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Search Result: LC-MALDI_OtherMammals_Mascot_2020-01-15 19:00:42

Location: /2001 15-hikeshi-wt/200115-hikeshi-wt/200115-hikeshi-wt

Search Method: LC-MALDI_OtherMammals Version:

Search Engine(s): Mascot, 2.6.2 Ident. Compound(s): 6/300
Database(s): SwissProt, SwissProt_2019 07 .fasta

Note:

Bruker ProteinScape 2020/01/23 10:40+0900



Protein Report
LC-MALDI_OtherMammals_Mascot_2020-01-15 19:00:42

o)
BRUKER
(<)

I Results

Protein 1: Protein Hikeshi OS=Homo sapiens OX=9606 GN=HIKESHI PE=1 SV=2
Accession: HIKES_HUMAN

Score: 207.4
Database: SwissProt Seq. Coverage [%]: 16.2
MW [kDa] / pl: 21.6/5.3 No. of Peptides: 3
10 20 30 40 &0 &0 70 a0 an 100
MFGCLVAGRL VOTARQOVAER DEFVFDLPDY ESINHVVVFM LGTIPFPEGM GGSVYFSYPD SNGMPVWQLL GEFVTHGEPSA IFEISGLESG EGEQHPFGREM
e e
110 120 130 140 150 160 170 180 190 200
NIVRTPSVAQ IGISVELLDS MAQQTPVGNA AVSSVDSFTQ FTQEKMLDNFY NFASSFAVSQ AQMTPSPSEM
====]

FIPANVVLEW YEMNFQRRLA{ NPLFWET
L o e

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. | [%]

158 | 1686.7879| 1 -8.16| -0.0138| 38.17| 92.92 1 0.0 0 |[K.SGEGSQHPFGAMNIVR.T 89-104 |[CID

112 [ 1042.4743| 1 0.19| 0.0002| 34.67| 51.29 1 0.0/ 0 |[K.WYENFQR.R 180-186 |CID

218 | 1116.6077| 1 -11.05| -0.0123| 43.17| 63.21 1 0.0 0 |R.LAQNPLFWK.T 188-196 |CID

Protein 2: Fermitin family homolog 1 OS=Homo sapiens OX=9606 GN=FERMT1 PE=1 SV=1

Accession: FERM1_HUMAN Score: 31.5
Database: SwissProt Seq. Coverage [%]: 1.9
MW [kDa] / pl: 774/5.9 No. of Peptides: 1
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10 20 30 an 50 60 70 20 a0 100
MLSSTDFTFA SWELVVEVDH PHNEEQOFDVT LEVSGDLHVG GVMLELVEQI NISQDWSDFA LWWEQFHCWL LETHWTLDEY GVQADAKLLF TPOHEMLRLR
110 120 130 140 150 160 170 180 190 200
LPNLEMVRLR VSFSAVVFEA VSDICKILNTI ERRSEELSLLK PSGDYFEKEK FEDENNEEPTI IEDILNLESS PTASGSSVSPE GLYSETMTPI 2 YDPITNGTEAS
210 220 230 240 250 260 270 280 290 300
STMTWFSDSPE LTEQNCSILA FSQPPOQSPEA LADMYQPRSL VDEAEKLMAGW LDSSRESLMEQ GIQEDEQLLL RFEYYSFFDL NPEYDAVRIN @QLYEQARWAT
310 320 330 340 350 360 370 380 390 400
LLEEIDCTEE EMLIFAALQY HISKLSLSAE TQDFAGESEYV DEIEAALSNL EVTLEGGKAD SLLEDITDIF ELADNLELFR PEELLPEAFK QYWFIFEDTS
410 420 430 440 450 460 470 480 490 500
IAYFENEELE QGEPLEKLNL RGCEVVPDVN VAGREFGIKL LIPVADGMNE MYLRCDHEMNG YAQWMARCMI. ASEGETMADS SYQPEVLNIL SFLEMENRNS
510 520 530 540 550 560 570 580 590 600
ASQVASSLEN MDMNPECFVS PRCAFKRHKSK QLAARTLEAH QNVAQMPLVE AKLRFTQAWQ SLPEFGLTYY LVRFEGSKED DILGVSYNRL IKIDAATGIFE
B =
610 620 630 640 650 660 670 6E0
VTTWEFTNIE QWNVNWETRY VVIEFDONVFE TAFTCLSADC KIVHEYIGGY IFLSTRSKEDQ MNETLDEDLFH EKELTGGQD
r———
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. | [%]
50 1400.7292( 1 -17.16| -0.0240( 28.83| 31.48 1 0.0| 0 |K.IDAATGIPVTTWR.F 593-605 |[CID
Protein 3: Ribosome-binding protein 1 OS=Homo sapiens 0X=9606 GN=RRBP1 PE=1 SV=5
Accession: RRBP1_HUMAN Score: 27.3
Database: SwissProt Seq. Coverage [%]: 0.7
MW [kDa] / pl: 152.4 /8.7 No. of Peptides: 1
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10 20 30 40 &0 &0 70 a0 an 100
MDIYDTOTLG VVVFGGFMVY SATGIFLVST FSMEETSYEE ALANORFEMA KTHHOEVEEEK FEERKTVEEEG FKIKFFEEKFN GEIPDHDPAP NVTVLLREPV
110 120 130 140 150 160 170 180 190 200
RAPRVAVAPT PVOPPIIVAP VATVPAMPOE FKLASSPFDKE FFREFEVAEVE PAVSSVVNSI OQVLTSFAATL ETAPFEVEMY VVPEVGAFGN TPATGTTOGE
210 220 230 240 250 260 270 280 290 300
KAEGTONQSK KAEGAPNQGR KAEGTPNQGK KTEGTPNQCK KAEGTPNQGK KAEGTPNQCK KAEGAQNQGK KVDTTENQGK KVEGAPTQGR KAEGAQNQAK
310 320 330 340 350 360 370 380 390 400
KVEGAQNQGK KAEGAQNQGK KGEGAQNQGK KAEGAQNQCK KAEGAQNQGK KAEGAQNQCK KAEGAQNQGK KAEGAQNQGK KAEGBONQGK KVEGAQNQGK
410 420 430 440 450 460 470 480 490 500
KAEGAQNQGK KAEGAQNQCGK KAEGAQNQGK KAEGAQNQCK KAEGAQNQGK KAEGAQNQCK KAEGAQNQGK KVEGAQNQGK KAEGBONQGK KAEGAQNQGK
510 R20 530 540 550 560 R70 R80 590 600
KAEGAQNQGQ KCEGAQNQGK KTEGAQGKKA ERSPNQCKKG EGAPIQGKKA DSVANQCGTKV EGITNQGKKA EGSPSEGKKA EGSPNQGKKA DAABNQGKKT
610 620 630 640 650 660 670 680 690 T00
ESASVOGENT DVAQSPEAPK QEAPAFFKSG SKEEGEPGPP DADGPLYLEPY KTLVSTVGSEM VFNEGEAQRL IEILSEFAGT IQDTWHFATO KGDPVAILFR
710 T20 T30 740 750 T60 T70 T80 Ta0 800
QLEEKEKLLA TEQEDAAVAK SKLRELNKEM AAFKAKAAAG EAKVKKQLVA REQEITAVQDA RMQASYREHV KEVQQOLOGKI RTLOEQLENG PNTQLARLQOQ
810 820 830 840 850 g60 870 880 890 a0
ENSILRDALN QATSQVESKQ NAELAKLRQE LSKVSKELVE KSEAVRQDEQ QRKALEAKAR AFEKQVLOLD) ASHRESEEAL QKRLDEVSRE LCHTQSSHAS
410 920 430 440 450 60 a70 g0 a0 1000
LRADAEKAQE QQQOMAELHS KLQSSEAEVR SKCEELSGLH GQLQEBRAEN SQLTERIRSI EALLEAGQAR DAQDVQASQA EADQQDQTRLK ELESQVSGLE
1010 1020 1030 1040 1050 1060 1070 1080 1090 1100
FEEATELREAYV EQOEVENNDL REFNWFEAMERA LATAEQACKE FLLSLTQAKE ESEFKQLCLIE AQTMEALLAIL LPELSVLAOD NYTEWLODLK ERKGPTLLKHP
1110 1120 1130 1140 1150 1160 1170 1180 1150 1200
PAPAEPSSDL. ASKLEREAEET QSTLOAECDO YRSILAETEG MLRDLOKSVE EEEQVWRAFN GAAEEELOKS ERVTVEHLEEI VEELKGELES SDOVREHTSH
1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
LEAELEKHMA AASAECONYA KEVAGLRQLL LESQSQLDAA KSEAQKDSDE LALVRQQLSE MKSHVEDGDI ACGAPASSPEA PPAEQDPVQL KTQLEWTEAT
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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. | [%]
180 | 1142.7105| 1 18.65| 0.0213| 41.00( 27.28 1 0.0/ 1 |R.AATRLQELLK.T 1366-1375 [CID
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