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LIz~ L TERICU o2 LTy

PELAD ] http://iu/mascathome tml

=] PmTh 7|d

MATRIX =

SCIENCE. HOME {MASCOTJ HELP Search

Welcome

This site feature T H engine that uses mass SDEEtrDmEtW data tu u:lent\fv umtems
from primary sequence atabases To asslst you, the help T4
base concerning protein identification by M5,

If this is your first visit, please check for browser compatibility fand

from Mascot in a uubhcatmﬂ please cite either this URL or E\ectmuhure

gad the small print. If you include results
T20(18) 3551-67 (1999) (abstract).

Security

Mascot incorporates a role based security model, which allows the system administrator to control which
functionality is available to individual users, If security has been enabled, you may be prompted ta log in if you
attempt to access a page or perform a task that requires authorisation. If security is not enabled, which is the
default, the following links will simply confirm this.

. Login
« Logout
» Change password

BEQTA LTS —HERLET,
(¥ a )T BENENGHDOH)

MASCOT Server 4 FRZEF—T— FERERT D&M
TEFT,

RO MASCOT #FE— FBIRE@EICY 2 LTWET,
1. Peptide Mass Fingerprint
2. Sequence Query
3. MS/MS lon Search

MASCOT Server ZFIFAT 5 LTRELR TSI DAL
(Java Script. Table, 774 JLDFiA, Cookie) #
FIvITHIENTEET,

. Edit settings
= Current session infarmation
. Security administration pages, (system administrators anly)

Whether or not Mascot security is enabled, in order to comply with the licensing conditions, access to this
Mascot server must he restricted to suthorised users. We strongly recommend that your server is protected
by a secure firewall. For mare infarmation, start from the Wiw Security FaQ,

Mascot Utilities

Your system administrator may have restricted access to these utilities
Database Status
& status of all the sequence databases. Links to database statistics, search status, log files, etc.

X2 T A BENEDEE. OJA . 0T T
NRAT—FOEE, EHRABTOERE, BEOtLY Y3
UIERORER. A —YOEROERELEFTSERIC
Yoy LTWET,

MASCOT Server AFIFAY 2EHIT—42 R—XDEEE
mITY I LTWET,

Search Log
ATtabular view of the search log. Can be filtered to find specific search results

Database Maintenance

A Uhlty for adding and configuring sequentedatebase

Mascot Daemon

Mascot Daeman is a client application which automates the submission of data files to a Mascot server. It runs
4 (5P6), 2000, 4P, or 2003,

nder Micrasnft Windows B
Install | Upgrade | Troubleshoot

Mascot Documentation

Help on using Mascot and understanding the results is contained in these HTML pages. Click on Help at the
top of the page to browse the help topics or use the keyword search facility. The following documents are
mainly of interest to system administrators.

MASCOT #RZED OV EEIC!Y V9 LTLWETY,

MASCOT Server MFIFAT HEHIT—2N—XZEMT
BrHOBREL—HF A 2—T—R[ZYrsLTW
E3 I

MASGOT Daemon M4 YR h—ILELVT v FIL—FK
T EOR=JIIAYVHILTVET,

((setup & Installation Manual 22|}

(Reease ate: 2]
Z

Acrobat Reader M4 YA F—)LEhTWBHEE
[Setup & Installation] ¥ =—a7ILWRFRENET,

— |

Acrobat Reader MA VX b—)LEhTWBIHEIF )
—R/—rDRRFSNET,

A F5Feh
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EB8BRPRTEY AT/ MASCOT Server
2. PMF (Peptide Mass Fingerprint) {&Z&

MASCOT Server version 2. TMOCDROMIZEENTWA YU TILEET— 42 ZFHAL T, MASCOTIEE
DHEH L UMASCOTREHZLRODRAFIZODVTHENMLET,

1-1. RRBENSA—FRTFEEBANDT IR
Web 7 S & EIL, TRUAASIMRIZMASCOT Server4s & & Lp Ik DURLE A ST L TLIEEW,

http://MASCOT_Server4/mascot/

MASCOT Server \ZHEESILEY T RX—UNFERSNET, by 7 X—UEHE D Welcome DIRDITIZHD Mascot
DOV FE-ITR—V 8 FEEO HOME | MASCOT | HELP @H1> MASCOT DV 7% 70y 7L TLIES W,
MASCOT Server DFfi5E— R 4K HE (Mascot Search [H[f) NFERSIET,

er

FrLE REE FTM BRCADE VLD ALTH

EED - 2 - D [H 4 Qum EeRcn @iFe 3B S 2

PEVAD) [ nitp:/iu/ maseot/search form_selecthtmi =] @m0 7|6 -
{MATRIX —
SCIENCE. HOME i MASCOT {HELP  MSearch Go

Mascot Search

« [Peptide Mass Fingerprint

he experimental data are a list of
peptide mass values from an enzymatedigest of a protein.
Mascot Overview » Ewrample of results report
Search paramatar eiicislniornation KIBEE— K (Peptide Mass Fingerprint. Sequence

refarance =

e . (Seausnce QUery)one-armure pERTIdE FiasE valies assodated__— | | Query, MS/MS lon Search) 1= >4 LTLET,
with information such as partial or ambiguous sequence strings;

amino acid compasition information, MS/MS fragment ion
Secoring algorithm etc. A super-set of a sequence tag query.
- Ewample of results report
= More information

Data file format

Results farmat

Error tolerant s=arch

FAQ's . (MS/MS Ton Search:Hdentification based on raw MS/MS data from LCQDTA B9 5 LDA—H A VA2 —Tz—RIZY Y
User Meeting One or more peptides. -
Prasentations . Example of results report JLTWVWET,
2004 = Maore information
« (LCQ_DTA: vert Finnigan Xcalibur Raw file into peak lists using
Help Topic Index CO_dta.exe or extract_msn.exe and and load into an MS/MS o — . -
search form. | | BRRNSA—EDTIAI MEZRES H=hD1—
YL 8—Tz—RIZY VI LTWLET,
Search Form Defaults:Foltow this ink to save your preferred search

form defaults as 3 browser cookie.

MASCOT Server [ZIRD3IODKIERET—RZHVHR—FLTWVET,

(1) Peptide Mass Fingerprint (MST —4 %> CEHELZRIETHILENTEET)
(2) Sequence Query (EANZ7IEHREFIAL CEREERETHIENTEXET)
(3) MS/MS lon Search (MS/MST —#%ffi~ CERAZEEFETHILNTEET)

—%& EDOITIZHD [ Peptide Mass Fingerprint ] DV 7% 2707 1L TLIZEW, Peptide Mass Fingerprint #RZ&D/<
FTA—HEEE AP R RINET,
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Peptide Mass Fingerprint - Microsoft Internet Explorer

FAME REE FTW BRCADE WD AATH ‘

“E -2 - @ E 4 Qs @sR o 3 B S H

FRUAD! [l hitp/us formpI7FO ROH=FMF x| ot "J‘/ﬁ ”‘@ © ‘
e g BRZODLDICERT /3T A—21E,
{:S'L‘[EAVCE HOME MASCOT {HELP [Search Go 1 . Database (*ﬁ%?— é 7—_"_ 9 &_Z)
2. Taxonomy (447 4E)
. . . 3. Enzyme GHibEEZR)
MASCOT Peptide Mass Fingerprint 4. Fixed / Variable modifications (BHER#%1E8R)
Yourname [aal | Ematl [ 5 Allow up to (missed cleavages)
Search title [ 6. Peptide tol +/- (RTF KNG ER=HH)
Databese [M50E = 7. Mass values (RTF FDERE)
Taxonomy [al entries = 8. Monoisotopic/Average
| IV e B e BETT., ELEROBR/S A~ OBEESBLT LS,
PR oTal[oooC) ey =] modifications [oeh &rarm) E BE. EBRRNTA—LEREALTICY VI LTEY., ZOEAD
S Gt BEROEVAESRT SN TEETS,
Biafin (N-term) =l Biotin (N-term) =l
prateinmass [ kpa (Peptide tol. ) Da =
Mass values (?MH¢FM|_PM—H' = Monoisotopic © Average ¢ . *ﬁ;‘%/f%%-?d)%lﬁﬁli'\}bjgiﬁli'J \/7 ‘éi{‘L'CL\iT;"U)’& %
ata file =B - = - S
R DEVHCEREF VSV TERT S e TEET,
o =
of this field
are ignared if
adatafile
is specified. =l
Overview T Reporttop [20 =] hits
Start Search ... Reset Form

lei

[ [BEAv st 7

2-2. BRFBENTA—ZDIEFE

Peptide Mass Fingerprint fR58 Cld, RO KR/ XTA—H% AN F- IR INTH LN TEET,

BET—2% [ Query ] VAVRICEEEZATILET R, BHET — 427 7LV TBRHELOE AL [ Data file ] @
[ B8 ] POIREL CHREAMALZENTEET, FIRZREM T A— X IR RIMEECRRRINT 2N TEET, &
BDONFGA=BERINT DA BIOEHR U2 ST A= 2 &R R T 55 613 — AR —RD [ Ctrl ] RZEML2NG
STYATI I L TLIESYY,

7B, FIRFR T A—HTEAAIEL MASCOT Server DWebPIZdHH~ L7 EHRIZI 7L TEY, TOHEBIZBET5E
RPN E RIS AN TEET,

A o EERE BREH

Your name BRI (A—YR)EAILTESLY, usami

Email Email 7KL X% A AL TSN, support—jp@matrixscience.com

Search title BREAMMILEADLTKESN, B, COBREHER sample1, spot67, Trypsin, 50fm,
IZ7OERALPT LT BHIZTESLEITEHLLNNESE | 2457-9001-125-afd
ANTEHILEHENDLET,

Database BEOT—AR—ZAD Y7y TEN TS5 E(E. | MSDB
BRELEWT—IN—XEERLET,

Taxonomy BENRETIEMEEERLES . Al entries

Enzyme EOBETHIETA-OITERALIEEBREZERL Trypsin
FT . MHETHONELI—VEEDHLBERLEET
BHIENTEET,

Allowed up to [1-9] missed KHEEDRTFEDOREFETELET . T2ITHIES | 2

cleavages NTWWBEEZLNDZEIX0" (R EERLTLE
Y,

Fixed modifications HRBBMERIRLET . IBELI=TRTH (Fixdhr | Carboxymethyl (C)
) 7E/BICH U CHRRIEHEZEELRELET,

Variable modifications HRZEMHEERLET  FBELIZ7I/BRICHLT Acetyl (K)
HERZRIEMEBETHEELLEVGEED2EYD Oxidation (M)
(VariableZh) REREITLVET o

Protein mass RERGEAVARIERELET . FEAIE, “30"%45 | 30
%EL1=15 8 1330KDaD EFE 1= 8 5 &R L 1= 7 =/ BREL
FlEMRELTREETLVET,

Peptide tol. +/- RIFREEDHARREFDa, mmu, %, ppmDESIT | 1Da
BELET, 1.0 Daz i ELI-IGEIX(RTIFREE
-1.0)Da s (RFFREE+1.0) DaDFETEVRT B
RIFRERELET,
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Mass values RIFEDEFRAREE (MH+, Mr, M-H) Z38ELE T, MH+
Monoisotopic/Average BET—5DFELE (MonoisotopicE =L Average) #+g | Monoisotopic
ELET.
Data file RARBIZWEET—RI7ANETFAILDER] | T—HI7/ILERE
A7 ERLTEELEY,
Query BET—H%AALET. 11378
PMFRRTHEATIEET —2IE. /A1 XM hvbEh | 12094
=E/TAVNEVIBEETT  BET—FDBING 1704.0
DEZHMET BT EREDORBRITYIFIITT O, 1862.0
Mascot DistillerZz &EZF|FHL TLIZELY, 1998.0
2037.0
2485.2
2923.6
3031.8
Overview FIvIRVIREFIVITHIEICKY . RRERER | RvIREFIVY
—(Z"Overview Table"Z#RRLET,
Report top RRICKYEVILIE-ERBEDORTHEERLES, 20
2-3. MBEINTA—FDHRE
DEDORBNT A—HEFRELTLIIEEN,
BFRINSA—4E BREME e
Your name TE= A—HRBETIITFRAIYRTAN
Search title PMF test search # 1
Database MSDB
Taxonomy All entries
Enzyme Trypsin
Allowed up to [1-9] missed cleavages 1
Peptide tol. +/- 0.5 Da
Mass values MH+
Monoisotopic/Average Monoisotopic
Query 11378 BET—AEHIEANTHADHYIC [ Data file] D
1209.4 [ 8 1 ASMASCOT Server 2.1(DCDROMMD H M
1704.0 mskkZAILA 28D “pmfSample.asc”’ T7AIL (H &
1862.0 [&.1137.8,12.19.4, 1704.0, 1862.1, 1998.0, 2.137.0,
1998.0 24852, 2923.6, 3031.8DEET—HTY) EHRAHRAL T
2037.0 EMTEET,
2485.2
2923.6
3031.8
Overview RO REFIVY
Report top 10

2-4. NASCOT #®=ER D E1T

E i/ FIZd 5[ Start Search ... JARZ L Z 4 L TL 72 & W MASCOTHI R AMAE 0 SR OEBRIRIE N TR S,

BB T 925 ERBRER VAR — ISR RS ET,




ANFH

CF -~ -Q B d| Qer mercAn Y7 G B-S=2E

TEVAD) |IE hittpi/ i/ mascot/cei/ search_formpl?FORMYER=285EARGH=PMF

= o \u;a »\@ -

MASCOT Server : Fa— kU7l

Mass values @ MH- O M, O M-H- Monoisotgfic  aAverage O

Data file EE)

Query [1137 800000
NB Contents [1209.400000
of this field (1704.000000
are ignored if |1862,000000
a data file [1998.000000

is specified. [2037.000000

Overview P

Reporttop [20 =] hits
Start Search ... Reset Form

‘MATRIX,
SCIENCE. HOME | MASCOT{HELP  fSearch GO
MASCOT Peptide Mass Fingerprint
vourname ftaru1 Email [usami@matrixscience com
Search title [PMF test Search #1
Database [MSDE =]
Taxonomy [All entries =l
Enzyme [Trypsin =] Allow up to [17] missed
modificattons |Geost] rerm) ] oarenans [ 07 :
&mide (C-term) amide (C-term)
ot Eﬁ)—twm) || EE)—tErm) ||
Proteinmass [ | kDa Peptide tol. £ Da =

BRENTA—ADRELEET—IDANFTLIXEET 4280
T7AILDIEEMNTET LI=5. [ Start Search - 1 RAVEILT
{TIZEL, MASCOT BEMIEE Y . REDEBIKAENRTIN, BEN
BRTITDERBRBRELAR— FARREINET,

27 N (RN i
CEz - o - D 4 Quzm wpRca @b 3B S o E

FELAD) [[#] httpy/iv/ massot/ogi/nph-mascotexs? =] @B \uya »

MATRIX
{SCIENCE} Mascot Search

Licenzed to: Matrix Science in-house demonstration system (Tokyo), @ processors)
Finished uploading search details.
Searching
0% complete
W08 complete
20% complete
... 23% complete
...28% complete
3% complete

€] 4= http/u/mascot/ceifnph-mascot | I

FSRIFHE] (SR B D RERH) 13, BRICHH L7 —

7 M%) . missed cleavages DX IE

HR=ZADY A X (T —HR—=RAEERTDH R

fili. Fixed / Variable modifications DX EfE. Peptide tol +/-

DREMER LTIV BV EF, ZThEOREMPRE RDIFEMBERPIENDT-DIT, —HRANZIT, B

RIFRIIR <20 £,
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MASCOTHRZR 23& T4 A & . kD Mascot Search Results W3R S F ", Mascot Search Results [

X (1)

Concise Protein Summary Report.

(2)

Protein Summary Report.

MASCOT Server : Fa—hrU7IIL 1T

(3) Export Search Results

D3 ODBEAEMNHERIINTVET, BUIIFERRINDLDIE (1) @ Concise Protein Summary Report [

<7,

(1) Concise Protein Summary Report [E[[H

TELAD) [[#] http//iu/mascot/cei/ mester results plifile=. /data /2005071 2/FO01 539 dat

=l onm |na

@v

User
Enmai.
Search title
MS data file

B

:_C:\Inetpub\mascotimskk

JMATRIY) Mascot Search Results

: dtaru-1
: usamigmatrixscience. com

PUF test Search #1

- MSDE 20050515 (2011572

c
651283079

Timestamg

- 12 Jul 2005 at 06:06:42 GMT

(top_score

: 93 for Q6W897 WUMAN, WSD-34 - Nomo sapiens (Muman) _

Prohability Based Mowse Score

Tons score i -10"Lag(P), whete P s the probability that the observed match i » ranvdora event
Protein seores gueater than 76 are sigrificant (p<0.05).

- BEAEY M1 HRE
THILERLTLET,

g \ BREIEDSA >
LA (1)
Concise Proiein Summary Report

{ Format As | Concise Protein Summary =

( Siguifirance thosshold < [005

. womlper of hits [20

BREBELET—EA—X (ZOHEXNDB) oH 41X (BEED
IV h)#=2011,5724%) TY,

— Ry TRITEROERERBIERENET, |

MEAICAELGRIER 27 (BREKEZNE LT, COBAIE
76) LR 7 OFE (P=1/2011572%0.05) Z#RLTWLET,

Concise Protein Summary & Protein Summary BEifZt]Y & %
I ENTEET,

|| BiEE RO SEBKELLET H_ N TEFT, |

(2) Protein Summary Report &l

0
CEs -~ Q[ a| Qum @R
PELAD [ heip il n TeE-z]| ST VD 7@ -
TWIorve rouse aver any mcivator o hizhlight adential peptides ]

Re-Search All | e — | Clizk on an indiator 1o see details of indtvidual eatch.
Use check boxes to select sub-set of gueries for new search.
1. E175 37 _HIUMAN Mass: 57382 Score: 33 Expect: 0.001 Queries matched: 7 Mouse over: IrDuwyr
HSD-34 - Homo sapians (Human). Ficosssan [emer
SEUTE_HUMAN Mass: 57411 Score: 93 Expect: 0.001 Queries matched: 7
INF36 protein.- Homo sapiens (Human). e 12 345828 8 [ninenseEEnBssn
geuyLs_mman Mass: 32047  Scora: 33 Eapect: 0.0l 1es matched: &
= oone wpes Queries mate P usas @ (@ 0o /e oo
TRIMLESS beta.- Homo sapiens (Human). =l
¥ nwaan|0@@@/e/o/o[o] (@
i - SR
[ esimmEnaLE ‘ B Aubstob 4 F iangs|o[@@[e/e/e[ee] (o] (o] [oe/e)e
¥ 13620001+ @ @ @ |2|9 Q9 @eee@@ L b

Ev FLE-EREARITIBICRREINETS,

BHE. BRELER
A7 ERVFXFTRIRIEINET, Accession HE(TFFHITER

#%=~9 % Protein View EEIZY >V LTLET,

i 1= E]

TELAD

[l bt /i mascot fceirprotein view pi7file=. /date/20050M12/F0 7| %5 \um E

&«

JaratnrX) Mascot Search Results

SCIENCE,

Protein View

Hatch to: Q6WEIT_HUMAN Score: 93 Expect: 0.001
Hs - Momo sapiens (Human).

Fowad in search of C:)Inetpubimascoriuski\puiSauple. asc

Howinal mass (M:): 573827 Caleulaved pl valus: 6.04
NCBT BLAST search of (&W837 FUMAN against nr
Unformarted seguence string for pasting inte other applications

Taxonowy: Homo sapiens

AAQ7S851 from Homo sapiens

Cleavags by Trypsin: curs C-term side of KR unless newt residus is P
Number of mass values searched: 3
Hvuber of mass values matched: 7

Sequence Coverage: 23%

Hatched peprides showm in Bold Red

1 MEVSTNPSSN TDPGDYVEMN DSTTHLPSKV VIQDITHELH CPLCHDWFED
LQAKETFCPE T
KLICFOCKDA

LETTLFELQT LESMQKEAIA AHKENKLHLQ
ILTRLRERGK ALWERMELNL SOLOEQCLLA
251 FDMLVSIQAK MKVLATR ILISRELNLG
301 QYRGPIQYMV UREMQDTLCP GLSPLTLDPK TAHPNLVLSK SQTSVUHGDI
351 RKIMPDDPER EDSSVAVLGS RCFISCEWYW EVEVAKKTEW TVGVZRESII

101 ERTRRLPLLE
151 LQISDAVEFF MEELAIQQGQ
201 QHVSMEFLEL HOFLHSKEKD

401 QTDLEALDLE
451 GGQLSFYNAK TNIHITIFGN TFMEKLYPYF CPCLNDGGEN KEPLHILHPQ
501

Links to retrisve other entries containing this sequence from NCBI Encrez:

& R-InETENFLE [ [ A

~ 1998.00 1) 09 @@ el
¥ 031000+ @ @ @ |00
¥ 252000 @ @ @

eee
e e
[
[
[]
[]
[]
[]
[]
[]

M ensaH@ @ |99 e @ o @

W 303L80(14) 90 L

Selact Al Select None Search Selected
Index

Rocession  Mass  Score Description

1. Qemssrymmy 7382 53 HSD-34.- Homo capiens (Human)

2. QuevrcmmmN 57411 53 MNF36 protein. - Homs sapisns (Human)

2. QEUviC MmN 32047 3 TRINLESS beta.- Homo sapisns (Human]

4. QEVTAT_OREAN 34011 8% TRINLESE alpha.- Howo sapiens (Human).

5. QeryYammmn 35223 75 Ring finger protein 36, isofors b.- Homo sapiens (Human)
6. QBQMRS XENLA 115656 54 Helicase.- Xenopus laevis (African clawed frog)

7. mRLs210L 34383 51 A¥010Z31 WID: - Dyrosoccus furiosus DEH 3633

o mRLS21011 34883 51 AB00995D NID: - Pyrssocmus furiosus DEH 3638

. QeRWD? STVCE 16695 18 Buvelops [E—— wiru
10, QuimQs smosT 3s2%6 46 MIDH dahydrogenase subunit P (Fragment).- Morisonia anericana.
11 QUIETMOUSE 3367 46 PIKEN cDNA 9530077C05.- Mus musculus {Housel.
iz. QeLzBlPICTO 13759 44 Hypothevical protein.- Picrophilus torridus
13) QEDUILMOUSE 65854 44 NKIAA0B35 procein (Fragment).- Mus musculus (House) .
14 Qo¥QST scIRC 13126 43 ORF-2.- Porcine eircovirus typs Z-D.
15, QovRil scrmc 18354 43 ORF-2.- Porcins circovirus typs 2-C
16. Q5QIBS SCIRC 17399 43 NP2 (Praguemel.- Porcine cireovirus 2.
17, geMzms scrme 17235 43 Capsid (Fragmems).- Porcine circovirus 2.
1. QENIEI RZOSE 29083 43 Hypothetical protein.- hzoarcus sp. (strain EENL].

_>l_I
4

&

[ [ [ BEqorsask
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(1) @ Concise Protein Summary Report HE CiL, B v b L7-EHEAZ AaTIEICERLET, by
TAAT ERFOBAEICRBTAEET — XD b, TRTEREHSOEET — X 2R >EAEZ VLD
DIN—FIFEEDTERLET, L&z, B1IAV—TOHFERAZT 93 %> Q6W897_HUMAN X
(1136. 79, 1208.39, 1702.99, 1860.99, 2035.99, 2484.19, 2922.59) OEETF—FZNRE LETHN, a7
38 ZFFD QT2N89_LEPIC I Q6WS97_HUMAN [ZIRET 2 EET — ¥ O—HmrIic 4725 (1136.79, 1860. 99,
2484.19) OEET —ZNFE L THET,

1. Q6W897_HUMAN Mass: 57382 Score: 93 Expect: 0.001 Queries matched: 7
HSD-34. - Homo sapiens (Human).
Q86WT6_HUMAN Mass: 57411 Score: 93 Expect: 0.001 Queries matched: 7

RNF36 protein. - Homo sapiens (Human).

(H88)
283B90_COXBU Mass: 23825 Score: 38 Expect: 3e+002 Queries matched: 3
lcmJ protein. - Coxiella burnetii.
Q72N89_LEPIC Mass: 24272 Score: 38 Expect: 3e+002 Queries matched: 3

Flagellin protein.— Leptospira interrogans (serogroup |cterohaemorrhagiae / serovar Copenhageni).

2. AAL82101 Mass: 34383 Score: 51 Expect: 17 Queries matched: 4
AE010291 NID: - Pyrococcus furiosus DSM 3638
AAL821011 Mass: 34583 Score: 51 Expect: 18 Queries matched: 4
AE009950 NID: - Pyrococcus furiosus DSM 3638
Q74A00_GEOSL Mass: 29253 Score: 38 Expect: 3.3e+002 Queries matched: 3

ISGsub, transposase. - Geobacter sulfurreducens.

3. Q6RUD2_SIVCZ Mass: 16695 Score: 48 Expect: 29 Queries matched: 3
Envelope glycoprotein (Fragment).- Chimpanzee immunodeficiency virus (SIV(cpz)) (CIV).

€-1:)

16. Q6DBN8_ARATH Mass: 40326 Score: 38 Expect: 3.3e+002 Queries matched: 3
At5g23610. - Arabidopsis thaliana (Mouse-ear cress).

R=VOBEBINTIZORBTHT LIZMBE T A= NFRENET,

Search Parameters

Type of search . Peptide Mass Fingerprint
Enzyme © Trypsin

Mass values : Monoisotopic

Protein Mass * Unrestricted

Peptide Mass Tolerance : = 0.5 Da
Peptide Charge State : 1+
Max Missed Cleavages : 1
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Number of queries © 9

(2) @ Protein Summary Report B Ci%. B v hL7=EHEAZAaTIRICERLET, F/2. By L

%2 DEBAEICELT, IRBELTWAEET —4 (Observed / Mr(expt)) & ZFDOHHME Mr(cale)) BIW
7=y (Delta) | BERT —ZIZXET 2X7F KOT I /BEES] (Peptide) & BHEBENOALE (Start / End) |
RELIREES (Miss) 7R EDEHAE R L £, Concise Prptein Summary Report DD X H iz, 7 /L—TFIT

FEOHOEEA,
Accession Mass Score Description
1. Q6W897_HUMAN 57382 93 HSD-34. - Homo sapiens (Human)
2. Q86WT6_HUMAN 57411 93 RNF36 protein.- Homo sapiens (Human)
3. Q8NY16_HUMAN 32047 83 TRIMLESS beta. - Homo sapiens (Human)
4. Q8WY17_HUMAN 34011 83 TRIMLESS alpha. - Homo sapiens (Human)
5. Q8IYY3_HUMAN 39229 79 Ring finger protein 36, isoform b.- Homo sapiens (Human)
6. Q8QHA5_XENLA 119656 54 Helicase.— Xenopus laevis (African clawed frog).
7. AAL82101 34383 51 AE010291 NID: - Pyrococcus furiosus DSM 3638
8. AAL821011 34583 51 AE009950 NID: - Pyrococcus furiosus DSM 3638
9. Q6RUD2_SIVCZ 16695 48 Envelope glycoprotein (Fragment).- Chimpanzee immunodeficiency virus (SIV(
10. G8HRQ8B_9ROSI 38256 46 NADH dehydrogenase subunit F (Fragment).- Morisonia americana
Results List
1. Q6W897_HUMAN Mass: 57382 Score: 93 Expect: 0.001 Queries matched: 7
HSD-34. - Homo sapiens (Human)
Observed  Mr(expt) Mr(calc) Delta Start End Miss Peptide
1137.80 1136.79 1136. 58 0.21 361 311 0 R. FDSSVAVLGSR. G
1209. 40 1208. 39 1208. 59 -0.19 378 386 0 K. WYWEVEVAK. K
1704. 00 1702. 99 1702. 85 0.14 403 417 0 K. GSCPLTPEQGFWLLR. L
1862. 00 1860. 99 1860. 98 0.01 426 42 0 K. ALDLPSFSLTLTNNLDK. V
2037.00 2035. 99 2035. 99 0.00 443 460 0 K. VGIYLDYEGGQLSFYNAK. T
2485. 20 2484.19 2484. 05 0.14 50 70 0 R. DPLMLSCGHNFCEAC | QDFWR. L
2923. 60 2922. 59 2922. 44 0.15 261 285 1 K. TEQANSFDFLKD I TTLLHSLEQGNMK. V

No match to: 1998.00, 3031.80

BURTEDT 7y arE&s (FOZNIEDa=—r721ID) OV 27 %27 ) v 7 3%5& Protein

View MM AAE R INFE T, Protein View M TIX. T DX X7 HOFEMIEHR (&7 2/ BEY EEET
—ZBHN=LTWDHT I/ BESIER Sy, FEAERE, 7/ 73 VIEH, NBIYA h~D V) o772 L)
FFRRLET,

Protein View

Match to: Q6W897_HUMAN Score: 93 Expect: 0.001
HSD-34. - Homo sapiens (Human).
Found in search of C:¥lInetpub¥mascot¥mskk¥pmfSample. asc

Nominal mass (M,): 57382; Calculated pl value: 6.04
NCBI BLAST search of Q6W897_HUMAN against nr
Unformatted sequence string for pasting into other applications

Taxonomy: Homo sapiens
Links to retrieve other entries containing this sequence from NCBI Entrez:

AAQ75551 from Homo sapiens

Cleavage by Trypsin: cuts C-term side of KR unless next residue is P


http://www.ncbi.nlm.nih.gov/blast/Blast.cgi?ALIGNMENTS=50&ALIGNMENT_VIEW=Pairwise&AUTO_FORMAT=Semiauto&CDD_SEARCH=on&CLIENT=web&COMPOSITION_BASED_STATISTICS=on&DATABASE=nr&DESCRIPTIONS=100&ENTREZ_QUERY=(none)&EXPECT=10&FILTER=L&FORMAT_BLOCK_ON_RESPAGE=None&FORMAT_OBJECT=Alignment&FORMAT_TYPE=HTML&GAPCOSTS=11+1&I_THRESH=0.001&LAYOUT=TwoWindows&MATRIX_NAME=BLOSUM62&NCBI_GI=on&PAGE=Proteins&PROGRAM=blastp&QUERY=MEVSTNPSSNIDPGDYVEMNDSITHLPSKVVIQDITMELHCPLCNDWFRDPLMLSCGHNFCEACIQDFWRLQAKETFCPECKMLCQYNNCTFNPVLDKLV
http://iu/mascot/cgi/getseq.pl?MSDB+Q6W897_HUMAN+seq
http://iu/mascot/x-cgi/ms-gettaxonomy.exe?4+MSDB+Q6W897_HUMAN
http://www.ncbi.nlm.nih.gov/entrez/eutils/efetch.fcgi?db=protein&retmode=html&rettype=gp&id=AAQ75551
http://iu/mascot/x-cgi/ms-gettaxonomy.exe?4+MSDB+AAQ75551
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Number of mass values searched: 9
Number of mass values matched: 7
Sequence Coverage: 23%

Matched peptides shown in Bold Red

1 MEVSTNPSSN IDPGNYVEMN DSITHLPSKV VIQDITMELH CPLCNDWFRD
51 PLMLSCGHNF CEACIQDFWR LQAKETFCPE CKMLCQYNNC TFNPVLDKLV
101 EKIKKLPLLK GHPQCPEHGE NLKLFSKPDG KLICFQCKDA RLSVGQSKEF
151 LQISDAVHFF MEELAIQQGQ LETTLKELQT LRNMQKEAIA AHKENKLHLQ
200 QHVSMEFLKL HQFLHSKEKD ILTELREEGK ALNEEMELNL SQLQEQCLLA
251 KDMLVSIQAK TEQQNSFDFL KDITTLLHSL EQGMKVLATR ELISRKLNLG
301 QYKGPIQYMV WREMQDTLCP GLSPLTLDPK TAHPNLVLSK SQTSVWHGDI
351 KKIMPDDPER FDSSVAVLGS RGFTSGKWYW EVEVAKKTKW TVGVVRESI |
401 RKGSCPLTPE QGFWLLRLRN QTDLKALDLP SFSLTLTNNL DKVGIYLDYE
451 GGOLSFYNAK TMTHIYTFSN TFMEKLYPYF CPCLNDGGEN KEPLHILHPQ
501

Start - End Observed Mr(expt) Mr(calc) Delta Miss Sequence
50 - 70 2485.20 2484.19 2484.05 0.14 0 R. DPLMLSCGHNFCEACIQDFWR. L
261 - 285  2923.60 2922.59 2922.44 0.15 1 K. TEQQNSFDFLKD I TTLLHSLEQGMK. V
361 - 3N 1137.80 1136.79 1136.58 0.21 R. FDSSVAVLGSR. G
378 - 386  1209.40 1208.39 1208.59  -0.19 K. WYWEVEVAK. K
403 - 417 1704.00 1702.99 1702.85 0.14 K. GSCPLTPEQGFWLLR. L
426 - 442 1862.00 1860.99 1860.98 0.01 K. ALDLPSFSLTLTNNLDK. V
443 - 460  2037.00 2035.99 2035.99 0.00 K. VGIYLDYEGGQLSFYNAK. T

o O © ©o o

T, BET X EXOHMEOERRAEY T 71X, BREONFHEAFOX Y )V 7 L—yarh—7 (BEKR
IEHRR) WIS LETOT, ZOEBRES T 7 EEBEOX Y ) T —a v I—TNREL B HEE1T,
BRET— A MBLRGENRT D LERH Y £,

Error (0a

1
1800 2000 2500 3000
RME errar 102 ppn Mazs (Dad

(3) @ Export Search Results % 3R 9 25 L MBI A XML E 72IZCSVIER D 7 7 A M 1T 272D DR E
BENEREINFETOT, HNHEBZFEE L TL Export search results JRZ U ZH LTS 7ZE W,

hh. ..

100
Probability Based Mowse Score

Protein Summary Reporti

Format As I Praotein Summary j Help

Pratein Summary
|Concise Pratein Summary Tlax. numberofhitslm
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2-6. RRZUHDEELBRR

(1) @ Concise Protein Summary Report MHjH ¢ [ Re-Search All] F 7=/ [ Search Unmatched ] R % .
HBHWE., (2) @ Protein Summary Report [Hiffj> [ Search Selected ] R % 2= LIk V. PMFHER
PRI A—HREEHICRY ETOT, RTA—FRELERELCHRETDLZENTEET,

2-1. ®wxEnOy

MASCOT Server® b v 72— M [Search Log] V> 27 %27 ) w2745, URLE LT
http://MASCOT_Server 4 /mascot/x—-cgi/ms—review. exe

ZIRET D & MASCOTHZZE R 70 ) A MEEAERENET,

HEE O [ Job# ] IZMASCOT Server »3 MASCOTHR SR (2T 5-9~ 5 [E 47 IDC. Mascot Search Results @ Concise
Protein Summary Report ME(ZV > 27 L CWET,

FUFRE Y (O) 1F, FIRCI X HEITRI L, [Sort / filter ] A& U EZL T ZEWY,

Fry IRy 72 (O) X, Ty ZSNZA MVORNEERTITEHEITERL T I,

F v IRy 7 ADFIZH BRI TFIIRBOANTIT A R UL THOET RB LIZWICFFEZ AT L,
[Sort /filter ] RF L 2L T 2SN, ANLFHNTE v b LIMASCOTHSRAE RS Y A MRS LE T,

= er
e REE JTW BHREADGE U-LD AN

w55 - = -0 [E d| Qe @R @0 3B S=-5

FELAD I httpe /iU mascot/x—ce i/ me-review exe "alled FromFor m=1 &logfile= %2 Flogs %2 Feearches logéstart=—1 &howMany:5D&pathToData:j o 188h | Uy > '@ -
MASCOT search log I~
Wersion: 210 - Licensed to: Matrix Science in-house demonstration system (Tokyo), @ processors)

Sart / filter I Lo File: |./Iog=/searches.log Start at (-1zend, 1=start) I"I how many: I5U 323 in log, 323 after filters. Data dir:l GETe [T
Job# PID dbase Us Em Title In start time Dur Status Pr Typ EnzymeIP User ID
@ @] o ol ol &/ (ol o (ol @] o BN ol ¢/ (e o'
v v W | I | W 4 |2 W~
1580 1676 MSDE it uz  PMF test Search #1 N Tue Jul 12 166737 2005 104 Uzer read res FMF  Yes 19 0 =
1589 1812 MSDE it uz  PMF test Search #1 N Tue Jul 12 16:04:41 2008 122 Uzer read res FMF  Yes 19 0
1588 444 MSDE it uz  PMF test Search #1 N Tue Jul 12 15:01:45 2008 103 Uzer read res FMF  Yes 19 0
1887 ThG MSDE it uz  PMF test Search #1 N Tue Jul 12 14:58:04 2005 103 Uzer read res FMF  Yes 19 0
1586 120 MSDE it ug N Tue Jul 12 14:41:28 2005 110 Uzer read res FMF  Yes 19 0
1685 848 MsDB it uz  PMF test zearch #1 . Tue Jul 12 14:3513 2005 110 Uzer read res PMF  Yes 19 0
1684 848 MsDB it uz  PMF test zearch #1 . Tue Jul 12 14:27563 2005 109 Uzer read res PMF  Yes 19 0
1583 1016 Sprot  Ma fq‘;‘yc"é‘t‘e‘j from msms by . Sun Jul 03 195856 2005 4 User read res MIS Yes 19 O
1RE2  B4d Sprot Ma fq‘;‘yc"é‘t‘e‘j from msms by . Sun Jul 03 195826 2005 3 User read res MIS Yes 19 0
151 796 Sprot Ma ST . Sun Jul 03 195751 2005 3 Userreadres M5 Yes 19 0
15680 1028 Sprot  Ma S LTI . Sun Jul 03195719 2005 4 Userreadres M5 Yes 19 0
1679 1866 Sprot  Ma fq‘;‘;'c"é‘t"*d from msms by . Sun Jul 03 195646 2005 4 User read res MIS Yes 19 0O
1672 K12 Sprot  Ma fq‘;‘yc"é‘t‘e‘j from msms by . Sun Jul 03 195614 2005 4 User read res MIS Yes 19 O
1877 1692 Sprot us Submitted fram axima test 3 by . Mon Jun 27 11:09:32 2008 11 Uzer read res FMF  Yes 19 0 ﬂ
.l e

8. T—A~N—REHEMR

MASCOT Server® bk v 7*X—(® [Database Status] V27 %27 VU v 27 325M, URLE LT,
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http://MASCOT_Server 4 /mascot/x-cgi/ms—status. exe

ZIEET D &, MASCOT search status page 7)@%%%“1?‘

Z OEE T, MASCOT Server |[ZHBERLT-F —F N—ZDIWREER TR T B, Mgka 7 ~D Y 7 MASCOT
FRERY a 7THENFITINTBRIC Eﬁéhéi7~ﬂ7«@)/7ﬁ)%@i?‘ Flo, TAR—Z2ONE (B
B = h U RBRERT UMY ORI, BREOHBE, KEVREICEENLIT U NI ERLE) R
(ATFBEDIZ £ D AL I ARAEYTRFEE IR SN TWRINT & ERK D) R AFE, MASCOT
Serverd/N— = v TA BV AR, BAEETHORKEH, =7 —n 7 ~0 U 7 2ED, fhx REW LR
WA ENTEET,

D REEO FTW BRCADG U@ AP |

EFED -4 - @ [H A | Qr @R @5 B B Ssi-E
FRELAD I httpe/ v/ masootx-ce i j > iEEh |UD’)5' =&

MASCOT search status page

Wergion: 210 - Licenzed to: Matrix Science in—house demonstration system (Tokyo), @ processors)
1 processor available, fumber 0 ). Using processor number 0. [0 searches running]

Search log |m0nit0r log |err0r log |Err0r meszage descriptions |D0 hiot_auto refresh this page

Hame = MWsDE Family = CIFIHETPUB/MASCOT fsequence /MSDB  current AMSDE _%. fasta
Filename = WSDE_20050515.fasta  Pathname = Co/IHETPUB/MASCOT/sequence/MS0E current/MSDE_20050515. fasta
Status = In use Statistics Unidentified taxonomy

State Time = Tue Jul 12 13:13:23 # searches = 1

Mem mapped = N0 FRequest to mem map = WO FRequest unmzp = NO  Mem locked = HO
Humber of threads = 4 Current = YES

&) -

Hame = MCElnr
Filename = NCBlInr_2
statvs_ = Invse | DpqLE) REE R BRCNGE -LD ALIE |
State Time = Tue Jul |
e paered - W Pe 5 - 5 - QA @ Qe Gimedy Garo 3| Dr 3o
T"Fb;{@)l http:x"x"iux"mascotx"x—cgir"ms—status.exe?ﬂutorefresh=faIse+8how=STP|T[S'I'IOS+Database=04j @?53‘] |UD’)5' =
Name = Sprot
Filename = sprot_36.| Time files compressed 5 Mon May 23 16131207 2005
Status = In use Time files compressed (int) o 1116833467
State Time = Tue Jul 7| Time / date of fasta file 5 Tue Hay 17 153242200 2003
Mem mapped = YES Requ) Time of fazta files (int) s 1116312120
Humber of threads = 4| MWumber of residues 5 E31283074
Humber of sequences 5 2011572
Humber with inwalid resldues i}
|Ej Humber of sequences too long: o
Length of longest sequence 34350
Maw imum Accession Length M 12
Version of HMascot 5 2.1.0
Verszion of thiz file 5 a4
Seqs with invalid taxen tree i}
Hum zequences for tasonomy Al entries=2011425
Hum zequences for taxonomy Archaes (Archaeobacter izn)=E2278
Hum sequences for taxonomy Eukaryota (eucaryvotes)=225104
Hum sequences for tasenomy flveolata (alveolates)=258352
Hum sequences for tasonomy Plasmodium faleiparum (malaria parasitel=10860
Hum zequences for taxonomy Other Alveolata=14332
Num sequences for tasonomy Metazoa (Animals)=556472
Hum zequences for tasonomy © Caenorhabditiz elegans=30304
Num sequences for taxenamy I Drosophila (Fruit Flies)=423162
Hum zequences for taxonomy Chordata (vertebrates and relatives)=385964
Hum sequences for taxonomy bony wertebrates=330349E
Hum sequences for tasenomy lobe-finned fizh and tetrapod clade=243156
Num sequences for tazonomy Wamma | iz (mammals)=287223
Hum zequences for taxonomy Primates=143535
Num for taxonomv o Homa saplens Chuman)=133450
|@j wfﬁa@ﬁniw [ | EBEAutarer

2

=

2-9. RFNFA—EDT T+ MEDKFE

Mascot Search [ [ Search Form Defaults] V> 27 %27 U v 7357, URLE LT,
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http://MASCOT_Server 4 /mascot/search_form_select. html

#IRET D & Set Mascot search form defaults EENFRINET,
OB TIE, MBENRTA—ZOYE (T 74V M) ZETHIENTEET, T TRESNME
I, BREANTA—FREBEMmPTNNT A —ZHHIEE LTERINET,
HIE & U TRRE LIZWRER/RT A—F 2487 E L. [ Save defaults as cookie -+ JiRHZ U ZHIL T 72 &V,
[Your search form defaults have been saved as cookie] DX vt —UNFEIRIL, /NT XA —F PIHEN R
ESIET,
2B, ZOFEEIICookieZFIH L TN B720, Web 7 UV EEOREMIC/ D £9 (BAasn /4 ra—9FR
RIp ZPCETHE L7Web” 7 V¥ TS NEHA) ,

IAME REE FrM BRCAIW Y-LD AT
GRS - = - @ [ o Qur EeRc G5 3 S-S

TELAD I hittp://iu/mazcot/ceifform_defaultzpl j o i58h | o »

@v

{MATRIX
SCIENCE. HOME ; MASCOT {HELP

Mascot = Set Search Defaults Logged in as usarni | Edit | Logout

Set Mascot search form defaults

Database |Sprot 'I

Taxonomy IAII entries 3|

Enzyme |Trypsin 'l
Allow up to |1 'I missed cleavages

. Fixed [acary| (k)
modifications |acetyl (N-term)
Amide (C-term)
Biatin (K}
Biotin {M-term)

LI

Yariable [acetyl (k)
modifications |acetyl (N-term)
Amide (C-term)
Biatin (K}
Biotin {M-term)

I K

KN

Show all mods.
ICAT [ (MS/MS anly)

Peptide tol. £ |100 Ipprn 'l
MS/MS tol. £ |06 IDa 'l

Peptide charge |1+ >

Monoisotopic & Average O

Data format |Mascot generic 'I (MS/MS only)
Instrument |ESI-QUAD-TOF 'I(MS,FMS only)

Overview [V
Report top |AUTO | hits

Save defaults as cookie ...

cience Ltd, All Rights Re

@ [T @t

2-10. ANLTADTI X

LHEED F 71285 HOME | MASCOT | HELP @1 HELP Ur 2% 27Vw 74 %%, URLELT,

http://MASCOT_Server4/mascot/help_index. html
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FHRETDHE DX DLS7 Help Topic Index BfNFERINET, K& DAANUII 7SN THETOT, BIFR

FTBI %)L TIZEN,

MASCOT Server — General : ASMS/RETRELIEZTLV B T—al BRREEESRTHIENTEET,

Mascot search overview

A History of Mascot and Mowse

ASMS 2001 User Meeting presentations
ASMS 2002 User Meeting presentations
ASMS 2003 User Meeting presentations
ASMS 2004 User Meeting presentations
Mascot FAQ’s

Using Mascot : MASCOTOEWIFIZEAL TELED THVET,
Search parameter reference
Error tolerant search
Data file format
Scoring algorithm
Results format
Result Interpretation
Sharing result reports

Exporting result reports

Mascot System Administration : DBDEY N7 HiEdElHTHVET,

Sequence database setup

Instrument Specific Tips : &I EFDOF —Z LB 27 ZEMASCOTDEHE FFiEA LD THVET,

Applied Biosystems | MDS Sciex Analyst
Micromass Masslynx

Thermo Finnigan Xcalibur

Protein Identification : & HAEREDFRIRELELD THVET,
Peptide Mass Fingerprint
Sequence Query
MS/MS Ion Search
Bibliography

Protein chemistry : & HEREICBEETHEHERFZICELTEEDTHIET,

Post translational modifications
Enzymes

Autolysis

Sequence databases

Nucleic acid translation

Amino acid reference
Contaminants

BLAST & FastA

Bibliography



Mass spectrometry : MASCOTOEWIFICEIL CTEEDTHNET,
MS/MS fragmentation
Accuracy & resolution
Quadrupole lon Trap MS
Bibliography

Miscellaneous : ZDOMORHEFEIEIZOWTEED THVET,
Mascot brochure (PDF 1.8 Mb)
Privacy FAQ
Browser Check
Useful links

2-11. MASCOT 77 = V) —ICEA9 S &#TIFH
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W DOWebH A M T 7 BAL TLIZEV, MASCOT ServerD by 7 _R—U 78 BIZHABAEDOT2 ) 7357,

TRL 2R DURLE AL TLIEE VY,

http://www. matrixscience. com/

[ WHAT’ S NEW ]

W=z Ty T TERSCT VAV — R T DR E R L QL ET,

[ MASCOT ]

WALV APHL TODMASCOT Server T, 220 BIFR T H A TIXEM OB RN LB 2N T D L5 T,

[ PRODUCTS ]
ORI ERAEAT T LN TEETS

[ SUPPORT ]

RO ERFHAMERE AT HILNTEET, £, Wit RE s Vo n—R 452N TEET,
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EBBRTEY T/ MASCOT Server
3. MIS (MS/MS lon Search) &

MASCOT Server version 2. TMCDROMIZEFENTWA Y U TIVEBET—F&FFAL T, MS/NSEET
— A (Zxtd BMASCOTRREDN HiEH LK UMASCOTRFHZERDRAIZODWLWTHBENLET,

BRBENGA—FHEFHBHERANDT VR

Web7 IV &EIL, 7RLAATIMRIZ MASCOT Server 4% & LR OURLE AL TLTEEW,
http://MASCOT_Server 4 /mascot/

MASCOT Server®D by 7 R—UIEEHG SN F T, RSNy 7 _X—V WD Welcome DIRDITIZEHD Mascot

DI FITL—V 8 FEBr D HOME | MASCOT |HELP @ H1> MASCOT DUL 7% 7V 7L TLIZEW,
MASCOT Server®ffi 22— N 1324 #j fij (Mascot Search [Hj[hl) N F RSN ET,

FrE REE g T LT H
RS -2 - D[4 4l Qex HeRcAn @i 3-S5 - 2
TELAD I http/iufmascot/search_form_selecthtml j o |U)5 ”|@ -

MATRIX
SCIENCE. HOME | MASCOT {HELP

Mascot

Mascot Search

Mascot Help

Mascot Qverview

» Example of results report
= Maore information

with information such as uama\ or ambiguous sequence strings;
Data file format amino acid composition information, MS/MS fragment inp-masses,
Scoring algorithm etc, A super-set of a sequence tag query.
» Erample of results report
= More information

|| £ FEE—F (Peptide Mass Fingerprint. Sequence
Query, MS/MS lon Search) I1Z1) >4 LTWET,

Search parameter
referance

Sequence databases

Results format

Error tolerant search

Fag s . (FIS/MS Ton Searchi dentcation based o raw M5/ data from LCODTA TAS 5 LDI—HFA Vv h—T1—RI=) >
User Meeting one or more peptides. -
Prasentations - Example of results report 2 LTLWET,

= More information

2004

More Help

Help Topic Index

dta.exe or extract_msn.exe and and load into an MS/MS .

saareh form. BRRATA—EDT T4 MEERET =D 1—

FA 2 —2J7xz—RXI[T \ °
ohtow this link to save your preferred search R 2 RV VILTLFEY

form defaults as a browser cookie.

ice Ltd. All Rights Reserved, Last Updated 04

@ - T B y

MASCOT Server|ZIR D3 DDFRE— RN &R —FTNET,
(1) Peptide Mass Fingerprint (MSE&T —#& - CEBHEZFRCTHIENTEET)
(2) Sequence Query (ElHZ7EHMEFIHL CEREERIETHIENTEET)
(3) MS/MS Ion Search (MS/MSE BT —#%&ff-> TR A EZRETHIENTEET)

MS/MS Ion Search: DV 27270y TLIZE W, MS/MS lon Search#fiZ8 0D/ 3T7 A— X R E M AT RSN ET,
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MASCOT Server :

Fa—btU7IL

wEp -2 @0 4 Qen Gexcan @iro 3|9 = E

PEVAD [[a] http://ia/ mascot/ceisearch for mpl?F ORMVER=285 EARGH=MIS

=] oman | & -

Data file SR

Data format [Mascot generic =] Precursor [ mfz
Instrument [Defaur  [v]
Overview [T Report top [20 =] hits
Start Search ... Reset Form

BRZTOLOITERT /37 A—21(F,
1. Database (MFEFT SHT—2X—X)

S 2. Taxonomy (4£¥)5248)
3. Enzyme GHibEER)
4. Fixed / Variable modifications (FHER#ZIEER)
MASCOT MS/MS lons Search 5. Allow up to (missed cleavages)
vourname [tart | [Lusami@matrixscience.com 6. Peptide tol +/- (X JF FOBEREEHHE)
Search title | 7. Mass values (XTF KOERE)
T"““""“’“ |:\5Di = . 8. Monoisotopic/Average
™| s e BETY, #LLIEIROBRENTA—2DEEESEL TS,
o xed [aceTr0 | oqileriable ficenT (0 B BHE. FRRNSGA—FEBEHEANLTIZYD2LTHEY.. ZOEED
modifications [~catyl (N-term) modifications |acety| (N-term) o - s
amide (€ term) mide (C-term) EROFENVAZSBTLENTEET,
siotin EN)rterm) =l Sictin EN)—term) =l
Protein mass kDa ICAT [0
Peptide tol. + [1.2 Da = MS/MS tol. = |0.6 Da =
Cep oG FEN BRFNGA—FOEHEBFALTEEICY VI SATLETOT, £

DEVAPBEREA A VTSRIHIENTEET,

&

[ BEUSRk Y

3-2. BENTA -2 DIEHE

MS/MS Ton Searchi®5& Tld, IRDMRFR /ST A—L % AFTEIITBIRTHZENTEET,

B&T —4% Datafile THD [ B8 ] REVDBIEEL Titdia T T, BRI B/ ST A— 235K KB £ TH
KB T HZ LN TEET, D T A—HEBERT DA B L ORI ST A= R T 05813 — R —F D
[Ctrl ] RELZIL 72RO TATIY 7 LTS,

2B, BT A—HHBIIMASCOT Server OWebIZHE~VTEHHIZY 7L TRY, ZOHEBICHET5E
ROV ES IR DN TEET,

cleavages

NTWBEEZLNBHEEX0"(E0) EEIRL T
Y,

A o EEAR BREH

Your name ZE(A—YR)EANLTESLY, usami

Email Emaill 7RL A% A AL TLEELY, Support—jp@matrixscience.com

Search title BREAMMILEADLTKESN, B, COBREHER sample1, spot67, Trypsin, 50fm,
IZ79EALPT T BEHIZTESETEHLLRNAE | 2457-9001-125-afd
ARNTEILEHENOLET .

Database BROT—EIR—ZADyrTyvTEhT55EIL. | MSDB
BRBELEWT—IR—XEERLET,

Taxonomy BEXNRETIEYEERINLET, All entries

Enzyme EOBETHILTA-OITERALIEEBREERL Trypsin
FT METHONEL—HFEEDHEHLBRLEERT
BHIENTEET,

Allowed up to [1-9] missed KBEDRTFEOREFRELET . TLITHIES | 2

Fixed modifications

BIEREBBHEEIRLET BELI-TRTO (Fixch
) 7S/BICH L CEIRREEHEZEBL TREET
WEJ,

Carboxymethyl (C)

Variable modifications

HERRIEMZEIRLET L IBELI-7I/BICHLT
HRZRIEMEZETHHEELLEVGEED2EYD
(VariableZh) REREITLVET

Acetyl (K)
Oxidation (M)

HBELFET 1.0 DaZiBELIBEIX(RTFFEE
-1.0)Dam S (RFFREE+.0)DaDEHE TEYIT S
RIFREBRELET .

Protein mass BRREHEIVAVRIEEELET, HIZIE"30"EIEE I509
L1=35& (X30KDaD & BH 2 8 % 5& e L =7 S / BAEL 51
ERRELTRERETVES .

ICAT ICATICKBIEMNFET DIEEICFIvILET, FyyEL

Peptide tol. +/- RIFREEDHRIRZEEDa. mmu. %, ppmDELIT | 1Da
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MS/MS tol. +/- TSVT AP DHFBRREEDa, mmuD BRI TIEEL 0.5Da
EXID
Peptide charge T—RI7AIIVIZERTDENTBHINTNSIGEILE | 2+

HEhFES,

Monoisotopic/Average

BET—HNDFEL (MonoisotopicE Tz [LAverage) 15
ELET,

Monoisotopic

Data file

BAHRAH-WNEET 277NV ED7AILDFR]
FAT7OJEBLTRELET .

T—RIFAIVERTE

Data format

BET—3NI7+—IvrEEIRLET,

Mascot generic

Precursor T=RI7ANIZTUh—HEBEDEMNTHIN T 7529
LGB IEEEINET,

Instrument IS A RARBERFEEICL>TRLGD=H. Bl ESI-QUAD-TOF
EICTAWV-EBEOEELERLEY.

Overview FIVIRYIREFIVITEHIEICEY RRFEER | FourEL
—(Z"Overview Table"#RRLET,

Report top BRICKYVEVINEEREORTHEERLES. 20

3-3. BE/T A —HDRE
KO T A— P EREL TS,
BRI TGA—F REE T2

Your name TE A—HRETILIT7FRYLTAALTLESLY,

Search title MIS test search # 1

Database MSDB

Taxonomy All entries T4 JLME

Enzyme Trypsin

Allowed up to [1-9] missed cleavages 1 T4 ILME

Peptide tol. +/— 1.0 Da

MS/MS tol. +/- 0.6

Peptide charge 1+ FI4ILME

Monoisotopic/Average Monoisotopic T+ ILME

Data file [BRIR2VERLT Version 2.10)CDROM®Dmskk 74 LZ1ZHYET . 52

msmsSample—0.mgfZ:E&R | DMS/MST—EMSIERINTLET,

Data format Mascot generic T4 ILNME

Instrument Default T I+ JLHME

Overview RYIREFTVY

Report top 20

3-4. MASCOT #&ZE D ET

Wi /2 FIZdhA[ Start Search ... JRZ U ERL TIZE W, MASCOTHREE DA ED | MR OEPRIL AT RS, B
AT T DL AE B R —ME AT RENFE T, MS/MS lon Search TIZ2BEBEDM R B THONET, HHIC
[Peptide tol +/- | CHESNIZE B ZEHPICE END T FRERRLET, ZOBEBE T, ey LT FROTI/
FEELFID DD ET DT, 7737 A MMA LV OEET —F BT /BRI —BT 20 EINERBLET,



slorer
N Y=-lm AIH ‘

D FEE

CEE -~ - Q[ 4| Qem Gemcw Guro @B SE

FHELAD) [[a] hip formpl7FOl RGH=MIS =] ot ‘U)U "‘@ v|
Jaarrix -
SCIENCE. HOME | MASCOT iHELP Search GO

MASCOT MS/MS lons Search
Yourname ftarar Email [usami@matrixscence.com

Search title [MIS test search #1

Database [MSDE 7]

Taxzonomy [All entries =

Enzyme [Trypsin 2 Allow up to [17%] missed deavades
 Fixed [Zeetyl () f’ Yariable [2cot, k)
modifications |acatyl (N-tarm) modifications |acatyl (N-tepd]

armide (C-term) amide (C-érm)

Biotin (k) Biotin (
Biotin (N-term) |

Proteinmass [ | kpa
peptidetol. £ [1_[Da =] MS/MS tol,
Peptide charge [1+ 7] Monoispfapic & average
Data file from\mskkimsmsSample-0.mgf | £ |

Data format [Mascat generic =) Precursor mjz
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BRERNASA—FIDRELEET—FI7AILOBENET LIz5,
[Start Search ---] RZ U ZWL TLZE LY, MASCOT BRERAIEEY .
REDEBIKANR RSN, BRENMET T HERRBERLR— AR
RENFET,

Instrument | Default [ A5% complete
0% complete
Overview Report top |20 =] hits G0% complete
Start Search ... Reset Form
co . rved e
| [ BEAsaet 4 /&] A= http:/iuf mascot/ee i/nph-mascotexe?l BRALITUET. - [T Bzt 4

Fr{IME)  REE) = WD AJRRH
EEs -2 D [H | Qes Gerow Guir 3 B-SE E
PEVAD [[a] hites/ i/ mascot/oeinph-mascotexe?] BN N

MATRIX
scm\‘m} Mascot Search

Licensed to: Matrix Science in-house demanstration system (Tokyol, (4 processors)
inished uploading search details.
in

0K complete
complete

3-5b. REFBRLAR—FDORA

MASCOTHZRME T 4 5HL . Mascot Search Results B3 F RENET, [ Query ] F51% Peptide View [Hj[E
2 ey NLTEBHEDOT 7'y a & 51% Protein View HEY 7L TWET,
Peptide Summary H[E Ik NLIZE B DAY ORRATR T T TN T, By NLTe_ T FREZNDITIE

TLEAENAATNAICRRSNET,

BEAEOAATIEIATFROAaT ORREEL TERENE T, AaT 3R ERERDL, By LT FR
(ThbbZNNRETHIEAE) DA ENEIDEHET DD OHIELL T, 7 74V TSSO HBLEE L > TF
BT 2720 OMEEL TOET, BEM Lo 7 (5% T OHEBLR) 257 FRHHONIE A DKt
HINCHE THY ., T2, 5% EOHBREF ST FRHLVNIE BEITMEICEE TR (G F Ley T
D), LA S ELET, BEEOAITIRILS 77525 MT 5281230, AEIZEY L TWAEHEDFELE

TR BRI enTEET,

Peptide View &2 T 5ZLITID, by LTef &2 DT FRICEAL T, £DOTTT AL RNT I BEES| O—Eek

AR T HIENTEET,




< (1) Peptide Summary Report El& >

MASCOT Server : Fa—hkU7JL 20

TrTIE REE BRY BREANLY Y-JKD AJLRHE
OF - O BRAG Penfomer @8- % = - Il

»

BRELET—EA—X (ZOHEXNDB) oH 41X (BEED

{;'gf;ﬁ"‘;? Mascot Search Results

User
Email
Search title
MS aata file - -
Database :(45DB 20050227 (1942918 sequences:
Timestamp : 30 Jun 2005 at 04:38:05 GiT

: test
: support-jpgmatrixscience.com
: MIS test search #1

629040812 residues)

I hYE=19429184) TY,

ARGRAATEF O EHERBARTEINET,

Significant hits:(RNEPEL DNA-directed RNA polymerase (EC 2.7.7.6) - phage Kil
RCT3_PONPY 1 protein DKF: - Pongo pygmaeus (Orangutan) .

1cEZA bacteriophage t7 RNA polymerase (EC 2.7.7.6) .

chain A - phage t7 (fragments)

Probability Based Mowse Score

dividual fons scores > 48 indicate identity or extensive homology (p<0.05).

ons score is -10¥Log(P), where P is the probability that the observed match s a random event
rotein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits.

BB DNSA >

-

MAICHEBELGRIER 27 (BRKEZNE LT, COBRE
48) ZRLTLEY,

BKEORTFFORATEEELTERRT 2 ENT
EEXIS

BEGEY M 3 BEE
5, THZEERLTVET,
210

5

0

wBased Mouse Score

Peptide Summary Report

Format As_| [Peptide Summary

Significance tresholdp< 005 | Max. manber ofti
Standard scoring (&) MudPIT scoring ) Ions score cupofflCl Show sub-sets []

Sort masigned Rege bold red [

Show pop-ups (@ Suppress pop-ups O

Overview Table

Click on columa header to jump to eniry in resuls list.
Move mouse over any indicator to highlight identical peptides.
Click on an indicator to see details of individual match
Use check boxes fo select sub-set of queries for new search.

Mouse over: |-Query- |

|-Access|nn- ‘ ‘-Sequence- ‘
Hit: 1 2 3 4 5 6/7 8 9 1011 12 13 14 15 16 17 1819 20

41456 3+) @

4845439 @ (] -] -] o9 @

4902:60)@ |@ ] 9 (]

547.66 3+) @ 0 -] 0]

586.99 (3+),
[ Select All | [ SelectNone | [ Search Selected | [JError tolerant Archive Report
1. RNBPK1 Mass: 101064 Score: 300 Queries matched: 3

DNA-directed RNA polymerase (EC 2.7.7.6) - phage K11

[[] Check to include this nit in error tolerant search or archive report

Dﬂe!y Observed Mr(expt) Mr(calc) Delta Miss Score Expect Rank Peptide

< (2) Peptide View Bl >

TSTAVMALDTHA VIRREEERE (Error graph)

EHRTELENTEET, BEREVT S ILHEENWHOE
EREFHERLTCVBLEEZIONETOT, HLVRIAFTE
v hLE-EHETY., BESWMAOEERHEISHAN TSI
BIXIENMBETT,

FME RED FTW BRAN® LD AIE
s -» - [ A Qe GeRcAn @5 BB S E

FEVAD [&] http.//iu/ eptide viewplFtle= 7/F 001

a1z BB

Google ~ [ =] gpvoeg - B¥oesces | fldivay A

Click mouse within plot axea to oominy factar of two dbowt that point
oy, | Plotirom | [100 to [1400 Da

yed)
u@
yea)
- u(d) bid)
-ys)
- By
-~y
(), bes>
-ye102

200 400 600 200 1000 1200

1400

Momoisotopic mass of meutral peptide Mr{calch: L467.7L

EHEDOT 7ty arB& 5% Protein View WicV 2L TV E9, Protein View Wi Tl

(BAETIUBBES], BET — 2B/ =L T T /BRI 5

414.56  1240.66 1240.66  0.00 O 0,19 1 K.AVNLAQNTEWE.V Ioms Scora: G2 Eapact: 1.62-005
; 490.24  1467.70 1467.71 -0.01 0 82 2.4e-005 1 K.AFMQVVEADMISK.G Matches (Bold Red): 117132 fraguent ions wusing 12 most intense pesks
4 547.66 1639.96 1639.86 0,10 1 175  le-014 1 R.SVMTLAYGSKESLVR.Q
W 2 o | 2 e | b [ | or oo [sew| v |y | v ye |6
2 )SRCJI3_PONPY Mass: 194302 Scorg? 145 Queries matched: 1 1] 4405|253 7204 36.53 A 13
Hypothetical protein DKRFZp469G0910 Pongo pygmaeus (Orangutan). 2| 191.12] 9606 219.11|110.06 F |1397.6% 699 34 |1380.65|690 83 | 12
i 2 2 = 3| 3221616138 350.15|175.58 M 12508 62551123358 61730 |11
Ev bLEEAENROTIEIZRRTSN 4| as0.332|2561| 4331921740 47821 (23961 | 461.19[231.10] Q@ [1119.57[56029 110254551 72 10
K g
. = sy gmze | REEESRL 20|275.15 | 53226|266.63| 577.28|280.14 36025 |260.63 | ¥ | 99151 |a06.26| 97449 |4875[ 9
F9, Accession BEIEIELEDFHMIE H Top scoring peptide matches to guery 3 45 35 32468 | 63133316 17| 67635 |338.68| 65932|33016| v | v24a|aa6 73| s 4z|a3 21| 8
T i i [E] e ClEEES Iy Hmm S SmiEnEe ey 77.40 389 20| 760.37 38069 | 805.30 [4m3.20 | 788.36|39469| E | 793.38[397.19 776.35|388.68 7
WERTY 5 Protein View EEICU ~ Soore grmater than 4F indicaves iamnrity 18.43]424.72 83141 |16 21 876.43 43872 85940 |a3020] & | 66433 [33267 64731 [32416 ] 6
\ — = - Status bar shows all hits for this psptide
I LTWES, F1=, [Query] ESD LIS 63.96|482.23 | 946.43|473.72 | 99146 |96.23( 974.43|a82.72] D | 0330|2975 5762728854 5
— PN = #s
TIORN—YILEEDOEREEDLSH score Delta Hit Protein Peptide o450 54725 | 1072.47 520 24 1122.50 [561.75 [ 1105.47 | 553.24] M | 470.27|20.64] 461.24|23113 4
o S — - 81.9 -0.01 1 RNBEKL K. AFMQVVEADMISK.G  |07.58/60430[1190.56|595.78 1235.5% |618.20 121855 |en0.78| 1 | s4n.23(17412] 302016360 3
“ w N
#‘ J 70 7 / j E E b i T~ é *L ~ — 0) 81.9 -0.01 3 1CEzZA K.AFMQVVEADMLSK.G 04,62 64781 |1277.50|630 30 | 132261 |661 81 |1305.50 |65330| § | 234.14|117.58| 217.12{10908 | 2
- w \AE B 23.9 0.00 9 Q9XHB2_DANSP R.DSFRXAREGTSNSK.A K | 14701 7408| 130.08] 6555] 1
Query ICEY FLTWOEBE—RZR 23.3  0.91 14 P90154 9HIV1 R.APQGSKTH Q -
- N T o = 23.3 0.95 13 TNLJ12 R.APQGSQTHQVSLSK.Q
BLEMTEFET, Ffe, [Query] %F'i 22.7 -0.16 17 QBR390_MOUSE IGATRFFAFVLSK
Peptide View [H Yy Ly 18.4 0.93 K.TYLDSVIPTMISK.- |,
p I_IE[ J 7 L —C i?‘c 18.3 0.08 K.S5SCVIDPTESDLSK.R
17.2 0.01 K.VAQVMADVLEDSK.D |°
16.6 -0.03 KYTWILADSDEK 4
|5 L‘
—dimranzle [ [ [ BEAvisar 7

LA OIS
BT T )T —a

o (L

5—% ,fﬁ o =]

#H . NCBIY 1A rDOBLASTH Z8°Taxonomy Browser~DV 7728 23774 51, Peptide View HiH~DV Z7HHES

NTNET,




3-6. RREZUHDEELFRER

MASCOT Server :

Fa—rtUTL 2

Peptide Summary Report [Hiifi?> [Search Selected] RZL %4212k, MS/MS Ion Search®DfiZ8/ 3T A—H 3%

EBEIZRVEST O T, NIA-IRELELL THHRRETOILNTEET,

3-7. Error Tolerant Search

CERENLBRTF FOUl+1 ERER+ 2 TOMRREHEEE L-BRR)

BEOMS/MST —F THER SN2 E 85 — 2T L OMASCOTH R 2 FATL 254 ey LcEAEICRB LA
VWMS/MST —# % “Peptide matches not assigned to protein hits” &L CVARNERENET,

A Peptide Summary Report (bsa2.RAW. all scans} - Microsoft Internet Explorer

BEES
l';'

CorE REE RTM BREANE YD AT
Om-O HEG P dremw © 35 5008
§ PELAD) (] http/ fsmile/massot /ogifmaster results plifile=. 42FdataN2F20DB0630NEF FOD1 982 datEREF TYPE=peptidet. sigthreshold=0054REF v | (£ 78
: Google - | v| Bpuonm - PR oo oty s s | B AAA
~
Peptide matches not assigned to protein hits: (no details weans no match)
Query Observed Mr{expt) Mr{calc) Delta Miss Score Expect Rank Peptide
16 933.8100 932.8027 931.4599 1.3428 1 11 38 1 RHFMWHR
57 718.8520 2156.9242 2158.0047 -1.0805 1 11 17 1 GFELSQSYTFFWDEFEE
40 720.2090 1436.4034 1438.60663 -0.2628 1 1] 45 1 AAHFEESHEYAR
50 657.9087 1970.7042 1971.0512 -0.3470 1 8 41 1 HSGAFQAVLPGLEAFCIR
33 678.9840 1355.9534 1357.6159 -1.6624 1 7 66 1 YSKAMHMDTFK
8 761.9100 760.9027 762.3871 -1.4844 1 7 1.2e+002 1 EQGKSSK
14 837.7400 836.7327 835.4186 1.3140 0 7 &6 1 XYSKEFGER
358 719.9840 1437.9534 1436.6143 1.3392 0 6 &9 1 GSSWHIGDANFME
36 698.3840 1394.7534 1395.6378 -0.8844 1 5 93 1 THEQKSHASDEK
13 837.2900 836.2827 835.5167 0.7660 1 5 1.4e+002 1 YAKLLTK
24 1008.3700 1007.5627 1006.35447 1.0180 1 5 1.3e+002 1 ESFIEKQAGE
25 1010.0600 1009.0527 1009.5920 -0.5393 0 5 1.4e+002 1 OQVPVITPIR
1 210.9500  209.9227
2z 411.0600  210.0527
3 241.2300  240. 2227
4 249.2400  448.4327
5 249.9500  243.9227
6 471.5200  470.5127
2 781.5800 780.5T27
Search Parameters
Type of search : MS/MS Ion Search
Enzyme i Trypsin
Fixed modifications : Carbamidomethyl (C)
Hass values : Monoisotopic
Protein Mass : Unrestricted
Peptide Mass Tolerance : £ 2 Da
Fragment Mass Tolerance: £ 0.5 Da
Hax HMissed Cleavages i1
Instrument type : ESI-TRAP
Humber of gueries 1 61
Mascot: httpffwrww matrizscience com/
v
< | &
&] S A bagat

YARERENT-MS/MST —Z 53, MASCOTHZRIZL> Ty LB A IR BLAWER LTI,

(1) _TFRUBEI N TE EBE SR DA O IERR B e ST skl & 7=

(2) o7 NVEEBIZSNPs 7o I SLE A - RO ADLZ TUVT, DBIZE SRSV TV DELI & B 70D

(3) MBI E LD~ T-HER R EMiE2 > TS
(4) ATV PRRA5T, MBI~y T o 7 RO

B) VT NINESTZHTIRDOZ L I EHRDORTFRT, = F I RELRRN

B EFBNET A MASCOT Server Tl BERL7-by MEEEIZH LT, (1, ). 3) & B L/I-FH#HFE. Error

Tolerant Search #FATTHIENTEET,
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[Error Tolerant Search M 3FE4T]
Mascot Search Results [#j[fi% Peptide Summary - RIZL7=%% . Error tolerant OF = 7RI 2% F 7L TLI2
XU, Error Tolerant Search 23270 Ed, by NEHEL D FIZhsH,

[0 Check to include this hit in error tolerant search or archive report

DF =Ry AT w7, Brror Tolerant Search Z#FATLIZVWVE ABEEZEIRL &V, B0 E A E 4
RFTHZENTEET, [Search Selected] RZL AL TL/ZEVY,  Error Tolerant Search [ IZHIV &V £,

Peptide Summary Report (MassLynx Mass Measure) - Microsoft Internet Explorer

FrfLE REE #RW BRCADE  w-D AL

; It N . = PETET =
O -Q HNEAG Peegrrmn @ 2 B-1J38
: PELAD) @ http:/ /e mile/ mascot/oei/master_resulte plTfile=. /data/20060711/F00201 2 dat g UL

=3
= bl

o T T T T T T T T T

200 2500
Probability Based Mowse Score

Peptide Swmmary Report
Format As ] ‘Pept\de Summary v| Heln
Signifivance threshold p= Ilacx. mureer of hit
Standard scoring @ MudPIT Se0rng O Toms score cmrnﬂ'D Show sub-sets [ D |

Showw pop-ups () Suppress pop-ups O Sort wassigued | Decreasing Score v Requirebolind [
Linport results into M1

[ Select Al ] [ Select Mone ] [ Search Selecte(] [#] Exror tolerant SArchive Report

1 i | 6378847 Mass: 111664  Score: 2505 Queries matched: 174
Na+/K+ -ATPase alnh ahumir [Perrue wovegdeusl
[ Check to include this hit in error tolerant search or arc@
Ouery Observed Ilor(expt) |IMr(calc)  Delta Miss Score Expect Rank Peptide
1 519.2228 518 2155 518.2336 -0.0181 O 6 5.1 1 G.NETVE.D + [-72.0211 at C-term EJ
2 400.7174  799.4203 795.4815 -0.0713 © 54 0.00036 1 K MQEILAR.D + [+0_0364 at Q2]
4 402.1985 802.3824  802.4119 -0.0295 © 17 1.9 1 M. IAGLCNE.A + Carbamidomethyl (C)
= 403_1925 804_3705 804 4643 -0.0938 o a a1 1 T - . .
- Matrix Science — Mascot — MS/MS Tons Search - Microsoft Internet Explorer,
6 406.1836 810.3526 $10.3872 -0.03a5 0 54 0.00027 1 I
7 409.6762  §17.3379  §17.3718 -0.0320 0O a4 o.oaz 1 rf FPOME RBERE HTW HRCADGE LD ALTH
V] 8 414.2161 826.4176 826.4184 -0.0008 O 45 [N TERE = \ e I
£ QF - O [¥] 8] th POuz Jrsscan &) 3B
3 414.2387  826.4629 826.4512 -0.0283 0 ] 14 1R . e
10 422.2355  842.4565 942.47%6 -0.0232 0 11 6.1 1 wfi FELAD |@ http: /s mile/ mascot/cei/search_formpl Vl iy PULh P
11 423.7068  845.3990 845.4131 -0.01d0 0 39 0015 1 R
MATRIX
V] 1z  424.2156 8464167 846.4265 -0.0102 O 17 2 11
. {S‘CIENCE HOME | MASCOT I HELP
13 425.2132 848.4118 848.3521 0.0598 O 3 53 1 M
14 431.1890 860.3631  860.3528 00107 © 9 13 1 xl
15 435_209%9 868_4052 868 _ 4542 -0.0489 o 9 12 1 K
16 431.2243  872.4341 $72.4715 -0.0375 0 62 5.%-000 1 G
17  444.7301  887.4457 887.4501 -0.00a4 0 16 21 1 5 MASCOT MS/MS lons Search
15 450.1767 893.3388  898.4330 -0.0%az O 3 26 1 E
1S 450.7497 899.4848  $99.4786 0.0062 0 14 2.8 1 W Your name |usarm | Email ‘ |
20 451.7292  901.4438  S01.4351  0.0088 O ] 15 1 R .
Search title |MassLy’m< Mass Measure |
21 451.7306  901.4466 S01.4869 -0.0402 0 17 24 1T
[Z1 27  4%3 73%>  an3 4%RA  an: RA14 0 nasE o &2 1

|~

Database |MCBInr ¥ @\eran@
&

T. 1 |AII entries

Enzyme Allow up to missed cleavages

A Y - =1 T=2g — N — Fixed 1 Variable |
*ﬁ'}'ﬁ/\77l &DX/:EFEIAE‘& H%f'ﬁ@iﬁﬁ)%méﬂ modifications ﬁzzm Ez)-term) E modifications ﬁig& Eﬁ)-term) E
N . . N Amide (C-term) Amide (C-term)
FUET A3, DatabaseCmodifications72 & DR RS Biatin (<) Biotin (k)
Biotin {M-term} -] Biotin {M-term} b
ﬂiaﬁﬁﬂ‘ﬁ—ﬂ:\ [Start Search' N ]ﬂiﬁy%jﬂab‘(—<7’a Protein mass I:l kDa ICAT []
X\, Error Tolerant Search 23BRAGSIVET, Peptide tol. + MS/MS tol. £
Peptide charge 2+ Monoisotopic & Average O
Data file C:\MASSLYMX\Proteinlynx_MSMS proyPKL_files\gtof_test mass_measure.pkl
Data format Micramass (PKL) Precursor myz
Overview [] Report top |AUTO | hits

Start Search ..
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BEEBEHICLDT I BROZE L, MASCOTDRRE Y 7 A /M E ENHFIRRL B, FEhr A7 I 25 8L 72
Error Tolerant Search OfERNF/RENFE T, EMS/MST —HIZxtT ALy MERE R TITOR RSN TNDEH
BOEMNLT —F_X—AN DT BRSNS T HERAEEZR L TCWET, £, HAEED FIT~vAT—I Vv EEs
DRELE, FERE RN YT Ty S EREINET,

Summary Report (G-¥*work¥Mascot¥lcg¥s3¥030713.RAW-) - Microsoft Internet Explorer
FrULE REED ST BRICADGE V-LD AT e

Q- O HNREAG Puxdermevw @ L B-1J 3

FTFRELAD |ﬁj httpe/F e miled mascot/ce i master_resultspl?ile= %2 Fdata¥2 F20050711 %2F FO02010.dat&REFTYPE=peptide& _sigthreshald=0.05&REPORT= V| fegh UL *

T T T T T T T T T T T T T T T T T T T T
50O 825 850 875 e

Probability Based Mowse Score

Peptide Summary Report
Farmat As ] |F'eptide Sumrmary v‘ Help
Significance threshold p= Max. nuraber of hits
Standard seoring O WMudPIT scoring &) Tons score cut-oﬁ'lzl Shov sub-sets []

Show pop-ups ® Suppress pop-ups O Sont igned | Decreasing Scare * | Rezcquire bold red O
Iraport results into BT

Select All ][ Select None ][ Search Selected ] [#] Exror iol Archive Report

1 DLPOD_HITMAN Magg: 173557 Score: 284 OQueries matched: 1176
(PZ8340) DNA POLYMERASE DELTA CATALYTIC CHAIN (E

Check to include this hit in error tolerant search or archive report

Query Obzerved Mr{expt) Mr{calc) Delta Miss Score Expect Rank Peptide
1 3547800  707.5454  707.3020 0.2434 0 11 17 1 C.QRCOGS.L + [+30.0106 at G5]
Z 352.7991  707.5836  709.3707 -1.7870 0  (1%) 7.3 1 RA.KGUVARYM.K + [-29.0027 at C-term M]
3 354.8300 707.6452 709.3871 -1.7416 0 11 17 1 R.QPYPGGP.P + [+59.0483 at P2]
4  3524.8510 707.6873 706.3608 1.3266 O 15 7.2 1 0Q.TGREDT.K + [+2.0042 at N-term T]
5 354.9399  707.8653  707.3266 0.5187 0 9 32 1 R.ELTGPAY.L + [+21.9819 at C-term V]
6 354.9600 707.%054  707.3272 0.5783 0 15 8.1 1 E
7 354.9882  707.961%  709.299% -1.3380 0  (10) 24 1 R.KBENCC.I + [-63—&8d ox T23
5 355.089%4  708.0643 7092999 -1.2356 O 14 9.9 1 A.KRENCC.I + [-g§ P055ible fssignments:
= 355.0496 T08.0847 T09.4213 -1_3366 o () le+002 1 T.LERAKVQS.Y + [+8 Methyl (N-term) [+14.0156]
10 355.0530 708.0915 707.1968 08947 [ 11 17 1 F.YTPAP.P + [+79]H-Methyl (Protein) [+14.0156]
11  355.2352  708.4558  708.4507 0.0052 0 4 90 1 G.KREPGP.G + [-0) L2 DHe.5748)
lz  356.7731 711.5316  712_3867 -0.8552 0 33 1 L.KEKATQ.C + [+3]
13  356.8100 711.6054  712.3431 -0.7377 0 1z 16 1 G.DEFVK.T + [+76.0313 at C-term K]
14  356.8400 711.6654 7113187 0.3467 0 10 26 1 P.EGAVAHA.Q + [+58.0055 at AS5]
15 356.8701  711.7257  710.2040 1.5217 0 10 27 1 G.PPGPE.R + [+214.9711 at N-term P]
16  356.8714  711.7282  713.3820 -1.6538 0 11 21 1 S.APSLGDE.Y + [-0.9840 at D&l
17  356.8962  711.7779  712.3292 -0.5514 0 15 7.6 1 T.VLSHOG.R + [+72.9952 at L2]
18 AKA 93N7T 711 #4489 Tin 3347 1 5122 n in 24 1 R PPPSRES W + F+13 9793 At P21 !

|
£
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EBEBRIEY AT/ MASCOT Server
4. LCQ_DTA Shell (Xcalibur RAW 77 A JLIZX T AR E)

H—EILY AV, XcaliburBH AT HEET—F 774 THB RN N1 F U ER)
Zx DTA 74 (TXRRAMER) ICERT H-HODTAS 5L “extract _msn. exe
( LCQ_DTA.EXE ) 7 ZIRHELTWET, * DTAT 74 IILZE> TMSCOTHR R ZETT S &1 TE
E 9 A%, MASCOT Serverifextract_msn.exe (LCQ_DTA.EXE) 7OHFSLDA VA —T T —ATHD
“LCQ_DTAShel1” ZRABLTHEY., XOELSIHEHTNT* RANT 7 4 LD 5 EEMASCOTIRE ZFEITT
BIEMNTEET,

(1) LCQ DTA Shell2—HA B2 —TJ 1 —ADERT

(2) *. RAWZ 7 1 JLDIETE

(3) LCODTA.EXEZ A4 S LDEHETE

(4) RAW - DTANDZEHAELT

(5) * DTAZ 7 A ILERK <bE 7 74L& LTHEE

(6) MASCOT Server MMS/MS lon Search#&Z&i&FEEM D [Data filellH~DEEHASN
(7) MASCOTHZEZE1T

(8) MASCOTHZRIEREE D KT

4-1. IRIBERTE

MASCOT Server# A > A h— L L7=PCICIRD 7 + VA HVERR L TL 12 &,

C:¥LCQ¥system¥programs
C:¥temp

BioWorks®CDROMZE 7~ 1ZBioworksd A ' A h— /L ELTWAPCIHIRD T 7 A )L ZZE L. MASCOT Servers
A A "=/ LTZPCO “C:¥LCQ¥system¥programs” 7 /L Z |22t — LT &V,

extract_msn.exe  (xjf)

Fregistry.dl|

Fileio.dll

($F) FELLGWESIE RLC 74 )L KHNOLCQDTA EXEZERA L T &L,

LCQ_DTA.EXEZ &2 7' T AT N DD NR—=2 g UNEE L, EFRD 20D 7 7 A L7210 TIXEIE L 22

ENRHFET, ZoEEIE,.  “Fglobal.dll” . “Fcontrol2.dl11” . “MFC42U.d11” Z#a%& L. MASCOT Server
A LA RM—)LLTZPCH  “C:¥LCQ¥system¥programs” 7 # /LA ICabt—L T 7Z& ),

4-2. DTA 2 7 A1 IL~DEH & NASCOT #FEDEAT
Web7 T U ZERL., 7 FLAASMITMASCOT Serverd & ¢e¥k OURLAE AL L TL IZ &V,

http://MASCOT_Server 4 /mascot/

MASCOT Server® kw7 R—IZ¥R INFE T, ERINTZ by I X—=THE O Welcome DIRDITIZH D
Mascot OV 7 | F7-13—T K FB:® HOME | MASCOT |HELP o> MASCOT oV o2 &7 U v 7 LT
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U, MASCOT Server DARZEE— RER M (Mascot Search|ifi) MNF RINFET,

| e E W BREANE YLD ALTH
| wFz - = - Q@ 4| Qrm @Eesc Garr @ B o= EH
| PELAD? [E] nip/fusaeifmaseat /ssarch form selecthtm] =] e

{ MATRIX
SCIENCE. HOME i MASCOT iHELP

Mascot Search

. Peptide Mass Fingerprint: The experimental data are a list of
peptide mass values fraom an enzymatic digest of a protein,
Mascot Overview o Example of results report
= More information
Search paramater
referance
o ———— « Seguence Query: One or more peptide mass values associated

with information such as partial or ambiguous sequence strings,
amino acid composition information, M5/MS fragment ion masses,
Scoring algorithm ete. A super-set of a sequence tag guery.

o Example of results report

= More information

Data file format

Results format

Errar tolerant search

FAG's . MSfMS Ion Search: Identification based on raw MS/MS data from LCODTA A4S LDI—HA A4 —T 1 —AE@IZ

User Meeting one or more peptides,
Prasentations = Example of results report ooy LT L\i'é'o

2003 = More infarmation

« [LCQ_DTA: feorivert Thermo Finnigan Xcalibur Raw file into peak
ist= using lcq_dta.exe and and load into an MS/MS search form,

More Help
Help Topic Index
Useful Links

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

]

LCQDTAD Y > 2 % 7 U v 7 LTLF &V, LCQDTA.EXEX 1 75 A BIES WA DIC LR IEH T A —
BN NI TCEDHa—YP A Z—T7x—Z (LCQ DTA ShelljfE) NFRINET,

2 Matrix Science — Mascot - LCQ_DTA - Microsoft Internet Explarer
FrAE REE FTW BREANE L@ AT

Om-© MR G Or Komw @35 7

VLA 8] hitp /s mile/mascot/ioq_tha_shellhtm] v Bws o>
{MATRIX
SCIENCE. HOME | MASCOT |HELP

Shell execution of Icqg_dta.exe or extract_msn.exe

Leave scan range limits empty to process entire data file,

Fields in the lower section are for xcalibur® f BioWworks™ only
(¥calibur and BioWorks are trademarks of Thermo Electron Corp.)

LeQRawrie [ |FE])
First Scan l:l Last Scan l:l

Min. Mass a Max. Mass

Grouping Tolerance 3 Intermediate Scans

Min. Scans / Group Precursor Charge

Calculate Charge [] Min. Peaks in .DTA D
Charge Template I:l
AA Sequence I:l Option String l:l
Threshold l:| Extract MS" l:l

Generate .OTA Files

LCQRaw FileTHD [BRIARZ AWML, RAWZ 7 A LT —Z 23R L T 2 E W, RIZ. LOQdH DV MILTQDH]
ERMRITR U T, RANT 7 A ABDTAT 7 A A ~DESE BB 8T A — 2 lEZEEL TS, Min. Scan
/ Group] OF 7 4L MEIF2TT ., MESMIZ L > TEIEFRE LW ELCQDTA. EXEF 1 /5 AR5 —%
T ZERDHY ET,
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http:// MASCOT_Server#/mascot/help/instruments_xcalibur. html

WCETOBBARS D 928, FELVLAFICE LE LTI, LCQDTA.EXEZ v 7 Z At ThHh I —FE L
7 b RSBV E DL E N,

BT A—FEOBRER KDY E LD, BEOEK FBIZHD [Generate .DTA Files] R U #HI L TL
72 &V, RAWT 7 A VHDTAT 7 A MZZEHL S 71U, MS/MS Ton SearchBEEIZHI W b0 £+ DT, BT A—
H %R E L. [Start Search ... ] R ¥ & L CMASCOTHIZR # (T L TL 72 &,

7rfIE REE FT HRIZAN A

wEs - = - @ [E 4| Dem G@eRcan Girr B B9 =2
PEVAD? [&] http://iusmascot/cai/ssarch_formpl x| P
| Gocgle - | = wroaE - | Grovse e | plArs S

{ MATRIX
SCIENCE. HOME | MASCOT :HELP

ErE—

MASCOT MS/MS lons Search

Your name |test Email |test@matr\><smence.cnm -
: \ RAW 7 7 4 L & S f= Scan SEEICEIT 2 1EH|A
Search tltlElICVtCitESt‘mWJ all scans J EE}UE’](‘#ﬁ)\éh‘a’—:’é’
Database |MSDB = - :
Taxonomy |AH entries ;I
Enzyme |Trypsin = Allow up to |1 *| missed cleavages
. Fixed [Riotin (k) =] Variable [NIPCAM (C) =]
modifications |piatin (N-term —i modifications |015 (C-term =]
Carbarmidormathyl (C]
Carbamyl (K) Cridation (HW)
Carbamyl (N-term) j PEO-Biotin (C) ﬂ
Protein mass kDa ICAT [0
Peptide tol. + [1.5 Da = MS/MS tol. + |0.8 Da =
Peptide charge 2+ Monoisotopic ' Average © N N
LCQ_DTA.EXE 7 A%Y 5 LTE = DTA LAY
Data file [C:\LCQ\svstem\programs\cvtcitestRAW } Q’ - i 7 7 Tz*ﬁé *LT 77 ’f b
Data format Mascot generic Precursor mjz Q ﬁm(“’_ﬂﬁLiﬂi?"
Instrument [ESI-TRAP had
Overview [ Report top [2UTO > hits

Start Search ... Reset Form

Copyright @ 2003 Matrix Stience Ltd, All Rights Reserved,

& LI e

MBLCQDTAEXEZ B VT AFE /) TA Y MY I RE—IERHET IO 7 hy 7 TlEH Y A,
RAWZ 7 ANLDTB T 7 ANARFOEEIAT 7 AN E LTEREINDZ LIz @mEL &0,
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EBBREY T/ MASCOT Server
5. 9%

5-1. ZERERENIVED1

5-1-1. XL ®IC

BEROWFZFALT, RENZEENDTF FiclHkT 54 4 OBEEEHE L, NCBInr% OEIS| T — &
R X L THET —FIC—FHT HEFNERBET L2 L1280, REHZEEND2EAERTTF FOF IE
WERKETHZENTE S,

W|H. MERIFEEL TRMET Yy EWENE Y 7 =T 28T 5, [ REsE . T4mE . T
BRI 72 EOMBERIEO T T, 7 2 BRSSO RS O A GRS T — & _— 2D H ) B HEIET
— X TCHHERMEIC—ET HES., T7obbtOd a2 EEREHAE LT, B —ET 5EEEDOK
MNELRDIFE, TNOZEFFIZHET H2HEMEAEIIR O, iS22 L - CTEABZRET D
EWBTE D,

BB D U THEEN M TH B 720, MBHERIIERET —F OCMBEIFICEIFBREIND, T 2 Tt
PEELTCWDEEAEREY 7 b7 Y — V&G LT, BAEREZ L VHEEIIT I 2d0 Y 2/AT
%,

B, BEHERERELZ LV @D H7-dlid. BEONHOET —X0bDE /) TA Y My I RE—I D
FE, BT — 4 N—ANIFEET HEET — X BT 52EABEORE, a7t —L2ERTaEANLHE
ET DA T — 207 /7= a VIFREMR LT —F~A =V JIC L D REEMAELED N LY
HETHD,

5-1-2. BHERZREERIFIZEZ HIC

MASCOTHRER CIERIRFIC e KOE O FIRBZAEM 2 FEE T 2 Z & AT X 203, FlRRR Bz E O WM RZE M
DWREBWRL, 0L DOEET —ZIZ—ET HEFBIIIEMT 572D, FHIAINCA a TIHR T L, MREERERH
WM %, [Oxdation (W) ) OFEETIHIONERETCHEERZE Yy RGN EET —# &y FTH, #ikE
EiFERZIEIC L TRET DL, AERE Y MIBGOLNT, MBRFME G100 L2 ET 5, Lzi> T,
TR B XL ERAKBR O R EH CMASCOTI SR &2 4795 Z ENEFE Ly,

5-1- 2. BEREHEI S JOFAMER

BERAE RN — VIR SN D EERAEY T 7 (Error graph) (3, EANC—B L EHET — #2128 L CERE
CHEREOBEE RTT 5, HEBRES 7 7ITEESIFHORMEZR L THDEDELEZLLNLDT, HER
277 7 WERGHE OB BFZERAED DA TS5 AL, ARG E v FEBPRORRIZOWTHRIET
HEND D, £12. [Peptide tol. +/-] K MS/MS tol. +/-] DEZEERESHF OB ERAERIEICIR U
EICAEE L, BREBETLEAERE Y MBI ERDH D,

5-1-4. NoneZfES5DH—F
lenzymes| 7 7 A )V CER LIZHLEES O UM E S K SN TRV E 9 ey ® 585415, [Enzyme
DOHFMNE None] ZEINL, BHRETHIZEICEIVAERE Yy MAELNDZENH D,

5-1-5. [ERETE—V#&H

R ) TAY My VEERT — X 2o TREEIT ) 2 ENHEROGHEEL LT 2 L FIRFICHRZRER O
AN b 22D, Fo, LCMS/MST —# DAL, R UEREEZFFOT Y I —H DMS/MSAY M VvT — & % H N
W L ECE— R 49795 2 Lic kY, BEESIOL v hERLT I ENTE D,

MASCOT DistilleriZfHH DO — 7 MHFZ2FIHA LT/ TA Y FE Y ZREY 7 b2 T Y —LTHY |
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EHEREDEHEE, MEREZUET D, HARIIAAREDO A VA M L—var~=a T, koW
A4 FDPBAFETED,

http://www. matrixscience. com/distiller_support. html

5-1-6. Taxonomy~Z « JL &

FEHHRE LAPRICE EN TV DT OEAENT — 4 X—ADOHIFEET, AERE Y MELR
Mo T23A 0%, Taxonomy®D T U EMER L, TOAEMEDOIEE %2 &GO THRE L THh D, 2.104/6/3KD
NCBInrs — & ~— Z 231 HPrimates®d = b U Hd,

Primates = 126, 605
Homo sapiens (human) = 116, 140
Other primates = 10, 680

Thb, FezlE, Fr{vro—IZkT 5% IT T0ther primates] #EIRTADTIE72 <. [Primates)
ZRIRLTMET L2 EHHNOEBRER v b T A AREENE L 22D,

5-1-7. ¥lER#%&EE — Unimod®F|FA (http://unimod. org/)
Mmod_filel IZ/EFE I TWARWEIRRZEM 2 W72 WIGATE TUnimod) OH A FE2FIHT 5 & B
(http://www. unimod. org/) ., UnimodiIFHERZIEHHICRI T 2T — X _XR—Z2ZHME L TR Y | HH 2 FERE S
ARG LTZD | fOMASCOT = — 3Bk L 1o FHAR B IEMi 2 I F T2 2 &R T& 5, £, ¥Rk L Tn D
MASCOT#iZ&WebH— ™A (http://www. matr ixscience. com/search_form_select. html) TlXUnimod|Z &k ST
WORIRRZIEM 2 HETEH L TR Y . BHOMRZREMHLZFIHTL2Z LN TE D,

5-1-8. T—a<A4 =%

BEEORIEREZ L VED DO, BEONFIDHAIT2ET —FICEENDIET/ TA Y/ MY IV
— 7 OFREHR, B —27 VR MIHST 2EAEORERHR L I, T r 74— LFEBICE b k2 225 HSe
T/ T—valERMEERL, T ~A =T TLENEEE LD, METIII 0L ) REREAEETD
T2ODT—RER Y 7 7 TMASCOT Integral & ZDKIZV UV —AFT B FETH D,

& =

(1) Matrix Science Ltd. &#}, Top 10 Tips for Successful Searching, 2003
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5-2. ERERENIVED?2

5-2-1. IFL®HIZ
WEAEIC B X . M AMRIE L CWABBRERIEY 7 hv 7Y —/L MASCOT 77 2 U — %Il LT, BH
BREZ L VHFEIATHI DD NI 5,

5-2-2. T5— - FL T M&RZE : Error Tolerant Search

Error Tolerant Search |%, MASCOT iR & FATL CEBNI-E v MEAEMOHT T, HBELE-EQEICH L
TERTORMFZGIW R (Enzyme = none), 2 TOFRBEMBLIIETORAS V FIa—TFT—Ta VU EEEL
TR IERETH 5,

BHID MASCOT FR22 T, (a) 1084.56 D7V I —HEA KD MS/MS 7 — X BHEE /LA =27 T ELMI_YEAST IZ &
v hL, (b) 748.43 XU (c) 1367.63 D7’ B A —HHERFOMS/MS T —HIIFEMRATT Tk v b Liaho
=35,

[ Select All ] [ Select Mone ] [ Search Selected ] [l Error tolerant Archive Report

1. ELM1 ¥EAST Mass: 72105
(F32801) PROTEIN EKINAL3E ELM1 (EC Z2.7.1.-)

Score: 96 Queries matched: 1

[Jcheck to include this hit in error tolerant search or archive report

Query Observed Mr{expt)
2 1084.56  1083.55

Mr{calc)
1083.53

Delta Miss Score
0.02 1] 96

Expect Rank Peptide
5.6e-009 1 K.RDFVTDGFEK.L

Peptide matches not assigned to protein hits: (no details means no match)

Query Observed Mriexpt) MHMr{calc) Delta Miss Score Expect Rank Peptide
1 T748.43 T47.42 T747.42 0.01 L] 11 2.7 1 DLYPIK
3  1367.63  1366.62

(b), ()DMS/MS F—EMt v FLARAVWHEBL LT, 1. ZNODF—ZIZHIGET BT I/ BB SRR 55
ELTeT —F_X—RFELRW, 2. FEOT I JBIIRBREM SN TND, 3. Ia—FT—Ta UIMFEE
TBHREDIHAEANE 2 SN DA, BELMI_YEAST (2% L T Error Tolerant Search #3745 &V & FLd=
T AU kAR L. ROBERIGLND,

1. ELM1 YEAST Mass: 72105
(P32801) PROTEIN EKINASE ELM1 (EC 2.7.1.-)

Score: 234 Queries matched: 3

Check to include this hit in error tolerant search or archive report

Query Observed Mriexpt) Mr{calc) Delta Miss Score Expect Rank Peptide
1 748.43 T747.42 747.39 0.03 1] 53 8.7e-005 1 K.IPTPIK.A + [+79.97 at T3]
2 1084. 56 1083.55 1083. 53 0.02 0 96 9.3e-009 1 K.RDFVTDGFE.L
3 1367.63 1366.62 1366.63 -0.01 0 118 7.8e-011 1 K.PSSPLMDRTVGK.R + [+79.97 at S3]

Possible Assignments:

Sulfation (3) [+72.26]
Phospho-NL (3] [+72.97]
Phospho (STY) [+72.97]
Phospho (ST) [+73.97]

MASCOT #4258 TIXIFIFRFIC I K 9 B OFIRZEM A ET 5 2 L N TE 5208, FIRREMR EER O HEINITMR R
MOMWMREERL, 7V —VHEHEMEIC BT 27 F FUIIEINT 5720, HMMICA 2 7TIHMET L, MR
el B £ < 725, Error Tolerant Search |L MS/MS 7 — 4t v R BRFEDEHEEZY Y /5t 7-1%. TDEHA
BOHFEREMEZ LV HFERLDICLIEY | TORABEOEEEZRFT 27 DOFNRREBEHETH D,
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5-2-3. T5— - FLS U k- A25E : Error Tolerant Tag Search

MIS (MS/MS Ion Search) MERTIL, 7'V I —HHEEMIZ—BTLHXTF RBEOFNSL, 7T T A M AV
BREIC—ETDETF Rem%ET 5, 7hbb, 7V I—VHEEEEZ#RT D7 I BOE R L BIRE%E
fifize & OB BEICHT DB HETH 5.

—7J5. SQ (Sequence Query) #iZE®D Error Tolerant Tag Search &— R TCiX., 7'V I —VEEEDOIHFREZME
b, BELEEETT —#~_X—2% NEk] LTHLNERTF REOFNG, XTF REMFERT L7 2
JEROTEIHE 7T A A A VEBEIC~Y v FTHNTF RERKBTH LN TED, LEEN-> T, FIFR#E
B 2 —T7 — v a VKIS T 2B REENAE (ERE L HAREDZE : Delta) & LTHRRIND,

WOLA: (tag BEWetag ¥—U—F) 2o TSQMBEETTHE, 7 U H—H{# 687.30 DXT'F N
104.98 DEEMAETE v N 2720, YATAVREY DL F/ALIN TN D RRENRIB I D,

TAXONOMY=. . . . . . . . .. lobe-finned fish and tetrapod clade
REPTYPE=Peptide

TOL=0. 03

TOLU=Y%

ITOL=0. 5

ITOLU=Da

CHARGE=2+

INSTRUMENT=ES |-TRAP

877.4 tag(376.2, [ILI[QKI[IL], 730.2)

687.3 etag(782.3, NG[IL], 1066.1)

1. LYC CHICE Mass: 16225 Score: 76 Queries matched: 2
[POOG9E) LYSOZIYME C PRECURSOR (EC 3.2.1.17) (1,4-

[ check to ineclude this hit in error tolerant search or archive report

Query DOhserved Mr{expt) Mr{calc) Delta Mi=s Score Expect Rank Peptide
Z 6687.30 1372.59 1267.60 104.98 L] 42 0.018 1 R.GYSLGHWVCAAK.F
1 877.40 1752.79 1752.83 -0.04 L] 35 0.00019 1 R.HTDGSTDYGILQIHSRE.W

MASCOT Distiller o Tag filitHds JL UM De novo DHEREAMAELED Z LITH Y LV BENRBRFRL
URR

< BEXH >

(1) Matrix Science Ltd. &#}, Mascot Search Results FAQ, 2005
(2) Matrix Science Ltd. &%}, http://www. matrixscience. com/help/sq_help. html
(3) FBME, EHipfd—

2005%7H 3R

Copyright 2004, 2005 Matrix Science Ltd. , ¥ FU vH XY 4 T RkKESHt
RKEQO—HHBHWNIEEMIZOWT, I VYIRS A IV RABKAESHIOXEIZKZHAEHTI(C. L\HES
FEIZBVWTHLENTES., BHTLHILEELFET,
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