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

NN Project Info

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

Name: kotani

Date: Jan 5, 2021

I = 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:

Bruker ProteinScape 2021/01/5 14:00+0800

/



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

o)
BRUKER
(<)

I Results

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

Accession: IGHM_MOUSE Score: 261.5
Database: SwissProt Seq. Coverage [%]: 15.2
MW [kDa] / pl: 499/6.6 No. of Peptides: 6
Modification(s): Carbamidomethyl
10 20 30 40 50 1] 70 80 an 100
SQSFPFNVFFL VSCESPLSDK NLVAMGCLAR DFLEPSTISFT WNYQNNTEVI OQGIRTFPTLR TGGRYLATS( VLLSPESILE GSDEYLVCEI HYGGFNWNRDLH
o= ——— = —_—_—___ |
110 120 130 140 150 160 170 180 1490 200
VEPIPAVAEMN PNVNVEVEPFR DGFSGPFAPRK SELICEATHF TPEPITVSWL FDGELVESGFE TTDEVTIENE GSTPQTYEVI STLTISEIDW LNLNVYTCEWV
e el el |
210 220 230 240 250 260 270 280 290 300
DHRGLTFLKN WVSSTCAASPS TDILTFTIFPF SFADIFLSKS ANLTCLVSHNL ATYETLHNISW ASQSGEPLET KIKIMESHPN GTFSAKGVAS VCVEDWHNNER
N — I
310 320 330 340 350 360 370 380 390 400
EFVCTVTHRD LPSPOFKFIS FKPHEVHFKHPFF AVYLLFPARE QLNLEESATV TCLVEGFSPA DISVOWLORG QLLPOEFYVT SAPMPEPGAF GEYFTHSILT
| — — = | — ———
410 420 430 440 450 460
VTEEEWNSGE TYTCVVGHEA LPHLVTERTV DESTGFKPTLY HNVSLIMSDTG 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. | [%]
299 | 660.3746 | 2 -11.36| -0.0075 | 40.93 | 56.4 2 0.0 | 0 |[K.YLATSQVLLSPK.S 65-76
328 | 756.8582 | 2 -10.51| -0.0080 | 42.60 61.8 1 0.0 | 0 |[K.SILEGSDEYLVCK.I Carbamidomethyl: 12 77-89
301 | 875.4386 | 2 -11.76| -0.0103 | 41.18 | 80.5 2 0.0 | 0 |[K.LVESGFTTDPVTIENK.G 155-170
275 | 753.3324 | 2 -15.02| -0.0113 | 37.92 23.5 1 0.0 | 0 |[K.GVASVCVEDWNNR.K Carbamidomethyl: 6 287-299
643 | 392.7074 | 2 -15.82| -0.0062 | 58.07 25.8 4 0.0 | 0 |R.DLPSPQK.K 310-316
170 | 456.7564 | 2 -10.27| -0.0047 | 25.54 13.4 1 0.0 | 0 |[R.GQLLPQEK.Y 370-377
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Protein 2: Keratin, type | 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] / pl: 52.8/5.1 No. of Peptides: 2
Modification(s): Oxidation
10 20 30 40 a0 60 70 &0 a0 100
MATCSROFTS SS5SMEGSCGI GGGSSEMSSI LAGGSCRAPS TYGGMSVTSS RFESSGGRACGI GGGYGGSFSS SS5PGGGLGSG  FPGGRFDGEFGG  GEFGGGLGGGE
110 120 130 140 150 160 170 180 130 200
GGGLGGGLGG GIGDGLLVGS ERVTMONLND RLATYLDEVR ALEEANTELE VHKIRDWYQRO RPTEIFDYSPE YFHETIEDLES HKILAATVDHNA NVLLOIDNAR
[ —
210 220 230 240 250 260 270 280 290 300
LAANDFRTEF ETEQSLEMSY EADTNGLREV LDELTLARAD LEMOQIESLKE ELAYLFKFNHE EEMASMRGOWV GGDVHNVEMDA APGVDLSRIL NEMRDOYERM
310 320 330 340 350 360 370 380 390 400
AFRFNRFDAFEE WFFSKTEELN REVATHNSELYV QSGHESEISEL ERRTMONLETE LOSQLSMEAS LENNLEETHKG RYCMOLAQTQ EMIGSVEEREQL AQLRCEMECO
[ ————
410 420 430 440 450 460 470 480 490
HOEYKILLDYV KTRLEQETAT YRRLLEGEDA HLSSSQFS5S55 SQFS55GS50QS55 ERDVTSTHROI RTEVMDVHDG EVVSTHEQVL RTEN
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. | [%]
660 | 553.7586 | 2 -14.41| -0.0080 | 58.66 50.4 8 0.0 | 0 |[K.VTMQNLNDR.L Oxidation: 3 123-131
724 | 681.3405 | 2 -12.46| -0.0085 | 61.02 53.5 4 0.0 | 0 [R.EVATNSELVQSGK.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] / pl: 11.9/5.6 No. of Peptides: 1
Modification(s): Oxidation
Bruker ProteinScape 2021/01/5 14:00+0800 3 /86
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10 20 30 an 50 60 70 20 a0 100

RADARPTVSTI FPPSSEQLTS GGASVVCFLN @ NFYPEDINVE WKIDGSERQON GVLNSWTDOD SEDSTYSMSS TLTLTEDEYE RHMNSYTCEAT HETSTSPIVE
—— e

110

SFHNRMNEC
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. | [%]

796 | 775.8557 | 2 -13.73| -0.0107 | 63.66 | 81.2 6 0.0 | 0 |[K.DSTYSMSSTLTLTK.D Oxidation: 6 63-76

Protein 4: Band 3 anion transport protein OS=Mus musculus OX=10090 GN=SIc4a1 PE=1 SV=1

Accession: B3AT_MOUSE Score: 447
Database: SwissProt Seq. Coverage [%]: 1.5
MW [kDa] / pl: 103.1/5.3 No. of Peptides: 1
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10 20 30 40 50 &0 70 a0 an 100
MGDMRDHEEY LEIPDRDSEE ELENITGQIA YRDLTIPVTE MODPEALPTE QTATDYWVPSS TSTPHPSSGLH VYVELQELMM DQRNOELOWY EARHWIGLEE
110 120 130 140 150 160 170 180 190 200
HLEREDGVWGR PHLSYLTFWS LLELOEVFSK GTFLLGLAET SLAGVANHLL DCFIYEDQIR PQDREELLRA LLLKRSHAED LGNLEGVKPA VLTRSGGASE
210 220 230 240 250 260 270 280 290 300
PLLPHQPSLE TQLYCGOAEG GSEGPSTSGT LEKIPPDSETT LVLVGRANFL ERFVLGFVRL EEAVPLEDLY LPEFVGFLLYV LLGFEAPHVD YTQLGRAAAT
310 320 330 340 350 360 370 380 390 400
LMTERVFRIT ASMAHNEEEL LRSLESFLDC SLVLPPTDAP SEFALLNLVE VQEELLERRY LPSPAKPDPN LYNTLDLNGG KGGPGDEDDEF LRRTGRIFGG
410 420 430 440 450 460 470 480 490 500
LTRDIRERYFP YYLSDITDAL SPOVLAAVIF IYFARLSPAYV TFGGLLGEET ERNLMGVSELL ISTAVQGILF ALLGROPLLY LGFSGPLLVF EEAFFSFCES
510 520 530 540 550 560 570 580 590 600
HNNLEYTVGRA WIGFWLILLY MLVVAFEGSF LVOYISREYTQ EIFSFLISLI FIYETFSKELI EKEIFQDYPLOQ TYAPVVMEPE PQGPVPNTAL FSLVLMAGTF
610 620 630 640 650 660 670 680 690 700
LLAMTLEKFK HNSTYFPGKLR ERVIGDFGVPI SILIMVLVDS FIEGTYTQEL SVPDGLEVSN SSARGWVIHPE LGLYRLFPTW MMFASVLEAL LVFILIFLES
710 720 730 740 750 760 770 T80 790 800
QITTLIVSEFP ERFMIKGSGF HLDLLLVVGM GGVARLPGMP WLSATTVRSY THANALTVMG FASGPGRARD IQEVEEQRITIS GLLVSVLVGL SILMEPILSR
810 820 830 840 850 ga0 870 880 290 aon
IPLAVLFGIF LYMGVTSLSG IQLFDRILLL FKPPEYHPDV PFVERVETWR MHLFTGIQIT CLAVLWVVES TPASLALPFV LILTVPLRRL ILPLIFRELE
a10 a20 830
LOQCLDGDDAK VTFDEENGLD EYDEVEMEWV
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. | [%]
761 | 663.8443 | 2 -14.97| -0.0099 | 62.34 | 44.7 3 0.0 | 0 |[K.ASGPGAAAQIQEVK.E 762-775
Bruker ProteinScape 2021/01/5 14:00+0800 5/ 6
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Protein 5: Keratin, type Il cytoskeletal 2 oral 0S=Mus musculus OX=10090 GN=Krt76 PE=1 SV=1

Accession:

K220 MOUSE Score: 41.2
Database: SwissProt Seq. Coverage [%]: 1.5
MW [kDa] / pl: 62.8/8.7 No. of Peptides: 1
10 20 30 40 50 18] 70 a0 an 100
MSROACKKSF SCGSQGFSGH SAVVSGSSRS SCVARSGARS GGRACGFRSGA  GSLGSHSLYS LGGSKSISIS WVARGGSRAGG FSGGRSSCGS GFGSGYGGSL
110 120 130 140 150 160 170 180 190 200
GGSROMGAGF GGPSGFGGAG GFGRPGSFGE GSCPGGIQEV TINQSLLOPL NVEIDPOIGD VEAOQEREQIK TLNNEFASFT DEVRFLEQON FVLETKWELL
210 220 230 240 250 260 270 280 290 300
COOTIRSGSG PONLEPFFES YISCLREQLD SLLGAHKGSLE GELESMODLY EDFEREYEEE INRRTAAENE FVGLEFDVDG AFMNEVELOA EKEVDSLTDEIN
310 320 330 340 350 360 370 380 390 400
FLRTLYDMEL SQIQSHVSDT SVVLSMDNNR CLDLDSITAE VHEAOQYEDIAD HFSKAEAEALY QTELGELOTT AGRHGDDLRS THSEIMDLNR MIQRLRAETE
410 420 430 440 450 460 470 480 490 500
NVEKQNTHNMG TSIAEAEQRC ERALKDADTK FQDLOVALOK AKEDMARLLK EYQELMNVKL ALDVEIATYR KLLEGEECRL SCEFQMNAVSI SVVSNVTSTS
510 520 530 540 550 560 570 580 590 /00
SSGSFRGTGG  SNYGGDSSGR SGGSSSSS5SR GSSSRGSSGS RLGSGGSISYV SQORMGFNSG  GSQTSVGSSY  FKSGRGGSSSYV QFSOTTSSSO  QRSK
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. | [%]
826 | 533.2575 | 2 -12.56| -0.0067 | 64.80 | 41.2 6 0.0 | 0 |[K.AQYEDIAQK.S 343-351
Bruker ProteinScape 2021/01/5 14:00+0800 6 /6
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I Results
Protein 1: Immunoglobulin heavy constant mu OS=Mus musculus OX=10090 GN=Ilghm PE=1 SV=2

Accession: IGHM_MOUSE Score: 643.3
Database: SwissProt Seq. Coverage [%]: 28.6
MW [kDa] / pl: 499/6.6 No. of Peptides: 9
Modification(s): Carbamidomethyl
10 20 30 40 50 1] 70 80 an 100
SQSFPNVFPL VSCESPLSDK NLVAMGCLAR DFLPSTISFT WNYQNNTEVI QGIRTFPTLR TGGRYLATS( VLLSPESILE GSDEYLVCET HYGGKI\GIRD&
110 120 130 140 150 160 170 180 1490 200
VPIFAVAEMN FPNVNVEFVEFFR DGFSGPAPRK SKLICEATHF TPEPITVSWL FDGELVESGF TTDEVTIENE GSTPQTYEVI STLTISEIDW LNLNVYTCRV
210 220 230 240 250 260 270 280 290 300
DHRGLTFLKN WVSSTCAASPS TDILTFTIFPF SFADIFLSKS ANLTCLVSHNL ATYETLHNISW ASQSGEPLET KIKIMESHPN GTFSAKGVAS VCVEDWHNNER
310 320 330 340 350 360 370 380 390 400
EFVCTVTHRED LPSPOFKFIS FKPHNEVHFKHPFF AVYLLFPPARE QLNLRESATYV TCLVEGFSFA DISVOWLORG QLLPOERKYVT SAPMPEPGAF GEYFTHSILT
410 420 430 440 450 460
VTEEEWNSGE TYTCVVGHEA LPHLVTERTV DESTGFKPTLY HNVSLIMSDTG 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. | [%]
700 | 552.7776 | 2 -15.67| -0.0087 | 37.93 | 43.3 2 0.0 | 0 |K.NLVAMGCLAR.D Carbamidomethyl: 7 21-30
744 | 660.3715 | 2 -16.06| -0.0106 | 39.24 81.6 2 0.0 | 0 |K.YLATSQVLLSPK.S 65-76
806 | 756.8532 | 2 -17.12| -0.0130 | 41.28 | 73.7 2 0.0 | 0 |K.SILEGSDEYLVCK.I Carbamidomethyl: 12 77-89
1322 | 842.4299 | 3 -23.02| -0.0194 | 58.42 42.6 1 0.0 | 0 |R.DLHVPIPAVAEMNPNVNVFVPPR.D 98-120
1159 | 740.0537 | 3 -21.39| -0.0158 | 52.79 82.2 1 0.0 | 0 |[K.LICEATNFTPKPITVSWLK.D Carbamidomethyl: 3 133-151
773 | 875.4346 | 2 -16.33| -0.0143 | 40.20 | 115.2 2 0.0 | 0 |[K.LVESGFTTDPVTIENK.G 155-170
659 | 753.3327 | 2 -14.62| -0.0110 | 36.57 69.4 2 0.0 | 0 |[K.GVASVCVEDWNNR.K Carbamidomethyl: 6 287-299
396 | 554.2826 | 2 -12.19| -0.0068 | 28.72 47.5 2 0.0 | 0 |[R.ESATVTCLVK.G Carbamidomethyl: 7 346-355
Bruker ProteinScape 2021/01/5 14:02+0800 2/ 18
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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. | [%]
1271 | 802.3947 | 2 -25.30| -0.0203 | 56.65 | 87.9 2 0.0 | 0 |[K.GFSPADISVQWLQR.G 356-369
Protein 2: Keratin, type | 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] / pl: 48.1/5.0 No. of Peptides: 8
10 20 30 40 50 &0 70 a0 an 100
MTTTIRQFTS SS5STKGSSGL GGGSSRTSCR LSGSLGAGSC  RLGSASGLGS  ALGSHNSYSSC YSPGTGSGYG GNPGGVDGLL AGGEFATMON LNDRLASYLD
jar=—_ — ==}
110 120 130 140 150 160 170 180 190 200
FVRALEEANT ELEVEIRDWY QHOAPGPARD YSAVYVYHTIED LEMNEKILVATYV DHNASILLOID MARLAADDFR THEFETEQALR MSVEADTNGL RREVLDELTLA
= J— e = r=—————} jm— — — ===
210 220 230 240 250 260 270 280 290 300
FADLEMOTEN LEEELAYILKK MNHEEEMMALR GOVGGEINVE MDAAPGVDLS RILSEMEDOY EFMAEKMNRED AEDWFFSETE ELNREVATNS ELVOSGESET
L —— = T e
310 320 330 340 350 360 370 380 390 400
SELERTMQAL EIELOSQLSM KASLEGSLAE TENRYCVQOLS QIQCLIGSVE EQLAQLRCEM EQQNQEYKIL LDVKTRLEQE IATYRRLLEG EDAHLTOYKE
. — — . — — ==
L ===
410 420 430 440
KEPVTTROVR TIVEEVQDCK VISSREQVHQ TTR
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. | [%]
260 | 405.2194 | 2 -10.89| -0.0044 | 24.84 | 28.6 1 0.0 | 0 |R.LASYLDK.V 95-101
471 | 673.3362 | 2 -14.43| -0.0097 | 30.90 | 40.1 1 0.0 | 0 |R.ALEEANTELEVK.I 104-115
305 | 404.1987 | 2 -11.65| -0.0047 | 26.09 | 16.3 2 0.0 | 0 |R.LAADDFR.T 164-170
740 | 515.2911 | 2 -18.40| -0.0095 | 39.13 | 44.2 2 0.0 | 0 |R.VLDELTLAR.A 193-201
1125 | 572.7363 | 2 -25.53| -0.0146 | 51.66 | 25.3 1 0.0 | 0 |K.DAEDWFFSK.T 270-278
184 | 681.3416 | 2 -10.84| -0.0074 | 22.23 | 86.7 1 0.0 | 0 |[R.EVATNSELVQSGK.S 285-297
Bruker ProteinScape 2021/01/5 14:02+0800 3/ 18
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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. | [%]
537 | 460.5746 | 3 -13.39| -0.0062 | 32.88 | 19.9 2 0.0 | 1 |[K.TRLEQEIATYR.R 375-385
337 | 561.7863 | 2 -12.14| -0.0068 | 27.01 52.3 2 0.0 | 0 |R.LEQEIATYR.R 377-385
Protein 3: Keratin, type | 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] / pl: 52.8/5.1 No. of Peptides: 7
10 20 30 40 50 60 70 &0 ag 100
MATCSROFTS SS5SMEGSCGI GGGSSEMSSI LAGGSCRAPS TYGGMSVTSS RFESSGGRACGI GGGYGGSFSS  S5PGGGLGSG  FPGGRFDGEFGG  GFGGGLGGGE
110 120 130 140 150 160 170 180 190 200
GGGLGGGLGG GIGDGLLVGS EFVTMONLND RLATYLDEVR ALEEANTELE VHEIRDWYQRO RPTEIFDYSP YFHETIEDLES HKILAATVDMNA NVLLOIDNAR
e — |
210 220 230 240 250 260 270 280 290 300
LAANDFRTEF ETEQSLEMSYV EADTHNGLREYV LDELTLARAD LEMOQIESLKE ELAYLFEKNHE EEMASMRGOWV GGDVHNVEMDA APGVDLSRIL NEMRDOQYERM
e [—— — — =]
310 320 330 340 350 360 370 380 390 400
AFRFNRFDAEE WFFSKTEELN REVATHNSELYV QSGESEISEL RRTMONLETE LOSQLSMEFAS LEMNLEETHEG RYCMOLAQTQ EMIGSVEEQL AQLRCEMECO
410 420 430 440 450 460 470 480 490
HOQEYKILLDYV KTELEQEIAT YRRLLEGEDA HLSSSQFS5S55 SQF55GS5(QS55 ERDVTSTHROI RTEVMDVHDG EVVSTHEQVL RTEN
[ —
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. | [%]
223 | 545.7634 | 2 -10.49| -0.0057 | 23.83 | 53.0 1 0.0 | 0 |[K.VTMQNLNDR.L 123-131
471 | 673.3362 | 2 -14.43| -0.0097 | 30.90 | 40.1 1 0.0 | 0 |R.ALEEANTELEVK.I 141-152
305 | 404.1987 | 2 -11.65| -0.0047 | 26.09 | 16.3 2 0.0 | 0 |R.LAADDFR.T 201-207
740 | 515.2911 | 2 -18.40| -0.0095 | 39.13 | 44.2 2 0.0 | 0 |R.VLDELTLAR.A 230-238
184 | 681.3416 | 2 -10.84| -0.0074 | 22.23 | 86.7 1 0.0 | 0 |[R.EVATNSELVQSGK.S 322-334
Bruker ProteinScape 2021/01/5 14:02+0800 4 [ 18



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. | [%]
537 | 460.5746 | 3 -13.39| -0.0062 | 32.88 | 19.9 2 0.0 | 1 |[K.TRLEQEIATYR.R 412-422
337 | 561.7863 | 2 -12.14| -0.0068 | 27.01 52.3 2 0.0 | 0 |R.LEQEIATYR.R 414-422
Protein 4: Keratin, type Il 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] / pl: 59.3/8.0 No. of Peptides: 5
10 20 30 40 50 60 70 &0 ag 100
MSTETTIKESQ TSHRGYSASS ARVPGLMRSG FSSVSVCRSRE GSGGS5RAMCG GAGFGSRSLY GVGSSFRISI GGGSCGIGGG  YGSRFPGGSFPG IGGGRAGSGRG
110 120 130 140 150 160 170 180 190 200
FOGGACFGGCE YCGGACFEVCE PCGGIQEVTIN QSLLTPLNLG IDPTIQRVRT EEREQIKTLN NEFASFIDEWV RFLEQONKVL DTEWALLOQEQ GTKTVEQNLE
=]
210 220 230 240 250 260 270 280 290 300
FMFEQYISHNL ERRQLDSITGE RGRLDSELEN MODTVEDYES EYEDEINKRT ARENEFVTLE FDVDAAYMNE VELQAKADSL TDDINFLRAL YEARELSOQMOT
p—— ="
310 320 330 340 350 360 370 380 390 400
HISDTSVVLS MDMNRSLDLD SITAEVEAQY EDIAQRSRAR ARSWYQTKYE ELQOVTAGEHG DDLERNTEQET ARINEMIQRL RSEIDHVEED CANLOQAATAD
| ———— ————__ 1 [ — =
410 420 430 440 450 460 470 480 490 500
ARQRGEMALK DARGHKLEGLE DALOFAKODM ARLLKEYQEL MNVELALDVE IATYEKLLEG EECRLNGEGY GEVNISVVOS TVSS5GYGSAG GASSSLGLGG
T e
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. | [%]
590 | 414.2129 | 2 -13.59| -0.0056 | 34.47 | 31.9 2 0.0 | 0 |K.FASFIDK.V 163-169
634 | 611.8098 | 2 -156.59| -0.0095 | 35.82 | 74.7 1 0.0 | 0 |R.TAAENEFVTLK.K 250-260
1332 | 651.8469 | 2 -21.94| -0.0143 | 58.76 | 82.0 2 0.0 | 0 |R.SLDLDSIIAEVK.A 316-327
Bruker ProteinScape 2021/01/5 14:02+0800 /18
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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. | [%]
385 | 583.2886 | 2 -12.73| -0.0074 | 28.41 30.6 1 0.0 | 0 |[K.YEELQVTAGR.H 349-358
987 | 632.3375 | 2 -21.04| -0.0133 | 4712 | 814 2 0.0 | 0 |K.LALDVEIATYR.K 445-455
Protein 5: Keratin, type | 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] / pl: 57.71/5.0 No. of Peptides: 6
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 SGHNGEVTHMON LMNDRLASYMD EWVRALEESNY ELEGEIFREWY EFHGHNSSQRE FPRDYSKEYYKT
par=——_ _r=—__ | —————— ___——__ 1
210 220 230 240 250 260 270 280 290 300
IEDLEGOQILT LTTDHANVLL QIDMARLAAD DFRELEYENEV TLROQSVEADT HNGLREVLDEL TLSKSDLEMO IESLNEELAY LEENHEEEMR DLONVSTGDWV
|—|
310 320 330 340 350 360 370 380 390 400
HVEMMARPGY DLTQLLMNNME NOQYEQLARKN RFDAEEWFNGQ HKSEELTTEID SNIEQMSSHE SEITELERTV QGLEIELQSO LALKOSLEAS LAERTEGEYCWV
o — =] ===
410 420 430 440 450 460 470 480 490 500
QLSQIQSQIS ALFREQLOQTIR ARTECOMAERY CQQLLDIKTRL ENEIQTYRSL LEGEGSSS5GG GGGRRGGSGG GSYGGSSGGG  SYGGSS5GGGE SYGGSS5GGGE
p—— === _
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. | [%]
223 | 545.7634 | 2 -10.49| -0.0057 | 23.83 | 53.0 1 0.0 | 0 [RVTMQNLNDR.L 146-154
401 691.319 | 2 -12.62| -0.0087 | 28.85 | 74.8 2 0.0 | 0 |R.ALEESNYELEGK.I 164-175
305 | 404.1987 | 2 -11.65| -0.0047 | 26.09 | 16.3 2 0.0 | 0 |R.LAADDFR.L 227-233
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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. | [%]
277 | 424.2246 | 2 -11.85| -0.0050 | 25.41 32.1 2 0.0 | 0 |K.SEITELR.R 361-367
638 | 695.8345 | 2 -13.75| -0.0096 | 3593 | 75.8 2 0.0 | 0 |K.QSLEASLAETEGR.Y 385-397
312 583.289 | 2 -12.05| -0.0070 | 26.28 | 34.4 2 0.0 | 0 |R.LENEIQTYR.S 440-448
Protein 6: Keratin, type Il 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] / pl: 59.7/8.5 No. of Peptides: 5
10 20 30 40 50 &0 70 a0 an 100
MSROSTITFH SGSRRGFSTA SATTPTAGRS RFSSVSVARS SGHNSGGLGRI  SGIGSGPGSR SLYNLGGTRR VSIGGCAGSG FRGGPGGRTS SGPGGSSGFA
110 120 130 140 150 160 170 180 190 200
YGGGIGGGRPG GPGFSVCPSG GIQEVTVNGS LLTPLNLOID PTIQRVEKEE REQIKTLNMNE FASFIDEVRF LEQONEVLET FWNLLOEQGS RTVRONLEPF
j=— — — ==
210 220 230 240 250 260 270 280 290 300
FOTYVNDLER QLDGITAERG RLDAELRMM] EVVEDFEVEY EDEINKRAARR ENEFVGLEFD VDSAYMMNEVE LEAKVDSLTD QINFYRMIYE AERLSOMONOW
[ = — ==
310 320 330 340 350 360 370 380 390 400
SDTSVVLSMD MNNRSLDLDST IAEVEAQYED IANRSRARAER SWYQTKYEEL OVTAGRHGDD LRERNTEQEISE MWNEMIQRLRS EIDAVEEQCS SLOTATSDAR
| = ———=—=__  —=—__ ]
410 420 430 440 450 460 470 480 490 500
ORGELALKDA RAFKIMELEDA LOFAFKQDMAR LLEEYQELMN VELALDVEIA TYREELLEGEE CRLSGEGVSP VWVNISVVTSTYV SSGYGGGANT GGGSLGLGGMH
= = =
510 520 530 540 550 560
SGYSFTTSGG HSLGTGLGGS GFTTTSSRGE VGSGSSIKFY  SSTSSRESYK H
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. | [%]
590 | 414.2129 | 2 -13.59| -0.0056 | 34.47 | 31.9 2 0.0 | 0 |K.FASFIDK.V 161-167
1018 619.777 | 2 -20.52| -0.0127 | 48.12 | 51.0 2 0.0 | 0 |R.NMQEVVEDFK.V 228-237
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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. | [%]
1332 | 651.8469 | 2 -21.94| -0.0143 | 58.76 | 82.0 2 0.0 | 0 |R.SLDLDSIIAEVK.A 314-325
385 | 583.2886 | 2 -12.73| -0.0074 | 28.41 30.6 1 0.0 | 0 |K.YEELQVTAGR.H 347-356
987 | 632.3375 | 2 -21.04| -0.0133 | 4712 | 814 2 0.0 | 0 |K.LALDVEIATYR.K 443-453
Protein 7: Keratin, type | 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] / pl: 50.1/5.1 No. of Peptides: 6
10 20 30 40 50 &0 70 a0 an 100
MASTTSVROF STSGSVEGLC APGMGFSEMS SVEVGGRACRA PSLLGGGSCG MMSVTSSRFS AGLGGGYGGG YTCSLGGGPG SSPGVSDALL GGSERETMON
110 120 130 140 150 160 170 180 190 200
LNDRLATYLD ERVRALEEANAE DLEVEIREWY EEQOGPGPARD YSPYFKTIED LRNKILAATT DHASIVLOID NARLAADDFR TEYETELNLR MSVEADTNGL
m_———— —Eam—— — = r=—————}
210 220 230 240 250 260 270 280 290 300
REREVLDELTLA ERADLEMOTES LEEELAYLRE MNHEEEMMALR GOVGGDVNVE MDAAPGVDLS RILNEMRDOY EFMAEFKNRKD AEEWFFTETE ELNREVATHT
ju— = = a— I j—
310 320 330 340 350 360 370 380 390 400
EALQSSRTETI TELRRSVONL EIELOSQOLSM FKFASLENSLAE TEARYGRAQLA QLOGLISSVE QQLCELRCDM ERONHEYQOVL LDVETRLEQE IATYRERLLEG
s e |
= Ear————um
410 420 430 440 450 460
EDREHLATQYS SSLASQPSRE CGMVTSREQVRT IVEEVQDCKV VSSREQVHRS TH
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. | [%]
457 | 651.3248 | 2 -12.29| -0.0080 | 30.40 | 814 2 0.0 | 0 |R.ALEEANADLEVK.I 114-125
305 | 404.1987 | 2 -11.65| -0.0047 | 26.09 | 16.3 2 0.0 | 0 |R.LAADDFR.T 174-180
740 | 515.2911 | 2 -18.40| -0.0095 | 39.13 | 44.2 2 0.0 | 0 |R.VLDELTLAR.A 203-211
1093 | 586.7527 | 2 -23.64| -0.0139 | 50.59 | 45.9 1 0.0 | 0 |[K.DAEEWFFTK.T 280-288
Bruker ProteinScape 2021/01/5 14:02+0800 8 / 18



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. | [%]
537 | 460.5746 | 3 -13.39| -0.0062 | 32.88 | 19.9 2 0.0 | 1 |[K.TRLEQEIATYR.R 385-395
337 | 561.7863 | 2 -12.14| -0.0068 | 27.01 52.3 2 0.0 | 0 |[R.LEQEIATYR.R 387-395
Protein 8: Keratin, type | 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] / pl: 51.6/5.1 No. of Peptides: 5
10 20 30 40 50 &0 70 80 a0 100
MATCSROFTS SS5SMEGSCGI GGGSSEMSSI LAGGSCRAPS TCGGMSVTSS RFESSGGVCGI GGGYGGSFSS  S5PGGGLGSG  FPGGRFDGFGG  GFGAGLGGGL
110 120 130 140 150 160 170 180 190 200
GGGIGDGLLY GSEFVTMONL NDELATYLDEK VRALEEANED LEVEKIRDWY(Q RORPTEIFKDY SFEYFETIEDL ESEIITATQE NAQFTLOIDMN ARLAADDFRT
par=——_ _=—_ _ P
210 220 230 240 250 260 270 280 290 300
FYENELFLRQ SVEGDINGLE EKVLDELTLSRE ADLEMOQIENL REELAFLFKN HEEEMLALRG QTGGDVHVEM DAAPGVDLSE ILMNEMRDOQYE COMAEKNRERDWV
310 320 330 340 350 360 370 380 390 400
EAWFLEKTEE LNEEVASNSD LIQSHRSEVA ELREVFOGLE IELQSQLSME ASLEMSLEET FEGRYCMOLSQ IQGLISSVEE QLAQLRCEME QQSOEYMILL
| ———————__ 1
410 420 430 440 450 460 470
DVKTELEQET ATYRRLLDGE MNIHSSSQHSS GQSYSSREVFE SS5SS5ROQPRST LEEQGSTSFS QSQS0SSRED
e e |
i ———r———uj
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. | [%]
223 | 545.7634 | 2 -10.49| -0.0057 | 23.83 | 53.0 1 0.0 | 0 |[K.VTMQNLNDR.L 115-123
305 | 404.1987 | 2 -11.65| -0.0047 | 26.09 | 16.3 2 0.0 | 0 |R.LAADDFR.T 193-199
425 | 610.7968 | 2 -11.60| -0.0071 | 29.53 | 65.2 2 0.0 | 0 |K.ASLENSLEETK.G 351-361
537 | 460.5746 | 3 -13.39| -0.0062 | 32.88 | 19.9 2 0.0 | 1 |[K.TRLEQEIATYR.R 404-414
337 | 561.7863 | 2 -12.14| -0.0068 | 27.01 52.3 2 0.0 | 0 |R.LEQEIATYR.R 406-414
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Protein 9: Keratin, type Il cytoskeletal 1 0S=Mus musculus OX=10090 GN=Krt1 PE=1 SV=4

Accession: K2C1_MOUSE Score: 178.7
Database: SwissProt Seq. Coverage [%]: 4.7
MW [kDa] / pl: 65.6/8.4 No. of Peptides: 3
10 20 30 40 50 18] 70 a0 an 100
MSLOCSSRSL CRGGGGSEMNF SSGSAGLVSF  QRRSTSSSMR RSGGGGGGRF  SGGGPCGSSG SGPGSKSLMMN  LGGGRSISKS VAGGGGSFCG GFGGGSYGGG
110 120 130 140 150 160 170 180 190 200
GFGGGSYGGEE GFGGGSFGGE GFGGSGFPGGE  LGGGGGFGSG GGFGGGRFGS MGPVCPPGGI QEVTINQSLL QPLNVEVDED IQFVESQERE QIKSLNDEFA
=
210 220 230 240 250 260 270 280 290 300
SFIDENVRFLE QQNOVLOTFW ELLOOVDTTT RTONLDPFFE NYISILRREV DSLESDOSEM DSELFNMODL VEEYRTEYED EINKRTHAEN EFVTIEEDVD
S —=—m| e e
310 320 330 340 350 360 370 380 390 400
SAYMTEVELD AFADALOODT DFFSALYOME MSOMOTOTISE THNVVLSMDMNN RSLDLDGITS EVEAQYDSIC QRSKAREARTF YQOSKYEELOT TAGKHGDSVR
410 420 430 440 450 460 470 480 490 500
NTEMEISELN ERMIQRLRSET DGCERQISOY QONINDAEQR GEFALKDAQN FKLMNEIEDALS QCKEDLARLL ERDFQELMNTE LALDMETATY FKELLEGEEIR
510 520 530 540 550 560 570 580 590 /00
MSGECTPNWVS WSWVSTSHTSM SGSSSRGGGS  GGGRYGGGGS YGGGSGGGSY GGSSGGGGSG  GSYGGGEGGG SYGGGSGGGS  SGSHRGGSGG GGGSSGGSYG
610 620 630 640
GSSGGGRGGS  SSGGGGVKSS GSSTVKEFVST SYSRGTHE
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. | [%]
590 | 414.2129 | 2 -13.59| -0.0056 | 34.47 | 31.9 2 0.0 | 0 |K.FASFIDK.V 199-205
494 738.387 | 2 -12.56| -0.0093 | 31.63 | 85.2 2 0.0 | 0 |R.FLEQQNQVLQTK.W 208-219
589 | 633.3134 | 2 -13.96| -0.0088 | 34.46 | 61.6 2 0.0 | 0 |[R.TNAENEFVTIK.K 286-296
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Protein 10: Keratin, type Il 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] / pl: 58.9/8.4 No. of Peptides: 3

10 20 30 40 50 18] 70 a0 an 100
MNROFTCKPG WVANRGFSGCS AVLSGGSSSS YRAAGHGLSG GFSSRSLYSL RSPRSEISFHNYV  ASSSCGRTGGY GFGRMRASGF AGEMPGSGAL  GPSHNPSLCLP

110 120 130 140 150 160 170 180 190 200
GGIHOQVTVHNE SLLAPLNVEL DPEIQKVRAD EREQIKAILNN FKFFASFIDEVR FLEQONOVLO THEWELLOQLD LSHNCRRNLEP WVYEAHTSSLO FKFQOLDSLSGDR

CE——

210 220 230 240 250 260 270 280 290 300
VRLDSELRGM RDAVEDCKFR YEEEINKFRTT AENEFVVLEK DVDAAYMSEYV ELQAFVDALD GEIKFLECLY EGEITOMOSH ISDTSVVLSM DNNRNLDLDS

310 320 330 340 350 360 370 380 390 400
ITAEVRAOYE DIALKSKAEA EMVYQTFFOE LOLAARGRHGD DLEHTRMEIS ELTRLIQRLR SEIESVEEQOC SNLETATADA EQRGDCALFD ARAFKILDELER

410 420 430 440 450 460 470 480 490 500
ALHOAFKFELA EBMLREHOELM SMELALDIET ATYRKLLEGE ECEMSGEHTS AVSISVISSS APGTVGAGTS PFPGFSSAGTYG YROSSVAGGY GILSGGCVTG

= s

510 520 530 540

SGHCSPRGDT FMNERLGSASEF FEEVSGHTLAL GSPSERTMRE
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. | [%]

590 | 414.2129 | 2 -13.59| -0.0056 | 34.47 | 31.9 2 0.0 | 0 |K.FASFIDK.V 142-148
494 738.387 | 2 -12.56| -0.0093 | 31.63 | 85.2 2 0.0 | 0 |R.FLEQQNQVLQTK.W 151-162
1114 | 639.3431 | 2 -24.29| -0.0155 | 51.27 | 52.6 2 0.0 | 0 |K.LALDIEIATYR.K 424-434
Bruker
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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] / pl: 41.7/5.3 No. of Peptides: 2
10 20 30 an 50 60 70 20 a0 100
MDDDIAALVY DHGSGMCKAG FAGDDAPRAYV FPSIVGRPRH QGVMVGMGOE DSYVGDEAQS KRGILTLEYP IEHGIVTHWD DMERKIWHHTF YNELREVAPEE
| ——
110 120 130 140 150 160 170 180 190 200
HEVLLTEAFL HWPFAMNREFMT QIMFETFNTP AMYVATQOAVI. SLYASGRTTG IVMDSGDGVT HTVPIYEGYA LPHATLRIDL AGRDLTDYLM KILTERGYSF
== = - = ——uaa—r——u
210 220 230 240 250 260 270 280 290 300
TTTAEREIVR DIFEFLCYVA LDFEQEMATA ASSSSLEKSY ELPDGOVITI 2GHNERFRCPEA LFOPSFLGME SCGIHETTFN @ SIMKCDVDIR FDLYANTVLS
[ ———— — — — — — — — —aar——u—|
310 320 330 340 350 360 370 380
GGTTMYPGIA DEMOFEITAL APSTMKIKIT APPERKYSVW IGGSILASLS TFOOMWISED EYDESGPSIV HRECF
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. | [%]
763 | 652.0147 | 3 -17.82| -0.0116 | 39.83 75.1 2 0.0 | 0 |[R.VAPEEHPVLLTEAPLNPK.A 96-113
1015 | 895.9289 | 2 -23.10| -0.0207 | 48.00 91.2 1 0.0 | 0 |[K.SYELPDGQVITIGNER.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] / pl: 165.7 /6.2 No. of Peptides: 2
Modification(s): Carbamidomethyl
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10 20 30 40 50 &0 70 20 a0 100
MEENQLPTFA FLLLFLLLPFR DATTATAFPQ YVVLVPSEVY SGVPEFACVS LNHVNETVML SLTLEYAMOOD TELLTDQAVD FDSFYCSPFT ISGSPLEYTE
110 120 130 140 150 160 170 180 190 200
ITVEIFGFTQ RFIFFFSIQI IFAESPVEVD TDEPIYKPGD IVEFEVVEVD ISFRPLNETF PVVYIETPFR NRIFQWOMNIH 2 LAGGLHQLSF PLSVEPALGT
210 220 230 240 250 260 270 280 290 300
YEVVVOQFDSG FFIEHSFEVE EYVLERFEVI IFMOFTMAFL. EEELPITACG VYTYGHKEVEG LVTLEVCREY SRYRSTCHMG NSMSICEEFS QQADDEGCFR
310 320 330 340 350 360 370 380 390 400
OVVETFEVEFQL ROQFGHDMFIE VEAFKTKEEGT GIELTGIGSC EIAMALSKLKE FTEVNTNYRP GLPFSGOVLL VDERGFPIFN FNITSVVSPL GYLSIFTTDE
410 420 430 440 450 460 470 480 490 500
HGLANTSIDT SNFTAPFLEV VVTYKONHVC YDNWWLDEFH TQADHSATLV FSPSQSYIQL ELVEFGTLACG QTQEIRTHYL LNEDIMFKNEK DLTFYYLIKA
510 520 530 540 550 560 570 580 590 600
RGSIFNLGSH VLSLEQGNME GVESLPFIQVE PGMAPEAQLL IYATLPNEEL VADAQNFEIE FKCFANKVNLS FPSARQSLEAS DTHLEVEAREF LSELCALTAVD
o —— = =]

610 620 630 640 650 660 670 620 690 700
QEVLLLFFER FLSPOQSIYNL LPGETVQGAF FGVEVYFDHE HNCISGEDITH NGIVYTPFHS LGDNDAHSIF QSVGINIFTH 2 SKIHKPRFCQ EFQHYPAMGG
710 720 730 740 750 760 770 T80 790 200
VAPQALAVAR SGPGSSFRAM GVEMMGLDYS DEINQVVEVRE ETVREFYFPET WIWDLVPLDV SGDGELAVEN FPDTITEWKAS AFCLSGTTGL GLSSTISLOA
210 220 230 240 250 260 270 280 290 a00
FOPFFLELTL PYSVVRGEAF TLFATVLNYM SHCIQIRVDL EISPDFLAVP VGGHENSHCI CGNERKTVEW AVTPESLGEV NFTATARALLG SPELCGNELT
810 a20 830 840 as0 a60 a70 aa20 a90 1000
EVEALVHFDT WVVKSVIVEPE GIEFEQTYNT LLCPQDTELD DNWSLELFPMN VVEGSARATH SVLGDILGSA MONLONLLOM PYGCGEQNMYV LFVENIYVLN
1010 1020 1030 1040 1050 1060 1070 1080 1090 1100
YLHNETQQLTE ATKSFAINYL ISGYQROLNY QHSDGSYSTF GMNHGGGNTEG NTWLTAFVLE AFPAQAQSHIF ITEKTHITHAF NWLSMEQFEN GCFQQSGYLL
1110 1120 1130 1140 1150 1160 1170 1180 1190 1200
MMAMKGGVDD EVTLSAYITI ALLEMPLPVT HSAVEMALFC LETAWASTS() SQESHVYTFA LLAVAFALAG NEAFRSELLE SLNEDAVEEE DSLHWORPGD
1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
VOFVFALSFY QPRAPSARVE MTAYVLLAYI, TSESSREFTRD LSSSDLSTAS FIVEWISFQD NSHGGFSSTQ DTVVALQALS FYGAATFTRS QFEVLVTIES
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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. | [%]
1433 | 836.7841 | 3 -29.01| -0.0243 | 62.28 | 67.3 1 0.0 | 0 |K.AAPLSLCALTAVDQSVLLLKPEAK.L Carbamidomethyl: 7 588-611
603 435.767 | 2 -16.07| -0.0070 | 34.83 | 31.0 1 0.0 | 0 |R.LLLQEVR.L 1316-1322
Protein 13: Keratin, type Il 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] / pl: 57.5/7.6 No. of Peptides: 2
10 20 30 40 50 &0 70 &0 a0 100
MRSSLSRQTF STHGGFSSHMS ASGGGGSFEMER TSYSSVIMSE  GSGGGGGVRS  GSS5GGPGSR SLYNLGGFMI SVEMACGASS GRALGGPGSG AYVGLGASRD
110 120 130 140 150 160 170 180 190 200
TFGEVCPPGG ILIQEVIVHQSL LTPLNVEIDE EIQRVRTQER EQIKTLMNNEEF ASFIDEVRFL EQONEVLETE WALLQEQSON TGVARSLEPF FENYLSTLER
| — — — =]
210 220 230 240 250 260 270 280 290 300
QLDTHEQSERG RLDMELENVY DNLEDFENEY EDEINFRTAL ENEFVLLFFD VDAAYMGREMD LHGEKVDSLTQ EIDFLOQLFE MELSQVQTHNYV SDTHVILSMD
310 320 330 340 350 360 370 380 390 400
NMNENLDLDSI IAEVEAQYEL IAQKSRAEAE SWYQTKYEEL QVTACGKHGDS LRDTENEIAE LTRTTQRLQC EVDARFKFQCQ QLOTAIAEAE QNGEMALKDA
= = =
410 420 430 440 450 460 470 480 490 500
FFFLGDLDTA LHQAFEDLAR MLEEYQDLVS VELALDMEIA TYRKLLESEE SEMSGDCESA ISISVTGHST SVCAGGTAGFE GHNGLSLGGAG GASKGGEFGSS
510 520 530 540
VEYGRAKGGD WVSGGTSILEK TTTVETSSER Y
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. | [%]
590 | 414.2129 | 2 -13.59| -0.0056 | 34.47 | 31.9 2 0.0 | 0 |K.FASFIDK.V 150-156
1324 | 665.3489 | 2 -26.68| -0.0177 | 58.53 | 48.5 2 0.0 | 0 |R.NLDLDSIHAEVK.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] / pl: 11.9/5.6 No. of Peptides: 1
10 20 30 40 &0 &0 70 a0 an 100
RADAARPTVSTI FPPSSEQLTS GGASVVCFLN NEYPEDINVE WHKIDGSERQN GVLNSWTDOD SEDSTYSMSS TLTLTEDEYE RHHNSYTCEAT HETSTSPIVE
= — — ————— — — =
110
SFHNRMEC
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. | [%]
779 | 767.8552 | 2 -17.84| -0.0137 | 40.37 67.6 2 0.0 | 0 [K.DSTYSMSSTLTLTK.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] / pl: 499/5.0 No. of Peptides: 1
Bruker
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20 30 40 50 &0 70 80 an 100
MRECISTIHVG QAGVOIGHNAC WELYCLEHGI QPDGOMPSDE TIGGGDDSFN TFFSETGAGK HVFRAVFVDL EPTVIDEVRT GTYRQLFHPE QLITGKEDAR
110 120 130 140 150 160 170 180 1580 200
HNYARGHYTI GEEIIDLVLD RIRKLADQCT GLOGFLVFHS PGGGTGSGFT SLLMERLSVD YGEESEKLEFS IYPAPOVSTA VWVVEPYNSILT THTTLEHSDC
210 220 230 240 250 260 270 280 290 300
AFMVDNEATY DICRRENLDIE RPTYTHLMNRL ISQIVSSITA SLEFDGALNY DLTEFPQTHNLY PYPRIHFPLA TYAPVISAFEK AVHEQLTVAE ITHACFEPAN
E—— = e —
310 320 330 340 350 360 370 380 380 400
OMVECDPRHG FYMACCLLYR GDVVPEDVMA ATATIKTERT IQFVDWCPTG FEVGINYQPP TVVPGGDLAK VORAVCMLSN TTATARAWAR LDHKFDLMYA
410 420 430 440 450
FRAFVHWYVG EGMEEGEFSE AREDMARIEK DYEEVGADSA EGDDEGEEY
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. | [%]
1454 | 744.4232 | 2 -26.90| -0.0200 | 63.01 65.2 2 0.0 | 0 |R.LISQIVSSITASLR.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] / pl: 129.6 /4.7 No. of Peptides: 1
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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
———— =
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
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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. | [%]
918 | 623.8416 | 2 -19.41| -0.0121 | 4490 | 39.9 1 0.0 | 0 |R.TIVTTLQDSIR.K 289-299
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