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I Results
Protein 1: Filamin-A OS=Homo sapiens OX=9606 GN=FLNA PE=1 SV=4

Accession: FLNA HUMAN Score: 76.2
Database: SwissProt Seq. Coverage [%]: 0.9
MW [kDa] / pl: 280.6/5.7 No. of Peptides: 2
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MSSSHSRAGD SAAGRAPGGG VDTRDAEMPRE TEFDLAEDAP WEKIQONTFT RWCNEHLECY SKRIANLOTD LSDGLRLIAL LEVLSOFFMH REHMNORPTEFR
110 120 130 140 150 160 170 180 190 200
OMOLENVSVA LEFLDRESIK LVSIDSKATV DGNLELILGL IWTLILHYSYI SMPMWDEEED EEAFKOTPEQD RLLGWIOQNKL PQOLPITNFSR DWOSGRALGR
210 220 230 240 250 260 270 280 290 300
LVDSCAPGLC PDWDSWDASK PVTHAREAMD QADDWLGIPQ VITPEEIVDP NVDEHSVMTY LSQFPFAKLE PGAPLRPELN PFRFFARAYGPG IEPTGHNMVER
310 320 330 340 350 360 370 380 390 400
RAEFTVETRS AGOGEVLVYV EDPAGHOEER FVTANNDENE TFSVWYVEEV TGTHEVTVLFE AGOHTAKSPF EVYIVDESOGD ASKVTAOGPG LEPSGNIANK
410 420 430 440 450 460 470 480 490 500
TTYFEIFTAG AGTGEVEVVI QDPMGOFGTV EPQLEARGDS TYRCSYQOPTM EGVHTVHVTF AGVPIPRSPY TVIVGOACHNP SACRAVGRGL QPEGVREVEET
510 R20 530 540 550 560 R70 R80 590 600
ADFEVYTEGA GSGELEVTVE GPEGEERVED FDLGDGVYGF EYYPMVPGTY IVTITWGGON IGRSPFEVEN GTECGNQEVR AWGPGLEGGY VGHSADFVVE
[——— =
610 620 630 640 650 660 670 680 690 T00
ATGDDVGTLG FSVEGPSQAK IECDDEGDGS CDVREYWPOEAR GEYAVHVLCN SEDIRLSPFM ADIRDAPODF HPDEVKARGPE GLEKTGVAVN @ KPAEFTVDAK
710 T20 T30 740 750 T60 T70 T80 Ta0 800
HGGFAPLEVQ VODNEGCEVE ALVEDNGNGT YSCSYVPRKP VEHTAMVSWG GVSIPHNSPFR VNVGAGSHPN FEVEVYGPGVA KTGLFAHEPT YFTVDCAEAG
810 820 830 840 850 g60 870 880 890 a0
QGDVSIGIKC APGVVGPAERA DIDFDITRND NDTFTVEYTE RGAGSYTIMYV LFADOQATPTS PIRVEVEPSH DASFVKAEGP GLSRTGVELG KPTHFTVMAK
410 920 430 440 450 60 a70 g0 a0 1000
AAGFCGKLDV) FSGLTEGDAYV RDVDIIDHHD NTYTVEYTEV QOGPVGVNVT YGGDPIPKESPE FSEVAVSPSLD LSKIEVSGLG EEVDVGKDOE FTVESEGAGG
1010 1020 1030 1040 1050 1060 1070 1080 1090 1100
QGEVASFKIVG PSGAARVPCEYV EPGLGADNSYV VRFLPREEGE YEVEVTYDGY PVPGSPFPLE AVAPTEPSEN FAFGPGLOGG SAGSPARFTI DTHEGAGTGGL
1110 1120 1130 1140 1150 1160 1170 1180 1150 1200
GLTVEGPCEA QLECLDNGDG TCSVSYVPTE PGDYNINILF ADTHIPGSPF FKAHVVPCFDRA SEVECSGPGL ERATAGEVGY FOVDCSSAGE AELTIEICSE
1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
AGLPAEVYT(] DHGDGTHTIT YIPLCPGAYT VTIEKYGGOPYV PHNFPSKLOVE PAVDTSGVOC YGPGIEGOGY FREATTEFSV DARALTOTGG PHVEARVANP
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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 Type
[ppm] [Da] [min] Cmpds. | [%]

1090 | 1226.6485| 1 -3.50| -0.0043| 37.83| 45.91 1 0.0/ 0 R AWGPGLEGGVVGK.S 581-593 |CID

267 | 1108.6142| 1 295 0.0033| 2517 30.3 1 0.0| 0 |RAALTQTGGPHVK.A 1284-1294 |CID

Protein 2: RNA-binding protein 10 OS=Homo sapiens OX=9606 GN=RBM10 PE=1 SV=3

Accession: RBM10_HUMAN Score: 69.7
Database: SwissProt Seq. Coverage [%]: 1.6
MW [kDa] / pl: 103.5/5.7 No. of Peptides: 1
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MEYERRGGRG DRTGRYGATD RSQODDGGEMR SRDHDYRDMD YRSYPREYGS QEGFHDYDDS SEEQSAFEDSY EASPGSETQOR RRRRRHRHSP TGPPGFERDG
110 120 130 140 150 160 170 180 190 200
DYRDODYRTE (QCEEEEEEED EEEEEKASNI VMLRMLPQAR TEDDIRCQLQ SHOVQAREVR LMRNESSCQS RCFAFVEFSH LODATRWMEA NOHSLNILGD
210 220 230 240 250 260 270 280 290 300
FEVEMHYSDPFE PEINEDWLCHN FKCGVONFERR EFKCFRECGVPE SEARQKLPLG TRLDOOTLPL GGRELSQOGLL PLPOPYOAOG VLASQALSOG SEPSSEMAND
310 320 330 340 350 360 370 380 390 400
TITLENLNPH STMDSILGAL APYAVLSSSN VREVIFDEQTQ LNRGFAFTQL STIVEARQLL QILOAILHPPL TIDGETINVE FAKGSKRDMA SNEGSRISAR
410 420 430 440 450 460 470 480 490 500
SVASTATARR QWATSQRASOG GCGEGTWATSEE PPEVDYSYYOD DEGYGNSQGT ESSLYAHGYL EGTHEGPGITG THEGDPTGAGE EASLEPGADS VSMOAFSRAD
510 520 530 540 550 560 570 580 590 600
PGRAAPGIYO SAEASSSQOGT AANSQSYTIM SPAVLKSELD SPTHPSSALP PATSPTRQES YSOYPVPDVS TYOYDETSGY YYDPOTGLYY DPNSQYYYMA
610 620 630 640 650 660 670 680 690 700
QSOOYLYWDG ERRTYVPALE QSADGHEETG APSKEGFEFE EFHETKTAQD IAFDMERWAR SLNEQKENFE NSFQPISSLRE DDERRESATA DAGYATLERK
710 720 730 740 750 760 770 T80 790 800
GALAFROHTS MDLPELASDD RPSPPRGLVA AVSGESDSEE EQERGGPERE EELTDWOKLA CLLCRROFPS EEALTRHQOL SGLHEQNLET HRRAHLSENE
810 820 830 840 850 ga0 870 880 290 aon
LEALEKNDME QOMEYRDRAAER RREKYGIPEFP PEPKRREYGG ISTASVDFEQ PTRDGLGSDN IGSRMLOAMG WEEGSGLGEK FQGIVTPIEA QTRVRGSGLG
P ———— = —————]
a10 a20 830 g40
ARGSSYGVTS TESYEKETLHE TMVTRFHNEAD
MS/MS Peptide Matches
Cmpd.[m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site |P Sequence Modification Range Type
[ppm] [Da] [min] Cmpds. | [%]
1299 | 1620.7583| 1 -24.80| -0.0402| 39.83| 69.72 1 0.0/ 1 |R.MLQAMGWKEGSGLGR.K 865-879 |CID
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Protein 3: Protein phosphatase 1B OS=Homo sapiens OX=9606 GN=PPM1B PE=1 SV=1

Accession: PPM1B_HUMAN Score: 37.9
Database: SwissProt Seq. Coverage [%]: 1.9
MW [kDa] / pl: 52.6/5.0 No. of Peptides: 1
10 20 30 40 &0 &0 70 a0 an 100
MCAFLDKPET EFKHNAHGAGN OCLRYCLSSMQ OCOWRVEMEDAH TAVVGIPHGL EDWSFFAVYD GCHAGSEVANY CSTHLLEHIT TNEDFRARCK SGSALELSVE
110 120 130 140 150 160 170 180 190 200
NVKNGIRTGCF LKIDEYMENF SDLENGMDRS OSTAVGVMIS PHHIYFINCG DSRAVLYRNG QVCFSTQDHE PCNPREKERI (QMAGGSVMIQ EREVNGSLAVSR
210 220 230 240 250 260 270 280 290 300
ALCDYDYKCV DOKGPTEQLV SPEPEVYEIL RAEEDEFIIL ACDGIWDVMS NEELCEYVKS RLEVSDDLEN VCNWVVDTCL HKGSREDNMSI VLVCFSHAPK
310 320 330 340 350 360 370 380 390 400
VSDEAVEKDS ELDKHLESREV EEIMEKSGEE OMPDLAHVMR ILSAENIPNL PPGOGLACGKR NVIEAVYSREL NPHRESDGAS DEAEESCS(QC KLVEALROMR
(e — — =]
410 420 430 440 450 460 470 480
INHRGNYRQL LEEMLTSYRL AKVEGEESPA EPAATATSSN SDACGNPVTM] ESHTESESGCL AELDSSNEDA GTEMSGEKI
MS/MS Peptide Matches
Cmpd.[m/zmeas.| z| Am/z Am/z Rt Score | No.of | Site |P Sequence Modification Range Type
[ppm] [Da] [min] Cmpds. | [%]
1012 | 1050.5371| 1 -19.74| -0.0207| 35.83| 37.87 1 0.0/ 0 |[R.NVIEAVYSR.L 361-369 |[CID
Protein 4: Probable tRNA (uracil-O(2)-)-methyltransferase OS=Homo sapiens OX=9606 GN=TRMT44 PE=1 SV=2
Accession: TRM44_HUMAN Score: 32.9
Database: SwissProt Seq. Coverage [%]: 1.1
MW [kDa] / pl: 84.6/7.0 No. of Peptides: 1
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MAEVGRTGIS YPGALLPQGF WAAVEVWLER POVANKRLCG ARLEARWSAR LPCAEARGPG TSAGSEQKER GPGPGQGSPG  GGPGPRSLSG PEQGTACCEL
110 120 130 140 150 160 170 180 190 200
EERQGQCQOE EAQREARSVE LEDSGHPGHA EGREGDFPAA DLDSLWEDFS QSLARGHNSEL LAFPLTSSGRAG SQPERQRELD VVLRTVIPET SPHCPLTTFEFR
[
210 220 230 240 250 260 270 280 290 300
REIVVQDVLN GTITFLPLEE DDEGHLEVEM SNVYQTIQLSH SKEEWFISVL IFCPERWHSD GIVYPKPTWL GEELLAFKLAK WSVENEESDF EKSTLSLISIM
310 320 330 340 350 360 370 380 390 400
FYSKAYOELE EERYKEMVEVW PEVTDPEEFYV YEDVATAAY]., LILWEEERAE RRLTAROSFYV DLGCGHNGLLY HILSSEGHPG RGIDVRRRET WDMYGPOTOL
410 420 430 440 450 460 470 480 490 500
EEDATTFNDE TLFPDVDWLI GNHSDELTPW IPVIAARSSY MNCRFFVLPCC FFDFIGRYSR RQOSFETOYRE YLDFIKEVGF TCGFHVDEDC LRIPSTERVC
510 R20 530 540 550 560 R70 R80 590 600
LVGKSRTYPS SREASVDEFER TQYTESRRGC PVSPPGWELS PSPRWVAAGS AGHCDGOQAI DARVGCVTRA WAAEHGAGPD AEGPWLPGFH FPREKAERVEN
610 620 630 640 650 660 670 680 690 T00
CAALPRDFID QVVLOVANLL LGGKQLNTRS SRNGSLETWN GGESLSLAEV ANELDTETLR RLERECGGLY TLLRNSHOVFE QVVNGRVHIR DWREETLWET
710 T20 T30 740 750 T60
FOPEAKORLL SEACKTRLCW FFMHHPDGCA LSTDCCPFAH GPAELRPPRT TPREKIS
MS/MS Peptide Matches
Cmpd.[m/zmeas.| z| Am/z A m/z Rt Score | No.of | Site |P Sequence Modification Range Type
[ppm] [Da] [min] Cmpds. | [%]
673 842.4784| 1 6.36| 0.0054| 31.67| 32.87 1 0.0/ 0 |R.EAASVPLR.D 115-122 |CID
Protein 5: Centrosome-associated protein 350 OS=Homo sapiens OX=9606 GN=CEP350 PE=1 SV=1
Accession: CE350_HUMAN Score: 32.2
Database: SwissProt Seq. Coverage [%]: 0.0
MW [kDa] / pl: 350.7 /6.0 No. of Peptides: 0
Modification(s): Phospho
Bruker ProteinScape 2020/01/23 10:46+0900 719
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MRSSKSFEVE LPNPRENSQSK DTVOADITTS WDALSQOTEAR LEHIENKLEV APTSTAVCDS VMDTEESSTS ATREFISRFEDG RYLDDSWVMA 2 PISKSTESRE
110 120 130 140 150 160 170 180 190 200
EKSRSEPLEAT TLESNVFEFMNN ERVEFREPLVS YREIHGAPSN FSSSHLESKH #VYCVDVNEEE TESGNWMIGS REERNIRSCD FESSQSSVIN @ DTVVRFLNDR
210 220 230 240 250 260 270 280 290 300
PATDALONSE CLIEMGASMR TEEEMPHRTE GSENNLELSY NMMAHDTDPK ALRLTDSSPS STSTSNSQRL DILKRROHDYV KLEKLEERTIR FOWEHSEETHN
310 320 330 340 350 360 370 380 390 400
GRGOFLGHID HPEPVMVVNVDN SVTAKVEEVA TAPPAPAYKG FNPSETKIRT PDGEVWOEAE PFONMSRELYR DLALHFADDT SIKEFPAEES KEFEVVEEVR
410 420 430 440 450 460 470 480 490 500
FVOFVAQLSS TECRTGSSHL ISTSSWRDGD FLVEKILGPARE PRMEPEKEQRT ASSDRGGRER TAFKSGGHIGR AESDPRLDVL HREHLORNSER SRSKSRSEENM
510 R20 530 540 550 560 R70 R80 590 600
TEKLASSLED NEQEENTALN FKFDFLPIEIRG ILDDLOLDST AHTAFKODTVE LONOKSSAPY HAPRSHSPVE EREPDEITANE DPPVISKREH YDTDEVROYT
610 620 630 640 650 660 670 680 690 T00
VROQEERKRK (NEEKKAQKE ATEQKNKRLQ ELYRKQKEAF TKVKNVPPSE PSATRRLQET YSKLLLEKTL LEEPSHQHVT QETQBKPGYQ PSCGESDKENK
710 T20 T30 740 750 T60 T70 T80 Ta0 800
VOERPPSASS SSDMSLSEPP QPLARFDIME STWMOPERLS POVHHSQPOP FAGTAGSLLS HLLSLEHVGI LHKDFESILP TREMNHMMASR PLTFTPOPYWV
810 820 830 840 850 g60 870 880 890 a0
TSPARYTDAI LEPSASQYHES KLDRIEALFAR TAASLSSRIE SEAFFLAGRS INYGSAWNTE YDVOQOAPOED GPWTEAVTPE VEDDNEDVES ARTOQFKMLGSC
410 920 430 440 450 60 a70 g0 a0 1000
VSHATFDDDL PGVGHLSEFK KLPEMIRPOS ATSSFRVRSP GPEPEGLLAD LCEROTDSSS SDMOACSODE AKTSLGSSID SVSEGPLLSE GSLSEEEGDO
1010 1020 1030 1040 1050 1060 1070 1080 1090 1100
DEOPLLFVAE ILKEEEFCPG ERNSYEPIFE FOQFEAEFKFLP LPGHIGGTQOS KGPWEELAKG SPHEVINIFT ESYQLYGEKGFE EDKELDRGTST SRPLNATATP
1110 1120 1130 1140 1150 1160 1170 1180 1150 1200
LEGVSYEDDF VSSPGTGTST EFKESTLEPHS TLSPOEDHSN RESAYDPSSW DVTSQHSSGR QSARSSREST SSKGEEGEFFEE KTEWLDSFTG NVONSLLDEE
1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
FAERGSHOGK FKSGTSSKLEV FKDFEQTLDTD STLEDLSGHS VSVSSDEGRS QFTPTSPLSP SSQFSLOFDV  AGTSSERSKS SVMPPTITGF KPMAPLTDLM
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