9 690.3871 2 35.46 16 2286 OB3614.raw 3.13E5 3 3 266 277

R.DQSSYLQ(+.98)GFSR.N N 99.9 68.92 1287.5731 11 -0.7 644.7934 2 30.62 16 1629 OB3614.raw 1.42E4 1 1 308 318 Deamidation
(NQ)

K.SFNLDEGHALR.I N 99.9 67.08 1257.6101 11 0.8 629.8128 2 28.06 16 1360 OB3614.raw 3.33E4 3 3 255 265

K.HADADNILVIQQGQATVTVANGNNR.K N 99.9 63.30 2618.3162 25 0.1 873.7794 3 29.99 16 1546 OB3614.raw 2.33E4 4 4 229 253

R.IPSGFISYILN(+.98)R.H N 99.9 61.99 1379.7449 12 -1.2 690.8789 2 35.80 16 2333 OB3614.raw 3.83E4 2 2 266 277 Deamidation
(NQ)

R.NNPFYFPSR.R N 99.9 53.18 1140.5352 9 -1.0 571.2743 2 31.04 16 1685 OB3614.raw 1.46E4 2 2 172 180

R.NTLEAAFNAEFNEIRR.V N 99.9 51.54 1893.9332 16 0.2 947.9741 2 33.60 16 2033 OB3614.raw 3.49E5 4 4 319 334

R.IVQIEAKPNTLVLPK.H Y 99.7 43.39 1662.0079 15 -0.6 555.0096 3 29.60 16 1498 OB3614.raw 3.46E5 5 5 214 228

R.IVQ(+.98)IEAKPNTLVLPK.H Y 99.6 38.31 1662.9919 15 -0.5 555.3376 3 29.87 16 1530 OB3614.raw 2.97E4 1 1 214 228 Deamidation
(NQ)

K.HADADNILVIQQGQ(+.98)ATVTVAN(+.98)GNNR.K N 99.4 36.54 2620.2842 25 7.1 874.4415 3 30.40 16 1600 OB3614.raw 5.44E3 1 1 229 253 Deamidation
(NQ)

R.IVQ(+.98)IEAKPN(+.98)TLVLPK.H Y 97.3 31.78 1663.9760 15 -1.8 555.6649 3 30.26 16 1581 OB3614.raw 1.3E4 1 1 214 228 Deamidation
(NQ)

K.PNTLVLPK.H N 96.0 29.96 880.5382 8 0.2 441.2765 2 28.01 16 1355 OB3614.raw 5.66E3 1 1 221 228

total 14 peptides

Q6PSU3|Q6PSU3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 16 #Spec #Spec
Sample 16 Start End PTM

R.NTLEAAFNAEFNEIR.R N 99.9 94.45 1737.8322 15 -0.6 869.9228 2 34.61 16 2170 OB3614.raw 3.74E4 1 1 313 327

R.DQSSYLQGFSR.N N 99.9 76.61 1286.5891 11 0.5 644.3022 2 30.21 16 1575 OB3614.raw 1.87E4 3 3 302 312

R.IPSGFISYILNR.H N 99.9 74.90 1378.7609 12 -0.9 690.3871 2 35.46 16 2286 OB3614.raw 3.13E5 3 3 260 271

R.DQSSYLQ(+.98)GFSR.N N 99.9 68.92 1287.5731 11 -0.7 644.7934 2 30.62 16 1629 OB3614.raw 1.42E4 1 1 302 312 Deamidation
(NQ)

K.SFNLDEGHALR.I N 99.9 67.08 1257.6101 11 0.8 629.8128 2 28.06 16 1360 OB3614.raw 3.33E4 3 3 249 259

K.HADADNILVIQQGQATVTVANGNNR.K N 99.9 63.30 2618.3162 25 0.1 873.7794 3 29.99 16 1546 OB3614.raw 2.33E4 4 4 223 247

R.IPSGFISYILN(+.98)R.H N 99.9 61.99 1379.7449 12 -1.2 690.8789 2 35.80 16 2333 OB3614.raw 3.83E4 2 2 260 271 Deamidation
(NQ)



R.NNPFYFPSR.R N 99.9 53.18 1140.5352 9 -1.0 571.2743 2 31.04 16 1685 OB3614.raw 1.46E4 2 2 166 174

R.NTLEAAFNAEFNEIRR.V N 99.9 51.54 1893.9332 16 0.2 947.9741 2 33.60 16 2033 OB3614.raw 3.49E5 4 4 313 328

R.IVQIEARPN(+.98)TLVLPK.H Y 99.4 37.01 1690.9980 15 -1.3 564.6725 3 30.26 16 1582 OB3614.raw 6.49E4 1 1 208 222 Deamidation
(NQ)

K.HADADNILVIQQGQ(+.98)ATVTVAN(+.98)GNNR.K N 99.4 36.54 2620.2842 25 7.1 874.4415 3 30.40 16 1600 OB3614.raw 5.44E3 1 1 223 247 Deamidation
(NQ)

R.IVQIEARPNTLVLPK.H Y 98.8 35.23 1690.0140 15 -1.3 564.3445 3 29.91 16 1536 OB3614.raw 6.24E4 2 2 208 222

R.IVQ(+.98)IEARPNTLVLPK.H Y 97.9 32.63 1690.9980 15 -2.4 564.6719 3 30.06 16 1556 OB3614.raw 6.85E4 2 2 208 222 Deamidation
(NQ)

R.PNTLVLPK.H N 96.0 29.96 880.5382 8 0.2 441.2765 2 28.01 16 1355 OB3614.raw 5.66E3 1 1 215 222

total 14 peptides

B3IXL2|B3IXL2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 16 #Spec #Spec
Sample 16 Start End PTM

R.NTLEAAFNAEFNEIR.R N 99.9 94.45 1737.8322 15 -0.6 869.9228 2 34.61 16 2170 OB3614.raw 3.74E4 1 1 313 327

R.DQSSYLQGFSR.N N 99.9 76.61 1286.5891 11 0.5 644.3022 2 30.21 16 1575 OB3614.raw 1.87E4 3 3 302 312

R.IPSGFISYILNR.H N 99.9 74.90 1378.7609 12 -0.9 690.3871 2 35.46 16 2286 OB3614.raw 3.13E5 3 3 260 271

R.DQSSYLQ(+.98)GFSR.N N 99.9 68.92 1287.5731 11 -0.7 644.7934 2 30.62 16 1629 OB3614.raw 1.42E4 1 1 302 312 Deamidation
(NQ)

K.SFNLDEGHALR.I N 99.9 67.08 1257.6101 11 0.8 629.8128 2 28.06 16 1360 OB3614.raw 3.33E4 3 3 249 259

K.HADADNILVIQQGQATVTVANGNNR.K N 99.9 63.30 2618.3162 25 0.1 873.7794 3 29.99 16 1546 OB3614.raw 2.33E4 4 4 223 247

R.IPSGFISYILN(+.98)R.H N 99.9 61.99 1379.7449 12 -1.2 690.8789 2 35.80 16 2333 OB3614.raw 3.83E4 2 2 260 271 Deamidation
(NQ)

R.NNPFYFPSR.R N 99.9 53.18 1140.5352 9 -1.0 571.2743 2 31.04 16 1685 OB3614.raw 1.46E4 2 2 166 174

R.NTLEAAFNAEFNEIRR.V N 99.9 51.54 1893.9332 16 0.2 947.9741 2 33.60 16 2033 OB3614.raw 3.49E5 4 4 313 328

R.IVQIEARPN(+.98)TLVLPK.H Y 99.4 37.01 1690.9980 15 -1.3 564.6725 3 30.26 16 1582 OB3614.raw 6.49E4 1 1 208 222 Deamidation
(NQ)

K.HADADNILVIQQGQ(+.98)ATVTVAN(+.98)GNNR.K N 99.4 36.54 2620.2842 25 7.1 874.4415 3 30.40 16 1600 OB3614.raw 5.44E3 1 1 223 247 Deamidation
(NQ)

R.IVQIEARPNTLVLPK.H Y 98.8 35.23 1690.0140 15 -1.3 564.3445 3 29.91 16 1536 OB3614.raw 6.24E4 2 2 208 222



R.IVQ(+.98)IEARPNTLVLPK.H Y 97.9 32.63 1690.9980 15 -2.4 564.6719 3 30.06 16 1556 OB3614.raw 6.85E4 2 2 208 222 Deamidation
(NQ)

R.PNTLVLPK.H N 96.0 29.96 880.5382 8 0.2 441.2765 2 28.01 16 1355 OB3614.raw 5.66E3 1 1 215 222

total 14 peptides

sp|P43237|ALL11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 16 #Spec #Spec
Sample 16 Start End PTM

R.NTLEAAFNAEFNEIR.R N 99.9 94.45 1737.8322 15 -0.6 869.9228 2 34.61 16 2170 OB3614.raw 3.74E4 1 1 313 327

R.DQSSYLQGFSR.N N 99.9 76.61 1286.5891 11 0.5 644.3022 2 30.21 16 1575 OB3614.raw 1.87E4 3 3 302 312

R.IPSGFISYILNR.H N 99.9 74.90 1378.7609 12 -0.9 690.3871 2 35.46 16 2286 OB3614.raw 3.13E5 3 3 260 271

R.DQSSYLQ(+.98)GFSR.N N 99.9 68.92 1287.5731 11 -0.7 644.7934 2 30.62 16 1629 OB3614.raw 1.42E4 1 1 302 312 Deamidation
(NQ)

K.SFNLDEGHALR.I N 99.9 67.08 1257.6101 11 0.8 629.8128 2 28.06 16 1360 OB3614.raw 3.33E4 3 3 249 259

K.HADADNILVIQQGQATVTVANGNNR.K N 99.9 63.30 2618.3162 25 0.1 873.7794 3 29.99 16 1546 OB3614.raw 2.33E4 4 4 223 247

R.IPSGFISYILN(+.98)R.H N 99.9 61.99 1379.7449 12 -1.2 690.8789 2 35.80 16 2333 OB3614.raw 3.83E4 2 2 260 271 Deamidation
(NQ)

R.NNPFYFPSR.R N 99.9 53.18 1140.5352 9 -1.0 571.2743 2 31.04 16 1685 OB3614.raw 1.46E4 2 2 166 174

R.NTLEAAFNAEFNEIRR.V N 99.9 51.54 1893.9332 16 0.2 947.9741 2 33.60 16 2033 OB3614.raw 3.49E5 4 4 313 328

R.IVQIEARPN(+.98)TLVLPK.H Y 99.4 37.01 1690.9980 15 -1.3 564.6725 3 30.26 16 1582 OB3614.raw 6.49E4 1 1 208 222 Deamidation
(NQ)

K.HADADNILVIQQGQ(+.98)ATVTVAN(+.98)GNNR.K N 99.4 36.54 2620.2842 25 7.1 874.4415 3 30.40 16 1600 OB3614.raw 5.44E3 1 1 223 247 Deamidation
(NQ)

R.IVQIEARPNTLVLPK.H Y 98.8 35.23 1690.0140 15 -1.3 564.3445 3 29.91 16 1536 OB3614.raw 6.24E4 2 2 208 222

R.IVQ(+.98)IEARPNTLVLPK.H Y 97.9 32.63 1690.9980 15 -2.4 564.6719 3 30.06 16 1556 OB3614.raw 6.85E4 2 2 208 222 Deamidation
(NQ)

R.PNTLVLPK.H N 96.0 29.96 880.5382 8 0.2 441.2765 2 28.01 16 1355 OB3614.raw 5.66E3 1 1 215 222

total 14 peptides

E9LFF0|E9LFF0_ARAHY back to list

| Protein Coverage | Supporting Peptides |



Protein Coverage:

Supporting Peptides:

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

Area
Sample

16
#Spec

#Spec
Sample

16
Start End PTM

R.N(+.98)GIYSPHWNNNANSIIYGLR.G N 99.9 87.35 2303.1084 20 0.0 1152.5615 2 33.00 16 1949 OB3614.raw 3.35E6 4 4 48 67 Deamidation
(NQ)

R.N(+.98)GIYSPHWN(+.98)NNANSIIYGLR.G N 99.9 85.18 2304.0923 20 0.5 1153.0540 2 33.78 16 2057 OB3614.raw 8.07E4 3 3 48 67 Deamidation
(NQ)

R.ADFYNPAAGR.I N 99.9 78.55 1080.4988 10 -0.2 541.2565 2 28.13 16 1365 OB3614.raw 2.72E5 9 9 12 21

K.QAGNEGFEYVAFK.T N 99.9 78.02 1458.6779 13 2.2 730.3478 2 31.34 16 1725 OB3614.raw 2.51E5 2 2 104 116

R.N(+.98)GIYSPHWNNN(+.98)ANSIIYGLR.G N 99.9 76.35 2304.0923 20 2.3 769.0398 3 33.86 16 2067 OB3614.raw 1.51E6 1 1 48 67 Deamidation
(NQ)

R.EGQILLVPQNFAVGK.Q N 99.9 75.27 1611.8984 15 0.7 806.9571 2 33.16 16 1971 OB3614.raw 2.98E6 8 8 89 103

R.N(+.98)GIYSPHWNN(+.98)NANSIIYGLR.G N 99.9 71.76 2304.0923 20 3.4 769.0406 3 34.43 16 2145 OB3614.raw 1.51E6 1 1 48 67 Deamidation
(NQ)

R.EGQILLVPQN(+.98)FAVGK.Q N 99.9 66.75 1612.8824 15 1.8 807.4500 2 33.59 16 2031 OB3614.raw 7.07E5 1 1 89 103 Deamidation
(NQ)

R.NGIYSPHWNNNANSIIYGLR.G N 99.9 63.64 2302.1243 20 1.2 768.3829 3 32.41 16 1869 OB3614.raw 7.95E5 3 3 48 67

R.N(+.98)GIYSPHWNN(+.98)N(+.98)ANSIIYGLR.G N 99.9 59.14 2305.0764 20 4.7 1153.5509 2 34.23 16 2118 OB3614.raw 0 1 1 48 67 Deamidation
(NQ)

R.NGIYSP(+15.99)HWN(+.98)N(+.98)NANSIIYGLR.G N 99.9 53.43 2320.0872 20 -0.2 774.3695 3 33.12 16 1967 OB3614.raw 2.43E4 1 1 48 67

Hydroxylation
Pro;
Deamidation
(NQ)

R.EGQILLVPQ(+.98)N(+.98)FAVGK.Q N 99.9 48.64 1613.8665 15 -1.4 807.9394 2 33.95 16 2080 OB3614.raw 5.92E4 1 1 89 103 Deamidation
(NQ)

W.NNNANSIIYGLR.G N 99.9 48.02 1347.6895 12 -0.7 674.8516 2 30.39 16 1599 OB3614.raw 5.03E3 1 1 56 67

R.ADFYN(+.98)PAAGR.I N 99.8 46.71 1081.4828 10 4.4 541.7510 2 28.43 16 1394 OB3614.raw 1.31E3 1 1 12 21 Deamidation
(NQ)

R.ASISHLK.Q Y 99.7 41.04 754.4337 7 -1.9 378.2234 2 18.42 16 851 OB3614.raw 1.88E4 3 3 121 127

N.SLTFPILR.W N 99.6 38.49 945.5647 8 -0.2 473.7895 2 32.94 16 1941 OB3614.raw 2.01E5 1 1 27 34

R.NGIYSP(+15.99)HWNNNANSIIYGLR.G N 99.6 38.47 2318.1191 20 1.8 773.7150 3 30.99 16 1679 OB3614.raw 4.98E4 2 2 48 67 Hydroxylation
Pro

N.NNANSIIYGLR.G N 99.5 37.32 1233.6466 11 -0.6 617.8302 2 30.41 16 1602 OB3614.raw 2.71E3 1 1 57 67

R.NGIYSP(+15.99)HWNN(+.98)NANSIIYGLR.G N 98.1 33.03 2319.1033 20 -2.8 774.0396 3 32.20 16 1841 OB3614.raw 7.21E4 1 1 48 67

Hydroxylation
Pro;
Deamidation
(NQ)



R.N(+.98)GIYSPHWNNNAN.S N 96.0 29.62 1500.6382 13 1.1 751.3272 2 30.11 16 1562 OB3614.raw 5.15E3 1 1 48 60 Deamidation
(NQ)

Y.SPHWNNNANSIIYGLR.G N 95.8 27.91 1854.9125 16 1.0 619.3121 3 30.94 16 1673 OB3614.raw 9.26E3 1 1 52 67

R.N(+.98)GIYSP(+15.99)HWNNNANSIIYGLR.G N 95.7 27.70 2319.1033 20 -2.9 774.0395 3 32.52 16 1884 OB3614.raw 7.21E4 1 1 48 67

Deamidation
(NQ);
Hydroxylation
Pro

total 22 peptides

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

16
#Spec

#Spec
Sample

16
Start End PTM

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 58.89 2540.2910 23 -0.7 847.7704 3 31.89 16 1800 OB3614.raw 2.14E5 2 2 443 465

K.TANDLNLLILR.W Y 99.9 52.76 1254.7296 11 -0.2 628.3719 2 33.60 16 2034 OB3614.raw 2.87E4 1 1 385 395

K.TDSRPSIANLAGENSIIDNLPEEVVANSYGLPR.E Y 99.9 51.78 3510.7590 33 1.3 1171.2618 3 35.55 16 2298 OB3614.raw 3.33E5 3 3 478 510

R.NALFVPHYNTNAHSIIYALR.G N 99.9 49.74 2313.2019 20 -2.0 772.0731 3 31.44 16 1739 OB3614.raw 1E6 8 8 409 428

R.SPDIYNPQAGSLK.T N 99.6 39.85 1388.6936 13 -1.9 695.3528 2 28.20 16 1373 OB3614.raw 4.6E3 2 2 372 384

N.GIEETIC(+57.02)TASVK.K Y 99.6 38.91 1306.6438 12 0.9 654.3298 2 28.57 16 1408 OB3614.raw 2.15E3 1 1 353 364 Carbamidomethylation

total 6 peptides

B5TYU1|B5TYU1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

16 #Spec #Spec Sample
16 Start End PTM

K.TDSRPSIANLAGENSVIDNLPEEVVANSYGLPR.E Y 99.9 62.78 3496.7434 33 1.1 1166.5897 3 35.20 16 2249 OB3614.raw 1.36E5 2 2 471 503

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 58.89 2540.2910 23 -0.7 847.7704 3 31.89 16 1800 OB3614.raw 2.14E5 2 2 436 458

K.TANELNLLILR.W N 99.9 58.89 1268.7452 11 -1.0 635.3793 2 33.92 16 2076 OB3614.raw 1.08E4 1 1 378 388

R.NALFVPHYNTNAHSIIYALR.G N 99.9 49.74 2313.2019 20 -2.0 772.0731 3 31.44 16 1739 OB3614.raw 1E6 8 8 402 421

R.SPDIYNPQAGSLK.T N 99.6 39.85 1388.6936 13 -1.9 695.3528 2 28.20 16 1373 OB3614.raw 4.6E3 2 2 365 377

total 5 peptides

A1DZF0|A1DZF0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

16 #Spec #Spec Sample
16 Start End PTM

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E Y 99.9 60.28 3544.7434 33 0.2 1182.5886 3 35.89 16 2345 OB3614.raw 2.07E5 2 2 470 502

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 58.89 2540.2910 23 -0.7 847.7704 3 31.89 16 1800 OB3614.raw 2.14E5 2 2 435 457

K.TANELNLLILR.W N 99.9 58.89 1268.7452 11 -1.0 635.3793 2 33.92 16 2076 OB3614.raw 1.08E4 1 1 377 387

R.NALFVPHYNTNAHSIIYALR.G N 99.9 49.74 2313.2019 20 -2.0 772.0731 3 31.44 16 1739 OB3614.raw 1E6 8 8 401 420

R.SPDIYNPQAGSLK.T N 99.6 39.85 1388.6936 13 -1.9 695.3528 2 28.20 16 1373 OB3614.raw 4.6E3 2 2 364 376

total 5 peptides

Q2KPX7|Q2KPX7_ARAHY back to list

| Protein Coverage | Supporting Peptides |



Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 16 #Spec #Spec Sample 16 Start End PTM

R.EGSAISVQRQILR.R Y 89.8 25.07 1455.8157 13 -2.2 486.2781 3 36.93 16 2486 OB3614.raw 1.08E4 1 1 37 49

total 1 peptides

Q2KQ57|Q2KQ57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 16 #Spec #Spec Sample 16 Start End PTM

R.EGSAISVQRQILR.R Y 89.8 25.07 1455.8157 13 -2.2 486.2781 3 36.93 16 2486 OB3614.raw 1.08E4 1 1 37 49

total 1 peptides

Q2KQ05|Q2KQ05_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 16 #Spec #Spec Sample 16 Start End PTM

R.EGSAISVQRQILR.R Y 89.8 25.07 1455.8157 13 -2.2 486.2781 3 36.93 16 2486 OB3614.raw 1.08E4 1 1 38 50

total 1 peptides

Q2KPY0|Q2KPY0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 16 #Spec #Spec Sample 16 Start End PTM

R.EGSAISVQRQILR.R Y 89.8 25.07 1455.8157 13 -2.2 486.2781 3 36.93 16 2486 OB3614.raw 1.08E4 1 1 38 50

total 1 peptides

Peptide List

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_109%20spot15/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot I from DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 3039
# of MS/MS scans 2326

Table 2. Result filtration parameters.
Peptide -10lgP ≥23
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 15
Peptide sequences 10
Protein groups 2
Proteins 5
Proteins (#Unique Peptides) 0 (>2); 0 (=2); 5 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 7

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

Carbamidomethyl 57.02 C 3 53.00 4.46E3 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 29 10 0 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99

Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3627.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

Protein List



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

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 29

Area
Sample 29 #Peptides #Unique #Spec

Sample 29 PTM Avg.
Mass Description

1 15 Q647H3|Q647H3_ARAHY 99.1 129.86 17 17 4.46E3 6 1 8 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=2 SV=1

8 418 G3GD57|G3GD57_ARAHY 21.5 23.73 2 2 1.39E4 1 1 1 N 37502 Diacylglycerol acyltransferase type 2 OS=Arachis hy
pogaea GN=DGAT2a PE=2 SV=1

8 422 G3GD58|G3GD58_ARAHY 21.5 23.73 2 2 1.39E4 1 1 1 N 37540 Diacylglycerol acyltransferase type 2 OS=Arachis hy
pogaea GN=DGAT2b PE=2 SV=1

8 417 G3GD60|G3GD60_ARAHY 21.5 23.73 2 2 1.39E4 1 1 1 N 37528 Diacylglycerol acyltransferase type 2 OS=Arachis hy
pogaea GN=DGAT2d PE=2 SV=1

8 416 G3GD59|G3GD59_ARAHY 21.5 23.73 2 2 1.39E4 1 1 1 N 37556 Diacylglycerol acyltransferase type 2 OS=Arachis hy
pogaea GN=DGAT2c PE=2 SV=1

total 5 proteins

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

29 #Spec #Spec
Sample 29 Start End PTM

R.SPDIYNPQAGSLK.T N 99.9 61.20 1388.6936 13 0.1 695.3541 2 27.34 29 1404 OB3627.raw 5.49E3 2 2 372 384

N.GIEETIC(+57.02)TASVK.K Y 99.9 53.00 1306.6438 12 -1.0 654.3285 2 27.79 29 1427 OB3627.raw 4.46E3 2 2 353 364 Carbamidomethylation

K.SQSDNFEYVAFK.T N 99.8 50.52 1433.6462 12 2.0 717.8318 2 30.38 29 1576 OB3627.raw 2.65E3 1 1 466 477

K.TANDLNLLILR.W N 97.6 37.18 1254.7296 11 -2.1 628.3708 2 32.93 29 1737 OB3627.raw 2.58E3 1 1 385 395

R.VYDEELQEGHVLVVPQNFAVAGK.S N 92.0 31.70 2540.2910 23 1.4 847.7721 3 31.26 29 1631 OB3627.raw 3.66E3 1 1 443 465

R.NALFVPHYNTNAHSIIYALR.G N 73.8 28.70 2313.2019 20 1.5 772.0757 3 30.75 29 1601 OB3627.raw 5.97E3 1 1 409 428

total 6 peptides

G3GD57|G3GD57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 29 #Spec #Spec Sample 29 Start End PTM

K.LILNFAR.A Y 57.4 23.73 845.5123 7 -6.3 423.7607 2 34.81 29 1878 OB3627.raw 1.39E4 1 1 252 258

total 1 peptides

G3GD58|G3GD58_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 29 #Spec #Spec Sample 29 Start End PTM

K.LILNFAR.A Y 57.4 23.73 845.5123 7 -6.3 423.7607 2 34.81 29 1878 OB3627.raw 1.39E4 1 1 252 258

total 1 peptides

G3GD60|G3GD60_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 29 #Spec #Spec Sample 29 Start End PTM

K.LILNFAR.A Y 57.4 23.73 845.5123 7 -6.3 423.7607 2 34.81 29 1878 OB3627.raw 1.39E4 1 1 252 258

total 1 peptides

G3GD59|G3GD59_ARAHY back to list

| Protein Coverage | Supporting Peptides |



Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 29 #Spec #Spec Sample 29 Start End PTM

K.LILNFAR.A Y 57.4 23.73 845.5123 7 -6.3 423.7607 2 34.81 29 1878 OB3627.raw 1.39E4 1 1 252 258

total 1 peptides

Peptide List
 

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_124%20spot28/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

Spot J from DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


(a) (b)

Table 1. Statistics of data.
# of MS scans 3063
# of MS/MS scans 1961

Table 2. Result filtration parameters.
Peptide -10lgP ≥32
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 113
Peptide sequences 33
Protein groups 2
Proteins 10
Proteins (#Unique Peptides) 0 (>2); 0 (=2); 10 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 26

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

Carbamidomethyl 57.02 C 7 60.50 6.36E3 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 30 33 0 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99

Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3628.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



Protein List

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

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 30

Area
Sample 30 #Peptides #Unique #Spec

Sample 30 PTM Avg.
Mass Description

23 59 Q647H1|Q647H1_ARAHY 70.9 41.92 1 1 4.36E3 1 1 1 N 75933 Conarachin OS=Arachis hypogaea PE=2 
SV=1

11 34 O82580|O82580_ARAHY 62.8 39.85 3 3 2.48E3 1 1 1 N 58350 Glycinin (Fragment) OS=Arachis hypogae
a GN=Arah3 PE=2 SV=1

11 13 Q9FZ11|Q9FZ11_ARAHY 62.8 39.85 2 2 2.48E3 1 1 1 N 60449 Gly1 OS=Arachis hypogaea GN=Gly1 PE
=2 SV=1

11 2 A1DZF0|A1DZF0_ARAHY 62.8 39.85 2 2 2.48E3 1 1 1 N 60375 Arachin 6 OS=Arachis hypogaea PE=2 S
V=1

11 3 B5TYU1|B5TYU1_ARAHY 62.8 39.85 2 2 2.48E3 1 1 1 N 60624 Arachin Arah3 isoform OS=Arachis hypog
aea PE=1 SV=1

11 5 Q5I6T2|Q5I6T2_ARAHY 62.8 39.85 2 2 2.48E3 1 1 1 N 60736 Arachin Ahy-4 OS=Arachis hypogaea PE=
2 SV=1

11 7 Q647H4|Q647H4_ARAHY 62.8 39.85 2 2 2.48E3 1 1 1 N 61506 Arachin Ahy-1 OS=Arachis hypogaea PE=
2 SV=1

11 12 Q6T2T4|Q6T2T4_ARAHY 62.8 39.85 2 2 2.48E3 1 1 1 N 61499 Storage protein OS=Arachis hypogaea PE
=2 SV=1

11 15 Q647H3|Q647H3_ARAHY 62.8 39.85 2 2 2.48E3 1 1 1 N 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=
2 SV=1

11 10 Q8LKN1|Q8LKN1_ARAHY 62.8 39.85 2 2 2.48E3 1 1 1 N 61738 Allergen Arah3/Arah4 OS=Arachis hypog
aea PE=3 SV=1

total 10 proteins

Q647H1|Q647H1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 30 #Spec #Spec Sample 30 Start End PTM

R.LNALTPDNR.I Y 99.6 41.92 1012.5302 9 -2.0 507.2714 2 24.72 30 1139 OB3628.raw 4.36E3 1 1 38 46

total 1 peptides



O82580|O82580_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 30 #Spec #Spec Sample 30 Start End PTM

R.SPDIYNPQAGSLK.T Y 99.3 39.85 1388.6936 13 1.9 695.3554 2 27.67 30 1309 OB3628.raw 2.48E3 1 1 342 354

total 1 peptides

Q9FZ11|Q9FZ11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 30 #Spec #Spec Sample 30 Start End PTM

R.SPDIYNPQAGSLK.T Y 99.3 39.85 1388.6936 13 1.9 695.3554 2 27.67 30 1309 OB3628.raw 2.48E3 1 1 364 376

total 1 peptides

A1DZF0|A1DZF0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 30 #Spec #Spec Sample 30 Start End PTM

R.SPDIYNPQAGSLK.T Y 99.3 39.85 1388.6936 13 1.9 695.3554 2 27.67 30 1309 OB3628.raw 2.48E3 1 1 364 376

total 1 peptides

B5TYU1|B5TYU1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 30 #Spec #Spec Sample 30 Start End PTM

R.SPDIYNPQAGSLK.T Y 99.3 39.85 1388.6936 13 1.9 695.3554 2 27.67 30 1309 OB3628.raw 2.48E3 1 1 365 377

total 1 peptides

Q5I6T2|Q5I6T2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 30 #Spec #Spec Sample 30 Start End PTM

R.SPDIYNPQAGSLK.T Y 99.3 39.85 1388.6936 13 1.9 695.3554 2 27.67 30 1309 OB3628.raw 2.48E3 1 1 365 377

total 1 peptides

Q647H4|Q647H4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 30 #Spec #Spec Sample 30 Start End PTM

R.SPDIYNPQAGSLK.T Y 99.3 39.85 1388.6936 13 1.9 695.3554 2 27.67 30 1309 OB3628.raw 2.48E3 1 1 371 383

total 1 peptides

Q6T2T4|Q6T2T4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 30 #Spec #Spec Sample 30 Start End PTM

R.SPDIYNPQAGSLK.T Y 99.3 39.85 1388.6936 13 1.9 695.3554 2 27.67 30 1309 OB3628.raw 2.48E3 1 1 371 383

total 1 peptides

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 30 #Spec #Spec Sample 30 Start End PTM

R.SPDIYNPQAGSLK.T Y 99.3 39.85 1388.6936 13 1.9 695.3554 2 27.67 30 1309 OB3628.raw 2.48E3 1 1 372 384

total 1 peptides

Q8LKN1|Q8LKN1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 30 #Spec #Spec Sample 30 Start End PTM

R.SPDIYNPQAGSLK.T Y 99.3 39.85 1388.6936 13 1.9 695.3554 2 27.67 30 1309 OB3628.raw 2.48E3 1 1 371 383

total 1 peptides

Peptide List

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_121%20spot29/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot L from DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 3101
# of MS/MS scans 1701

Table 2. Result filtration parameters.
Peptide -10lgP ≥28
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 116
Peptide sequences 53
Protein groups 1
Proteins 1
Proteins (#Unique Peptides) 1 (>2); 0 (=2); 0 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 28

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

Oxidation 15.99 M 6 50.01 1.2E3 1000.00

HydPro 15.99 P 5 46.85 9.01E3 45.01

Carbamidomethyl 57.02 C 4 63.76 2.09E4 1000.00

Deamidation .98 Q 3 34.33 1.4E4 0.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 28 52 1 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
 Deamidation (NQ): 0.98
 Oxidation (M): 15.99
 Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3626.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

Protein List



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

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 28

Area Sample
28 #Peptides #Unique #Spec

Sample 28 PTM Avg.
Mass Description

2 2 A1DZF0|A1DZF0_ARAHY 99.1 122.66 17 17 2.76E4 7 3 13 Y 60375 Arachin 6 OS=Arachis hypogaea 
PE=2 SV=1

total 1 proteins

A1DZF0|A1DZF0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

28
#Spec

#Spec
Sample

28
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 59.56 1540.7673 13 -2.8 771.3888 2 32.63 28 1887 OB3626.raw 2.51E3 2 2 388 400

R.SLPLSP(+15.99)YSP(+15.99)QPGQE.D Y 99.9 46.85 1530.7201 14 1.4 766.3684 2 28.68 28 1477 OB3626.raw 9.01E3 2 2 220 233 Hydroxylation
Pro

R.SLPLSP(+15.99)YSP(+15.99)Q(+.98)PGQE.D Y 98.8 34.33 1531.7041 14 -2.1 766.8577 2 28.88 28 1498 OB3626.raw 1.4E4 2 2 220 233

Hydroxylation
Pro;
Deamidation
(NQ)

R.SPDIYNPQAGSLK.T N 98.8 34.28 1388.6936 13 -0.9 695.3535 2 27.00 28 1360 OB3626.raw 2.78E3 1 1 364 376

R.VYDEELQEGHVLVVPQNFAVAGK.S N 98.7 34.04 2540.2910 23 -1.1 847.7700 3 30.93 28 1706 OB3626.raw 3.95E4 1 1 435 457

R.FNLAGNHEQEFLR.Y N 98.1 32.19 1573.7637 13 -1.0 525.5947 3 28.48 28 1457 OB3626.raw 1.02E5 3 3 196 208

R.SLPLSP(+15.99)YSP(+15.99)Q(+.98)PGQED.R Y 97.8 31.88 1646.7311 15 0.1 824.3729 2 29.03 28 1512 OB3626.raw 4.63E3 1 1 220 234

Hydroxylation
Pro;
Deamidation
(NQ)

K.TANELNLLILR.W Y 94.5 28.62 1268.7452 11 0.7 635.3803 2 32.90 28 1905 OB3626.raw 0 1 1 377 387

total 8 peptides

Peptide List
 

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_120%20spot27/peptides.html


Prepared with PEAKS ™ (bioinfor.com)



Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot M from DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 3083
# of MS/MS scans 2455

Table 2. Result filtration parameters.
Peptide -10lgP ≥31
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 341
Peptide sequences 62
Protein groups 3
Proteins 11
Proteins (#Unique Peptides) 0 (>2); 9 (=2); 2 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 63

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

Carbamidomethyl 57.02 C 8 59.40 3.12E4 1000.00

Deamidation .98 Q 2 42.14 4.24E4 1000.00

Oxidation 15.99 M 2 48.04 4.42E3 36.33

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 26 60 2 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
  Deamidation (NQ): 0.98
  Oxidation (M): 15.99
  Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3624.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

Protein List



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

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 26

Area
Sample

26
#Peptides #Unique

#Spec
Sample

26
PTM Avg.

Mass Description

6 15 Q647H3|Q647H3_ARAHY 99.1 132.13 17 17 8.07E3 5 1 10 N 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=2 SV=1

7 2 A1DZF0|A1DZF0_ARAHY 99.1 127.52 20 20 1.83E3 6 1 11 N 60375 Arachin 6 OS=Arachis hypogaea PE=2 SV=1

5 122 E9LFE7|E9LFE7_ARAHY 84.1 89.31 21 21 5.75E5 2 2 39 Y 15873 7S conarachin (Fragment) OS=Arachis hypogaea PE
=2 SV=1

5 69 Q6PSU5|Q6PSU5_ARAHY 84.1 89.31 10 10 5.75E5 2 2 39 Y 33604 Conarachin (Fragment) OS=Arachis hypogaea PE=2
SV=1

5 57 Q6PSU6|Q6PSU6_ARAHY 84.1 89.31 10 10 5.75E5 2 2 39 Y 34133 Conarachin (Fragment) OS=Arachis hypogaea PE=2
SV=1

5 27 Q6PSU4|Q6PSU4_ARAHY 84.1 89.31 7 7 5.75E5 2 2 39 Y 48095 Conarachin (Fragment) OS=Arachis hypogaea PE=2
SV=1

5 26 Q6PSU3|Q6PSU3_ARAHY 84.1 89.31 5 5 5.75E5 2 2 39 Y 66575 Conarachin (Fragment) OS=Arachis hypogaea PE=4
SV=1

5 23 B3IXL2|B3IXL2_ARAHY 84.1 89.31 5 5 5.75E5 2 2 39 Y 70283 Main allergen Ara h1 OS=Arachis hypogaea PE=2 S
V=1

5 21 sp|P43237|ALL11_ARAHY 84.1 89.31 5 5 5.75E5 2 2 39 Y 70283 Allergen Ara h 1, clone P17 OS=Arachis hypogaea P
E=1 SV=1

5 18 N1NG13|N1NG13_ARAHY 84.1 89.31 5 5 5.75E5 2 2 39 Y 71345 Seed storage protein Ara h1 OS=Arachis hypogaea 
GN=ARAX_AHF417E07-017 PE=4 SV=1

5 20 sp|P43238|ALL12_ARAHY 84.1 89.31 5 5 5.75E5 2 2 39 Y 71345 Allergen Ara h 1, clone P41B OS=Arachis hypogaea 
PE=1 SV=1

total 11 proteins

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

26 #Spec #Spec
Sample 26 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 68.43 1540.7673 13 -3.6 771.3882 2 32.58 26 2055 OB3624.raw 2.33E4 3 3 396 408

K.TANDLNLLILR.W N 99.9 53.61 1254.7296 11 -0.7 628.3716 2 32.08 26 1993 OB3624.raw 1.25E4 2 2 385 395

K.TDSRPSIANLAGENSIIDNLPEEVVANSYGLPR.E Y 99.4 36.34 3510.7590 33 -2.5 1171.2573 3 34.72 26 2295 OB3624.raw 8.07E3 1 1 478 510

R.SPDIYNPQAGSLK.T N 99.3 34.97 1388.6936 13 -1.4 695.3531 2 27.03 26 1450 OB3624.raw 5.19E3 2 2 372 384



R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.3 34.93 2540.2910 23 0.2 847.7711 3 31.25 26 1889 OB3624.raw 4.44E4 2 2 443 465

total 5 peptides

A1DZF0|A1DZF0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area

Sample 26 #Spec #Spec
Sample 26 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 68.43 1540.7673 13 -3.6 771.3882 2 32.58 26 2055 OB3624.raw 2.33E4 3 3 388 400

K.TANELNLLILR.W N 99.9 49.58 1268.7452 11 -1.8 635.3787 2 32.40 26 2032 OB3624.raw 2.54E3 2 2 377 387

R.SPDIYNPQAGSLK.T N 99.3 34.97 1388.6936 13 -1.4 695.3531 2 27.03 26 1450 OB3624.raw 5.19E3 2 2 364 376

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.3 34.93 2540.2910 23 0.2 847.7711 3 31.25 26 1889 OB3624.raw 4.44E4 2 2 435 457

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E Y 98.9 32.60 3544.7434 33 0.6 1182.5891 3 35.11 26 2340 OB3624.raw 1.83E3 1 1 470 502

K.SQSENFEYVAFK.T N 98.8 31.23 1447.6619 12 0.2 724.8384 2 29.83 26 1716 OB3624.raw 2.54E3 1 1 458 469

total 6 peptides

E9LFE7|E9LFE7_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

26 #Spec #Spec Sample
26 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.9 63.87 1375.6619 13 -0.6 688.8378 2 28.18 26 1547 OB3624.raw 4.02E5 31 31 80 92

R.IFLAGDKDNVIDQIEK.Q Y 99.9 50.88 1816.9570 16 -1.2 606.6589 3 30.55 26 1798 OB3624.raw 1.29E5 6 6 61 76

K.DLAFPGSGEQ(+.98)VEK.L Y 99.8 42.14 1376.6459 13 2.7 689.3321 2 28.92 26 1625 OB3624.raw 4.43E4 2 2 80 92 Deamidation
(NQ)

total 3 peptides



Q6PSU5|Q6PSU5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

26 #Spec #Spec Sample
26 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.9 63.87 1375.6619 13 -0.6 688.8378 2 28.18 26 1547 OB3624.raw 4.02E5 31 31 240 252

R.IFLAGDKDNVIDQIEK.Q Y 99.9 50.88 1816.9570 16 -1.2 606.6589 3 30.55 26 1798 OB3624.raw 1.29E5 6 6 221 236

K.DLAFPGSGEQ(+.98)VEK.L Y 99.8 42.14 1376.6459 13 2.7 689.3321 2 28.92 26 1625 OB3624.raw 4.43E4 2 2 240 252 Deamidation
(NQ)

total 3 peptides

Q6PSU6|Q6PSU6_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

26 #Spec #Spec Sample
26 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.9 63.87 1375.6619 13 -0.6 688.8378 2 28.18 26 1547 OB3624.raw 4.02E5 31 31 244 256

R.IFLAGDKDNVIDQIEK.Q Y 99.9 50.88 1816.9570 16 -1.2 606.6589 3 30.55 26 1798 OB3624.raw 1.29E5 6 6 225 240

K.DLAFPGSGEQ(+.98)VEK.L Y 99.8 42.14 1376.6459 13 2.7 689.3321 2 28.92 26 1625 OB3624.raw 4.43E4 2 2 244 256 Deamidation
(NQ)

total 3 peptides

Q6PSU4|Q6PSU4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

26 #Spec #Spec Sample
26 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.9 63.87 1375.6619 13 -0.6 688.8378 2 28.18 26 1547 OB3624.raw 4.02E5 31 31 362 374

R.IFLAGDKDNVIDQIEK.Q Y 99.9 50.88 1816.9570 16 -1.2 606.6589 3 30.55 26 1798 OB3624.raw 1.29E5 6 6 343 358

K.DLAFPGSGEQ(+.98)VEK.L Y 99.8 42.14 1376.6459 13 2.7 689.3321 2 28.92 26 1625 OB3624.raw 4.43E4 2 2 362 374 Deamidation
(NQ)

total 3 peptides

Q6PSU3|Q6PSU3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

26 #Spec #Spec Sample
26 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.9 63.87 1375.6619 13 -0.6 688.8378 2 28.18 26 1547 OB3624.raw 4.02E5 31 31 555 567

R.IFLAGDKDNVIDQIEK.Q Y 99.9 50.88 1816.9570 16 -1.2 606.6589 3 30.55 26 1798 OB3624.raw 1.29E5 6 6 536 551

K.DLAFPGSGEQ(+.98)VEK.L Y 99.8 42.14 1376.6459 13 2.7 689.3321 2 28.92 26 1625 OB3624.raw 4.43E4 2 2 555 567 Deamidation
(NQ)

total 3 peptides

B3IXL2|B3IXL2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

26 #Spec #Spec Sample
26 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.9 63.87 1375.6619 13 -0.6 688.8378 2 28.18 26 1547 OB3624.raw 4.02E5 31 31 555 567

R.IFLAGDKDNVIDQIEK.Q Y 99.9 50.88 1816.9570 16 -1.2 606.6589 3 30.55 26 1798 OB3624.raw 1.29E5 6 6 536 551

K.DLAFPGSGEQ(+.98)VEK.L Y 99.8 42.14 1376.6459 13 2.7 689.3321 2 28.92 26 1625 OB3624.raw 4.43E4 2 2 555 567 Deamidation
(NQ)

total 3 peptides

sp|P43237|ALL11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

26 #Spec #Spec Sample
26 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.9 63.87 1375.6619 13 -0.6 688.8378 2 28.18 26 1547 OB3624.raw 4.02E5 31 31 555 567

R.IFLAGDKDNVIDQIEK.Q Y 99.9 50.88 1816.9570 16 -1.2 606.6589 3 30.55 26 1798 OB3624.raw 1.29E5 6 6 536 551

K.DLAFPGSGEQ(+.98)VEK.L Y 99.8 42.14 1376.6459 13 2.7 689.3321 2 28.92 26 1625 OB3624.raw 4.43E4 2 2 555 567 Deamidation
(NQ)

total 3 peptides



N1NG13|N1NG13_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

26 #Spec #Spec Sample
26 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.9 63.87 1375.6619 13 -0.6 688.8378 2 28.18 26 1547 OB3624.raw 4.02E5 31 31 560 572

R.IFLAGDKDNVIDQIEK.Q Y 99.9 50.88 1816.9570 16 -1.2 606.6589 3 30.55 26 1798 OB3624.raw 1.29E5 6 6 541 556

K.DLAFPGSGEQ(+.98)VEK.L Y 99.8 42.14 1376.6459 13 2.7 689.3321 2 28.92 26 1625 OB3624.raw 4.43E4 2 2 560 572 Deamidation
(NQ)

total 3 peptides

sp|P43238|ALL12_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score
(%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample

26 #Spec #Spec Sample
26 Start End PTM

K.DLAFPGSGEQVEK.L Y 99.9 63.87 1375.6619 13 -0.6 688.8378 2 28.18 26 1547 OB3624.raw 4.02E5 31 31 560 572



R.IFLAGDKDNVIDQIEK.Q Y 99.9 50.88 1816.9570 16 -1.2 606.6589 3 30.55 26 1798 OB3624.raw 1.29E5 6 6 541 556

K.DLAFPGSGEQ(+.98)VEK.L Y 99.8 42.14 1376.6459 13 2.7 689.3321 2 28.92 26 1625 OB3624.raw 4.43E4 2 2 560 572 Deamidation
(NQ)

total 3 peptides

Peptide List
 

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_123%20spot25/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot N from DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 3030
# of MS/MS scans 2075

Table 2. Result filtration parameters.
Peptide -10lgP ≥19
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 299
Peptide sequences 64
Protein groups 7
Proteins 9
Proteins (#Unique Peptides) 3 (>2); 1 (=2); 5 (=1);
FDR (Peptide-Spectrum Matches) 0.0%
FDR (Peptide Sequences) 0.0%
FDR (Protein) 0.0%
De Novo Only Spectra 29

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

Carbamidomethyl 57.02 C 21 63.92 7.44E4 1000.00

Deamidation .98 NQ 13 71.20 2.46E4 54.70

HydPro 15.99 P 2 22.67 1.42E4 1000.00

Oxidation 15.99 M 1 34.41 3.37E3 1000.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 25 61 3 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
  Deamidation (NQ): 0.98
  Oxidation (M): 15.99
  Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3623.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

Protein List

Protein Accession Contains:



Protein Description Contains:
Protein Sample Area >=
Protein Ptm Contains:

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 25

Area
Sample 25 #Peptides #Unique #Spec

Sample 25 PTM Avg.
Mass Description

5 3 B5TYU1|B5TYU1_ARAHY 99.1 230.11 30 30 1.63E4 16 1 152 Y 60624 Arachin Arah3 isoform OS=Arachis hypog
aea PE=1 SV=1

1 2 A1DZF0|A1DZF0_ARAHY 99.1 228.54 32 32 3.04E4 17 1 166 Y 60375 Arachin 6 OS=Arachis hypogaea PE=2 S
V=1

2 15 Q647H3|Q647H3_ARAHY 99.1 227.16 29 29 9.39E4 16 1 164 Y 61532 Arachin Ahy-2 OS=Arachis hypogaea PE
=2 SV=1

3 13 Q9FZ11|Q9FZ11_ARAHY 99.1 226.44 26 26 5.57E4 16 2 161 Y 60449 Gly1 OS=Arachis hypogaea GN=Gly1 PE
=2 SV=1

6 7 Q647H4|Q647H4_ARAHY 99.1 217.96 29 29 8.49E4 17 4 137 Y 61506 Arachin Ahy-1 OS=Arachis hypogaea PE
=2 SV=1

6 12 Q6T2T4|Q6T2T4_ARAHY 99.1 217.96 29 29 8.49E4 17 4 137 Y 61499 Storage protein OS=Arachis hypogaea P
E=2 SV=1

11 41 Q6IWG5|Q6IWG5_ARAHY 98.7 93.26 9 9 3.09E4 4 1 7 Y 58061 Glycinin (Fragment) OS=Arachis hypoga
ea PE=2 SV=1

11 42 Q0GM57|Q0GM57_ARAHY 98.7 93.26 9 9 3.09E4 4 1 7 Y 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 
SV=1

10 59 Q647H1|Q647H1_ARAHY 98.5 62.78 7 7 1.49E4 4 4 4 N 75933 Conarachin OS=Arachis hypogaea PE=2 
SV=1

total 9 proteins

B5TYU1|B5TYU1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

25
#Spec

#Spec
Sample

25
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 90.65 1540.7673 13 0.2 771.3911 2 32.75 25 1974 OB3623.raw 6.72E5 48 48 389 401

K.SQSDNFEYVAFK.T N 99.9 80.09 1433.6462 12 0.1 717.8304 2 30.04 25 1660 OB3623.raw 1.7E5 13 13 459 470

K.SQ(+.98)SDNFEYVAFK.T N 99.9 70.93 1434.6302 12 0.1 718.3224 2 30.29 25 1680 OB3623.raw 5.52E4 1 1 459 470 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.9 64.66 1388.6936 13 -0.3 695.3539 2 27.09 25 1353 OB3623.raw 4.07E5 14 14 365 377



N.GIEETIC(+57.02)TATVK.K N 99.9 63.92 1320.6595 12 -0.2 661.3369 2 27.90 25 1437 OB3623.raw 1.08E5 10 10 346 357 Carbamidomethylation

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 56.54 2540.2910 23 0.2 847.7711 3 31.02 25 1762 OB3623.raw 4.24E5 24 24 436 458

K.TANELNLLILR.W N 99.9 54.46 1268.7452 11 -0.2 635.3798 2 32.92 25 1992 OB3623.raw 1.32E5 10 10 378 388

R.NALFVPHYNTNAHSIIYALR.G N 99.9 51.43 2313.2019 20 -0.9 772.0739 3 31.03 25 1763 OB3623.raw 5.99E5 6 6 402 421

K.TDSRPSIANLAGENSVIDNLPEEVVANSYGLPR.E Y 99.9 44.54 3496.7434 33 0.8 1166.5894 3 34.31 25 2160 OB3623.raw 1.63E4 3 3 471 503

R.SPDIYNPQ(+.98)AGSLK.T N 99.8 41.84 1389.6776 13 3.4 695.8484 2 28.06 25 1452 OB3623.raw 8.41E4 1 1 365 377 Deamidation (NQ)

H.SIIYALR.G N 99.4 36.28 834.4963 7 0.3 418.2556 2 28.66 25 1516 OB3623.raw 7.48E4 1 1 415 421

R.AHVQ(+.98)VVDSNGNR.V N 99.4 35.89 1295.6218 12 3.2 648.8203 2 20.50 25 991 OB3623.raw 1.36E4 1 1 424 435 Deamidation (NQ)

R.AHVQVVDSNGNR.V N 99.4 34.34 1294.6378 12 1.5 648.3271 2 19.56 25 938 OB3623.raw 2.55E3 1 1 424 435

K.NNNPFK.F N 99.4 33.76 732.3555 6 0.9 367.1853 2 21.87 25 1061 OB3623.raw 1.9E4 3 3 511 516

R.NALFVPHYNTNAH.S N 98.9 32.31 1496.7161 13 -0.5 499.9124 3 27.31 25 1374 OB3623.raw 2.23E5 7 7 402 414

H.VLVVPQNFAVAGK.S N 98.8 31.36 1340.7816 13 2.7 671.3999 2 30.07 25 1664 OB3623.raw 1.04E3 1 1 446 458

K.TAN(+.98)ELNLLILR.W N 98.8 30.93 1269.7292 11 3.3 635.8740 2 33.49 25 2057 OB3623.raw 0 2 2 378 388 Deamidation (NQ)

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 96.5 28.09 1660.8057 15 1.2 554.6098 3 26.85 25 1330 OB3623.raw 2.81E3 2 2 363 377 Deamidation (NQ)

K.TDSRPSIANLAGEN.S N 94.5 24.25 1443.6953 14 -1.1 722.8541 2 27.54 25 1404 OB3623.raw 3.64E3 1 1 471 484

R.VYDEELQEGHVLVVP(+15.99)QNFAVAGK.S N 86.4 22.26 2556.2859 23 1.0 853.1035 3 32.12 25 1901 OB3623.raw 4.76E3 1 1 436 458 Hydroxylation Pro

H.YNTNAHSIIYALR.G N 86.0 21.82 1534.7892 13 -0.9 512.6032 3 28.92 25 1548 OB3623.raw 1.82E4 2 2 409 421

total 21 peptides

A1DZF0|A1DZF0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

25
#Spec

#Spec
Sample

25
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 90.65 1540.7673 13 0.2 771.3911 2 32.75 25 1974 OB3623.raw 6.72E5 48 48 388 400

K.SQSENFEYVAFK.T N 99.9 74.74 1447.6619 12 -0.4 724.8379 2 29.94 25 1649 OB3623.raw 1.92E5 19 19 458 469

K.SQ(+.98)SENFEYVAFK.T N 99.9 71.20 1448.6459 12 -1.5 725.3291 2 30.12 25 1669 OB3623.raw 2.46E4 1 1 458 469 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.9 64.66 1388.6936 13 -0.3 695.3539 2 27.09 25 1353 OB3623.raw 4.07E5 14 14 364 376

N.GIEETIC(+57.02)TATVK.K N 99.9 63.92 1320.6595 12 -0.2 661.3369 2 27.90 25 1437 OB3623.raw 1.08E5 10 10 345 356 Carbamidomethylation



R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 56.54 2540.2910 23 0.2 847.7711 3 31.02 25 1762 OB3623.raw 4.24E5 24 24 435 457

K.TANELNLLILR.W N 99.9 54.46 1268.7452 11 -0.2 635.3798 2 32.92 25 1992 OB3623.raw 1.32E5 10 10 377 387

R.NALFVPHYNTNAHSIIYALR.G N 99.9 51.43 2313.2019 20 -0.9 772.0739 3 31.03 25 1763 OB3623.raw 5.99E5 6 6 401 420

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 46.53 3544.7434 33 2.3 1182.5912 3 35.04 25 2251 OB3623.raw 4.39E4 5 5 470 502

R.SPDIYNPQ(+.98)AGSLK.T N 99.8 41.84 1389.6776 13 3.4 695.8484 2 28.06 25 1452 OB3623.raw 8.41E4 1 1 364 376 Deamidation (NQ)

K.FFVPPFQQSPR.A Y 99.8 40.16 1348.6927 11 -0.7 675.3532 2 31.22 25 1786 OB3623.raw 3.04E4 4 4 516 526

H.SIIYALR.G N 99.4 36.28 834.4963 7 0.3 418.2556 2 28.66 25 1516 OB3623.raw 7.48E4 1 1 414 420

R.AHVQ(+.98)VVDSNGNR.V N 99.4 35.89 1295.6218 12 3.2 648.8203 2 20.50 25 991 OB3623.raw 1.36E4 1 1 423 434 Deamidation (NQ)

R.AHVQVVDSNGNR.V N 99.4 34.34 1294.6378 12 1.5 648.3271 2 19.56 25 938 OB3623.raw 2.55E3 1 1 423 434

K.NNNPFK.F N 99.4 33.76 732.3555 6 0.9 367.1853 2 21.87 25 1061 OB3623.raw 1.9E4 3 3 510 515

R.NALFVPHYNTNAH.S N 98.9 32.31 1496.7161 13 -0.5 499.9124 3 27.31 25 1374 OB3623.raw 2.23E5 7 7 401 413

H.VLVVPQNFAVAGK.S N 98.8 31.36 1340.7816 13 2.7 671.3999 2 30.07 25 1664 OB3623.raw 1.04E3 1 1 445 457

K.TAN(+.98)ELNLLILR.W N 98.8 30.93 1269.7292 11 3.3 635.8740 2 33.49 25 2057 OB3623.raw 0 2 2 377 387 Deamidation (NQ)

K.TDSRPSIANLAGENSFIDNLPEEVVAN(+.98)SYGLPR.E N 97.8 29.32 3545.7273 33 3.8 1182.9209 3 35.63 25 2324 OB3623.raw 3.21E3 2 2 470 502 Deamidation (NQ)

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 96.5 28.09 1660.8057 15 1.2 554.6098 3 26.85 25 1330 OB3623.raw 2.81E3 2 2 362 376 Deamidation (NQ)

K.TDSRPSIANLAGEN.S N 94.5 24.25 1443.6953 14 -1.1 722.8541 2 27.54 25 1404 OB3623.raw 3.64E3 1 1 470 483

R.VYDEELQEGHVLVVP(+15.99)QNFAVAGK.S N 86.4 22.26 2556.2859 23 1.0 853.1035 3 32.12 25 1901 OB3623.raw 4.76E3 1 1 435 457 Hydroxylation Pro

H.YNTNAHSIIYALR.G N 86.0 21.82 1534.7892 13 -0.9 512.6032 3 28.92 25 1548 OB3623.raw 1.82E4 2 2 408 420

total 23 peptides

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

25
#Spec

#Spec
Sample

25
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 90.65 1540.7673 13 0.2 771.3911 2 32.75 25 1974 OB3623.raw 6.72E5 48 48 396 408

K.SQSDNFEYVAFK.T N 99.9 80.09 1433.6462 12 0.1 717.8304 2 30.04 25 1660 OB3623.raw 1.7E5 13 13 466 477

K.SQ(+.98)SDNFEYVAFK.T N 99.9 70.93 1434.6302 12 0.1 718.3224 2 30.29 25 1680 OB3623.raw 5.52E4 1 1 466 477 Deamidation (NQ)



R.SPDIYNPQAGSLK.T N 99.9 64.66 1388.6936 13 -0.3 695.3539 2 27.09 25 1353 OB3623.raw 4.07E5 14 14 372 384

N.GIEETIC(+57.02)TASVK.K N 99.9 60.31 1306.6438 12 0.0 654.3292 2 27.50 25 1397 OB3623.raw 1.43E5 8 8 353 364 Carbamidomethylation

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 56.54 2540.2910 23 0.2 847.7711 3 31.02 25 1762 OB3623.raw 4.24E5 24 24 443 465

K.TANDLNLLILR.W N 99.9 52.03 1254.7296 11 -0.3 628.3719 2 32.79 25 1979 OB3623.raw 3.02E5 20 20 385 395

R.NALFVPHYNTNAHSIIYALR.G N 99.9 51.43 2313.2019 20 -0.9 772.0739 3 31.03 25 1763 OB3623.raw 5.99E5 6 6 409 428

K.TDSRPSIANLAGENSIIDNLPEEVVANSYGLPR.E Y 99.9 48.06 3510.7590 33 -0.7 1171.2595 3 34.73 25 2211 OB3623.raw 8.13E4 7 7 478 510

R.SPDIYNPQ(+.98)AGSLK.T N 99.8 41.84 1389.6776 13 3.4 695.8484 2 28.06 25 1452 OB3623.raw 8.41E4 1 1 372 384 Deamidation (NQ)

K.TDSRPSIANLAGENSIIDNLPEEVVAN(+.98)SYGLPR.E Y 99.4 36.64 3511.7429 33 0.3 1171.5886 3 35.56 25 2315 OB3623.raw 1.26E4 1 1 478 510 Deamidation (NQ)

H.SIIYALR.G N 99.4 36.28 834.4963 7 0.3 418.2556 2 28.66 25 1516 OB3623.raw 7.48E4 1 1 422 428

R.AHVQ(+.98)VVDSNGNR.V N 99.4 35.89 1295.6218 12 3.2 648.8203 2 20.50 25 991 OB3623.raw 1.36E4 1 1 431 442 Deamidation (NQ)

R.AHVQVVDSNGNR.V N 99.4 34.34 1294.6378 12 1.5 648.3271 2 19.56 25 938 OB3623.raw 2.55E3 1 1 431 442

K.NNNPFK.F N 99.4 33.76 732.3555 6 0.9 367.1853 2 21.87 25 1061 OB3623.raw 1.9E4 3 3 518 523

K.TAN(+.98)DLNLLILR.W N 99.0 32.74 1255.7136 11 4.3 628.8668 2 33.00 25 2002 OB3623.raw 6.07E2 1 1 385 395 Deamidation (NQ)

R.NALFVPHYNTNAH.S N 98.9 32.31 1496.7161 13 -0.5 499.9124 3 27.31 25 1374 OB3623.raw 2.23E5 7 7 409 421

H.VLVVPQNFAVAGK.S N 98.8 31.36 1340.7816 13 2.7 671.3999 2 30.07 25 1664 OB3623.raw 1.04E3 1 1 453 465

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 96.5 28.09 1660.8057 15 1.2 554.6098 3 26.85 25 1330 OB3623.raw 2.81E3 2 2 370 384 Deamidation (NQ)

K.TDSRPSIANLAGEN.S N 94.5 24.25 1443.6953 14 -1.1 722.8541 2 27.54 25 1404 OB3623.raw 3.64E3 1 1 478 491

R.VYDEELQEGHVLVVP(+15.99)QNFAVAGK.S N 86.4 22.26 2556.2859 23 1.0 853.1035 3 32.12 25 1901 OB3623.raw 4.76E3 1 1 443 465 Hydroxylation Pro

H.YNTNAHSIIYALR.G N 86.0 21.82 1534.7892 13 -0.9 512.6032 3 28.92 25 1548 OB3623.raw 1.82E4 2 2 416 428

total 22 peptides

Q9FZ11|Q9FZ11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

25
#Spec #Spec

Sample 25 Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 90.65 1540.7673 13 0.2 771.3911 2 32.75 25 1974 OB3623.raw 6.72E5 48 48 388 400

K.SQSDNFEYVAFK.T N 99.9 80.09 1433.6462 12 0.1 717.8304 2 30.04 25 1660 OB3623.raw 1.7E5 13 13 458 469

K.SQ(+.98)SDNFEYVAFK.T N 99.9 70.93 1434.6302 12 0.1 718.3224 2 30.29 25 1680 OB3623.raw 5.52E4 1 1 458 469 Deamidation (NQ)

R.SPDIYNPQAGSLK.T N 99.9 64.66 1388.6936 13 -0.3 695.3539 2 27.09 25 1353 OB3623.raw 4.07E5 14 14 364 376



N.GIEETIC(+57.02)TASVK.K N 99.9 60.31 1306.6438 12 0.0 654.3292 2 27.50 25 1397 OB3623.raw 1.43E5 8 8 345 356 Carbamidomethylation

R.VYDEELQEGHVLVVPQNFAVAGK.S N 99.9 56.54 2540.2910 23 0.2 847.7711 3 31.02 25 1762 OB3623.raw 4.24E5 24 24 435 457

K.TANDLNLLILR.W N 99.9 52.03 1254.7296 11 -0.3 628.3719 2 32.79 25 1979 OB3623.raw 3.02E5 20 20 377 387

R.NALFVPHYNTNAHSIIYALR.G N 99.9 51.43 2313.2019 20 -0.9 772.0739 3 31.03 25 1763 OB3623.raw 5.99E5 6 6 401 420

R.SPDIYNPQ(+.98)AGSLK.T N 99.8 41.84 1389.6776 13 3.4 695.8484 2 28.06 25 1452 OB3623.raw 8.41E4 1 1 364 376 Deamidation (NQ)

K.FFVPPSQQSLR.A Y 99.8 41.39 1304.6876 11 0.1 653.3511 2 28.67 25 1517 OB3623.raw 4.34E4 5 5 516 526

H.SIIYALR.G N 99.4 36.28 834.4963 7 0.3 418.2556 2 28.66 25 1516 OB3623.raw 7.48E4 1 1 414 420

R.AHVQ(+.98)VVDSNGNR.V N 99.4 35.89 1295.6218 12 3.2 648.8203 2 20.50 25 991 OB3623.raw 1.36E4 1 1 423 434 Deamidation (NQ)

R.AHVQVVDSNGNR.V N 99.4 34.34 1294.6378 12 1.5 648.3271 2 19.56 25 938 OB3623.raw 2.55E3 1 1 423 434

K.NNNPFK.F N 99.4 33.76 732.3555 6 0.9 367.1853 2 21.87 25 1061 OB3623.raw 1.9E4 3 3 510 515

K.TAN(+.98)DLNLLILR.W N 99.0 32.74 1255.7136 11 4.3 628.8668 2 33.00 25 2002 OB3623.raw 6.07E2 1 1 377 387 Deamidation (NQ)

R.NALFVPHYNTNAH.S N 98.9 32.31 1496.7161 13 -0.5 499.9124 3 27.31 25 1374 OB3623.raw 2.23E5 7 7 401 413

H.VLVVPQNFAVAGK.S N 98.8 31.36 1340.7816 13 2.7 671.3999 2 30.07 25 1664 OB3623.raw 1.04E3 1 1 445 457

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 96.5 28.09 1660.8057 15 1.2 554.6098 3 26.85 25 1330 OB3623.raw 2.81E3 2 2 362 376 Deamidation (NQ)

K.FFVPPSQQ(+.98)SLRA.V Y 94.7 24.66 1376.7087 12 1.5 689.3627 2 29.36 25 1590 OB3623.raw 1.23E4 1 1 516 527 Deamidation (NQ)

R.VYDEELQEGHVLVVP(+15.99)QNFAVAGK.S N 86.4 22.26 2556.2859 23 1.0 853.1035 3 32.12 25 1901 OB3623.raw 4.76E3 1 1 435 457 Hydroxylation Pro

H.YNTNAHSIIYALR.G N 86.0 21.82 1534.7892 13 -0.9 512.6032 3 28.92 25 1548 OB3623.raw 1.82E4 2 2 408 420

total 21 peptides

Q647H4|Q647H4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

25
#Spec

#Spec
Sample

25
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 90.65 1540.7673 13 0.2 771.3911 2 32.75 25 1974 OB3623.raw 6.72E5 48 48 395 407

K.SQSENFEYVAFK.T N 99.9 74.74 1447.6619 12 -0.4 724.8379 2 29.94 25 1649 OB3623.raw 1.92E5 19 19 465 476

K.SQ(+.98)SENFEYVAFK.T N 99.9 71.20 1448.6459 12 -1.5 725.3291 2 30.12 25 1669 OB3623.raw 2.46E4 1 1 465 476 Deamidation
(NQ)

R.SPDIYNPQAGSLK.T N 99.9 64.66 1388.6936 13 -0.3 695.3539 2 27.09 25 1353 OB3623.raw 4.07E5 14 14 371 383

R.AHVQVVDSNGDR.V Y 99.9 55.17 1295.6218 12 -0.9 648.8176 2 20.33 25 980 OB3623.raw 1.36E4 2 2 430 441



K.TANELNLLILR.W N 99.9 54.46 1268.7452 11 -0.2 635.3798 2 32.92 25 1992 OB3623.raw 1.32E5 10 10 384 394

R.NALFVPHYNTNAHSIIYALR.G N 99.9 51.43 2313.2019 20 -0.9 772.0739 3 31.03 25 1763 OB3623.raw 5.99E5 6 6 408 427

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 46.53 3544.7434 33 2.3 1182.5912 3 35.04 25 2251 OB3623.raw 4.39E4 5 5 477 509

K.FFVPPSEQSLR.A Y 99.8 43.13 1305.6716 11 0.4 653.8433 2 29.08 25 1567 OB3623.raw 4.48E4 7 7 523 533

R.SPDIYNPQ(+.98)AGSLK.T N 99.8 41.84 1389.6776 13 3.4 695.8484 2 28.06 25 1452 OB3623.raw 8.41E4 1 1 371 383 Deamidation
(NQ)

H.SIIYALR.G N 99.4 36.28 834.4963 7 0.3 418.2556 2 28.66 25 1516 OB3623.raw 7.48E4 1 1 421 427

K.NNNPFK.F N 99.4 33.76 732.3555 6 0.9 367.1853 2 21.87 25 1061 OB3623.raw 1.9E4 3 3 517 522

R.NALFVPHYNTNAH.S N 98.9 32.31 1496.7161 13 -0.5 499.9124 3 27.31 25 1374 OB3623.raw 2.23E5 7 7 408 420

H.VLVVPQNFAVAGK.S N 98.8 31.36 1340.7816 13 2.7 671.3999 2 30.07 25 1664 OB3623.raw 1.04E3 1 1 452 464

K.TAN(+.98)ELNLLILR.W N 98.8 30.93 1269.7292 11 3.3 635.8740 2 33.49 25 2057 OB3623.raw 0 2 2 384 394 Deamidation
(NQ)

K.TDSRPSIANLAGENSFIDNLPEEVVAN(+.98)SYGLPR.E N 97.8 29.32 3545.7273 33 3.8 1182.9209 3 35.63 25 2324 OB3623.raw 3.21E3 2 2 477 509 Deamidation
(NQ)

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 96.5 28.09 1660.8057 15 1.2 554.6098 3 26.85 25 1330 OB3623.raw 2.81E3 2 2 369 383 Deamidation
(NQ)

K.TDSRPSIANLAGEN.S N 94.5 24.25 1443.6953 14 -1.1 722.8541 2 27.54 25 1404 OB3623.raw 3.64E3 1 1 477 490

K.FFVPPSEQSLRA.V Y 88.5 22.92 1376.7087 12 -1.6 689.3605 2 29.55 25 1609 OB3623.raw 1.23E4 2 2 523 534

R.VFDEELQEGHVLVVP(+15.99)QNFAVAGK.S Y 88.1 22.67 2540.2910 23 -0.1 636.0800 4 30.89 25 1745 OB3623.raw 1.42E4 1 1 442 464 Hydroxylation
Pro

H.YNTNAHSIIYALR.G N 86.0 21.82 1534.7892 13 -0.9 512.6032 3 28.92 25 1548 OB3623.raw 1.82E4 2 2 415 427

total 21 peptides

Q6T2T4|Q6T2T4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

25
#Spec

#Spec
Sample

25
Start End PTM

R.WLGLSAEYGNLYR.N N 99.9 90.65 1540.7673 13 0.2 771.3911 2 32.75 25 1974 OB3623.raw 6.72E5 48 48 395 407

K.SQSENFEYVAFK.T N 99.9 74.74 1447.6619 12 -0.4 724.8379 2 29.94 25 1649 OB3623.raw 1.92E5 19 19 465 476

K.SQ(+.98)SENFEYVAFK.T N 99.9 71.20 1448.6459 12 -1.5 725.3291 2 30.12 25 1669 OB3623.raw 2.46E4 1 1 465 476 Deamidation
(NQ)



R.SPDIYNPQAGSLK.T N 99.9 64.66 1388.6936 13 -0.3 695.3539 2 27.09 25 1353 OB3623.raw 4.07E5 14 14 371 383

R.AHVQVVDSNGDR.V Y 99.9 55.17 1295.6218 12 -0.9 648.8176 2 20.33 25 980 OB3623.raw 1.36E4 2 2 430 441

K.TANELNLLILR.W N 99.9 54.46 1268.7452 11 -0.2 635.3798 2 32.92 25 1992 OB3623.raw 1.32E5 10 10 384 394

R.NALFVPHYNTNAHSIIYALR.G N 99.9 51.43 2313.2019 20 -0.9 772.0739 3 31.03 25 1763 OB3623.raw 5.99E5 6 6 408 427

K.TDSRPSIANLAGENSFIDNLPEEVVANSYGLPR.E N 99.9 46.53 3544.7434 33 2.3 1182.5912 3 35.04 25 2251 OB3623.raw 4.39E4 5 5 477 509

K.FFVPPSEQSLR.A Y 99.8 43.13 1305.6716 11 0.4 653.8433 2 29.08 25 1567 OB3623.raw 4.48E4 7 7 523 533

R.SPDIYNPQ(+.98)AGSLK.T N 99.8 41.84 1389.6776 13 3.4 695.8484 2 28.06 25 1452 OB3623.raw 8.41E4 1 1 371 383 Deamidation
(NQ)

H.SIIYALR.G N 99.4 36.28 834.4963 7 0.3 418.2556 2 28.66 25 1516 OB3623.raw 7.48E4 1 1 421 427

K.NNNPFK.F N 99.4 33.76 732.3555 6 0.9 367.1853 2 21.87 25 1061 OB3623.raw 1.9E4 3 3 517 522

R.NALFVPHYNTNAH.S N 98.9 32.31 1496.7161 13 -0.5 499.9124 3 27.31 25 1374 OB3623.raw 2.23E5 7 7 408 420

H.VLVVPQNFAVAGK.S N 98.8 31.36 1340.7816 13 2.7 671.3999 2 30.07 25 1664 OB3623.raw 1.04E3 1 1 452 464

K.TAN(+.98)ELNLLILR.W N 98.8 30.93 1269.7292 11 3.3 635.8740 2 33.49 25 2057 OB3623.raw 0 2 2 384 394 Deamidation
(NQ)

K.TDSRPSIANLAGENSFIDNLPEEVVAN(+.98)SYGLPR.E N 97.8 29.32 3545.7273 33 3.8 1182.9209 3 35.63 25 2324 OB3623.raw 3.21E3 2 2 477 509 Deamidation
(NQ)

R.N(+.98)RSPDIYNPQ(+.98)AGSLK.T N 96.5 28.09 1660.8057 15 1.2 554.6098 3 26.85 25 1330 OB3623.raw 2.81E3 2 2 369 383 Deamidation
(NQ)

K.TDSRPSIANLAGEN.S N 94.5 24.25 1443.6953 14 -1.1 722.8541 2 27.54 25 1404 OB3623.raw 3.64E3 1 1 477 490

K.FFVPPSEQSLRA.V Y 88.5 22.92 1376.7087 12 -1.6 689.3605 2 29.55 25 1609 OB3623.raw 1.23E4 2 2 523 534

R.VFDEELQEGHVLVVP(+15.99)QNFAVAGK.S Y 88.1 22.67 2540.2910 23 -0.1 636.0800 4 30.89 25 1745 OB3623.raw 1.42E4 1 1 442 464 Hydroxylation
Pro

H.YNTNAHSIIYALR.G N 86.0 21.82 1534.7892 13 -0.9 512.6032 3 28.92 25 1548 OB3623.raw 1.82E4 2 2 415 427

total 21 peptides

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 25 #Spec #Spec Sample 25 Start End PTM

R.AHVQ(+.98)VVDSNGNR.V N 99.4 35.89 1295.6218 12 3.2 648.8203 2 20.50 25 991 OB3623.raw 1.36E4 1 1 403 414 Deamidation (NQ)

R.AHVQVVDSNGNR.V N 99.4 34.34 1294.6378 12 1.5 648.3271 2 19.56 25 938 OB3623.raw 2.55E3 1 1 403 414

K.NNNPFK.F N 99.4 33.76 732.3555 6 0.9 367.1853 2 21.87 25 1061 OB3623.raw 1.9E4 3 3 490 495

K.TDSRPSIANLAGEN.S N 94.5 24.25 1443.6953 14 -1.1 722.8541 2 27.54 25 1404 OB3623.raw 3.64E3 1 1 450 463

K.AQSENYEYLAFK.T Y 91.3 23.75 1461.6776 12 0.2 731.8463 2 30.59 25 1710 OB3623.raw 3.09E4 1 1 438 449

total 5 peptides

Q0GM57|Q0GM57_ARAHY back to list



| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 25 #Spec #Spec Sample 25 Start End PTM

R.AHVQ(+.98)VVDSNGNR.V N 99.4 35.89 1295.6218 12 3.2 648.8203 2 20.50 25 991 OB3623.raw 1.36E4 1 1 405 416 Deamidation (NQ)

R.AHVQVVDSNGNR.V N 99.4 34.34 1294.6378 12 1.5 648.3271 2 19.56 25 938 OB3623.raw 2.55E3 1 1 405 416

K.NNNPFK.F N 99.4 33.76 732.3555 6 0.9 367.1853 2 21.87 25 1061 OB3623.raw 1.9E4 3 3 492 497

K.TDSRPSIANLAGEN.S N 94.5 24.25 1443.6953 14 -1.1 722.8541 2 27.54 25 1404 OB3623.raw 3.64E3 1 1 452 465

K.AQSENYEYLAFK.T Y 91.3 23.75 1461.6776 12 0.2 731.8463 2 30.59 25 1710 OB3623.raw 3.09E4 1 1 440 451

total 5 peptides

Q647H1|Q647H1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 25 #Spec #Spec Sample 25 Start End PTM

K.IYHFR.Q Y 98.8 30.27 734.3864 5 1.7 368.2011 2 23.39 25 1136 OB3623.raw 2.92E3 1 1 148 152

R.ILQNPPEQTK.D Y 96.4 27.47 1166.6295 10 -0.5 584.3217 2 22.05 25 1070 OB3623.raw 4.57E3 1 1 262 271

H.AFGVDEEIAR.I Y 96.4 27.45 1105.5403 10 -1.0 553.7769 2 27.96 25 1442 OB3623.raw 4.34E3 1 1 252 261

R.FYLAGNPEEEHPETQQQQPQTR.R Y 85.7 21.44 2626.2048 22 -2.4 876.4068 3 26.62 25 1310 OB3623.raw 3.04E3 1 1 197 218

total 4 peptides



Peptide List

Prepared with PEAKS ™ (bioinfor.com)

file:///G|/TOSHIBA%20EXTERNAL%20DRIVE/Ivana/2D%20gel%20stari%20sa%2033%20tacke%20Ivana/2d%20spotovi%20Peaks_avgust%202017_PEAKS_133%20spot24/peptides.html


Summary

1. Notes

2. Result Statistics
Figure 1. False discovery rate (FDR) curve. X axis is the number of peptide-spectrum matches (PSM) 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)

Figure 3. De novo result validation. Distribution of residue local confidence: (a) Residues in de novo sequences validated by confident
database peptide assignment; (b) Residues in "de novo only" sequences. 

(a) (b)

Spot O from DPS

http://peaks.bioinfor.com/doc/peaks7/peaksdb_false_discovery_rate_curve.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_score_distributon.php
http://peaks.bioinfor.com/doc/peaks7/peaksdb_denovo_validation.php


Table 1. Statistics of data.
# of MS scans 3115
# of MS/MS scans 2206

Table 2. Result filtration parameters.
Peptide -10lgP ≥15
Peptide Ascore ≥20
Protein -10lgP ≥20
Proteins unique peptides ≥1
De novo ALC Score ≥50%

Table 3. Statistics of filtered result.
Peptide-Spectrum Matches 290
Peptide sequences 62
Protein groups 3
Proteins 18
Proteins (#Unique Peptides) 0 (>2); 0 (=2); 18 (=1);
FDR (Peptide-Spectrum Matches) 0.3%
FDR (Peptide Sequences) 1.6%
FDR (Protein) 0.0%
De Novo Only Spectra 17

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

Carbamidomethyl 57.02 C 17 62.34 1.74E4 1000.00

Oxidation 15.99 M 4 36.17 6.12E3 1000.00

Deamidation .98 N 2 36.17 6.12E3 0.00

3. Experiment Control
Figure 4. 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)

http://peaks.bioinfor.com/doc/peaks7/peaksdb_mass_error_control.php


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

Missed Cleavages 0 1 2 3 4+
Sample 34 55 7 0 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
Non-specific Cleavage: both
Fixed Modifications: 
  Carbamidomethylation: 57.02
Variable Modifications: 
  Deamidation (NQ): 0.98
  Oxidation (M): 15.99
  Hydroxylation Pro: 15.99
Max Variable PTM Per Peptide: 5
Database: UniProt_Peanut[3818]_Sep16
Taxon: All
Contaminant Database: cRAP_Oct16
Searched Entry: 1242
FDR Estimation: Enabled
Merge Options: no merge
Precursor Options: corrected
Charge Options: no correction
Filter Options: no filter
Process: true

Table 7. Instrument parameters.
Fractions: OB3632.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

Protein List



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

Protein
Group

Protein
ID Accession Score

(%) -10lgP Coverage
(%)

Coverage (%)
Sample 34

Area
Sample 34 #Peptides #Unique #Spec

Sample 34 PTM Avg.
Mass Description

6 83 Q8LL03|Q8LL03_ARAHY 62.3 44.29 8 8 9.75E3 1 1 1 N 25499 Trypsin inhibitor (Fragment) OS=Arachis 
hypogaea PE=2 SV=1

6 34 O82580|O82580_ARAHY 62.3 44.29 3 3 9.75E3 1 1 1 N 58350 Glycinin (Fragment) OS=Arachis hypogae
a GN=Arah3 PE=2 SV=1

6 13 Q9FZ11|Q9FZ11_ARAHY 62.3 44.29 3 3 9.75E3 1 1 1 N 60449 Gly1 OS=Arachis hypogaea GN=Gly1 PE=
2 SV=1

6 2 A1DZF0|A1DZF0_ARAHY 62.3 44.29 3 3 9.75E3 1 1 1 N 60375 Arachin 6 OS=Arachis hypogaea PE=2 SV
=1

6 3 B5TYU1|B5TYU1_ARAHY 62.3 44.29 3 3 9.75E3 1 1 1 N 60624 Arachin Arah3 isoform OS=Arachis hypog
aea PE=1 SV=1

6 29 Q9SQH7|Q9SQH7_ARAHY 62.3 44.29 3 3 9.75E3 1 1 1 N 61011 Glycinin OS=Arachis hypogaea GN=Arah4
PE=2 SV=1

6 5 Q5I6T2|Q5I6T2_ARAHY 62.3 44.29 3 3 9.75E3 1 1 1 N 60736 Arachin Ahy-4 OS=Arachis hypogaea PE=
2 SV=1

6 7 Q647H4|Q647H4_ARAHY 62.3 44.29 3 3 9.75E3 1 1 1 N 61506 Arachin Ahy-1 OS=Arachis hypogaea PE=
2 SV=1

6 12 Q6T2T4|Q6T2T4_ARAHY 62.3 44.29 3 3 9.75E3 1 1 1 N 61499 Storage protein OS=Arachis hypogaea PE
=2 SV=1

6 15 Q647H3|Q647H3_ARAHY 62.3 44.29 3 3 9.75E3 1 1 1 N 61532 Arachin Ahy-2 OS=Arachis hypogaea PE=
2 SV=1

6 10 Q8LKN1|Q8LKN1_ARAHY 62.3 44.29 3 3 9.75E3 1 1 1 N 61738 Allergen Arah3/Arah4 OS=Arachis hypoga
ea PE=3 SV=1

6 116 A1DZF1|A1DZF1_ARAHY 61.0 44.29 8 8 9.75E3 1 1 1 N 23857 Arachin 7 (Fragment) OS=Arachis hypoga
ea PE=2 SV=1

7 92 sp|Q647H2|AHY3_ARAHY 60.1 33.58 6 6 6.84E3 1 1 1 Y 54569 Arachin Ahy-3 OS=Arachis hypogaea PE=
1 SV=1

7 41 Q6IWG5|Q6IWG5_ARAHY 60.1 33.58 5 5 6.84E3 1 1 1 Y 58061 Glycinin (Fragment) OS=Arachis hypogae
a PE=2 SV=1

7 45 E5G077|E5G077_ARAHY 60.1 33.58 5 5 6.84E3 1 1 1 Y 58305 Ara h 3 allergen OS=Arachis hypogaea G
N=ara h 3 PE=3 SV=1

7 42 Q0GM57|Q0GM57_ARAHY 60.1 33.58 5 5 6.84E3 1 1 1 Y 58263 Iso-Ara h3 OS=Arachis hypogaea PE=2 S
V=1

11 819 I1E3D2|I1E3D2_ARAHY 32.7 20.63 1 1 7.53E3 1 1 1 N 56020 3-ketoacyl-CoA synthase OS=Arachis hyp
ogaea GN=kcs PE=2 SV=1

11 817 A0A0N7CRG1|A0A0N7CRG1_ARAHY 32.7 20.63 1 1 7.53E3 1 1 1 N 55974 3-ketoacyl-CoA synthase OS=Arachis hyp
ogaea GN=kcs PE=2 SV=1

total 18 proteins

Q8LL03|Q8LL03_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 34 #Spec #Spec Sample 34 Start End PTM



R.RPFYSNAPQEIFIQQGR.G Y 99.9 44.29 2050.0383 17 0.4 684.3536 3 29.66 34 1484 OB3632.raw 9.75E3 1 1 84 100

total 1 peptides

O82580|O82580_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 34 #Spec #Spec Sample 34 Start End PTM

R.RPFYSNAPQEIFIQQGR.G Y 99.9 44.29 2050.0383 17 0.4 684.3536 3 29.66 34 1484 OB3632.raw 9.75E3 1 1 59 75

total 1 peptides

Q9FZ11|Q9FZ11_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 34 #Spec #Spec Sample 34 Start End PTM

R.RPFYSNAPQEIFIQQGR.G Y 99.9 44.29 2050.0383 17 0.4 684.3536 3 29.66 34 1484 OB3632.raw 9.75E3 1 1 83 99

total 1 peptides

A1DZF0|A1DZF0_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 34 #Spec #Spec Sample 34 Start End PTM

R.RPFYSNAPQEIFIQQGR.G Y 99.9 44.29 2050.0383 17 0.4 684.3536 3 29.66 34 1484 OB3632.raw 9.75E3 1 1 82 98

total 1 peptides

B5TYU1|B5TYU1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 34 #Spec #Spec Sample 34 Start End PTM

R.RPFYSNAPQEIFIQQGR.G Y 99.9 44.29 2050.0383 17 0.4 684.3536 3 29.66 34 1484 OB3632.raw 9.75E3 1 1 82 98

total 1 peptides

Q9SQH7|Q9SQH7_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 34 #Spec #Spec Sample 34 Start End PTM

R.RPFYSNAPQEIFIQQGR.G Y 99.9 44.29 2050.0383 17 0.4 684.3536 3 29.66 34 1484 OB3632.raw 9.75E3 1 1 82 98

total 1 peptides

Q5I6T2|Q5I6T2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 34 #Spec #Spec Sample 34 Start End PTM

R.RPFYSNAPQEIFIQQGR.G Y 99.9 44.29 2050.0383 17 0.4 684.3536 3 29.66 34 1484 OB3632.raw 9.75E3 1 1 82 98

total 1 peptides

Q647H4|Q647H4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 34 #Spec #Spec Sample 34 Start End PTM

R.RPFYSNAPQEIFIQQGR.G Y 99.9 44.29 2050.0383 17 0.4 684.3536 3 29.66 34 1484 OB3632.raw 9.75E3 1 1 82 98

total 1 peptides

Q6T2T4|Q6T2T4_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 34 #Spec #Spec Sample 34 Start End PTM

R.RPFYSNAPQEIFIQQGR.A Y 99.9 44.29 2050.0383 17 0.4 684.3536 3 29.66 34 1484 OB3632.raw 9.75E3 1 1 82 98

total 1 peptides

Q647H3|Q647H3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 34 #Spec #Spec Sample 34 Start End PTM

R.RPFYSNAPQEIFIQQGR.G Y 99.9 44.29 2050.0383 17 0.4 684.3536 3 29.66 34 1484 OB3632.raw 9.75E3 1 1 82 98

total 1 peptides

Q8LKN1|Q8LKN1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 34 #Spec #Spec Sample 34 Start End PTM

R.RPFYSNAPQEIFIQQGR.G Y 99.9 44.29 2050.0383 17 0.4 684.3536 3 29.66 34 1484 OB3632.raw 9.75E3 1 1 82 98

total 1 peptides

A1DZF1|A1DZF1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 34 #Spec #Spec Sample 34 Start End PTM

R.RPFYSNAPQEIFIQQGR.G Y 99.9 44.29 2050.0383 17 0.4 684.3536 3 29.66 34 1484 OB3632.raw 9.75E3 1 1 82 98

total 1 peptides



sp|Q647H2|AHY3_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

34
#Spec

#Spec
Sample

34
Start End PTM

C.IESEGGYIETWNPNNQEFQC(+57.02)AGVALSR.F Y 98.9 33.58 3068.3933 27 -0.9 1023.8041 3 32.30 34 1784 OB3632.raw 6.84E3 1 1 46 72 Carbamidomethylation

total 1 peptides

Q6IWG5|Q6IWG5_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

34
#Spec

#Spec
Sample

34
Start End PTM

R.IESEGGYIETWNPNNQEFQC(+57.02)AGVALSR.T Y 98.9 33.58 3068.3933 27 -0.9 1023.8041 3 32.30 34 1784 OB3632.raw 6.84E3 1 1 44 70 Carbamidomethylation

total 1 peptides

E5G077|E5G077_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

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

Area
Sample

34
#Spec

#Spec
Sample

34
Start End PTM

R.IESEGGYIETWNPNNQEFQC(+57.02)AGVALSR.T Y 98.9 33.58 3068.3933 27 -0.9 1023.8041 3 32.30 34 1784 OB3632.raw 6.84E3 1 1 46 72 Carbamidomethylation

total 1 peptides

Q0GM57|Q0GM57_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

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

Area
Sample

34
#Spec

#Spec
Sample

34
Start End PTM

R.IESEGGYIETWNPNNQEFQC(+57.02)AGVALSR.T Y 98.9 33.58 3068.3933 27 -0.9 1023.8041 3 32.30 34 1784 OB3632.raw 6.84E3 1 1 46 72 Carbamidomethylation

total 1 peptides

I1E3D2|I1E3D2_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:



Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 34 #Spec #Spec Sample 34 Start End PTM

K.TGLKPK.D Y 75.0 20.63 642.4064 6 3.9 322.2117 2 25.80 34 1213 OB3632.raw 7.53E3 1 1 177 182

total 1 peptides

A0A0N7CRG1|A0A0N7CRG1_ARAHY back to list

| Protein Coverage | Supporting Peptides |

Protein Coverage:

Supporting Peptides:

Peptide Uniq Score (%) -10lgP Mass Length ppm m/z z RT Fraction Scan Source File Area Sample 34 #Spec #Spec Sample 34 Start End PTM

K.TGLKPK.D Y 75.0 20.63 642.4064 6 3.9 322.2117 2 25.80 34 1213 OB3632.raw 7.53E3 1 1 177 182

total 1 peptides

Peptide List
 

Prepared with PEAKS ™ (bioinfor.com)
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