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> Project Info
Name: Nawa Date: May 16, 2019
> Sample Info & Protocols

Name: kotani
Date: Jan 5, 2021

> Search Result Info
Search Result: nawa-method-mouse_2021-01-05 11:33:47
Location: /Nawa/kotani/0206-3_Tray01-F2_01_6388.mgf
Search Method: nawa-method-mouse Version: 1.0
Search Engine(s): Mascot, 2.4.1 Ident. Compound(s): 11/858
Database(s): SwissProt, SwissProt_2020_06.fasta
Note:  
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> Results
> Protein 1: Immunoglobulin heavy constant mu OS=Mus musculus OX=10090 GN=Ighm PE=1 SV=2

Accession: IGHM_MOUSE Score: 261.5
Database: SwissProt Seq. Coverage [%]: 15.2
MW [kDa] / pI: 49.9 / 6.6 No. of Peptides: 6
Modification(s): Carbamidomethyl

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

299 660.3746 2 -11.36 -0.0075 40.93 56.4 2 0.0 0 K.Y​L​A​T​S​Q​V​L​L​S​P​K.S  65-76
328 756.8582 2 -10.51 -0.0080 42.60 61.8 1 0.0 0 K.S​I​L​E​G​S​D​E​Y​L​V​C​K.I Carbamidomethyl: 12 77-89
301 875.4386 2 -11.76 -0.0103 41.18 80.5 2 0.0 0 K.L​V​E​S​G​F​T​T​D​P​V​T​I​E​N​K.G  155-170
275 753.3324 2 -15.02 -0.0113 37.92 23.5 1 0.0 0 K.G​V​A​S​V​C​V​E​D​W​N​N​R.K Carbamidomethyl: 6 287-299
643 392.7074 2 -15.82 -0.0062 58.07 25.8 4 0.0 0 R.D​L​P​S​P​Q​K.K  310-316
170 456.7564 2 -10.27 -0.0047 25.54 13.4 1 0.0 0 R.G​Q​L​L​P​Q​E​K.Y  370-377
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> Protein 2: Keratin, type I cytoskeletal 14 OS=Mus musculus OX=10090 GN=Krt14 PE=1 SV=2

Accession: K1C14_MOUSE Score: 103.9
Database: SwissProt Seq. Coverage [%]: 4.5
MW [kDa] / pI: 52.8 / 5.1 No. of Peptides: 2
Modification(s): Oxidation

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

660 553.7586 2 -14.41 -0.0080 58.66 50.4 8 0.0 0 K.V​T​M​Q​N​L​N​D​R.L Oxidation: 3 123-131
724 681.3405 2 -12.46 -0.0085 61.02 53.5 4 0.0 0 R.E​V​A​T​N​S​E​L​V​Q​S​G​K.S  322-334

> Protein 3: Immunoglobulin kappa constant OS=Mus musculus OX=10090 GN=Igkc PE=1 SV=2

Accession: IGKC_MOUSE Score: 81.3
Database: SwissProt Seq. Coverage [%]: 13.1
MW [kDa] / pI: 11.9 / 5.6 No. of Peptides: 1
Modification(s): Oxidation
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MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

796 775.8557 2 -13.73 -0.0107 63.66 81.2 6 0.0 0 K.D​S​T​Y​S​M​S​S​T​L​T​L​T​K.D Oxidation: 6 63-76

> Protein 4: Band 3 anion transport protein OS=Mus musculus OX=10090 GN=Slc4a1 PE=1 SV=1

Accession: B3AT_MOUSE Score: 44.7
Database: SwissProt Seq. Coverage [%]: 1.5
MW [kDa] / pI: 103.1 / 5.3 No. of Peptides: 1
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MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

761 663.8443 2 -14.97 -0.0099 62.34 44.7 3 0.0 0 K.A​S​G​P​G​A​A​A​Q​I​Q​E​V​K.E  762-775
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> Protein 5: Keratin, type II cytoskeletal 2 oral OS=Mus musculus OX=10090 GN=Krt76 PE=1 SV=1

Accession: K22O_MOUSE Score: 41.2
Database: SwissProt Seq. Coverage [%]: 1.5
MW [kDa] / pI: 62.8 / 8.7 No. of Peptides: 1

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

826 533.2575 2 -12.56 -0.0067 64.80 41.2 6 0.0 0 K.A​Q​Y​E​D​I​A​Q​K.S  343-351
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> Results
> Protein 1: Immunoglobulin heavy constant mu OS=Mus musculus OX=10090 GN=Ighm PE=1 SV=2

Accession: IGHM_MOUSE Score: 643.3
Database: SwissProt Seq. Coverage [%]: 28.6
MW [kDa] / pI: 49.9 / 6.6 No. of Peptides: 9
Modification(s): Carbamidomethyl

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

700 552.7776 2 -15.67 -0.0087 37.93 43.3 2 0.0 0 K.N​L​V​A​M​G​C​L​A​R.D Carbamidomethyl: 7 21-30
744 660.3715 2 -16.06 -0.0106 39.24 81.6 2 0.0 0 K.Y​L​A​T​S​Q​V​L​L​S​P​K.S  65-76
806 756.8532 2 -17.12 -0.0130 41.28 73.7 2 0.0 0 K.S​I​L​E​G​S​D​E​Y​L​V​C​K.I Carbamidomethyl: 12 77-89

1322 842.4299 3 -23.02 -0.0194 58.42 42.6 1 0.0 0 R.D​L​H​V​P​I​P​A​V​A​E​M​N​P​N​V​N​V​F​V​P​P​R.D  98-120
1159 740.0537 3 -21.39 -0.0158 52.79 82.2 1 0.0 0 K.L​I​C​E​A​T​N​F​T​P​K​P​I​T​V​S​W​L​K.D Carbamidomethyl: 3 133-151
773 875.4346 2 -16.33 -0.0143 40.20 115.2 2 0.0 0 K.L​V​E​S​G​F​T​T​D​P​V​T​I​E​N​K.G  155-170
659 753.3327 2 -14.62 -0.0110 36.57 69.4 2 0.0 0 K.G​V​A​S​V​C​V​E​D​W​N​N​R.K Carbamidomethyl: 6 287-299
396 554.2826 2 -12.19 -0.0068 28.72 47.5 2 0.0 0 R.E​S​A​T​V​T​C​L​V​K.G Carbamidomethyl: 7 346-355
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Cmpd. m/z meas. z Δ m/z 
[ppm]

Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

1271 802.3947 2 -25.30 -0.0203 56.65 87.9 2 0.0 0 K.G​F​S​P​A​D​I​S​V​Q​W​L​Q​R.G  356-369

> Protein 2: Keratin, type I cytoskeletal 17 OS=Mus musculus OX=10090 GN=Krt17 PE=1 SV=3

Accession: K1C17_MOUSE Score: 313.5
Database: SwissProt Seq. Coverage [%]: 15.7
MW [kDa] / pI: 48.1 / 5.0 No. of Peptides: 8

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

260 405.2194 2 -10.89 -0.0044 24.84 28.6 1 0.0 0 R.L​A​S​Y​L​D​K.V  95-101
471 673.3362 2 -14.43 -0.0097 30.90 40.1 1 0.0 0 R.A​L​E​E​A​N​T​E​L​E​V​K.I  104-115
305 404.1987 2 -11.65 -0.0047 26.09 16.3 2 0.0 0 R.L​A​A​D​D​F​R.T  164-170
740 515.2911 2 -18.40 -0.0095 39.13 44.2 2 0.0 0 R.V​L​D​E​L​T​L​A​R.A  193-201

1125 572.7363 2 -25.53 -0.0146 51.66 25.3 1 0.0 0 K.D​A​E​D​W​F​F​S​K.T  270-278
184 681.3416 2 -10.84 -0.0074 22.23 86.7 1 0.0 0 R.E​V​A​T​N​S​E​L​V​Q​S​G​K.S  285-297
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Cmpd. m/z meas. z Δ m/z 
[ppm]

Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

537 460.5746 3 -13.39 -0.0062 32.88 19.9 2 0.0 1 K.T​R​L​E​Q​E​I​A​T​Y​R.R  375-385
337 561.7863 2 -12.14 -0.0068 27.01 52.3 2 0.0 0 R.L​E​Q​E​I​A​T​Y​R.R  377-385

> Protein 3: Keratin, type I cytoskeletal 14 OS=Mus musculus OX=10090 GN=Krt14 PE=1 SV=2

Accession: K1C14_MOUSE Score: 312.6
Database: SwissProt Seq. Coverage [%]: 12.6
MW [kDa] / pI: 52.8 / 5.1 No. of Peptides: 7

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

223 545.7634 2 -10.49 -0.0057 23.83 53.0 1 0.0 0 K.V​T​M​Q​N​L​N​D​R.L  123-131
471 673.3362 2 -14.43 -0.0097 30.90 40.1 1 0.0 0 R.A​L​E​E​A​N​T​E​L​E​V​K.I  141-152
305 404.1987 2 -11.65 -0.0047 26.09 16.3 2 0.0 0 R.L​A​A​D​D​F​R.T  201-207
740 515.2911 2 -18.40 -0.0095 39.13 44.2 2 0.0 0 R.V​L​D​E​L​T​L​A​R.A  230-238
184 681.3416 2 -10.84 -0.0074 22.23 86.7 1 0.0 0 R.E​V​A​T​N​S​E​L​V​Q​S​G​K.S  322-334
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Cmpd. m/z meas. z Δ m/z 
[ppm]

Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

537 460.5746 3 -13.39 -0.0062 32.88 19.9 2 0.0 1 K.T​R​L​E​Q​E​I​A​T​Y​R.R  412-422
337 561.7863 2 -12.14 -0.0068 27.01 52.3 2 0.0 0 R.L​E​Q​E​I​A​T​Y​R.R  414-422

> Protein 4: Keratin, type II cytoskeletal 6A OS=Mus musculus OX=10090 GN=Krt6a PE=1 SV=3

Accession: K2C6A_MOUSE Score: 300.7
Database: SwissProt Seq. Coverage [%]: 9.2
MW [kDa] / pI: 59.3 / 8.0 No. of Peptides: 5

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

590 414.2129 2 -13.59 -0.0056 34.47 31.9 2 0.0 0 K.F​A​S​F​I​D​K.V  163-169
634 611.8098 2 -15.59 -0.0095 35.82 74.7 1 0.0 0 R.T​A​A​E​N​E​F​V​T​L​K.K  250-260

1332 651.8469 2 -21.94 -0.0143 58.76 82.0 2 0.0 0 R.S​L​D​L​D​S​I​I​A​E​V​K.A  316-327
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Cmpd. m/z meas. z Δ m/z 
[ppm]

Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

385 583.2886 2 -12.73 -0.0074 28.41 30.6 1 0.0 0 K.Y​E​E​L​Q​V​T​A​G​R.H  349-358
987 632.3375 2 -21.04 -0.0133 47.12 81.4 2 0.0 0 K.L​A​L​D​V​E​I​A​T​Y​R.K  445-455

> Protein 5: Keratin, type I cytoskeletal 10 OS=Mus musculus OX=10090 GN=Krt10 PE=1 SV=3

Accession: K1C10_MOUSE Score: 286.4
Database: SwissProt Seq. Coverage [%]: 10.0
MW [kDa] / pI: 57.7 / 5.0 No. of Peptides: 6

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

223 545.7634 2 -10.49 -0.0057 23.83 53.0 1 0.0 0 R.V​T​M​Q​N​L​N​D​R.L  146-154
401 691.319 2 -12.62 -0.0087 28.85 74.8 2 0.0 0 R.A​L​E​E​S​N​Y​E​L​E​G​K.I  164-175
305 404.1987 2 -11.65 -0.0047 26.09 16.3 2 0.0 0 R.L​A​A​D​D​F​R.L  227-233
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Cmpd. m/z meas. z Δ m/z 
[ppm]

Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

277 424.2246 2 -11.85 -0.0050 25.41 32.1 2 0.0 0 K.S​E​I​T​E​L​R.R  361-367
638 695.8345 2 -13.75 -0.0096 35.93 75.8 2 0.0 0 K.Q​S​L​E​A​S​L​A​E​T​E​G​R.Y  385-397
312 583.289 2 -12.05 -0.0070 26.28 34.4 2 0.0 0 R.L​E​N​E​I​Q​T​Y​R.S  440-448

> Protein 6: Keratin, type II cytoskeletal 75 OS=Mus musculus OX=10090 GN=Krt75 PE=1 SV=1

Accession: K2C75_MOUSE Score: 277.0
Database: SwissProt Seq. Coverage [%]: 9.1
MW [kDa] / pI: 59.7 / 8.5 No. of Peptides: 5

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

590 414.2129 2 -13.59 -0.0056 34.47 31.9 2 0.0 0 K.F​A​S​F​I​D​K.V  161-167
1018 619.777 2 -20.52 -0.0127 48.12 51.0 2 0.0 0 R.N​M​Q​E​V​V​E​D​F​K.V  228-237
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Cmpd. m/z meas. z Δ m/z 
[ppm]

Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

1332 651.8469 2 -21.94 -0.0143 58.76 82.0 2 0.0 0 R.S​L​D​L​D​S​I​I​A​E​V​K.A  314-325
385 583.2886 2 -12.73 -0.0074 28.41 30.6 1 0.0 0 K.Y​E​E​L​Q​V​T​A​G​R.H  347-356
987 632.3375 2 -21.04 -0.0133 47.12 81.4 2 0.0 0 K.L​A​L​D​V​E​I​A​T​Y​R.K  443-453

> Protein 7: Keratin, type I cytoskeletal 42 OS=Mus musculus OX=10090 GN=Krt42 PE=1 SV=1

Accession: K1C42_MOUSE Score: 260.2
Database: SwissProt Seq. Coverage [%]: 10.6
MW [kDa] / pI: 50.1 / 5.1 No. of Peptides: 6

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

457 651.3248 2 -12.29 -0.0080 30.40 81.4 2 0.0 0 R.A​L​E​E​A​N​A​D​L​E​V​K.I  114-125
305 404.1987 2 -11.65 -0.0047 26.09 16.3 2 0.0 0 R.L​A​A​D​D​F​R.T  174-180
740 515.2911 2 -18.40 -0.0095 39.13 44.2 2 0.0 0 R.V​L​D​E​L​T​L​A​R.A  203-211

1093 586.7527 2 -23.64 -0.0139 50.59 45.9 1 0.0 0 K.D​A​E​E​W​F​F​T​K.T  280-288
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Cmpd. m/z meas. z Δ m/z 
[ppm]

Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

537 460.5746 3 -13.39 -0.0062 32.88 19.9 2 0.0 1 K.T​R​L​E​Q​E​I​A​T​Y​R.R  385-395
337 561.7863 2 -12.14 -0.0068 27.01 52.3 2 0.0 0 R.L​E​Q​E​I​A​T​Y​R.R  387-395

> Protein 8: Keratin, type I cytoskeletal 16 OS=Mus musculus OX=10090 GN=Krt16 PE=1 SV=3

Accession: K1C16_MOUSE Score: 206.8
Database: SwissProt Seq. Coverage [%]: 8.1
MW [kDa] / pI: 51.6 / 5.1 No. of Peptides: 5

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

223 545.7634 2 -10.49 -0.0057 23.83 53.0 1 0.0 0 K.V​T​M​Q​N​L​N​D​R.L  115-123
305 404.1987 2 -11.65 -0.0047 26.09 16.3 2 0.0 0 R.L​A​A​D​D​F​R.T  193-199
425 610.7968 2 -11.60 -0.0071 29.53 65.2 2 0.0 0 K.A​S​L​E​N​S​L​E​E​T​K.G  351-361
537 460.5746 3 -13.39 -0.0062 32.88 19.9 2 0.0 1 K.T​R​L​E​Q​E​I​A​T​Y​R.R  404-414
337 561.7863 2 -12.14 -0.0068 27.01 52.3 2 0.0 0 R.L​E​Q​E​I​A​T​Y​R.R  406-414
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> Protein 9: Keratin, type II cytoskeletal 1 OS=Mus musculus OX=10090 GN=Krt1 PE=1 SV=4

Accession: K2C1_MOUSE Score: 178.7
Database: SwissProt Seq. Coverage [%]: 4.7
MW [kDa] / pI: 65.6 / 8.4 No. of Peptides: 3

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

590 414.2129 2 -13.59 -0.0056 34.47 31.9 2 0.0 0 K.F​A​S​F​I​D​K.V  199-205
494 738.387 2 -12.56 -0.0093 31.63 85.2 2 0.0 0 R.F​L​E​Q​Q​N​Q​V​L​Q​T​K.W  208-219
589 633.3134 2 -13.96 -0.0088 34.46 61.6 2 0.0 0 R.T​N​A​E​N​E​F​V​T​I​K.K  286-296
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> Protein 10: Keratin, type II cytoskeletal 73 OS=Mus musculus OX=10090 GN=Krt73 PE=1 SV=1

Accession: K2C73_MOUSE Score: 169.8
Database: SwissProt Seq. Coverage [%]: 5.6
MW [kDa] / pI: 58.9 / 8.4 No. of Peptides: 3

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

590 414.2129 2 -13.59 -0.0056 34.47 31.9 2 0.0 0 K.F​A​S​F​I​D​K.V  142-148
494 738.387 2 -12.56 -0.0093 31.63 85.2 2 0.0 0 R.F​L​E​Q​Q​N​Q​V​L​Q​T​K.W  151-162

1114 639.3431 2 -24.29 -0.0155 51.27 52.6 2 0.0 0 K.L​A​L​D​I​E​I​A​T​Y​R.K  424-434
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> Protein 11: Actin, cytoplasmic 1 OS=Mus musculus OX=10090 GN=Actb PE=1 SV=1

Accession: ACTB_MOUSE Score: 166.2
Database: SwissProt Seq. Coverage [%]: 9.1
MW [kDa] / pI: 41.7 / 5.3 No. of Peptides: 2

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

763 652.0147 3 -17.82 -0.0116 39.83 75.1 2 0.0 0 R.V​A​P​E​E​H​P​V​L​L​T​E​A​P​L​N​P​K.A  96-113
1015 895.9289 2 -23.10 -0.0207 48.00 91.2 1 0.0 0 K.S​Y​E​L​P​D​G​Q​V​I​T​I​G​N​E​R.F  239-254

> Protein 12: Pregnancy zone protein OS=Mus musculus OX=10090 GN=Pzp PE=1 SV=3

Accession: PZP_MOUSE Score: 98.3
Database: SwissProt Seq. Coverage [%]: 2.1
MW [kDa] / pI: 165.7 / 6.2 No. of Peptides: 2
Modification(s): Carbamidomethyl
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MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

1433 836.7841 3 -29.01 -0.0243 62.28 67.3 1 0.0 0 K.A​A​P​L​S​L​C​A​L​T​A​V​D​Q​S​V​L​L​L​K​P​E​A​K.L Carbamidomethyl: 7 588-611
603 435.767 2 -16.07 -0.0070 34.83 31.0 1 0.0 0 R.L​L​L​Q​E​V​R.L  1316-1322

> Protein 13: Keratin, type II cytoskeletal 79 OS=Mus musculus OX=10090 GN=Krt79 PE=1 SV=2

Accession: K2C79_MOUSE Score: 80.4
Database: SwissProt Seq. Coverage [%]: 3.6
MW [kDa] / pI: 57.5 / 7.6 No. of Peptides: 2

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

590 414.2129 2 -13.59 -0.0056 34.47 31.9 2 0.0 0 K.F​A​S​F​I​D​K.V  150-156
1324 665.3489 2 -26.68 -0.0177 58.53 48.5 2 0.0 0 R.N​L​D​L​D​S​I​I​A​E​V​K.A  304-315
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> Protein 14: Immunoglobulin kappa constant OS=Mus musculus OX=10090 GN=Igkc PE=1 SV=2

Accession: IGKC_MOUSE Score: 67.6
Database: SwissProt Seq. Coverage [%]: 13.1
MW [kDa] / pI: 11.9 / 5.6 No. of Peptides: 1

MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

779 767.8552 2 -17.84 -0.0137 40.37 67.6 2 0.0 0 K.D​S​T​Y​S​M​S​S​T​L​T​L​T​K.D  63-76

> Protein 15: Tubulin alpha-1C chain OS=Mus musculus OX=10090 GN=Tuba1c PE=1 SV=1

Accession: TBA1C_MOUSE Score: 65.2
Database: SwissProt Seq. Coverage [%]: 3.1
MW [kDa] / pI: 49.9 / 5.0 No. of Peptides: 1
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MS/MS Peptide Matches
Cmpd. m/z meas. z Δ m/z 

[ppm]
Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

1454 744.4232 2 -26.90 -0.0200 63.01 65.2 2 0.0 0 R.L​I​S​Q​I​V​S​S​I​T​A​S​L​R.F  230-243

> Protein 16: Thrombospondin-1 OS=Mus musculus OX=10090 GN=Thbs1 PE=1 SV=1

Accession: TSP1_MOUSE Score: 39.9
Database: SwissProt Seq. Coverage [%]: 0.9
MW [kDa] / pI: 129.6 / 4.7 No. of Peptides: 1
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MS/MS Peptide Matches
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Cmpd. m/z meas. z Δ m/z 
[ppm]

Δ m/z 
[Da]

Rt
[min]

Score No. of 
Cmpds.

Site 
[%]

P Sequence Modification Range

918 623.8416 2 -19.41 -0.0121 44.90 39.9 1 0.0 0 R.T​I​V​T​T​L​Q​D​S​I​R.K  289-299


