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EYPEER IV (ngEEY) 2010 EEHRET 3 kR

BEESMICEISERE—RBEDRE

HSEADRTFR-RYRTFR(UTHBAOEER
£, EHEHAWNIRIRTFRENS) (X DNA DIF
WIZHKHLT, BE 205D a-7I/BRYBRINTLY ¢
5. 5AANDEBEIL, CNODTI/EBEEITHADE v = HE
PEMERBL BEE-UE-BE-HB-E€BLGEE o = —
BUHEEEHEICKIEINED, KB FESER ~ 0 =
BLELTHEET S,

TE/BOPLRFRERF 1 BAICE EEEOTI/E[—NHIEBEDOHILRFIILE]—
COOHIMEAL, SHICHAETHAIEI—RIDEFHADEWNE, BEL2DOT7I/BOMEZRDD,
EOEZERTHIEADTI/BOBHE7I/BER LS. EHEDENENDOTI/EBETE
HIIBYESITI/BEEDTI/EEDILRIVILENBAEL TR TFRERAERRT S, D56,
TI/EMNEBLE-FFEOTI/BERIE, EREO7I/XRIH(N Kif) THY, HILARFIILEN
WL TWA7I/BEREIL, EHEDAHILARFY LK (C Kif) THD. N Kifié C RIHDRE D
TI/BBREEIRTFIEETHIENT 1 HFEHRETS. EREODERED—RIEETHD TS
JEETRE MBS (LT, 73I/BEEIIERELD) (X, NKRIHT7I/EEEEAI1IEZEH1EL, CERiEAM
(FTTIEFHICEERT 5,

(EREDO7I/BESNNTEDEE]

Edman AJFITKRURTFE N RighoT7I/BEEZIBICUIMTS5A5E(TFIU 2 #:
Edman degradation) #$R&EL=D L 1950 ED & TH S, 1= 1940 FRKY T/ BEEL I 55475k
EFMNIFTELAFIADE TP KED Frederick Sanger (&, 1956 E£IZ/ VAUV DETI/
FRERSI (51 7I/BRERE)ZRETHILICTHTY, £7I/BEIMHIBALI-RNDER LG ST,
Sanger [ 1958 FIZ/—AN)IVEFAEEFE %% E [http:/nobelprize.org/chemistry/laureates/
1958/sanger-lecture.pdf], ZD#, Bz FERIIREEZDHEILICLK>THEUL/—XR)LEF 1980 F
ICRELTWS, EREDT7I/EREIIRTEEL, BRELHIZFEEMNH LV IEEMMULGEHRELE
(F1=o FYHMEBDRBIZLST, KUEL LYZLDTI/BESIIEREFH=OICIE, RD 1)~4)
[CRRSNDSOSLGREOFEDESHBETH T, HIAIE 2)ICFAELT, 7I/BEEDOSIT
TlE, MEAIZER—/—HOT T ST4—OR—/—1F > ELK kB (Paper lonophoresis) A %
RA3h, ZORISERBIOTNI S74—0AF O RB/HSLYATNI 5T74—, ZLTHRETIE, &
HREAVW-EESHRELHSLYOTN 57— (HPLC) BNERIN TS,

1) RHIDERDFRNCHANLSEREE BT S

2) BEREOARTFHESEUNL, RIFRHRZEUIVHEL, 785
3) BEHEHAIVERTFRETFMD, 7I/BEREZUYLL, KBTS
4) TI/BEREEEH-RETS

EEICEYPEENBEBRLE-RIARESLHEIREX=D2HS, £—IF, 1980 ERIZH->TEALSH
R 7I/B—IIY—DESBETHD, RMET7I/B—II oY —IE, £ Edman &I
KO TEBED N RinfllhsIERT7S/ELFEEEZVIETL, PTH (phenylthiohydantoin) £ 3 5% T%
US4 TEHNITI, HWLT PTH 7/BOEELZRIE T H#tE HPLC TERSNSL AT LA
THd. £, [MET7I/B— VI —DESEHEAZLTRRISETLLEGFIZEMF
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ZOEETHY, BENDEBERINEI—FTSHELFD cDNA y0—=25, BLWEGEFHRR
REBEITDHILICIOT, REBIICEGFHERIEAEZEESE AN EE G-, E=
X, COEERD FOREBIBEBRAAVEA—R VM LIZER(TF—ER—R)ENBL3(2H-1-CET
HB. NL=DDFEREHET RANEBEAEDHHWLET7I/EEEIERERET I NIL ZTOE
H1EREELD cDNA 2/0—=25 L, BIEFEINSETI/BEIIEREMDENHERLA
BEEliol=, FLTESHOEAEHAWIIEEGEFHARESN, FFLAILOEYIHEERE - H H 0) fZBA
& HEMEREEENEREL -,

21 HEBICAST, AEFSSIZELFHFEREFRITLIZ, TD—2(F, EYDY / LIEHRD
B, £50E00F ChICEHELTAEE CEAEENMMICLIERE—RBEDREINF
EThHD,

[(ZRROEERTA]
BEMTEHE, TORBICKYEONHESND,

EBEAAACEICEATEHEDEN
0 TNFFEATS —EEEANE
o N FENHMLTEATS —HRYATNTS5T74— (GC)
o D FELBMLTEATD —&EIOTRT574— (LC)

2)HARDAA LD HEDELN

o IhI)VIRXEL—Y—RiBtAA 1t | L—F—AF I )V I RT R
(MALDI: Matrix Assisted Laser Desorption lonization)
&F 141t (El: Electron lonization)
{E=2 174> 1t (Cl: Chemical lonization)
ERNB (FD: Field Desorption)
=EREFEEE (FAB: Fast Atom Bombardment)
ILHYRARTL—A421k (ESI: Electrospray lonization)
KRELZEAAF1E (APCI: Atmospheric Pressure Chemical lonization)

3) D HTEHZ L BEW

o RITEEREE (TOF: Time-of-Flight)

e MEMME (Q: Quadrupole)

o HiGmmE

& AFUISYTH

o J—UIFAF (/0O kIS

(FT-ICR: Fourier-Transform lon Cyclotron Resonance,)
o HUTFLE

AEETIE, B2HEFR AXIMA-CFR plus 2R 5, COEE
2#rEtIL, MALDI- TOF MS (RMJYORZIBL—H—BRBEA 4
ik RITHMEE BE9WEH) THD.

E;#8/EfT AXIMA-CFR plus
http://www.shimadzu-biotech.jp/products/tofms/index.html

=
—
—
—_

A — L SEES TR
http://www.shimadzu.co.jp/aboutus/ms_r/ga.html
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[FOHEFLTHLZLE]

FERE BHTEE!)
http://iwww.f.waseda.jp/tkato/ DA=1—h5[HEEREIICAY, REI7SIL2578EFHoO—
FLTEBFEEEFFE THSL, ERLAR—MIRFLTIRED L,

o BHE1l EREBEOEF—IEIKRE
STEP 1 [ RENEIIDRERELIFE, £RESI DENEF]
STEP 2 [T FILRTFREFDHETE]
STEP 3 [Motif 25| D& K]

® 7 2: PMF[Peptide MS Fingerprint]ix
MALDI-TOF MS [2&% MS 4 H—T) U NEZ BB 5,
BEEEZT —IN—XIZHBEL, BARNERSFEETE, RESES,

W

EB8EHMH X (2mg/ml)
DTT (Dithiothreitol ), 3—F 773K (IAA; lodoacetamide)
IM EREET7E="9.L: Ammonium bicarbonate (Sigma %t)
TPCK-Trypsin: TPCK treated, from Bovine (Worthington #t)
8M fR¥% (Sigma #t) [Sep-Pak Plus C18 Cartridges (Waters #t) CRILIBRESLL1-15&K]
CHCA: a-Cyano-4-hydroxycinnamic acid (Sigma #t)
CHsCN: 7Htb=FkY)L: Acetonitrile (Merck %)
TFA: MIZILAOEEE (FOSEHSE)
Er72 AT I1: Human Angiotensin 11
[M+H]"=1,046.5423, monoisotopic (Sigma #t)

oooooooooﬁn

o LEIBEEEFIEAILES[18-39 35 R TFK]:Human Adrenocorticotropic Hormone (ACTH)

[M+H]"=2,465.1989, monoisotopic (Sigma %t)

(B35 -3541]

& TAHOERYLNFYT-IA4HoOF21—T (1.5ml)

ZipTip™ C18(MILLPORE #t), 384 ;R4 )ILTL—k, 37°CAoFarR—4—
AXIMA-CFR plus (&:Z%EFT)
T—AREADVDAINAT)—DEFRIBER(ZREHS DL USB AEZHETS)

[EEBEODRTTa—)L ()]
188 13:00 6 BEEES - HERAE 288 11:00 65 ERAE

EERERAA EERERAA
13:30  oArEMEAR 11:30 SR
15:30 Rt 12:00 BRE
TERE - TRER 13:00 BENHI710 E]
RiE 15:00 T—AR—RAER

17:00 Fitit-#i5ESR
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[RE&RIR1F]
[1 BBIERBEICEERTFREFL - TPCK-M) T UL HEAEDRE 75 7

1)  2mg/ml DEAE X OFHEBER 125 ul &, 8M R 6.25 ul #3440 F1—T(ZHY,

37°C T 1 HFRIRIESE S,
2)  IMDTT % 1.2 yl &AL, 55°C T 15 HRIEEE 5, - 1 E®

3)  IAA@—R7HMFIR%E 164l HNL, TETIS ARBEES. - |1t
4)  IMEBRETUE=YLE 2l 250 pg/ml Trypsin % 2 i, B#iK%E 74.45 yl Mz 5,

5) 37°C THRERIGSE, BIFIERTFREET D,

A RE BIRIRE
2mg/ml EBEF& X 1254l 250 pg/ml
8M RZ%E 6.25 i 05 M

1M DTT 1.2 l

IAA 1.6
IMERB7UEZDL 2l 20 mM
250pg/ml Trypsin /&% 2yl 5 pg/ml

FBHK [MIllQ 7K ] 74.45

[2 BB a]l BRSEOEFL

6) 1%TFA % 100 ul FA&T 5,
7))  ERSBEHICI%TFAZ 53l BNl BRREZELESES,

[2BE bl BEANOER - YUTILTL—ARTFREALRABERT TS

ZipTip™ C18(RyrARE 0.6pl) (X, EHBORTFRGELHKIEST S Cis
FHRTNEFITIZREBELIZEDTHY, RTIFRETRBART O HYLEEER
ERE D)=y TBHEHIZAWNS, UTOFIET, BlIER#E ZipTip™
THINEL, BEMTRAYVTILIL—FOREAANRRYTITT 5,

8) 6) THBLI- 1%TFA &Y, 0.1% TFA #B#i/KE%& 400 pl (FEILER),
0.1%TFA-50% 7tb;=FJL(CHLCN)&ER GE4EiBK) 200 ul, ThEFh
BEESE R

9) ZipTip"Z<AYOERYMIEKEL, FMBEZ 10 ul ITEEY %,
10) [ZipTip™DRTALER]#% A% (0.1%TFA-50% 7Hh=r) LK) % 30 ul &Y, #BIFIZH o<

YLIzERYTAU T, 10 BERSE D, COBREIZE>T, RIEBEFHIMABEL-FHYZE
FOBRESEL, REFEZBEICRE(VIvT00)SES,
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11) [ZipTip™®DF#1L] 10) EEBRICLT, FHEILIAK (0.1%TFA BHKFR)E 40 pl &Y, 18
RIS oKYLIZERYTAUTIRET, 10 BERSE D, CORIEIZEST, KTFRA ZipTip
“FEIERICHE S AT REL A &SI FEEIET B,

12) [ZipTip™~ DR E 18 F LR T FREEEE &I ZipTip" D Seifg A, Bk -<YLT=
EXRYTAUTEET, BE%E ZipTip"~RkLViA#A, HEHESE5, 2z 15 [E1T75,

13) [ZipTip™IEMBE D E%E] 5% 5% (0.1%TFA #BH/KAK) 60 ul Zi&iFIZp><Y & ZipTip
ARLVAH, HEEESE S, ZOEKSIBERYTAUH % 20 E#EYRL, ZipTip“FEEXRIZIERE
DEFEOTHMERET S,

14) RAVBERYFDERBEZ 5 W ITEET .

15) [ZipTip"M5DAHERM)VIREDEE]2 pl D 0.1%TFA 50%7 b=k JLIBHEI KA R)
ZRULVAA, BIRICPoKYERWIAH, BEHTHERYTA2 Y% 20 EEYRL, ZipTip™IE
BERINSRTFREEMEBRLT 5,

16) CHCATRJYHIRERABLDD, BESMYUTILTL—bETHKYEIRMERYTFAUIL,
IRV GREEBIZRTFREG T ILTL— EABET,

17) [REABIEEREADRERTFRERBREINIVIRBREREGELIZDODEY VT
jl/_i“J:l\*g-g-o

18) BARFLRSE D,

2 HEQOBEENENTEETCEAENRETERWMGENH S, HIZIX, ZipTipM~DRT
FROWFEERKIZTB=HIZ1E, GUHCI(T T UER) HEDAA OEYoEQ HIMM
EDRBEELRH DI, TNIEMAEN? F=, COLSHBUEEZEHETEHINESIHNIZDLNTIE,
BE, TAKYIEEEZ(T5HI L,
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[2HE b] BEREHIIEDAEE, T—EIN—ABRRICEDIDFRE IFE
19) Yo TULTL—reEERTEEICHEAL, BITET5. [T MS =]

20) BENITF—HETIT, HATT—ER—RBRRETS,

TRENIDY—N—IZFI AL, BRELET DT —2E ANLTEINBENZIT.

FEEDIEE 2 [ZIX, ProteinProspector ZFIHT 5158 D FIEFHNB NN TS,
AEBEDRR—T LKL, Mascot Server ZF AT 5155 D FIEFHIHLBAIN TN,
BHTILIVALOBEHICEYRRBERELNE Y —NN—FTN TN TELDEEE (IS
ExPASy-Aldente) & AHD T, 1T, LERLGLSEREFTEDHLEHET D,

Mascot Server — Matrix Science Ltd.&k V124t
http://www.matrixscience.com/

ProteinProspector — University of California at San Francisco &Y#2{t
http://prospector.ucsf.edu/

ExPASy — Aldente Peptide Mass Fingerprinting tool
— the Swiss Institute of Bioinformatics (SIB)A\EREA9 % Expert Protein Analysis System
http://br.expasy.org/tools/aldente/

FREEBMICISELBIERY (HRE)

R ;5/&% ek BB (Da) oAk

FEFLE N3R 3 +CH;CO  +42.04 i’:&ﬁ%ﬁt&mﬁ'@ﬂ-‘é
AILRENAE K, N*®#  +CHNO  +43.01 REFETTESPTL
EE M +0, O, +16.00, +32.00 E#FHETEECTL
Eos ez E.Q -17.03 pEMSIEREETEELT L
FHYLTIRfFM C +C3H;NO  +71 RUFTHYLTFTEETILAD

KEEDE/T—A

ST
H—FT'L'}‘TEF‘[T”][] +H200NH2
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[EEXHICEEEAE—RIBEDREIOLKR—MERIZDNT

AREEOANBRLEHRIDRHIITETHD,
LT%A4RR 6 MURICIRLTEED, 1BHT 3,

AERY, BIEE AEEOHBELREERICHNYDLICEELTEEDS.
REREDRN, KESN-EBAE, £RIICHTIRBERSE, EREREFLDHD,
DFREICEDFT TOMBEPHITHRICOVWTEIEL, BARICTED D,
RHESH-FRZREMS, NAH (AT BHEECODVNTEEEMA, FLHD,
EHEORERENTEEDES, MMERERETIODFEROREREFTLDD,
FROEAE—RBEREEZLRL, AT EOFRCHERERTY .
FEREDORE 2 MELTHRATHIE,

[(RAUR:TPCK-R) T oERW =20 O BEREDE1E)

Q1

Q2

Q3

TPCK-R)TL oM TPCK &l ? £-MN) TV B R ERTET ARRICERIYSHRESR &
FORRREIZOVNTHRAR &,

BESMIZALWLNAZERENHBEERTIE. M) TS24 APl (Achromobacter Protease |)
M—HRISEREINDS, CNODERNARAINIERERAE X,

DFRATSANIAMRERERET DA EERREL,

(RAUh - BEDNET —ER—RRE]

Q4

Q5

Q6

Q7

Q8

BEDNDEHEICRERECELM-EEBENHEICOVTERE L,

monoisotopic B &, average HE&IXfAIMN? PMFETOFEWLDITIE?
T—AR—ZRBETIE. ENEBEDO7I/EEIILNC, BLULEENEZEODEBELS
HEEEINS, —AT. BHMOEBE M RESNGNIELZ L, BEHEN G oTET 1
E. EQFSLGREMNEZEZONDN ? HZ, FYBEICERET HICIEESTRIELLN?
TV ORADENG T, FINAEICDONTIRAREK,

4 EIEMELT= MALDI-TOF-MS fi#Z#7&, LC-MS/MS & LEE &,
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1. MascotAN7otRX

Internet Explorer&#2&iL, Mascott—/\—~F7 It X§ 5%,
http://www.matrixscience.com

FE OB IEWNERIZDULTIX, Mascot MHELPES R,

MATRIX
SCIENCE. HOME | WHAT'S NEW { MASCOT)|

ICTS i SUPPORT i CONTACT

Welcome /35?:[3:::57'}“}7§'60

erful search engine that uses mass spectrometry data to identify proteins from primary sequence
help text for Mascot forms a substantial knowledge base concerning protein identification by MS.

This site featur
databases. To 3

If this is your first visit, please check for browser compatibility and read the small print. If you include results from Mascot in a
publication, please cite either this URL or Electrophoresis, 20(18) 3551-67 (1999) (abstract).

We value your feedback and suggestions for new features. If you find any problems, errors, oversights, or just get unexpected
results then please let us know.

For information on licensing Mascot for in-house use, please refer to our Products and Support pages. For recent news, check What's
New.

Matrix Science develops and markets software products which integrate mass spectrometry into bioinformatics. Our interests extend
to all aspects of mass spectrometry in the life sciences. Please contact us to discuss:

e Developing new applications
e Consultancy in mass spectrometry and bioinformatics
e Systems analysis and integration

Collaborations

MATRIX
SCIENCE. HOME | WHAT'S NEW i MASCOT i HELP { PRODUCTS i SUPPORT i CONTACT

. Cancer Research
L) Technology

VisioN _ 2 Mascot Search

Mascot Help

Mascot Ouerview

o Erample o results report
o More informaion

Search parameter
reference

e Sequence Query: Ofie or more peptide mass values associated with information such as partial or ambiguous
sequence strings, arfino acid compaosition information, MS/MS fragment ion masses, etc. & super-set of a

I a " [pata file format sequence tag query.
Scoring algorithm o Example of res§lts report

o More informatiol

Sequence databases

S C——ETE

LEADING SOLUTIONS | [Resultsformat
Ercontolwrant Yeareh e MS/MS Ion Search: Idgntification based on raw MS/MS data from one or more peptides.
FAQ's o Example of result§ report

User Meeting o More information

Presentations

Search Form Defaults: Follow tis link to save your preferred search form defaults as a browser cookie.

swissprot

More Help

Help Topic Index

PMFOEZZZHES)voT 5,
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MASCOT Peptide Mass Fingerprint

Your name

Search title

CD Database |

‘MsDB v

@ Taxonomy '

@ Enzyme

Fixed
modifications

Protein mass

Mass values

Data file

Query
NBE Contents
of this field
are ighored if
a data file

is specified.

Overview [

Email

All entries

Trypsin W

@Allow up to

"Acetvlr (K) A~
|Acetyl (N-term)
|Amide (C-term)

Variable
modifications

Biotin (K)
Biotin (N-term) v

1| missed cleavages

[acetyl (K) )

|amide (C-term)
| Biotin (K)

@ Report top ‘

Acetyl (N-term)

Biotin (N-term) v

1.0 |[pa [v]

® average O

20 [w]hits

@[ Start Search ... |

Reset Form ]

D:BRBICANST—IXN—FER,

Q: RERERNRDEMIELER , FHDBFIZAI entriesFEiR,

Q@ HIEIZRAL-EEEREEEIN,

@ BEFDOUMIRDHRHEER, 1~2058 L,

®: 100% &S TLBIEERE IR,

®: —EMEMSN TS ETREE D H A IEHIF RN, ARE TIEINKIHD 7 £FIL1E,
NERIGDTILEIY, TILAIUEEOEDS ILAZILIE, U2 DAILNZLIEEESEELLY,

@D BREDHBHERERTT S, £0.5DafZEMNOEEZIZLDH B,

®: RTIFROAA LDk EE, MALDI-TOFDPMFTIEIMH %#BIRT 3,

Q:AEL-BEENE/TAVIEVIBENEHNEENRIRT S,

0:E—2)AMEANT D,

O:RBEMERD LEAIFETERTTI2MNERT D,

(2:Start SerchiRRA2 & 91) 90T BEMBBRHIRED,

-10 -
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3. REFERH

lativers Mascot Search Results

User

Email

Search title

Databhase : HCBInr 20050217 (2329303 sequences; 789829196 residues)
Taxonomy : Mammalia {(mammals) (342299 sequences)

Timestamp : 22 Sep 2005 at 07:00:26 GMT

Top Score : 127 for gi|162648, albumin [Bos taurus]

Probability Based Mowse Score

Tons score is -10*Log(P), where P is the probability that the observed match 1s a random event.
Protein scores greater than 68 are significant (p<0.05).

B Ra7, ft#ITZFDRa7 TeEvkL
-EHEDH.

BENT O EMEMIZS T LEYRE
EZZbNhb,

Number of Hits

T T T T T .'l_|
60 80 100 120 140
Probability Based Mowse Score

Concise Protein Summary Report

| Concise Protein Summary »| Help
Significance threshold p< lU-U5 Max. number of hits I2D

Re-Search All | Search Unmatched | N
EvbLI-BEHENRTEIND,

1. gi| 162648 Mass: 71244 Score: 127 [Expect: 6.5e-005 Queries matched: 22
albumin [Bos taurus]
gi]30794280 Mass: 71274 Score: 127 Expect: 6.8e-008 Queries matched: 22
albumin [Bos taurus]
gi| 418694 Mass: 71221 Score: 103 Expect: 1.7e-005 Queries matched: 20
serum albuin precursor [validated] - bovine
gi|229552 Mass: 63083 Score: 73 Expect: 0.016 Queries matched: 18
albumin
gi|25527314 Mass: 24057 Score: 44 Expect: 13 Queries matched: S
spermatogenesis-related factor 1, SRF-1 - rat
gi| 24658648 Mass: 34378 Score: 35 Expect: 1.1e+002 Queries matched: 7

FMR1 protein [Homo sapiens]

Search Parameters

Type of search : Peptide Mass Fingerprint *ﬁ%%ﬂtbﬁiﬁtéhéo

Enzyme : Lys-C

Fixed modifications : Carbamidomethyl (C)

Variable modifications : Acetyl (H-term) ,Carbamyl (K) ,Oxidation (M) ,Pyro-glu {(H-term E) ,Pyro-glu (H-term Q)
Mass values : Monoisotopic

Protein Mass : Unrestricted

Peptide Mass Tolerance : + 0.5 Da

Peptide Charge State @ 1+

Max Missed Cleavages 1

Humber of gueries 1 27

-11 -
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4. béyT7eEvhrOEBEICBEIL TOREM

liciiners Mascot Search Results
Protein View

Match to: ¢gi]|162648 Score: 127 Expect: 6.8e-008
albumin [Bos taurus]

Nominal mass (M ): 71244; Calculated pI value: 5.82
NCBI BLAST search of gi|162648 against nr
Unformatted secquence string for pasting into other applications

Taxonony: Bos taurus
Links to retrieve other entries containing this sequence from NCBI Entrez:
gi| 1351907 from Bos taurus

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Acetyl (N-term),Carbamyl (K),Oxidation (M),Pyro-glu (N-term E),Pyro-glu (N-term Q)
Cleavage by Lys-C: cuts C-term side of K unless next residue is P

Nuber of mass values searched: 27

Nurber of mass values matched: 22

Sequence Coverage: 47%

Matched peptides shown in Bold Red

1 MEWVTFISLL LLFSSAYSRG VFRRDTHKSE IAHRFKDLGE EHFKGLVLIA

101 VASLRETYGD NADCCEKUEE ERNECFLSHK DDSPDLPKLE PDPNTLCDEF j TI/BESN P TREICHII(RYTF)
LI=RTFEAFBTRTENS,

151 KADEKKFWGK YLYEIARRHP YFYAPELLYY ANKYNGVFQE CCQAEDKGAC
201 LLPKIETMRE KVLASSARQR LRCASIQKFG ERALKAWSVA RLSQKFPKAE
251 FVEVTKLVTD LTKVHKECCH GDLLECADDR ADLAKYICDN QDTISSKLKE

301 CCDKPLLEKS HCIAEVEKDA IPENLPPLTA DFAEDKDVCK NYQEAKDAFL
351 GSFLYEYSRR HPEYAVSVLL RLAKEYEATL EECCAKDDPH ACYSTVFDKL
401 KHLVDEPQHL IKQNCDQFEK LGEYGFQHAL IVRYTRKVP(Q VSTPTLVEVS
451 RSLGKVGTRC CTKPESERMP CTEDYLSLIL NRLCVLHEKT PVSEKVTKCC
501 TESLVNRRPC FSALTPDETY VPKAFDEKLF TFHADICTLP DTEKQIKKQT
551 ALVELLKHKP KATEEQLKTV MENFVAFVDK CCAADDKEAC FAVEGPKLVV

-

601 STQTALA

Show predicted peptides also

TYFLIERTFRIIDODVLTOEANAR TSNS,

Sort Peptides By @ Residue Number ¢ Increasing Mass  Decreasing Mass v

Start - End Observed Mr{(expt) Mr{(calc) Delta Miss Sequence
29 - 44 1985.04 1984.03 1983.98 0.05 1 K.SEIAHRFKDLGEEHFK.G Acetyl (N-term)

Carbarmyl

89 - 100 1462.84 1461.83 1461.69 0.14 0 K.SLHTLFGDELCK.V Carbamyl (K)

101 - 117 2005.14 2004.13 2003.84 0.29 0 K.VASLRETYGDMADCCEK.Q

118 - 138 2541.18 2540.17 2540.16 0.01 1 K.QEPERHECFLSHKDDSPDLPK.L

184 - 197 1790.82 1789.81 1789.70 0.11 0 K.YNGVFQECCQAEDK.G Carbamyl (K)

190~ 211 1748.04 1747.03 1746.88 0.16 1 K.GACLLPKIETMREK.V 2 Carbamyl (K): Oxidation (M)
229 - 235 863.91 862.90 862.47 0.44 0 K.FGERALK.A Carbamyl (K)

236 - 248 1561.07 1560.06 1559.86 0.21 1 K.AWSVARLSQKFPK.A Carbamyl (K)

236 - 248 1603.93 1602.92 1602.86 0.06 1 K.AWSVARLSQKFPK.A 2 Carbamyl (K)

267 - 285 2247.83 2246.82 2246.94 -0.11 0 K.ECCHGDLLECADDRADLAK.Y

298 - 309 1618.07 1617.06 1616.79 0.27 1 K.LKECCDKPLLEK.S Acetyl {(N-term): Carbamyl (K)
300 - 309 1335.02 1334.01 1333.60 0.41 0 K.ECCDKPLLEK.S Carbamyl (K)

310 - 336 3094.56 3093.55 3093.46 0.09 1 K.SHCIAEVEKDAIPENLPPLTADFAEDK.D Acetyl (N-term):
319 - 340 2458.00 2456.99 2457.17 -0.18 1 K.DATPENLPPLTADFAEDKDVCK.H

402 - 412 1306.04 1305.03 1304.71 0.32 0 K.HLVDEPQHLIK.Q

421 - 437 2028.15 2027.14 2027.10 0.05 0 K.LGEYGFQHALIVRYTRK.V

438 - 455 1897.17 1896.16 1896.07 0.09 0 K.VPQVSTPTLVEVSRSLGK.V

490 - 498 1031.00 1029.99 1029.57 0.42 1 K.TPVSEKVTK.C Acetyl (N-term)

524 - 544 2584.21 2583.20 2583.20 0.01 1 K.AFDEKLFTFHADICTLPDTEK.Q 2 Carbamyl (K)

562 - 580 2301.40 2300.39 2300.10 0.29 1 K.ATEEQLKTVMENFVAFVDK.C 2 Carbamyl (K): Oxidation (M)
569 - 587 2347.79 2346.78 2346.99 -0.21 1 K.TVMENFVAFVDKCCAADDK.E Acetyl (N-term); 2 Carbamyl (K)
581 - 597 1971.07 1970.06 1969.80 0.27 1 K.CCAADDKEACFAVEGPK.L Carbamyl (K)

=

o match teo: 1079.89, 1476.91, 2085.15, 2952.58, 2952.68

(K)

Error (Da)
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