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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/0302-kotani-D_Tray01-E3_01_6616.mgf
Search Method: nawa-method-mouse Version: 1.0
Search Engine(s): Mascot, 2.4.1 Ident. Compound(s): 74/1489

(FDR:0.99%)
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: 1217.7
Database: SwissProt Seq. Coverage [%]: 44.7
MW [kDa] / pI: 49.9 / 6.6 No. of Peptides: 18
Modification(s): Carbamidomethyl, 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

690 552.7835 2 -5.00 -0.0028 38.03 45.2 2 0.0 0 K.N​L​V​A​M​G​C​L​A​R.D Carbamidomethyl: 7 21-30
359 560.7804 2 -5.92 -0.0033 27.96 38.6 1 0.0 0 K.N​L​V​A​M​G​C​L​A​R.D Carbamidomethyl: 7; 

Oxidation: 5
21-30

483 367.7126 2 -2.21 -0.0008 31.77 28.8 1 0.0 0 R.T​F​P​T​L​R.T  55-60
729 660.3771 2 -7.58 -0.0050 39.24 67.9 2 0.0 0 K.Y​L​A​T​S​Q​V​L​L​S​P​K.S  65-76
801 756.8631 2 -4.04 -0.0031 41.44 81.4 2 0.0 0 K.S​I​L​E​G​S​D​E​Y​L​V​C​K.I Carbamidomethyl: 12 77-89

1304 842.4405 3 -10.44 -0.0088 58.28 107.5 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
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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

179 452.2163 2 -7.28 -0.0033 22.08 50.7 2 0.0 0 R.D​G​F​S​G​P​A​P​R.K  121-129
1142 740.0627 3 -9.23 -0.0068 52.79 98.8 2 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
761 875.4442 2 -5.37 -0.0047 40.24 127.3 2 0.0 0 K.L​V​E​S​G​F​T​T​D​P​V​T​I​E​N​K.G  155-170
675 339.7111 2 -5.25 -0.0018 37.58 21.1 2 0.0 0 R.G​L​T​F​L​K.N  204-209
643 753.3401 2 -4.80 -0.0036 36.66 82.8 2 0.0 0 K.G​V​A​S​V​C​V​E​D​W​N​N​R.K Carbamidomethyl: 6 287-299
119 426.2193 3 -2.60 -0.0011 19.42 25.1 2 0.0 1 R.K​E​F​V​C​T​V​T​H​R.D Carbamidomethyl: 5 300-309
202 574.7762 2 -5.73 -0.0033 22.94 58.6 2 0.0 0 K.E​F​V​C​T​V​T​H​R.D Carbamidomethyl: 4 301-309
663 665.8803 2 -7.28 -0.0048 37.20 69.4 2 0.0 0 K.H​P​P​A​V​Y​L​L​P​P​A​R.E  328-339
389 554.2881 2 -2.27 -0.0013 28.86 54.0 1 0.0 0 R.E​S​A​T​V​T​C​L​V​K.G Carbamidomethyl: 7 346-355

1250 802.4093 2 -7.10 -0.0057 56.52 85.3 2 0.0 0 K.G​F​S​P​A​D​I​S​V​Q​W​L​Q​R.G  356-369
248 456.7596 2 -3.27 -0.0015 24.64 41.8 2 0.0 0 R.G​Q​L​L​P​Q​E​K.Y  370-377

1178 1183.0427 2 -11.37 -0.0135 53.97 133.5 2 0.0 0 K.S​T​G​K​P​T​L​Y​N​V​S​L​I​M​S​D​T​G​G​T​C​Y.- Carbamidomethyl: 21 433-454

> Protein 2: Pregnancy zone protein OS=Mus musculus OX=10090 GN=Pzp PE=1 SV=3

Accession: PZP_MOUSE Score: 550.8
Database: SwissProt Seq. Coverage [%]: 9.8
MW [kDa] / pI: 165.7 / 6.2 No. of Peptides: 10
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

1079 782.7462 3 -9.02 -0.0071 50.63 85.5 1 0.0 0 K.V​N​T​N​Y​R​P​G​L​P​F​S​G​Q​V​L​L​V​D​E​K.G  354-374
1193 677.6756 3 -10.10 -0.0068 54.43 23.3 1 0.0 0 R.G​S​I​F​N​L​G​S​H​V​L​S​L​E​Q​G​N​M​K.G  502-520
1420 836.7986 3 -11.68 -0.0098 62.44 131.8 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
1063 706.875 2 -10.28 -0.0073 50.10 64.1 1 0.0 0 K.T​V​Q​G​A​F​F​G​V​P​V​Y​K.D  625-637
636 544.7796 2 -9.48 -0.0052 36.42 52.2 1 0.0 0 K.V​P​D​T​I​T​E​W​K.A  770-778
787 649.3414 2 -11.08 -0.0072 40.96 39.6 1 0.0 0 K.A​I​N​Y​L​I​S​G​Y​Q​R.Q  1016-1026
565 497.2616 3 -6.40 -0.0032 34.26 22.4 1 0.0 0 K.A​F​A​Q​A​Q​S​H​I​F​I​E​K.T  1061-1073
711 608.8265 2 -9.44 -0.0057 38.64 56.0 2 0.0 0 R.L​P​D​L​P​G​N​Y​V​T​K.G  1323-1333
705 545.2951 2 -10.05 -0.0055 38.40 22.5 1 0.0 0 K.Y​N​I​L​P​V​A​D​G​K.A  1348-1357

1301 894.4775 2 -11.92 -0.0107 58.16 53.4 1 0.0 0 K.A​P​F​A​L​Q​V​N​T​L​P​L​N​F​D​K.A  1358-1373

> Protein 3: Albumin OS=Mus musculus OX=10090 GN=Alb PE=1 SV=3

Accession: ALBU_MOUSE Score: 534.2
Database: SwissProt Seq. Coverage [%]: 19.7
MW [kDa] / pI: 68.6 / 5.7 No. of Peptides: 10
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

1396 740.4231 2 -12.19 -0.0090 61.57 38.2 1 0.0 0 K.G​L​V​L​I​A​F​S​Q​Y​L​Q​K.C  45-57
596 575.3072 2 -6.86 -0.0039 35.21 58.8 2 0.0 0 K.L​V​Q​E​V​T​D​F​A​K.T  66-75
635 478.7671 2 -8.02 -0.0038 36.41 21.8 2 0.0 0 K.L​C​A​I​P​N​L​R.E Carbamidomethyl: 2 98-105
191 716.3119 2 -5.41 -0.0039 22.54 69.2 2 0.0 0 K.Y​M​C​E​N​Q​A​T​I​S​S​K.L Carbamidomethyl: 3 287-298
231 459.238 3 -5.64 -0.0026 24.11 41.2 2 0.0 0 K.L​Q​T​C​C​D​K​P​L​L​K.K Carbamidomethyl: 4, 5 299-309

1026 740.3949 2 -8.72 -0.0065 48.89 89.5 2 0.0 0 K.L​G​E​Y​G​F​Q​N​A​I​L​V​R.Y  422-434
593 720.3906 2 -7.87 -0.0057 35.10 78.1 2 0.0 0 K.A​P​Q​V​S​T​P​T​L​V​E​A​A​R.N  439-452

1480 831.9193 2 -12.41 -0.0103 64.62 81.0 1 0.0 0 R.L​P​C​V​E​D​Y​L​S​A​I​L​N​R.V Carbamidomethyl: 3 470-483
841 628.3111 3 -9.56 -0.0060 42.74 32.3 2 0.0 0 R.R​P​C​F​S​A​L​T​V​D​E​T​Y​V​P​K.E Carbamidomethyl: 3 509-524
689 486.7852 2 -9.55 -0.0046 37.94 24.2 1 0.0 0 K.Q​T​A​L​A​E​L​V​K.H  550-558
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> Protein 4: Immunoglobulin kappa constant OS=Mus musculus OX=10090 GN=Igkc PE=1 SV=2

Accession: IGKC_MOUSE Score: 305.8
Database: SwissProt Seq. Coverage [%]: 33.6
MW [kDa] / pI: 11.9 / 5.6 No. of Peptides: 4
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

609 796.366 2 -6.26 -0.0050 35.59 102.7 4 0.0 0 R.Q​N​G​V​L​N​S​W​T​D​Q​D​S​K.D  49-62
480 775.8602 2 -7.93 -0.0062 31.66 95.2 2 0.0 0 K.D​S​T​Y​S​M​S​S​T​L​T​L​T​K.D Oxidation: 6 63-76
773 767.8647 2 -5.47 -0.0042 40.54 95.7 1 0.0 0 K.D​S​T​Y​S​M​S​S​T​L​T​L​T​K.D  63-76
94 416.7409 2 -3.52 -0.0015 18.53 12.2 1 0.0 0 K.T​S​T​S​P​I​V​K.S  93-100

> Protein 5: Ig heavy chain V region AC38 205.12 OS=Mus musculus OX=10090 PE=1 SV=1

Accession: HVM51_MOUSE Score: 249.6
Database: SwissProt Seq. Coverage [%]: 36.4
MW [kDa] / pI: 12.9 / 6.8 No. of Peptides: 3
Modification(s): Carbamidomethyl

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

516 665.3641 3 -6.98 -0.0046 32.74 106.4 2 0.0 0 -.E​V​Q​L​Q​Q​S​G​P​E​L​V​K​P​G​A​S​V​K.I  1-19
463 572.7642 2 -8.01 -0.0046 31.06 44.6 2 0.0 0 K.S​S​S​A​T​Y​M​E​L​R.S  75-84
533 811.3549 2 -8.47 -0.0069 33.22 98.6 2 0.0 0 R.S​L​T​S​E​D​S​A​V​Y​Y​C​A​R.G Carbamidomethyl: 12 85-98

> Protein 6: Fibronectin OS=Mus musculus OX=10090 GN=Fn1 PE=1 SV=4

Accession: FINC_MOUSE Score: 212.3
Database: SwissProt Seq. Coverage [%]: 2.3
MW [kDa] / pI: 272.4 / 5.4 No. of Peptides: 4
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

240 611.2577 2 -10.09 -0.0062 24.39 28.6 1 0.0 0 R.T​F​Y​S​C​T​T​E​G​R.Q Carbamidomethyl: 5 370-379
1401 979.5056 2 -11.76 -0.0115 61.74 83.4 1 0.0 0 R.N​T​F​A​E​I​T​G​L​S​P​G​V​T​Y​L​F​K.V  958-975
931 652.366 2 -9.30 -0.0061 45.63 70.9 1 0.0 0 K.A​T​G​V​F​T​T​L​Q​P​L​R.S  1077-1088

1433 953.5292 2 -14.96 -0.0143 62.88 29.5 1 0.0 0 R.V​T​W​A​P​P​P​S​I​E​L​T​N​L​L​V​R.Y  1375-1391

> Protein 7: Immunoglobulin J chain OS=Mus musculus OX=10090 GN=Jchain PE=1 SV=4

Accession: IGJ_MOUSE Score: 152.9
Database: SwissProt Seq. Coverage [%]: 16.4
MW [kDa] / pI: 18.0 / 4.7 No. of Peptides: 2
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

540 863.9219 2 -7.44 -0.0064 33.48 89.4 2 0.0 0 R.I​I​P​S​T​E​D​P​N​E​D​I​V​E​R.N  43-57
600 461.2207 3 -6.76 -0.0031 35.34 63.5 2 0.0 0 R.N​F​V​Y​H​L​S​D​V​C​K.K Carbamidomethyl: 10 81-91

> Protein 8: Hemoglobin subunit beta-1 OS=Mus musculus OX=10090 GN=Hbb-b1 PE=1 SV=2

Accession: HBB1_MOUSE Score: 150.6
Database: SwissProt Seq. Coverage [%]: 25.9
MW [kDa] / pI: 15.8 / 7.1 No. of Peptides: 3
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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

1100 637.8595 2 -10.85 -0.0069 51.31 51.7 2 0.0 0 R.L​L​V​V​Y​P​W​T​Q​R.Y  32-41
959 586.3069 3 -9.48 -0.0056 46.65 73.1 1 0.0 0 K.V​I​T​A​F​N​D​G​L​N​H​L​D​S​L​K.G  68-83
582 647.8194 2 -8.57 -0.0056 34.73 25.8 1 0.0 0 K.D​F​T​P​A​A​Q​A​A​F​Q​K.V  122-133

> Protein 9: C4b-binding protein OS=Mus musculus OX=10090 GN=C4bpa PE=1 SV=3

Accession: C4BPA_MOUSE Score: 127.2
Database: SwissProt Seq. Coverage [%]: 6.0
MW [kDa] / pI: 51.5 / 6.8 No. of Peptides: 2
Modification(s): Carbamidomethyl

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

899 666.6943 3 -7.87 -0.0052 44.59 63.7 1 0.0 0 K.I​I​C​S​Q​P​N​I​L​H​G​V​I​V​S​G​Y​K.A Carbamidomethyl: 3 243-260
581 621.3025 2 -8.44 -0.0052 34.72 63.5 2 0.0 0 K.I​T​L​V​T​Y​E​C​D​K.G Carbamidomethyl: 8 322-331

> Protein 10: Keratin, type II cytoskeletal 1 OS=Mus musculus OX=10090 GN=Krt1 PE=1 SV=4

Accession: K2C1_MOUSE Score: 119.0
Database: SwissProt Seq. Coverage [%]: 3.6
MW [kDa] / pI: 65.6 / 8.4 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

492 738.3906 2 -7.68 -0.0057 32.05 62.7 2 0.0 0 R.F​L​E​Q​Q​N​Q​V​L​Q​T​K.W  208-219
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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

580 633.317 2 -8.28 -0.0052 34.70 56.3 1 0.0 0 R.T​N​A​E​N​E​F​V​T​I​K.K  286-296

> Protein 11: Hemoglobin subunit alpha OS=Mus musculus OX=10090 GN=Hba PE=1 SV=2

Accession: HBA_MOUSE Score: 113.5
Database: SwissProt Seq. Coverage [%]: 19.0
MW [kDa] / pI: 15.1 / 8.0 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

348 510.5784 3 -8.91 -0.0045 27.61 41.5 2 0.0 0 K.I​G​G​H​G​A​E​Y​G​A​E​A​L​E​R.M  18-32
902 627.3573 2 791.72 0.4963 44.69 72.0 2 0.0 0 K.F​L​A​S​V​S​T​V​L​T​S​K.Y  129-140

> Protein 12: Ig kappa chain V-II region 26-10 OS=Mus musculus OX=10090 PE=1 SV=1

Accession: KV2A7_MOUSE Score: 96.3
Database: SwissProt Seq. Coverage [%]: 11.5
MW [kDa] / pI: 12.3 / 9.0 No. of Peptides: 1

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

564 652.3075 2 -6.71 -0.0044 34.24 96.3 1 0.0 0 R.F​S​G​S​G​S​G​T​D​F​T​L​K.I  67-79

> Protein 13: Thrombospondin-1 OS=Mus musculus OX=10090 GN=Thbs1 PE=1 SV=1

Accession: TSP1_MOUSE Score: 92.0
Database: SwissProt Seq. Coverage [%]: 2.0
MW [kDa] / pI: 129.6 / 4.7 No. of Peptides: 2
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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

1181 697.862 2 -10.55 -0.0074 54.02 37.4 1 0.0 0 R.F​V​F​G​T​T​P​E​D​I​L​R.N  217-228
912 623.8471 2 -10.60 -0.0066 45.04 54.6 2 0.0 0 R.T​I​V​T​T​L​Q​D​S​I​R.K  289-299

> Protein 14: Ig kappa chain V-II region 7S34.1 OS=Mus musculus OX=10090 PE=1 SV=1

Accession: KV2A6_MOUSE Score: 86.8
Database: SwissProt Seq. Coverage [%]: 11.5
MW [kDa] / pI: 12.5 / 8.9 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

613 644.3149 2 -7.97 -0.0051 35.71 86.8 1 0.0 0 R.F​S​G​S​G​S​G​T​A​F​T​L​R.I  67-79

> Protein 15: CD5 antigen-like OS=Mus musculus OX=10090 GN=Cd5l PE=1 SV=3

Accession: CD5L_MOUSE Score: 84.8
Database: SwissProt Seq. Coverage [%]: 8.8
MW [kDa] / pI: 38.8 / 5.0 No. of Peptides: 3
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

594 501.7679 2 -8.15 -0.0041 35.12 10.6 1 0.0 0 K.A​G​W​N​L​Q​V​S​K.V  168-176
115 626.7707 2 -5.39 -0.0034 19.29 10.8 1 0.0 0 K.M​S​C​S​G​Q​E​A​N​L​R.S Carbamidomethyl: 3 209-219
722 653.8034 2 -7.72 -0.0050 38.98 63.4 1 0.0 0 R.I​W​L​D​D​V​N​C​S​G​K.E Carbamidomethyl: 8 310-320

> Protein 16: Keratin, type II cytoskeletal 6A OS=Mus musculus OX=10090 GN=Krt6a PE=1 SV=3

Accession: K2C6A_MOUSE Score: 67.5
Database: SwissProt Seq. Coverage [%]: 2.2
MW [kDa] / pI: 59.3 / 8.0 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

1318 651.8546 2 -10.13 -0.0066 58.81 67.5 2 0.0 0 R.S​L​D​L​D​S​I​I​A​E​V​K.A  316-327

> Protein 17: Keratin, type II cytoskeletal 79 OS=Mus musculus OX=10090 GN=Krt79 PE=1 SV=2

Accession: K2C79_MOUSE Score: 58.0
Database: SwissProt Seq. Coverage [%]: 2.3
MW [kDa] / pI: 57.5 / 7.6 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

1319 665.3596 2 -10.60 -0.0070 58.83 58.0 2 0.0 0 R.N​L​D​L​D​S​I​I​A​E​V​K.A  304-315

> Protein 18: Ig heavy chain V-III region J606 OS=Mus musculus OX=10090 PE=1 SV=1

Accession: HVM32_MOUSE Score: 47.9
Database: SwissProt Seq. Coverage [%]: 19.1
MW [kDa] / pI: 12.8 / 6.9 No. of Peptides: 2

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

1027 536.7877 2 -9.73 -0.0052 48.90 37.2 1 0.0 0 K.G​L​E​W​V​A​E​I​R.L  44-52
281 495.5563 3 655.01 0.3244 25.64 10.6 2 0.0 0 K.S​N​N​Y​A​T​H​Y​A​E​S​V​K.G  55-67

> Protein 19: Keratin, type I cytoskeletal 10 OS=Mus musculus OX=10090 GN=Krt10 PE=1 SV=3

Accession: K1C10_MOUSE Score: 41.0
Database: SwissProt Seq. Coverage [%]: 2.1
MW [kDa] / pI: 57.7 / 5.0 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

402 691.3228 2 -7.12 -0.0049 29.19 41.0 1 0.0 0 R.A​L​E​E​S​N​Y​E​L​E​G​K.I  164-175
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> Protein 20: Complement C4-B OS=Mus musculus OX=10090 GN=C4b PE=1 SV=3

Accession: CO4B_MOUSE Score: 40.1
Database: SwissProt Seq. Coverage [%]: 1.4
MW [kDa] / pI: 192.8 / 7.4 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

1398 922.7743 3 -13.91 -0.0128 61.61 40.1 1 0.0 0 R.S​T​Q​D​T​V​V​T​L​D​A​L​S​A​Y​W​I​A​S​H​T​T​E​E​K.A  1297-1321

> Protein 21: Ig lambda-2 chain V region OS=Mus musculus OX=10090 PE=3 SV=1

Accession: LV2A_MOUSE Score: 38.6
Database: SwissProt Seq. Coverage [%]: 7.7
MW [kDa] / pI: 12.2 / 5.4 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

445 462.2419 2 -7.30 -0.0034 30.50 38.6 1 0.0 0 R.F​S​G​S​L​I​G​D​K.A  83-91


