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Protein 1: Immunoglobulin heavy constant mu OS=Mus musculus OX=10090 GN=Ilghm PE=1 SV=2

Accession: IGHM_MOUSE Score: 1217.7

Database: SwissProt Seq. Coverage [%]: 447

MW [kDa] / pl: 499/6.6 No. of Peptides: 18

Modification(s): Carbamidomethyl, Oxidation

10 20 30 40 a0 60 70 &0 a0 100

SQSFPNVFPL VSCESPLSDK NLVAMGCLAR DFLPSTISFT WNYQNNTEVI (QGIRTFPTLR TGGKYLATS) VLLSPHSILE GSDEYLVCKI HYGGKNRDLH
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VPIPAVAEMN FPNVNVEVEFFR DGFSGPAPRK SKLICEATNF TPHPITVSWL FDGRLVESGF TTDEVTIENK GSTPQTYKVI STLTISEIDW LNLNVYTCEV
e — — — _Ear—_ 1 = — ————— [ — — —  — ——— ——— = Emw |

210 220 230 240 250 260 270 280 290 200

DHRGLTFLFN WS5TCAASPS TDILTFTIFEF SFADIFLSKS ANLTCLVSNL ATYETLNISW ASQSGEFLET FIKIMESHEN GTFSARKGVAS VCVEDWNNER

=" e e
310 320 330 340 350 360 370 380 390 400
EFVCTVTHED LPSPQFRKFIS FKFNEVHFHFEF AVYLLFPRARE QLNLRESATV TCLVKGFSFA DISVOWLORG QLLPOEFYVT SAPMPEPGAP GFYFTHSILT
= == "= O ————— e e N p—
410 420 430 440 450 460

VTEEEWNSGE TYTCVVGHEA LPHLVTERTV DESTGFETLY NVSLIMEDTG GTCY

MS/MS Peptide Matches

Cmpd.[m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site | P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
690 | 552.7835 | 2 -5.00| -0.0028 | 38.03 | 45.2 2 0.0 | 0 |[K.NLVAMGCLAR.D Carbamidomethyl: 7 21-30
359 | 560.7804 | 2 -5.92| -0.0033 | 27.96 | 38.6 1 0.0 | 0 |K.NLVAMGCLAR.D Carbamidomethyl: 7; 21-30
Oxidation: 5
483 | 367.7126 | 2 -2.21| -0.0008 | 31.77 | 28.8 1 0.0 | 0 |R.TFPTLR.T 55-60
729 | 660.3771 | 2 -7.58| -0.0050 | 39.24 | 67.9 2 0.0 | 0 |K.YLATSQVLLSPK.S 65-76
801 | 756.8631 | 2 -4.04| -0.0031 | 4144 | 814 2 0.0 | 0 |K.SILEGSDEYLVCK.I Carbamidomethyl: 12 77-89
1304 | 842.4405 | 3 -10.44| -0.0088 | 58.28 | 107.5 1 0.0 | 0 |R.DLHVPIPAVAEMNPNVNVFVPPR.D 98-120
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Cmpd. m/zmeas.| z| Am/z A m/z Rt | Score | No.of | Site |P Sequence Modification Range

[ppm] [Da] [min] Cmpds. | [%]
179 | 452.2163 | 2 -7.28| -0.0033 | 22.08 50.7 2 0.0 | 0 |[R.DGFSGPAPR.K 121-129
1142 | 740.0627 | 3 -9.23| -0.0068 | 52.79 98.8 2 0.0 | 0 |[K.LICEATNFTPKPITVSWLK.D Carbamidomethyl: 3 133-151
761 875.4442 | 2 -5.37| -0.0047 | 40.24 | 127.3 2 0.0 | 0 [K.LVESGFTTDPVTIENK.G 155-170
675 | 339.7111 | 2 -5.25| -0.0018 | 37.58 211 2 0.0 | 0 |[R.GLTFLK.N 204-209
643 | 753.3401 | 2 -4.80| -0.0036 | 36.66 82.8 2 0.0 | 0 [K.GVASVCVEDWNNR.K Carbamidomethyl: 6 287-299
119 | 426.2193 | 3 -2.60( -0.0011 | 19.42 251 2 0.0 | 1 |[R.KEFVCTVTHR.D Carbamidomethyl: 5 300-309
202 | 574.7762 | 2 -5.73| -0.0033 | 22.94 58.6 2 0.0 | 0 [K.EFVCTVTHR.D Carbamidomethyl: 4 301-309
663 | 665.8803 | 2 -7.28| -0.0048 | 37.20 69.4 2 0.0 | 0 |K.HPPAVYLLPPAR.E 328-339
389 | 554.2881 | 2 -2.27| -0.0013 | 28.86 54.0 1 0.0 | 0 [R.ESATVTCLVK.G Carbamidomethyl: 7 346-355
1250 | 802.4093 | 2 -7.10| -0.0057 | 56.52 85.3 2 0.0 | 0 [K.GFSPADISVQWLQR.G 356-369
248 | 456.7596 | 2 -3.27| -0.0015 | 24.64 41.8 2 0.0 | 0 [R.GQLLPQEK.Y 370-377
1178 |1183.0427 | 2 -11.37| -0.0135 | 53.97 | 133.5 2 0.0 | 0 [K.STGKPTLYNVSLIMSDTGGTCY .- 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] / pl: 165.7 /6.2 No. of Peptides: 10

Modification(s): Carbamidomethyl
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10 20 30 40 &0 &0 70 a0 an 100
MRRNOQLPTPA FLLLFLLLPR DATTATAKPD YVVLVPSEVY SGVPEKACVS LMNHVNETVML SLTLEYAMOO TELLTDOAVD FEDSFYCSPFT ISGSPLEPYTF
110 120 130 140 150 160 170 180 190 200
ITVEIKGPTQ RFIFFFESIQI IKAESPVEVD TDEPIYFPGED IVEFRVVSVD ISFRPLNETF PVWYIETPKR NRIFOWONIH 2 LAGGLHOQLSF PLSVEPALGI
210 220 230 240 250 260 270 280 290 300
YEVWWVOFDSG FRIEHSFEVE EYVLPEFEVI IFMOKTMAFL EEELPITACG VYTYGEEVPG LVTLREVCREY SRYRSTCHNQ NSMSICEEFS QQADDEGCEFR
310 320 330 340 350 360 370 380 390 400
OVWETFEVFQL ROKGHDMFEIE VEAKTFEEGT GIELTGIGSC EIANALSKLE FTEVNTHYRP GLPFSGOVLL VDEEGEKPIPN EKNITSVVSPL #GYLSIFTTDE
e ————
410 420 430 440 450 460 470 480 490 500
HGLANISIDT SNFTAPFLEV VVIYKONHVC YDNWWLDEFH TOQADHSATLY FSPSOSYIQL ELVFGTLACG QTQOEIRTHYL LNEDIMKNEK DLTFYYLIFAR
510 R20 530 540 550 560 R70 R80 590 600
RGSIFNLGSEH VLELEQGHNME GVFSLPIQVE PEGAPEAQLL IYATLPNEEL VADAQNFEIE FKCFANKVNLS FPSAQSLPAS DTHLEVEAARP LSLCALTAVD
. — L. — = e — — — — ]
610 620 630 640 650 660 670 680 690 T00
QSVLLLEPEA ELSPOQSIYNL LPGETVOGAF FGVEVYFEDHE NCISGEDITH #NGIVYTPEHS LGDNDAHSIF QSVGINIFTHN 2 SKIHFEPRFCO EFQHYPAMGG
== = e eaaaaa— u— = = = e — =
710 T20 T30 740 750 T60 T70 T80 Ta0 800
VAPQALAVAR SGPGSSFRAM GVPMMGLDYS DEINQVVEVR ETVREYFPET WIWDLVPLDV SGDGELAVEN FPDTITEWFAS APCLSGTTGL GLSSTISLOR
—— =
810 820 830 840 850 g60 870 880 890 a0
FOPFFLELTL PYSVVRGEAF TLEATVLNYM SHCIQIRVDL EISPDFLAVEP VGGHENSHCI CGNERKTVSEW AVTPESLGEV NFTATAEALD SPELCGNELT
410 920 430 440 450 60 a70 g0 a0 1000
EVPALVHFDT VVESVIVEPE GIEEKEQTYNT LLCPODTELD DNWSLELPPN VVEGSARATH SVLGDILGSR MONLONLLOM PYGCGEQNMY LEVEPNIYVLMN
1010 1020 1030 1040 1050 1060 1070 1080 1090 1100
YLNETQOLTE ATKSEATNYL ISGYQROLNY OHSDGSYSTF GHNHGGGNTPG NTWLTAFVLE AFAQAOSHIF IEKTHITHAF NWLSMEQFEN GCPOOSGYLL
L === ——=__1 —= = —— |
1110 1120 1130 1140 1150 1160 1170 1180 1150 1200
NMNAMKEGGVDD EVTLSAYITTI ALLEMPLPVT HSAVRNALFC LETAWASISO) SOESHVYTFA LLAYAFALAG NEAFKRSELLE SLNKDAVEEE DSLHWORPGD
1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
VOEVFALSFY QPRAPSAEVE MTAYVLLAYIL TSESSRPTRD LSSSDLSTAS KIVEWISKOD NSHGGFSSTO DTVWALQALS KEYGAATFTRS QORKEVLVTIES
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MS/MS Peptide Matches
Cmpd. m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site |P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
1079 | 782.7462 | 3 -9.02| -0.0071 | 50.63 85.5 1 0.0 | 0 |[K.VNTNYRPGLPFSGQVLLVDEK.G 354-374
1193 | 677.6756 | 3 -10.10| -0.0068 | 54.43 23.3 1 0.0 | 0 |R.GSIFNLGSHVLSLEQGNMK.G 502-520
1420 | 836.7986 | 3 -11.68| -0.0098 | 62.44 | 131.8 1 0.0 | 0 |[K.AAPLSLCALTAVDQSVLLLKPEAK.L Carbamidomethyl: 7 588-611
1063 706.875 | 2 -10.28| -0.0073 | 50.10 64.1 1 0.0 | 0 |[K.TVQGAFFGVPVYK.D 625-637
636 | 544.7796 | 2 -9.48| -0.0052 | 36.42 52.2 1 0.0 | 0 [K.VPDTITEWK.A 770-778
787 | 649.3414 | 2 -11.08| -0.0072 | 40.96 39.6 1 0.0 | 0 |[K.AINYLISGYQR.Q 1016-1026
565 | 497.2616 | 3 -6.40| -0.0032 | 34.26 22.4 1 0.0 | 0 |[K.AFAQAQSHIFIEK.T 1061-1073
711 | 608.8265 | 2 -9.44| -0.0057 | 38.64 56.0 2 0.0 | 0 |[R.LPDLPGNYVTK.G 1323-1333
705 | 545.2951 | 2 -10.05| -0.0055 | 38.40 22.5 1 0.0 | 0 [K.YNILPVADGK.A 1348-1357
1301 | 894.4775 | 2 -11.92| -0.0107 | 58.16 53.4 1 0.0 | 0 |[K.APFALQVNTLPLNFDK.A 1358-1373
Protein 3: Albumin OS=Mus musculus 0X=10090 GN=Alb PE=1 SV=3

Accession: ALBU_MOUSE Score: 534.2

Database: SwissProt Seq. Coverage [%]: 19.7

MW [kDa] / pl: 68.6/5.7 No. of Peptides: 10

Modification(s): Carbamidomethyl
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10 20 30 40 50 &0 70 a0 an 100
MEWVTFLLLL FVSGSAFSRG VFRREAHKSE TAHRYNDLGE QHFEGLVLIA FSOYLOFKCSY DEHAKLVOEY TDFAKTCVAD ESAANCDESL HTLFGDELCA
J— e = - — = ==
110 120 130 140 150 160 170 180 190 200
IPNLEENYGE LADCCTEQEP ERNECFLOHK DDNPSLPPFE RPEAEAMCTS FEENPTTFMG HYLHEVAREH PYFYAPELLY YAEQYNEILT QCCAEADKES
===
210 220 230 240 250 260 270 280 290 300
CLTPELDGVE EFKALVSSVRO RMECSSMQFEF GERAFKAWAYV ARLSQTFPNA DFAEITELAT DLTEVNEECC HGDLLECADD RAELAKYMCE NOQATISSELD
T e &
310 320 330 340 350 360 370 380 390 400
TCCDEPLLEK AHCLSEVEHD TMPADLPATA ADFVEDQEVC FENYAEAFDVF LGTFLYEYSR RHPDYSVSLL LRLAFKKYEAT LEEKCCAEANF PRACYGTVLAE
====——=—"—m
410 420 430 440 450 460 470 480 490 500
FOQPLVEEPEN LVETNCDLYE ELGEYGFOMNA ILVREYTQKAFPF OVSTPTLVEA ARNLGRVGTK CCTLPEDQRL PCVEDYLSAT LNEVCLLHEK TPEVSEHVTEC
e ——— T =
510 520 530 540 550 560 570 580 590 600
CSGSLVEREFP CFSALTVDET YVPEEFEAET FTFHSDICTL PEEEFQIKE] TALAELVEHK PEATAEQLKET VMDDFAQFLD TCCEAADEDT CFSTEGPNLY
e
610
TRCKDALA
MS/MS Peptide Matches
Cmpd.[m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site |P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
1396 | 740.4231 | 2 -12.19| -0.0090 | 61.57 | 38.2 1 0.0 | 0 |K.GLVLIAFSQYLQK.C 45-57
596 | 575.3072 | 2 -6.86| -0.0039 | 35.21 58.8 2 0.0 | 0 |[K.LVQEVTDFAK.T 66-75
635 | 478.7671 | 2 -8.02| -0.0038 | 36.41 21.8 2 0.0 | 0 |K.LCAIPNLR.E Carbamidomethyl: 2 98-105
191 | 716.3119 | 2 -5.41| -0.0039 | 22.54 | 69.2 2 0.0 | 0 |[K.YMCENQATISSK.L Carbamidomethyl: 3 287-298
231 459.238 | 3 -5.64| -0.0026 | 24.11 41.2 2 0.0 | 0 |[K.LQTCCDKPLLK.K Carbamidomethyl: 4, 5 299-309
1026 | 740.3949 | 2 -8.72| -0.0065 | 48.89 | 89.5 2 0.0 | 0 |[K.LGEYGFQNAILVR.Y 422-434
593 | 720.3906 | 2 -7.87| -0.0057 | 35.10 | 78.1 2 0.0 | 0 |[K.APQVSTPTLVEAAR.N 439-452
1480 | 831.9193 | 2 -12.41| -0.0103 | 64.62 | 81.0 1 0.0 | 0 |R.LPCVEDYLSAILNR.V Carbamidomethyl: 3 470-483
841 | 628.3111 | 3 -9.56| -0.0060 | 42.74 | 32.3 2 0.0 | 0 |R.RPCFSALTVDETYVPK.E Carbamidomethyl: 3 509-524
689 | 486.7852 | 2 -9.55| -0.0046 | 37.94 | 24.2 1 0.0 | 0 |[K.QTALAELVK.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] / pl: 11.9/5.6 No. of Peptides: 4
Modification(s): Oxidation
10 20 30 40 a0 60 70 &0 a0 100
RADAAPTVSI FPPSSEQLTS GGASVVCFLN NFYPFDINVE WKIDGSERQN GVLNSWTDOD SKDSTYSMSS TLTLTFDEYE RHNSYTCEAT HKTSTSEIVE
[——— — — — ——————
110
SFNENEC
MS/MS Peptide Matches
Cmpd.[m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site | P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
609 796.366 | 2 -6.26| -0.0050 | 35.59 | 102.7 4 0.0 | 0 [R.QNGVLNSWTDQDSK.D 49-62
480 | 775.8602 | 2 -7.93| -0.0062 | 31.66 95.2 2 0.0 | 0 |[K.DSTYSMSSTLTLTK.D Oxidation: 6 63-76
773 | 767.8647 | 2 -5.47| -0.0042 | 40.54 95.7 1 0.0 | 0 |[K.DSTYSMSSTLTLTK.D 63-76
94 416.7409 | 2 -3.52| -0.0015 | 18.53 12.2 1 0.0 | 0 [K.TSTSPIVK.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] / pl: 12.9/6.8 No. of Peptides: 3
Modification(s): Carbamidomethyl
10 20 30 40 50 &0 70 280 an 100
EVOLOOSGPE LVFPGRASVKI SCKASGYTFT DYYMNWVHQS HGHKSLEWIGD INPNNGGTSY NQFFKGKATL TVDESSSATY MELRSLTSED SAVYYCARGY
110 120

GYDEFFDVWGT GTTVTVES

MS/MS Peptide Matches
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Cmpd. | m/z meas. A m/z A m/z Rt | Score | No.of | Site Sequence Modification Range

[ppm] [Da] [min] Cmpds. | [%]
516 | 665.3641 -6.98| -0.0046 | 32.74 | 106.4 2 0.0 -.EVQLQQSGPELVKPGASVK.I 1-19
463 | 572.7642 -8.01| -0.0046 | 31.06 | 44.6 2 0.0 K.SSSATYMELR.S 75-84
533 | 811.3549 -8.47| -0.0069 | 33.22 98.6 2 0.0 R.SLTSEDSAVYYCAR.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] / pl: 2724154 No. of Peptides: 4

Modification(s): Carbamidomethyl
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10 20 30 40 &0 &0 70 a0 an 100
MLRGPGPGRL LLLAVLCLGT SVRCTEAGFKS FKROQAQOTVOP QSPVAVSQSK PGCFDNGFHY QINQOWERTY LGMALVCTCY GGSRGFNCES FKFPEPEETCFEFD
110 120 130 140 150 160 170 180 190 200
FYTGNTYFVG DTYERPKDSM IWDCTCIGAG RGRISCTIAN RCHEGGOSYK IGDEWRRPHE TGGYMLECLC LGNGEGEWTC KPIAEKCFDH AAGTSYVVGE
210 220 230 240 250 260 270 280 290 300
TWEFPYQGHM MVDCTCLGEG NGRITCTSREMN RCNDODTRTS YRIGDTWSKFE DNRGNLLOCY CTGHNGRGEWE CERHALOSAS AGSGSFTDVE TAIYOPOTHPE
310 320 330 340 350 360 370 380 390 400
QPAPYGHCVT DSGUVVYSVEM QOQWLESQCGNFD MLCTCLGHGY SCOETAVTOT YGGNSNGEPC VLPFTYNGRT FYSCTTEGER DGHLWCSTTS NYEQDOKYSF
L ! 1
410 420 430 440 450 460 470 480 490 500
CTDHAVLVOT RGGNSHGALC HFPFLYMNEN YTDCTSEGRRE DMNMEWCGTTO NYDADOQFFGF CPMAAHEEIC TTHEGVMYRI GDOWDFOHDL GHMMRCTCVG
510 R20 530 540 550 560 R70 R80 590 600
NGRGEWACTP YSOLRDOCTIV DDITYNVNDT FHERHEEGHM LHCTCFGOGR GREWKCDPIDO CODSETRTEY QIGDSWEFFYV HGVRYQCYCY GRGIGEWHCO
610 620 630 640 650 660 670 680 690 T00
PLOTYPGTTG PVOVIITETPE SQPNSHPIOW MNAPEPSHITE YILRWRPETS TGRWKEATIP GHLNSYTIKG LTPGVIYEGD LISIQOYGHR EVTRFDFTTS
710 T20 T30 740 750 T60 T70 T80 Ta0 800
ASTEVTSNTV TGETAPYSPYV VATSESVTEI TASSFVVSEWYV SASDTVSGFR VEYELSEEGD EPQYLDLPST ATSVNIPDLL #PGREYIVNVY QISEEGEQSL
810 820 830 840 850 g60 870 880 890 a0
ILSTSOTTAP DAPPDPTVDL VDDTSIVVEW SRPOAPITGY RIVYSPSEVEG SSTELNLPET ANSVTLSDLO PGVOYNITIY AVEENQESTP VFEFIQOETTGT
410 920 430 440 450 60 a70 g0 a0 1000
PREDNVPPPT DLOFVELTDV EVTIMWTEPPD SVVSGYRVEV LPVSLPGEHG QRLPVNRENTF AEITGLSPGY TYLFEVFAVH QGRESNPLTA QOTTELDAPT
R e
1010 1020 1030 1040 1050 1060 1070 1080 1090 1100
NLOQFVNETDR TVLVITWTPPR ARTAGYRLTA GLTRGGOPKD YNVGPLASKY PLENLOPGSE YTVTLVAVEG NOOQSPKATGY FTTLOPLRESTI PPYNTEVTET
= —
1110 1120 1130 1140 1150 1160 1170 1180 1150 1200
TIVITWTPAP RIGFFLGVRP SQGGEAPREV TSDSGEIVVE GLTPGVEYTY TIQVLRDGOE RDAPIVNEVY TPLSPPTHNLH 2LEANPDTGVL TVSWERSTTE
1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
DITGYRITTT PTHNGOOGTSL EEVVHADQSS CTFENLNPGL EYNVSVYTVE DDEESAPISD TVVPEVPOQLT DLSFVDITDS SIGLEWTPLN @SSTIIGYRIT
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MS/MS Peptide Matches

Cmpd. m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site | P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
240 | 611.2577 | 2 -10.09| -0.0062 | 24.39 28.6 1 0.0 | 0 |R.TFYSCTTEGR.Q Carbamidomethyl: 5 370-379
1401 | 979.5056 | 2 -11.76| -0.0115 | 61.74 83.4 1 0.0 | 0 [RINTFAEITGLSPGVTYLFK.V 958-975
931 652.366 | 2 -9.30| -0.0061 | 45.63 70.9 1 0.0 | 0 [K.AATGVFTTLQPLR.S 1077-1088
1433 | 953.5292 | 2 -14.96| -0.0143 | 62.88 29.5 1 0.0 | 0 |[RVTWAPPPSIELTNLLVR.Y 1375-1391
Protein 7: Immunoglobulin J chain 0S=Mus musculus OX=10090 GN=Jchain PE=1 SV=4
Accession: IGJ_MOUSE Score: 152.9
Database: SwissProt Seq. Coverage [%]: 16.4
MW [kDa] / pl: 18.0/4.7 No. of Peptides: 2
Modification(s): Carbamidomethyl
10 20 30 40 &0 &0 70 a0 an 100
METHLLLWGV LAIFVKAVLYV TCGDDEATILA DNKCMCTREVT SRIIPSTEDF NEDIVEENIR IVVELMNEEN ISDPTSPLER NFVYHLSDVC FKCDEVEVEL
R = aa—
110 120 130 140 150 160
EDQVVTATO)S NICNEDDGVE ETCYMYDRNE CYTTMVPLRY HCGETEMVQAA LTPDSCYED
MS/MS Peptide Matches
Cmpd.[m/zmeas.| z| Am/z Am/z Rt Score | No.of | Site |P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
540 | 863.9219 | 2 -7.44| -0.0064 | 33.48 89.4 2 0.0 | 0 |[R.IPSTEDPNEDIVER.N 43-57
600 | 461.2207 | 3 -6.76| -0.0031 | 35.34 63.5 2 0.0 | 0 [RINFVYHLSDVCK.K Carbamidomethyl: 10 81-91
Protein 8: Hemoglobin subunit beta-1 0S=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] / pl: 15.8/71 No. of Peptides: 3
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10 20 30 40 50 60 70 80 90 100
MVHLTDAEKA AVSCLWGKVN SDEVGGEALG RLLVVYPWT( RYFDSFGDLS SASATMGNAK VKABHGKKVIT AFNDGLNHLD SLKGTFASLS ELHCDKLHVD
= — [ ———— — = — e ———
110 120 130 140 150
PENFRLLGNM IVIVLGHHLG

FDFTPARQAR FOFVVAGVAT ALAHKYH
o

MS/MS Peptide Matches

Cmpd.[m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site |P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
1100 | 637.8595 | 2 -10.85| -0.0069 | 51.31 51.7 2 0.0 | 0 |R.LLVWYPWTQR.Y 32-41
959 | 586.3069 | 3 -9.48| -0.0056 | 46.65 | 73.1 1 0.0 | 0 [K.VITAFNDGLNHLDSLK.G 68-83
582 | 647.8194 | 2 -8.57| -0.0056 | 34.73 25.8 1 0.0 | 0 |[K.DFTPAAQAAFQK.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] / pl: 515/6.8 No. of Peptides: 2
Modification(s): Carbamidomethyl
10 20 30 40 50 1] 70 &0 a0 100
MCAFQQOTLL PTRAARHGRLH RNREDAVAWPF STLCEVSGPT LEFQMTFTAAL WVAVFGHCGE FPPAIPNALPA SDVNRTDFES HTTLEYECLE GYGRGISEMM
110 120 130 140 150 160 170 180 150 200
VYCKPSGEWE ISVSCAFKFHC RBRNPGYLDNGY VNGETITFGS QIEFSCOEGFE ILVGSSTSSC EVRGHEGVAWS NEFPECVIVE CGPFPDISHNG FHSGTEDEYFE
210 220 230 240 250 260 270 280 290 300
YNHGISYTCD PGFRLVGSPF IGCTVVHETV FVWSSSPPTC ERKIICSQPHNI  LHGVIVSGYE ATYTHRDSVR LACLHNGTVLR GRHVIECQGHN GHNWSSLEPTCE
[ — — i — |
310 320 330 340 350 360 370 380 390 400
FDCDLEFPAIV HNGYYTSMVYS EKITLVTYECD EGYRLVGKAT ISCSFSFEWEG TAPQCHKALCY KPEVGHNGTLS DEFDQYVESE NVTIQCDSGE AMLGSQSISC
[ = = ——
410 420 430 440 450 460 470
SESGTWYFPEV FRCEQEASED LHKPALTGHNET MQYVEFNSHDV FMALEIYKLT LEVELLQLOT QFEFHTEAH
MS/MS Peptide Matches
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Protein Report
nawa-method-mouse_2021-01-05 11:33:47

o)
RUOKER
(<)

Cmpd. m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site | P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
899 | 666.6943 | 3 -7.87| -0.0052 | 4459 | 63.7 1 0.0 | 0 |K.HICSQPNILHGVIVSGYK.A Carbamidomethyl: 3 243-260
581 | 621.3025 | 2 -8.44| -0.0052 | 34.72 | 635 2 0.0 | 0 |K.ITLVTYECDK.G Carbamidomethyl: 8 322-331
Protein 10: Keratin, type Il cytoskeletal 1 0S=Mus musculus OX=10090 GN=Krt1 PE=1 SV=4
Accession: K2C1_MOUSE Score: 119.0
Database: SwissProt Seq. Coverage [%]: 3.6
MW [kDa] / pl: 65.6/8.4 No. of Peptides: 2
10 20 30 40 50 60 70 &0 ag 100
MSLOQCSSRSL CRGGGGSEMNF S5G5AGLVSF (QRRSTSSSMR RSGGGGGGRFE SGGGRCGSSG SGPGSKSLMN LGGGRSISKS VAGGGGSFCG  GFGGGSYGGG
110 120 130 140 150 160 170 180 190 200
GFGGGSYGGEE GFGGGSFGGGE GFGGSGFPGGE  LGGGGGFGSG  GGFGGGRFGS MGEVCPPGGI  QEVTINQSLL QPLNVEVDPQ IQEVESQERE QIKSLNDEFA
210 220 230 240 250 260 270 280 290 300
SFIDEVRFLE QQNOVLOTEW ELLOQOVDTTT RTQNLDPFFE NYISILEREWV DSLESDOSEM DSELFEMNMODL VEEYRTEYED EINKRTHAEN EFVTIFEDVD
e e |
310 320 330 340 350 360 370 380 390 400
SAYMTEVELY AFADALCODT DFFSALYQME MSOMOTQISE THVVLSMDHN RSLDLDGITS EVEAQYDSIC QRSFARARTF YQSKYEELQT TAGKHGDSVR
410 420 430 440 450 460 470 480 490 500
HTEMEISELN EBMIQRLRSET DGCEHEQISQOT CQONINDARQR GEFALFDAQN HKLMNEIEDALS QCHKEDLARLL ERDFQELMNTE LALDMETATY HKELLEGEEIR
510 520 530 540 550 560 570 580 590 600
MSGECTPNVS WSVSTSHTSM SGSS5S5RGGGS  GGGRYGGGGS YGGGSGGGSY GGSS5GGGGSG  GSYGGGEGGG  SYGGGSGGGS  SGSHRGGSGG GGGSSGGSYG
610 620 630 640
GSSGGGRGGS S5GGGGVESS  GSSTVEEVST SYSRGTE
MS/MS Peptide Matches
Cmpd.[m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site |P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
492 | 738.3906 | 2 -7.68| -0.0057 | 32.05 | 62.7 2 0.0 | 0 |R.FLEQQNQVLQTK.W 208-219
Bruker ProteinScape 2021/01/5 14:03+0800 12 1 23




Protein Report BRUKER
nawa-method-mouse_2021-01-05 11:33:47 L.X_)
Cmpd. m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site | P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
580 633.317 | 2 -8.28| -0.0052 | 34.70 56.3 1 0.0 | 0 [R.TNAENEFVTIK.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] / pl: 15.1/8.0 No. of Peptides: 2
10 20 30 40 &0 &0 70 a0 an 100
MVLSGEDKSN IKARAWGKIGG HGREYGRERI., EEMFASFPTT KTYFPHFDVS HGSAQVEGHG FEVADALASA AGHLDDLPGA LSALSDLHAH FKLEVDEVNFE
= T
110 120 130 140 150
LLSHCLLVTL ASHHPADFTP AVHASLDKFL ASVSTVLTSE YR
H e
MS/MS Peptide Matches
Cmpd.[m/zmeas.| z| Am/z Am/z Rt Score | No.of | Site |P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
348 | 510.5784 | 3 -8.91| -0.0045 | 27.61 41.5 2 0.0 | 0 |[K.IGGHGAEYGAEALER.M 18-32
902 | 627.3573 | 2 791.72| 0.4963 | 44.69 72.0 2 0.0 | 0 [K.FLASVSTVLTSK.Y 129-140
Protein 12: Ig kappa chain V-l region 26-10 OS=Mus musculus OX=10090 PE=1 SV=1
Accession: KV2A7_MOUSE Score: 96.3
Database: SwissProt Seq. Coverage [%]: 115
MW [kDa] / pl: 12.3/9.0 No. of Peptides: 1
10 20 30 40 &0 60 70 a0 a0 100
DVWMTQTPLS LPVSLGDORS ISCRSSQSLY  HSHGHNTYLMNW YLOKAGDSPK LLIYEWVSHNRF SGVPDRFSGS GSGTDEFTLET

SEVEAEDLGI YFCSQTTHVE

s e
110 120

FTPGGGTELE IFKR

MS/MS Peptide Matches

Bruker ProteinScape 2021/01/5 14:03+0800 13 /23



Protein Report

BRUKER
nawa-method-mouse_2021-01-05 11:33:47
Cmpd. m/zmeas.| z| Am/z A m/z Rt | Score | No.of | Site |P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
564 | 652.3075 | 2 -6.71| -0.0044 | 34.24 96.3 1 0.0 | 0 |[R.FSGSGSGTDFTLK.I 67-79

Protein 13: Thrombospondin-1 0S=Mus musculus OX=10090 GN=Thbs1 PE=1 SV=1

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

Bruker ProteinScape 2021/01/5 14:03+0800 14 /23



Protein Report BRUKER
nawa-method-mouse_2021-01-05 11:33:47
10 20 30 40 50 60 70 80 o0 100
MELLRGLGVL FLLHMCGSNR IPESGCGDNGV FDIFELIGGA RRGCPCGRRLVK GQDLSSPAFR IENANLIPAV PDDKFQDLLD AVWADKGFIF LASLROMFKT
110 120 130 140 150 160 170 180 190 200
RGTLLAVERK DNTGQIFSVV SNGKAGTLDL SLSLPGKQQV VSVEEALLAT GQWKSITLFV QEDRAQDLYID CDKMESAELD VPIQSIFTRD LASVARLRVA
210 220 230 240 250 260 270 280 290 300
KGDVNDNFQG VLONVRFVFG TTPEDILENK GCSSSTNVLL TLDNNVVNGS SPAIRTNYIG HKTKDLQAIC GLSCDELSSM VLELKGLRTI VTTLODSIRK
= . = —m— H e
310 320 330 340 350 360 370 380 300 400
VTEENRELVS ELKRPPLCFH NGVQYKNNEE WTVDSCTECH CQNSVTICKK VSCPIMPCSN ATVPDGECCP RCWPSDSADD GWSPWSEWTS CSATCGNGIQ
410 420 430 440 450 460 470 480 490 500
QRCGRSCDSLN NRCEGSSVQT RTCHIQECDK RFKQDGGWSH WSPWSSCSVT CCGDGVITRIR LCNSPSPQMN GKPCEGEARE TKACKKDACP INGGWGEWSP
510 520 530 540 550 560 570 580 500 600
WDICSVTCGG GVDRRSRLCN NPTPQFGGKD CVGDVTENQV CNKQDCPIDG CLSNPCFAGA KCTSYPDGSW KCGACPPGYS GNGIQCKDVD ECKEVPDACF
610 620 630 640 650 660 670 680 600 700
NHNGEHRCKN TDPGYNCLPC PPRFTGSQPF GRGVEHAMAN KQVCKPRNPC TDGTHDCNKN AKCNYLGHYS DPMYRCECKP GYAGNGIICG EDTDLDGWEN
710 720 730 740 750 760 770 780 790 800
ENLVCVANAT YHCKKDNCPN LPNSGQEDYD KDGIGDACDD DDDNDKIPDD RODNCPFHYNP AQYDYDRDDV GDRCDNCPYN HNPDQADTDK NGEGDACAVD
810 820 830 840 850 860 870 880 800 900
IDGDGILNER DNCQYVYNVD QRDTOMDGVG DQCDNCPLEH NPDQLDSDSD LIGDTCDNNQ DIDEDGHQNN LDNCPYVPNA NQADHDKDGK GDACDHDDDN
910 920 930 940 950 960 970 980 990 1000
DGIPDDRONC RLVPNPDQKD SDGDGRGDAC KODFDHDNVP DIDDICPENF DISETDFRRF QMIPLDPKGT SQNDPNWVVR HQGKELVQTV NCDPGLAVGY
1010 1020 1030 1040 1050 1060 1070 1080 1090 1100
DEFNAVDFSG TFFINTERDD DYAGFVFGY( SSSRFYVVMW KQVTQSYWDT NPTRAQGYSG LSVKVVNSTT GPGEHLRMAL WHTGNTPGQV RTLWHDPRHI
1110 1120 1130 1140 1150 1160 1170 1180
GWKDFTAYRW RLSHRPKTGY IRVVMYEGKK IMADSGPIYD KTYAGGRLGL FVFSQEMVFF SDMKYECRDS
MS/MS Peptide Matches
Bruker ProteinScape 2021/01/5 14:03+0800 15 / 23




Protein Report
nawa-method-mouse_2021-01-05 11:33:47

o)
BRUKER
(<)

Cmpd. m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site | P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
1181 697.862 | 2 -10.55| -0.0074 | 54.02 374 1 0.0 | 0 [R.FVFGTTPEDILR.N 217-228
912 | 623.8471 | 2 -10.60( -0.0066 | 45.04 54.6 2 0.0 | 0 |R.TIVTTLQDSIR.K 289-299
Protein 14: Ig kappa chain V-ll region 7S34.1 OS=Mus musculus OX=10090 PE=1 SV=1
Accession: KV2A6_MOUSE Score: 86.8
Database: SwissProt Seq. Coverage [%]: 115
MW [kDa] / pl: 12.5/8.9 No. of Peptides: 1
10 20 30 4an a0 60 70 &0 an 100
DIVMTQTAPS ALVTPGESVS ISCRSSKSLL HSNGNTYLYW FLORPGQCPQ LLIYRMSNLA SGVPDRFSGS GSGTAFTLRI  SEVEREDVGY YYCMOQREYP
[ — — — =——
110 120
YTFGGGTKLE IKR
MS/MS Peptide Matches
Cmpd.[m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site |P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
613 | 644.3149 | 2 -7.97( -0.0051 | 35.71 86.8 1 0.0 | 0 |[R.FSGSGSGTAFTLR.I 67-79
Protein 15: CD5 antigen-like OS=Mus musculus OX=10090 GN=Cd5I| PE=1 SV=3
Accession: CD5L_MOUSE Score: 84.8
Database: SwissProt Seq. Coverage [%]: 8.8
MW [kDa] / pl: 38.8/5.0 No. of Peptides: 3
Modification(s): Carbamidomethyl
Bruker
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Protein Report
nawa-method-mouse_2021-01-05 11:33:47

10 20 30 40 50 &0 70 80 an 100
MAPLFNLMLA TILSTFVGSCF SESPTEVQLY GGRAHRCEGRY EVEHNGOWGT VCDDGWDRRD WVAVVCRELNC GAVIQTPRGA SYQPPASEQR VLIQGVDCHG
110 120 130 140 150 160 170 180 1580 200
TEDTLAQCEL NYDVFDCSHE EDAGROCENP DSDLLFIPED VRLVDGPGHC QGREVEVLHOS QWSTVCEAGW MNLOVSEWVVCR QLGCGRALLT YGSCHENTOG
= e |
210 220 230 240 250 260 270 280 290 300
KEGPTWMGEMS CSGOEANLES CLLSRELEMNHC THGEDTWMEC EDPFELKLVG GDTPCSGRLE VLHEGSWGSY CDDNWGEKED QVWVCEQLGCG KSLHPSPETR
310 320 330 340 350 360
FIYGPGAGRT WLDDWVNCSGHE EQSLEFCRHR LWGYHDCTHE EDVEVICTDF DV
— =
MS/MS Peptide Matches
Cmpd.[m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site |P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
594 | 501.7679 | 2 -8.15| -0.0041 | 35.12 10.6 1 0.0 | 0 |[K.AGWNLQVSK.V 168-176
115 | 626.7707 | 2 -5.39| -0.0034 | 19.29 | 10.8 1 0.0 | 0 [K.MSCSGQEANLR.S Carbamidomethyl: 3 209-219
722 | 653.8034 | 2 -7.72| -0.0050 | 38.98 63.4 1 0.0 | 0 [R.IWLDDVNCSGK.E Carbamidomethyl: 8 310-320
Protein 16: Keratin, type Il 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] / pl: 59.3/8.0 No. of Peptides: 1
Bruker ProteinScape 2021/01/5 14:03+0800 17 1 23




Protein Report
nawa-method-mouse_2021-01-05 11:33:47

10 20 30 40 50 &0 70 80 an 100
MSTETTIKESQ TSHRGYSASS ARVPGLMRSG PFSSVSVCRSR GSGGSSRAMCG GAGFGSRSLY GVGSSFRISTI GGGSCGIGGG YGSRFPGGSFG  IGGGRAGSGRG
110 120 130 140 150 160 170 180 1580 200
FOGCACFGEE YCOGAGFEVCP PCGGIQEVTIN @ QSLLTPLNLY IDPTIQRVRT EEREQIKTLN NKFASFIDKNV FRFLEQONKVL DTEWALLOQEQ GTKTVEQNLE
210 220 230 240 250 260 270 280 290 300
PMFEQYISNL ERROLDSITGE RGRLDSELEN MODTVEDYES EYEDEINKRT AAENEFVTLE FDVDAAYMNE VELQAKADSL TDDINFLRAL YEAELSOMOT
310 320 330 340 350 360 370 380 380 400
HISDTSVVLS MDMMNRSLDLD SITAEVEAQY EDIAQRSRAER ARSWYQTEYE ELOVTAGRHG DDLRNTEQET AERINEMIQRI. RSETDHVEEQ CANLOARTAD
_ =
410 420 430 440 450 460 470 480 480 500
ARQRGEMALE DARGKLEGLE DALOFAFKQDM ARLLFKEYQEL MNVELALDVE TITATYRELLEG EECRLNGEGY GPVNISVVOS TVSSGYGSAG GASSSLGLGG
510 520 530 540 550 560
GSSYSYSSSH GLGGGFSAGS GRATGGGLSS SGGLSSSTIK YTTTSSSKES  YRO
MS/MS Peptide Matches
Cmpd.[m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site |P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
1318 | 651.8546 | 2 -10.13| -0.0066 | 58.81 67.5 2 0.0 | 0 |R.SLDLDSIIAEVK.A 316-327
Protein 17: Keratin, type Il 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] / pl: 575/7.6 No. of Peptides: 1
Bruker ProteinScape 2021/01/5 14:03+0800 18 / 23



Protein Report
nawa-method-mouse_2021-01-05 11:33:47

10 20 30 40 50 &0 70 a0 an 100
MRSSLSROTF STEGGFSSHNS ASGGGGSEMR TSYSSVTMSR  GSGGGGGVRS  GSSS5GGPGSR SLYNLGGEMI SVEMACGASS  GRALGGPGSG AYVGLGASRO
110 120 130 140 150 160 170 180 190 200
TFGEVCPPGG IQEVIVHNQSL LTPLNVEIDP EIQRVRTQER EQIKTLNNEF ASFIDEVRFL EQONEVLETE WALLOEQSON TGVARSLEPF FENYLSTLRR
210 220 230 240 250 260 270 280 290 300
QLDTEQSERG RLDMELENVQ DNLEDFENEY EDEINKRTAL ENEFVLLEFED VDAAYMGREMD LHGEVDSLTO EIDFLOOLFE MELSQVOTHNYV SDTHNVILSMD
310 320 330 340 350 360 370 380 390 400
NNRMLDLDSI IAEVKAQYEL IAQKSRAEAR SWYQTKYEEL QVTACKHCDS LRDTKNEIAE LTRTTQRLOG EVDAAKKQCD QLOTAIAEAE QNCEMALKDA
_ = =
410 420 430 440 450 460 470 480 490 500
FFEFLGDLDTA LHQAFEDLAR MLEEYQDLVS VELALDMETIA TYRELLESEE SREMSGDCPSA ISISVTGNST SVCAGGTAGF GNGLSLGGRAG GASKGGFPGSS
510 520 530 540
VEYGRAKGGD WVSGGTSILEK TTTVETSSER Y
MS/MS Peptide Matches
Cmpd.[m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site |P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
1319 | 665.3596 | 2 -10.60| -0.0070 | 58.83 | 58.0 2 0.0 | 0 |R.NLDLDSIHAEVK.A 304-315
Protein 18: Ig heavy chain V-lll 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] / pl: 12.8/6.9 No. of Peptides: 2
10 20 30 40 50 18] 70 &80 an 100
EVFELEESGGG LVOPGGEMKL SCVASGFTFS NYWMMWVROS PERKGLEWVAE IRLESNMNYAT HYRESVEGRF TISRDDSKSS VYLOMNMNLRA #EDTGIYYCTT
[—— — — == | —
110 120
GFAYWGOGTL VTVSL
MS/MS Peptide Matches
Bruker
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Protein Report
nawa-method-mouse_2021-01-05 11:33:47

o)
BRUKER
(<)

Cmpd. m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site | P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
1027 | 536.7877 | 2 -9.73| -0.0052 | 4890 | 37.2 1 0.0 | 0 |[K.GLEWVAEIR.L 44-52
281 | 495.5563 | 3 655.01| 0.3244 | 25.64 | 10.6 2 0.0 | 0 |[K.SNNYATHYAESVK.G 55-67
Protein 19: Keratin, type | 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] / pl: 57.71/5.0 No. of Peptides: 1
10 20 30 40 50 60 70 &0 ag 100
MSVLYSS55K QFSS5SRSGGG  GGGGSVEVSS TRGSLGGGYS SGGFSGGSFS RGSSGGGCFG  GSSGGYGGRG GGGSFGGGYG GSSFGGGYGE  SSFPGGGYGGES
110 120 130 140 150 160 170 180 190 200
SFGGAGFGGG GSFGGGSFGG  GSYGGGFGGE GFGGDGGSLL SGHNGEVTMON LNDRLASYMD EWVRALEESNY ELEGEIFREWY EFHGHNSSQRE FPRDYSKEYYKT
= Er———m—
210 220 230 240 250 260 270 280 290 300
IEDLEGOILT LTTDHANVLL QIDMARLAAND DFRLEYENEYV TLROQSVEADT HNGLREVLDEL TLSKSDLEMO IESLMNEELAY LEEKNHEEEMR DLONVSTGDWV
310 320 330 340 350 360 370 380 390 400
HVEMMARAPGY DLTQLLMNNME NQYEQLARKN RFDAEEWFNGQ HKSEELTTEID SNIEQMSSHE SEITELRRTV QGLEIELQSO LALFKQSLEAS LARTEGRYCWV
410 420 430 440 450 460 470 480 490 500
QLSQIQSQIS ALFEQLOQTIR ARTECOMAERY CQQLLDIKTRL ENEIQTYRSL LEGEGSSS5GG GGGRRGGSGG GSYGGSSGGG  SYGGSS5GGGG SYGGSS5GGGE
510 520 530 540 550 560 570 580
SYGGGSSGGG  SHGGSSGGGEY GGGSSSGGAG  GHGGSSGGEY  GGGSSSGGERG  GSGGFKSSGG GDOQSSKGERY
MS/MS Peptide Matches
Cmpd.[m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site | P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
402 | 691.3228 | 2 -7.12| -0.0049 | 29.19 | 41.0 1 0.0 | 0 |R.ALEESNYELEGK.I 164-175
Bruker ProteinScape 2021/01/5 14:03+0800 20 / 23
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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] / pl: 192.8/7.4 No. of Peptides: 1
Bruker
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Protein Report
nawa-method-mouse_2021-01-05 11:33:47

10 20 30 40 &0 &0 70 a0 an 100
MRLLWGLAWY FSFCASSLOK PRLLLFSPSV VNLGTPLSVG VOLLDAPPGD EVEGSVFLEN PHGGSCSPEE DFELSSGDDF VLLSLEVPLE DVRSCGLFDL
110 120 130 140 150 160 170 180 190 200
RRAPHIQLVA QSPWLRNTAF KATETQGVNL LFSSRRGHIF VOTDOPIYNP GORVEYRVFA LDOFMRPSTD FLTITVENSH GLRVLEKEIF TSTSIFQDAF
210 220 230 240 250 260 270 280 290 300
TIPDISEPGT WEISARFSDG LESNRSTHFE VEEYVLPNFE VEITPWEPYI LMVPSNSDEI 2 QLDIQARYTY GEPVOGVAYT RFALMDEQGEK RTFLRGLETO
310 320 330 340 350 360 370 380 390 400
AKILVEGRTHI SISKDOFOAR LDEINIGVRED LEGLRLYAAT AVIESPGGEM EEAELTSWRF VSSAFSLDLS RTKEHLVPGA HFLLOALVOE MSGSEASNVE
410 420 430 440 450 460 470 480 490 500
VEVSATLVESG SDSQVLDION STHNGIGOVSI SFPIPPTVTE LRLLVSAGSL YPATARLTVY APPSRGTGFL SIEPLDPRSP SVGDTFILNL 2QPVGIPAPTF
510 R20 530 540 550 560 R70 R80 590 600
SHYYYMITISR GOIMAMGREP RKETVTSVEVL VDHQLAPSFY FVAYFYHOGH PVANSLLINI @QSRDCEGKLYD LEVDGAKEYR NADMMELRTO TDSEALVALG
610 620 630 640 650 660 670 680 690 T00
AVDMALYAVG GRSHEPLDMS EVFEVINSYN VGCGPGGGDD ALOVFODAGL AFSDGDRLTO TREDLSCPEE EESROFENVN @ FOREAVSEFLG QYSSPDAFKRC
710 T20 T30 740 750 T60 T70 T80 Ta0 800
CODGMTFLEFM FRTCEQRAARR VPOQOACREPF LSCCEKFAEDL RENQTRS0OAH LARNNHMMLGO EEDLIDEDDYI LVRTSFPENW LWRVEPVDSS FKLLTVWLEDS
810 820 830 840 850 g60 870 880 890 a0
MTTWEIHGVS LSKSEGLCVA KPTRVEVFREE FHLHLRLPIS IRRFEQFELR PVLYNYLNDD VAVSVHVTEV EGLCLAGGGM MAOOVITVPAG SARPVAFSVV
410 920 430 440 450 60 a70 g0 a0 1000
PTAARNVPLE VVARGVFDLG DAVSKILOIE EKEGATHREEL VYNLDPLNMNL GRTLEIPGSS DPNIVPDGDF SSLVEVTASE PLETMGSEGR LSPGGVASLL
1010 1020 1030 1040 1050 1060 1070 1080 1090 1100
RLPOQGCAEQT MIYLAPTLTA SNYLDRTEQW SKLSPETEDH AVDLIOQKGYM RIQOQFRENDG SFGAWLHRDS STWLTAFVLE ILSLAOEOVG NSPEKLOETA
1110 1120 1130 1140 1150 1160 1170 1180 1150 1200
SWLLAOOLGD GSFHDPCPVI HRAMOGGLVG SDETVALTAF VVIALHHGLD VFODDDAKQL FNEVEASITE ANSFLGOFAS AGLLGAHARR ITAYVALTLTE
1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
ASEDLRNVAH NSLMAMAEET GEHLYWGLVL GSQDEVVLRP TAPRSPTEPV POAPALWIET TAYALLHLLL REGHEGEMADK AASWLTHQGS FHGAFRSTOD
—=
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nawa-method-mouse_2021-01-05 11:33:47

o)
BRUKER
(<)

MS/MS Peptide Matches
Cmpd. m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site | P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
1398 | 922.7743 | 3 -13.91| -0.0128 | 61.61 40.1 1 0.0 | 0 |[R.STQDTVVTLDALSAYWIASHTTEEK.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] / pl: 12.2/5.4 No. of Peptides: 1
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MAWTSLILSL LALCSGASSQ AVVTOESALT TSPGGTVILT CRSSTGAVITT SNYANWVOEK PDHLFTGLIG GTSMNRAPGVE VRFSGSLIGD FAALTITGRO
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MS/MS Peptide Matches
Cmpd.[m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site |P Sequence Modification Range
[ppm] [Da] [min] Cmpds. | [%]
445 | 462.2419 | 2 -7.30| -0.0034 | 30.50 | 38.6 1 0.0 | 0 |R.FSGSLIGDK.A 83-91
Bruker ProteinScape

2021/01/5 14:03+0800 23 | 23



