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Peptide score distribution. Ions score is —101log(F), where F is the
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ions scores > 32 indicate identity or extensive homology
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» 1 MascotiBZFEIVA v O RE—F

1-1 PMF#8% : Peptide Mass Fingerprint

1-1-1 Mascot Server ~M¥E#x

Web7' I UHFZRBBL, KDOT FLRZTZEALTLTE
X, AR A M ldIMascot Server/iA A b —L N TWVWBHPC
DA LT,

@ http://RA k4% /mascot/

Mascot Server|(ZHikt Xiv, X10> Welcome| b v 7 ~<—
UREREINET,Q [Mascotl V7% 7 U v/ LTLIES
W, 21T, R IEZBIRT 2 729D @ TMascot Search)
R=UBRREINET,

1-1-2 BEREFEDER

MSOE AR kT — ZIZkE T 2 Mascot M F 1T
PMF (Peptide Mass Fingerprint) #%% & FEA TR0 . MSOE
BARY MW~y T T 58 0 BaRsE - FELET,

[Mascot Search | ~X— ¥ ([X2) » Q) [Peptide Mass
FingerprintlV > 27 %27 U v 7 LT Z3 W, HBIZART,
PMF IR R h 2 5% &9 5 7= ¥ @ [MASCOT Peptide Mass
Fingerprint] _—YNFRINET,

1-1-3 BEEHOHRE LBEDET
MASCOT Peptide Mass Fingerprint] ~— (XI3) 128\
<.

B LI WESIT —# _X—2 . @ [Database (s) ]
- EBR S

® [Enzyme] : {H{tEEH

® [Allow up to] : RIHLY A Mk

@ [Fixed modifications] : {L &

[Variable modifications] : BHART4 &A%
HBANEI OB BRERE @ [Peptide tol. =]

BB E LTREL TSN,

[Fixed modifications]. [Variable modifications] ™5
ElE, FAUDOY A MRy 7 2ZHH2 bV EZ Y w7 L,
[<T RZCTEMYA L FUIZBLTLEIY, EMy A
VRUICHDHT U MY ERBIRL, [ > IRFZ U EIT L&A
DY ARRY 7 AR £,

[Your name], [Emaill. [Search title] AJitli~o 3551
ATNHEETT N, T 2T TAJ) LI CFSNLi# E DMascot
MEFEREZMFOHTBRICRAT 22 LR TEET DT, A
THZLELEBEDLET,

B 1 MWelcome] kv FR—

/& Watrix Science - Home - Windows Internet Explorer =5 EoR =5
@O@ hitp://localhost/mascot, + | &3 42| x | [*] Google R
T7ALF) B|EE) FBRV) BREADA) Y-I(T) ~NLIH)

4 BRIAD G- 8 -2 ® - Sy 2I74(8)
)

HOME | MASCOT {HELP

{@ Matrix Science - Home

{ MATRIX
SCIENCE.

. H

Welcome

This site features Mascot, a powerful search engine that uses mass spectrometry data to
identify proteins from primary sequence databases. To assist you, the help text for Mascot forms
3 substantial knowledge base concerning protein identification by MS.

2 TMascot Search] R—

{ MATRIX

SCIENCE. HOME | MASCOT {HELP

I

Mascot

Mascot Search

@- Peptide Mass Fingerprint: The experimental data are a list of peptide
[ rascocver | mass values from an enzymatic digest of a protein.
—— —— o Example of results report

& More information

+ Sequence Query: One or more peptide mass values associated with
information such as partial or ambiguous sequence strings, amino
acid compaosition information, MS/MS fragment ion masses, etc. A

Data file format

Results Report

3 TMASCOT Peptide Mass Fingerprint] R—<

SCIENCE. HOME  MASCOT {HELP

MATRIX
£

Mascot > Peptide Mass Fingerprint

MASCOT Peptide Mass Fingerprint

Email usami@matrixscience.com

Your name usami
Search title
Database(s) [EsT_human

B) evorme i~

RAP

@ gallus
NCBInr

@ Allow upto 1 ~ missed deavages

Taxonomy All entries -
Fixed [__none selected — Acetyl (K) -
modifications ‘Acetyl (N-term) 3

Acetyl (Protein N-term)
Amidated (C-term)

Amidated (Protein C-term)

Ammonia-loss (N-term C)

Biotin (K)

Biotin (N-term)

Variable [ none selected —
Carbamidomethyl (C)
Carbamyl (K)

modifications
®
Carbamyl (N-term)
@ Peptide tol. £ 10 Da -

Monoisotopic © Average O

Display all modifications [

Protein mass kDa

Mass values © MH+ O'M_ O M-H-

Data file

Query
NB Contents
of this field
are ignored if
a data file

is specified. -

Decoy [

D) smnsearan.. )

Report top AUTO ~ hits

nce Ltd. All Rights Reservad.

[Data filelD[BBIRZ L NOHET—Z 7 7 A VL EEE L%, @ [Start Search ... JARZ 2L T EW,

KIBDOHFITIIMRBR R E LT,

@ [Database(s)] = “SwissProt”
® [Enzyme] = "Trypsin”

T hY IR T VAR S




® [Allow up to] “1” missed cleavages

@ [Fixed modifications] = “Carbamidomethy| (C)”
[Variable modifications] = “Oxidation (M)”
© [Peptide tol. =] = "0.2” "Da”
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[Data file] = Mascot Server PC_E® “C:¥inetpub¥mascot¥mskk¥sampledata¥pmfSample. mgf” =7 7 A /L

ERELTVWET,

1-1-4 REHERORT
@ [Start Search ...1HR % v &9 & | MascotiRZRDUERIRIL
BRI R—UNRRRINT R, BMENKT I LMB/- L EL
W7- Mascot Search Results] ~X—YREREINET (X4),
Mascot Search Results] ~2—Ui3kd L 5 AeEH Tk S C
WET,

(1)~ &I
<=4
CETA—AT RLA
- A by
CMST—H T 7 ANA
ARl SOS S B AV~ = SR ¢
< SR AR
CHRbLEWARAT BROX NS
(2) Mascot Score Histogram
- FfER 27 (R4ofI<iE 170) )
AT HAR RETE v b LT X VT D AR 3T 55A0)
(3) Concise Protein Snmmary Report
PMERR SR Tl RANENR L 2 2B OB R—
( TConcise Protein Summary Report] & [Protein Summary
Report] ) ZAEL TWETH, K4 H|Tix lConcise
Protein Summary Report] ~_—T % F/RLTCWET,
4) &80 B
bty ML R BICHET 2ROERER R L TNET,
by MESE4ATIE M)
T 7%y va rFE (KATix TOPSD_HUMAN] 72 &)
+Mass (& /X7 OB R : K4ATIL 139437) )
*Score(FmT A v Aay  K4TiE 1102 )
- Expect (HIFHE : X4 Ti% 13.3e-005) )
*Matches (= v F L7=_7F R : K4k M11) )
o 287 B (X4TI% TRhodopsin 0S=Homo ... | 72 &)
Ty Mg R B (K4Tix TOPSD_MACFA 72 &)
Search Parameters
OB RGN —D D FHICRRLTWE
¥

5

=

Ty a rFE (K4TIE TOPSD_HUMAN] 72 &) 1% [Protein
View] X—=Y~D Y 772> TEY, KBIRT LT, TDH
URYBICET D RO RE D Z LN TEET,

Z OPMFRR RS R (K4) TlE, BEA =27 (T0) K K& T w7

X 4 Mascot Search Results] R—

) http:/localhost/mascot/cgi/m: = | [ | 49 | x J|4) Google £
I7ALF) W) BRV) SRCADR) w-u() ~LTH)
tr BREAD (23]~ [« | @ conci. x [w fi-B8 -2 m- ”-35F)r E-IF1(S)~

MATRIX
ficiiverd Mascot Search Results

User : usami

Enail : usami@matrixscience.com

Search title  : Quick start for a PMF search

MS data file : Ci\inetp ik 1

Database : SwissProt 2011 02 (525207 sequences; 185522689 residues)

Timestamp
Top Score

: 22 Feb 2011 at 05:07:34 GuT
: 102 for OPSD_HIMGN, Rhodopsin OS=Homo sapiens GN=RHO PE=1 SV=1

Mascot Score Histogram

Protein score is -10*Log(P). where P is the probability that the observed match is a random event
Protein scores greater than 70 are significant (p<0.05)

| lI
|I| 1
%

E]

Musber: of Hits

100
Protein score
Concise Protein Summary Report

FormalAs | Concise Protein Summary = Help
Significance threshold p< 0.05 Max. number of hits AUTO
Re-SearchAl | |  Search Unmached

1. PSD_HOMAN Expect: 3.32-005 Matchea: 11

Mass: 35437 Score: 102
o sapiens GN=REC PES1 SV=l
65 Expect: 0.15 Matches: § g

K-S EEENELE & O-D0 1> b5y b | FRE-F: B0 fa - R10% -

X 5 MProtein View] R—

@ )_HUMAN - Windows ol® s
Qv ] e localhost/mascat o protein_viewpirfie | 5] 47| % | |30 Google P

S BREAD | g5 B) Wed A5 £1

& Mascot Search Results: OPSD_HUMAN fi~B -2 @~ A-5@r C-7F<(E> Y-AQ~ @~ "

£¢i¢7 MASCOT Search Results
Protein View: OPSD_HUMAN
Rhodopsin 05=Homo sapiens GN=RHO PE=1 §V=1

Database: SwissProt

102
Expect: 3.4a-005
Hominal mass (M.); 39437
calculated pr: 621
Taxanomy: Homo sapisns

Sequence similarity is available as an NCBI BLAST search of OPSD HUMAN against nr

Search parameters

Ms data file:
Enzyme:
Fixed modifications:

ot \mekk| sampledaca) pat Sarple .agt
its C-term side of KR unless next residue is P,

Mass values searched:
Mass values matched: 11

Protein sequence coverage: 25%

Matched peptides shown in boid red,

ICCORNPLOD DEASATVSET ETSQUARA

Unformatted sequence string: 348 residues (for pasting into ather applications),
Sot peptides by | ® Residus Humber

| Show predieted pegties siso |

Increasin: g Mass ©) Decreasing Mass

Observed Mriexpt) Mr{cale] Delta M Peptide
e 60

MHOTEGENE

G- ®ioow -

A AT #FD, OPSD_HUWAN (Rodopsin : A, BT A A7 102) BREIE SN TWET,

BBREROFELWVRIFIZONWTIE b BRER] 2 TEL &N,

T hY IR T VAR S



Mascot Server EuifiiBAZ | 5

1-2 MIS#&ZE . MS/MS lons Search

1-2-1 Mascot Server ~MDIEHE
Web” T v HFEBEEIL, ROT RLAIZTZ7EALTLE

E 6 MWelcome] kwFR—

(& Matrix Science - Home - Windows Intarnet Explorer =2 ch
&V, RR h£idMascot ServerSA A h—/LENTND & Ty, oo oavost mescr - 5[4 | [F coote » -
>LF) REE) FR(V) SECADMA) Y—IUT) ALFH)
DR A 5 z
PCO 7R T\ZVC@—O T BREAD | (@ Matrix Science - Home | - >3 E v X=SP)r E-IFA(S)~

{ MATRIX, @

SCIENCE. HOME! MASCOT HELP

@  http://7RR +4£/mascot/

) »

Mascot Server|ZHEfi i, X6 Welcome] kv 72— Welcome
UEmREnET, @ MascotlV s %7 U v LTI b oo e e e oms. To Setees ot ks Fast o Haset forms

a substantial knowledge base concerning protein identification by MS.

S, KR T, RBE— REBIRT 57200 [Mascot
Search] X—UNFREINET,

1-2-2 #RFE— FDER
VSISO B A <7 LT — 5 T Dlascot frgi g 2/ [Mascot Searchy X—3

MIS(MS/MS Ton Search) HZR&EMEA TEY | MS/MSOE £ A ey — — —
Y PR v F T BT T RERTE - WET D L L bz, .
D JFHE (Principle of Parsimony) |23 WT, FESH Mascot Search

Te_XTFRRRET S BRI L, FER T - ?;%i%E%:?ﬂ%EEE{:Z'}EE?;:;??EE:‘:'“mt of peptide

o More information

EENDHZ R EEHELET, Mascot Search) ~—v
(X7) > @ [MS/MS Ion SearchlV > 27 %27 U v 27 LTLE
S, MISHRERSGMFEZFET S TMASCOT MS/MS Ions
Search] ~N—UnFREhEd (X8),

* Sequence Query: One or more peptide mass values associated with
information such as partial or ambiguous sequence strings, amino acid
composition information, MS/MS fragment ion masses, etc. A super-set of
a sequence tag query.

o Example of results report

o More information

+ MS/MS Ion Search: Identification based on raw MS/MS data from one or
more peptides.
o Example of results report
o More information

1-2-3 REAEFHDHRE EREDELT

MASCOT MS/MS Ions Search] ~—<7 ([X8)IZH\\ T, 8 TMASCOT MS/MS lons Search] ~—<
{51"0{}‘%{’;'1'{6? HOME | MASCOT {HELP
: *ﬁ?‘f\? bf:b\ﬁﬂ§”'—7—“‘—*5/\‘—*x : @ [Database (S)] Mascot > MS/MS Tons Search

- FEBRGAE
® [Enzyme] : {H{LB#H . ———
® [Allow up to] : RiHLH 1 +i& Search title

MASCOT MS/MS lons Search

. PR . n Database(s) hi -
@ [Fixed modifications] : {b.2-& i G ©) smoma ose
@ sallss Allowupto 1 ~ missed cleavages
. e . = Elor —
[Variable modifications] : EHFR#% &A% Quantitation None -
\ ~ N Taxonomy All entries -
< H B AR OTE & B B i e e seedted — st E
et fcerm &
© [Peptide tol. =] @ Soat e o)
o ﬁmldated ‘(Prut(i‘\r;zc—tEg;!)
o = Displ. Il dificati mmonia-loss (N-term
LY A A DT - e T smin
Variable [___none selected — Biotin (N-term)
modifications Carbamidomethyl (C)

[MS/MS tol. =] SR .
. 7011&«7 F%Z}‘V@E%iﬁ?ﬁ: Dpepﬁdetnl.i

Peptide charge 1+ - Monoisotopic @ Average )

@ [Instrument] : & &4H 3 OFEEH (1) oata e

.

0 Da = gic 2 v MS/MStol.+ 0.6 Da -

Data format Mascot generic  ~ Precursor miz
%*ﬁf\’,‘é’%{t’: }: LT%’XME I/T < fié L \D @mstmment ESI-TRAP - Error tolerant [
Decoy [ Report top AUTO ~ hits
[Fixedmodifications]. [Variable modifications] ®t& (3 swrsearah... |

ElZ AMDOY A IRy 7 RTHDT M) &7 Y v L,
[ <] AREUTEMIA Y RTIBELTLLES Y, EilY
AVRUDOZ MY EBRL, [ > IRZETEAMY A MRy 7 ZAZRD £,

[Your namel. [Emaill. [Search title] AJJMH~DLFHIAINIEE TT A, 2 2 TAS LI CFFNTEE DMascot ik ZR &
REFOHTERICHAT 22 LN TEETOT, ANTHILEBEOLET,

() [Data file]D[BBIRKZ v NLERET—4 7 7 A VERE L%, @ [Start Search ... JRZ U EZML T &,

8D TITMHRARM L LT,

008 Matrix Sciance Ltd. All Rights Resarvad.

@ [Database(s)] = “SwissProt”
® [Enzyme] = “Lys-G/P”

® [Allow up to] “1” missed cleavages

T hY IR T VAR S
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@ [Fixed modifications] = “Carbamidomethyl (C)”

[Variable modifications] = “Phospho (ST)”

@ [Peptide tol. +] = “50” “ppm”

[Data file] = Mascot Server PC_E® “C:¥inetpub¥mascot¥mskk¥sampledata¥errorTolSample. mgf” 7 7 A /L

ERELTVET,

1-2-4 BEHERORR
(3 [StartSearch...]1R ¥ &9 L MascotiRZRDHEHS B9 MRHERN—2 (Peptide Summary Report)
PRI TR UNETR SN, RN T 5 b Rk {i’:‘.ﬁ‘f’;‘}‘ Mas,cut Search Results
% F L7~ Mascot SearchResults] _X—UNFE/RENF ] o
4 (49), [Mascot Search Results] ~X— |3k L 9 7RIH

Mascot Score Histogram

H oM S TnE RS lons scor i -10*Log(P),wher P the robabily ot he cbserved ot s radom vt
( 1 ) ~ 5\3"% 3‘2& Fronei scores are deved from ms;ofc‘s;?::\p:obmm r::me;rm protein bits.
CETA—AT FLRA :,
CBRREA P EARRREDRRRE T
CMSTF— & 7 A Pepiide Summary Report
. " FormalAs | Peplide Summary - Help
* EE&IJ?“—yNF—X% CE y://\gy git/ ]\ U%& Sigrdicance threshold p 005 Max. enmber of hits AUTO
Standard scoring @ MudPIT scoring © Loas sccee or expect cut-off 0 Show sab-sets 0
* Jﬁ?\? H H# Show pop-ups & Supgress pop-ups © Sort massigned Decreasing Scors  + Require bold red

CHER T EEX IS TS T e e
(2) Mascot Score Histogram -
- B2 =27 (9D TIE3T)

c AT SR (e b LT X LRI DA 3T 3 Af)
) BFRRS— A e e
MISHRSECIE, FoRNA AT % SHREAD MR AL Rers—

~( [Protein Family Summary Report] . [Peptide

Summary Report) . [Select Summary Report) )% f
HLTWETR, BIDHITIL TPeptide Summary Report)
ERRLTVET,
4) # o 37BiEwm
By M L72Z N BICBET A ROERERF L TOET,
by FESZRITIE M.1)
s Ty v a oFS(K9TIE TELMI_YEAST) )
 Mass (& > X7 O & : K9 Tix 172903) )
+Score (T A AT [KITIE [266) )
- Matches (= > F L7277 F R KOTIX 3] | BER a7 U LDA F o R ay ZFONTF REITFEILAO 13) )
- Sequences (v » F L7 EAIE - KNO9TIE 13) | BER a7 L LDA Ao 2 a7 ZFHORANBUIFEIRN D 13) )
< H U EIER (X9TIX [Serine/threonine-protein ... )
c B U TEIIRB T BT F RSB A58 Query  MSMSOERANLY MNAF—Z D@ LES (Z ) BESLIFATHE
7). Observed : 7" U 1 —H A A EHEFERE, Mr(expt) : 7V —V A 4 EREEBREOMfE, Mr(calc) : 7V H—H
A A EEEEHEOMAL, ppm : 7Y J1—HA I H B O R & BEREOZE (ppm#E ) . Miss : KLY+ M Score :
AFAAAT (RTF FRAaT L HIFATOET), Expect : HIFFE, Rank : 4 A2 2 a7 EAL, Unique : ZDO~NTF K3
ZDZ NI EORIFHET DAL U 23R, Peptide : X7°F K7 I/ WEElS L AEMOFEE - #E&Y A b)
(5) Search Parameters

MREHEZF R L TOET,

Ty a oF G (KT TELMI_YEAST) )iX TProtein View] @V 27272 >Tk Y, KITRT L IIT, £DF L7
HIZBT D L ORERARERE D ZE R TEET,

TR RS T URAKAEH



Mascot Server EuiRksimAZ | 7

- s e L
£l 72V FELZMS/MSOEEANZ bT =20l L 10 MProtein View] ~<—3

Fir, KT, 2, 3D3FH) T [Peptide View] ~—T D T ———————————————— ===
U sichoTEY, ML T Y FEIBIT 5 Peptide | Ll R
View S—)RT RIS, TS M AL ALy fp | S HASCOT Senreh Resula

DE—Z kST HA A VY —XOIRER N &% —E Seia trsninepoai Kintse €L ceravisias (strain ATCC 204508 / 5286<) GN=ELM1 PE=15V=2 |
THZLBTEET, ;

BAODMISHRSRAS R TIE, BIfifiA o 227 LY K& A
FrAAT BFFOBOONTF RRFEE S, T b DR
7'F Fid EIMI_YEAST (ZME—IRIB4 5 Z & 2VRER TV E T
T, WFELT, BBV TINICEHEENDIZ T EIL
EIMI_YEAST TH D EHET D LN TEET,

M11E 7 = U ZBHIONS/MS ALY haicst LT, f& b
WA A A2 a7y (117) Tv v F L7 ~X7F RPSSPLMDRTVGK
DRFRHERETLTVET, AT MAMOFIZH D~ >
FrTRUHEAIIZH 5 L 512, NRI 3% ED® Y
VSNV UBEINTWETN, TIFITAT =T a
DOEICZDY VRO (=2a—FF 1 2) BN 5T
WhHlwliL, Fag s hAAry y(10) & y(1) oEEIE T ETE—— —
98Da /INEL Y, AR MARDOT XY M F L E—7 DO [e1te/imbetiwzimescst/copestive view. ~[4] x | [ soogle » -]
M BT SATHRBT 52 LB TE ET, o e W B - B s 8« Aspre B-7ree s @ *
y(10)-98 BLW y(11)-98 DE—27 Ty FLTWNDZ L5 Mascot Search Results ]
LR ET, Peptide View
MS/MS Fragmentation of PSSPLMDRTVGK

7 ) BB IDOMS/MS AT MVIC~ v FTHXTF KL Foundin ELM1_VEAST in SwissProt, Seri ine-protein kinase ELM1 O cercvisiae (strain

ATCC 204508 / 5288c) GN=ELM1 PE=1 SV=2

SHAFAE L ET2, ’—Pept ide View] ~X—Y O TFHIciE~ Match to Query 3: 1366622724 from(1367.630000,1+) index(2)

Data file errorTolSample mgf

B 11 TPeptide View] R—

FLI_XTF RO b0 F 2 a7 BI040 ~TF Click mouse witin plot areato z00m n by factor of o about tha poit

Y% M AEIZO K 3 IR SNET, [Score] Hifwy | btdmete o Db e

F LRI F ROAL AL AT aR LTOET RN, R [
oL BEICY yF LI [T 07100 ORTF REBRICY :

v F Lz [T 7200 IBEORTF ROA A A3 TI2i% [
KRERENBEDOLNET, [Sequence| HDEFILY > 7

(i THY, 7V v sF 5L [Peptide View ~—i% L . s, bl

= ORINC KT 5 PRI BE A HRET, e e

.12 [/\T 7 N/ M_L\ 21_L\ 4{40)’\707‘ }\ 0)/]' j—/ Honoisotopla mass of NEUTTAL peptice Mr(aale): 13660310

modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Variable medifications:
o = 1+ N : . 7,97 .o
2 aTIEENERIIT. 2. 102.4, 30.2C. FLT 2/ Rk $2 ' oo (ST), vAth neutral losses 97.5763(sncwn 30 table), 0.0000
Matohes : 11/83 fragment ions using 10 most intense peaks  (help)
FafioTEY, VB bInizT I /BOAE (S3E 2 R
. . . I R 2 R R R
S2, T9) ME72 0 F9, [Site Analysis]| HiZIZhbo | 2| 185.0021] | 167.0815| 8 |1172.6092 [1155.5827|1154.5987 11
. | 3 2540135 | 2361030 S |1085.5772 1068 5506|1067.5666/ 10/
Za T DENSEEINT,. U UBEBEET AALEOfER 4] 3511663 | 3331557 P |1016,5557 | 9995202 9985452 o
5| 464.2504 | 446.2398| L | 919.5030 | 902.4764) 901.4924| 8
MERENTEBY ., ZOHITIE., S3BU VEfbEn=T v 6| 5952908 | 577.2803| M| 806.4189 | 789.3924| 788.4083) 7

8| 866.4189| 849.3923| 8484083 R | 560.3515 | 5433249 5423409 3
9\ 967. 4555\ 9504400\ 9494550\ T \ 4042504| 3872233\ 3552393\ 4
alinin ra cames

T IRED T F RBUDFEFER CIEL NI L 2R L TWET,
MBERHBROELVAFICOWTIE 16 REFKR 27K
<TEEWY,

\
\
\
[7] 7103178 | 6923072 D | 675.3757 | 658.3519] 6573679 6.
\
\
[

12 4AFRA7 L 10HEDRTF R
Score Mr(calc) Delta Sequence Site Analysis
117.2 |1366.6316|-0.0089 | PSSPLMDRTVGE | Phospho S3 84.59%
102.4 |1366.6316|-0.0089 | PSSPLMDRTVGE | Phospho S2 15.41%
31.0 |1366.5959|0.0268 PSSGGGGLEFSFFK
30.2 [1366.6316|-0.0089 PSSPLMDRTVGK | Phospho T9 0.00%
232 |1366.6616 -0.0389 |SDVDYIDSGLVGE
22,6 |1366.5959(0.0268 |PSSGGGGLESFFK
204 |1365.6639|0.9589 |FAEETPMIPGFK
20.1 |1366.6605|-0.0378 LASRLEEERGK
19.4 |1365.5925/1.0302 [PALDTNDAARDK
19.3 |1366.5588/0.0639 |[PSHCEGVSISSK
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P 2 ORTFTLEK

2-1 Y2 b T7HER

Mascot Server(d, E&SHTE N OEONTZEHEANY
MUZ—ET D2 VBB D WNEINTF REflsT —
HR=ANLRR L, ERY T cEEnD 2Ry
BxFETHY 7 NUxZT TY, Mascot Server(XX13
WCRT RO, 3ODEANLHLINTVET,

13 Mascot Server #&RK

E—2liH0IE

Mascot Server

U MAKAAIGIDLAGTTYSCVGVNRT TPSYVAFTOTE
— 2 TPSYVAFT

@B§U T — SN —2 (e
/- DAKRLDGTTYLASCVGNRTTAAIGIDLGTTYSTY

| RRERBEIOISL |

(1) MascotfpZE7r 1 77 A
(2) BHT —Z _R—2AFH T ST A
(3) MFEREEH T 0 /T A

BHEARY MULERY L INVICEENDZ R0 g
WCHRLETDOT, RDD X AT EREST —H _—

CHTET B LT HUE. RIS — % ~— 2 2RI LT,
BHEANRT MVEX R IEIDCERTD Y7 v T
EEBT AL TEET,

2-2 2y bI—Y R

Mascot ServeridWebt—/ N& & HIZEMEL £9°, Mascot Server(dPCIZA > A h—/L &N 7=WebP—/X (1ISKPApache) b IZHEEE
IhicWebt A k (Mascot¥A b) & LTHER S AL, IE(f > Z—FRy b+ 27 270 —F)D X5 7Web” 7 U HE &N FHIAT
BES BT Y 7 YT R ED I TAT Y R Y T RUZTMOITPY B haL i o CT 72 AL, MIALEY, #EWELT,
Xy NI—=2 EDIFAT v NV T MUTT &S LT O 2 — AR Mascot iR & FATT 2 Z LB TEET,

K14k, ThEnMrLiz2o0xy N7 —27 (T4 M 7%y MR | BEO TEREOH L7z R Yy NU—2 1 )R
ETH57 747 N7 hUxT hrbMascot Serveril 7 7B ATEAH X I L%y MU —ZHERHITY,

14 Mascot Server M+ v k7 —%4 &5l

15—y b 2 ;
al]

Y SRy HHEEN)

| | Ethernet
— k1
m EIRZEDRE UIC
ﬁ Ry D=2
S \ Ethernet
FBE PC H—pr2
(9 47’/I~‘J7I~’DIJ’)

. FMEE PC
MASCOT Server (DSLPY YD ROIP)

1Y ESRY MIlDRY EDO—D EEEMORACIERY FDO—D
EREWDR Y FD—D[CIIEH TSN TYESRYy b AV —Ry FICEEGHTESEN

(4> bT 2y b GREEN) | NOFIHEZEPCH & FMascot Server PCO [EthernetiR— k 1] Z4 L TMascot ServerlZ7 7 & &
FTLZEETEETH, [EREOM LAY FT—2 ] NOPCIZIZT 7 AT HZ i3 TE A, #lT, [EBREDOM Uizx
v U —7 | NOF|HBPCRLMMNT FIPCH> 5 13Mascot Server PCO [EthernetA— k 2] 4 L CMascot ServerlZ7 7 A4 %

T hY IR T VAR S
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TEETEETN, (A b Ty FEFEN) | NOPCRA Z—%y MTET 78R T2 LN TEEREA, Mascot Server
A b IRy MERBAL TSV H—Fy MZT 7 AL, BAIT—FRXR—ADEHFHEITHI LN TEET,

Fv NU—7 O - BREEITBEHIZEL Y R0 £9 0O T, Mascot Serverz F v NU—7 IZEE L GEAT HEIE,. BEEE
O AT A« v T —7 FHFIZTHRELIZ S0,

2-3 V3A4TF7 YT O

Mascot Server|ZxfLCTZ 74 7 k& LTEMET
LY NUZTIFROE D bOR®H Y £9,

15 Mascot Server My kT —4 #H

ForI—-oWMR
0S.3=KNT1ZE)

(1) Web” 7 7 (IE, Safari. Firefox. Chrome7g &)

Mascot ServerAn®@7 7€ R p——ry , HTULZZ71 L
. Sl B
(2) Mascot Daemon, Mascot Distiller7g S#irl&L R, by T RSB DR |
(3) Analyst QS. BioTools. Launchpad. Bioworks. SRARORE | § ANDPLADIR
Proteome Discoverer, MassLynx7g & OB &4 ¥
- R BRROEBHBRT [y 2 MascotRRDORTT
RSO Y T R YT 3 3
% RRBRI7 VDR
e 3
Mascot REE DB, 7 AT v by 7 by T BREBRLA—POER [ 2 RRERL R — PO
. N L 4
(Clientffll) &Mascot Server (Serverfl) %, v FU BFRE—FEOLH e EWL A= O
— 7 2N LTHIBISRT L ) RTF =2 O R % TELR—POET [ |

TToTWET, 77447 b7 M7 [FMascot
Server& X v MU — 7 TH I TWhEX, £ZiC
REINTWHTENENERA,

2-4 DA IILEHEE

Mascot Serveri C:¥inetpub¥mascot 7 4 /L 4IC
A AR=AENTEY, HIBIIRT LI RT 41
A& A Ff o kT, cgil x-cgi, html 74L&
IFRD RL 12~ vy 7 ENTWET,

16 Mascot Server M 7+ L5 #EE

cgi ZEEI0I35 4
X—Cgl
config BREITFZAIL

BRRBREI 7L

htm! WebR— HelpR—2

cgi — http://"RR ~4%/mascot/cgi
x-cgi — http://7RR k4 /mascot/x-cgi
html — http://RR +4£/mascot/

C:¥inetpub¥mascot |

Mascot ServerNWad b I B kx 725 E 7 7 A ML logs IS—aiiéE
config 74 /412, MFERERT 7 A V1L data 7 BHIDBT 7 1 L
NI, R 7R T —n sl on JERT 7 Taxonomy 7 7 A JL
A logs 7 A NVZIT, WHIF—F_R—2T 7 A
U sequence 7 A LA ITEEII S TUVVET,
C:¥inetpub¥mascot 7 4 /L4 % EHINI Ny 7 T v 7T HOREBHTT N, Ny 77 v 7 ROFTBARZOMBETT X TO
TANE DN 7T v TRHELNGEEIL, D7 &b config, data, logs 74 WA E Ny 7T v 7T AHIICLTIIEEN,

2-5 ERH|T—AR—X

FASTAZ #—=< v bDOT X /) BEECHIT — X X— 2B KO IEES| T — X X—R %ty N7 v 7 L, MascotfRZBRIHIAT 22 &
MNTEFET, FASTAZ #—~» MIBL TUIRDOR—V % TELIZEN,

http://www. ncbi.nlm. nih. gov/BLAST/fasta. shtml
BLFT — 2 R—ZADFEICBE L IR OR—T % ZEL &0,

http://R X k% /help/seq_db_setup. html (FE7F=I. http://www. matrixscience. com/help/seq_db_setup. html)
http://www. matrixscience. jp/pdf/jap_database_setup. pdf

TR RS T U RAKARH
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2-6 Y= 7F7JL

X1 Welcome] by 7 X—=UMWBT 7 ATHI Em&xEd,

(1) BARFE~==27T /L
MWelcome] by 7 X—=Y TFTHIZHH[ARBEI=aTNIV 2% 7V 7350, KO RL IZTZ7EALTLIEE,

http://www. matrixscience. jp/jap_manual_index. html

(2) "L~==2T )
Welcome] kv 7= FHIZH 5 [Setup & Installation Manuall V> 27227 U w7 LTL &0,

(3) L~V
Welcome] by 7 X—VH EIZHDHHELPIY 2 %7V v 7350, RO URL IZ7 7 AL TLEE,

http://RX k% /help_index. html

http://www. matrixscience. com/help_index. html
ForENT- THelp Topic Index] ~S— i3k X 9 7REA T SN TV ET,

MASCOT - General : ASMSARL TRHELEFLELT—alEBREEZITENEES ZENTEET,
- Mascot search overview

- A History of Mascot and Mowse

= ASMS 2001 ~ 2012 User Meeting presentations

- Mascot FAQ's

Using Mascot : \Mascot Server®fFEWJiAZE LD THY £9,
- Search parameter reference

- Data file format

- Scoring algorithm

- Result Report Overview

+ Summary Reports for PMF

- Summary Reports for MS/MS

- MS/MS Results Interpretation
» Sharing result reports

- Error tolerant search

- Exporting result reports

- Decoy Databases

+ Top—down Searches

- Percolator

» Quantitation

Mascot System Administration : FESIT—F¥X—2DtEy N7 v T HEEZEFLEDTHY ET,
- Sequence database setup

- PC Hardware for Mascot Server

Instrument Specific Tips : HEESHEIOT —Z P X T A EMascot Server D EEZE L O THY 7,
- AB SCIEX Analyst

- AB SCIEX Data Explorer

- AB SCIEX 4000 / 5000 Series (TOF/TOF)

- Micromass Masslynx

» Thermo Finnigan Xcal ibur

TR RS T URAKAEH
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Mascot Server HikiiBAZE

Protein Identification : XU RJEFREOFEREEZELOTHY E7,
- Peptide Mass Fingerprint

- Sequence Query

- MS/MS Ion Search

Protein chemistry : X /XU EEIEICHEEST DX I ERACBELTELDTHY 7,
- Post translational modifications

* Enzymes

= Autolysis

- Sequence databases

- Nucleic acid translation
- Amino acid reference

- Contaminants

- BLAST & FastA

Mass spectrometry : EESHFHCEDD ME Y 7 2EEALTCWET,
- MS/MS fragmentation

» Accuracy & resolution

Miscellaneous : ZODOMOBEEFIEIZONWTELDTHY £,
» Mascot brochure (PDF 2.7 Mb)

- PC Hardware for Mascot

- Privacy FAQ

* Web Browser Compatibility

2-7 Mascot DR IEHR

11

Bt DR — 52— (http://www. matrixscience. com/) (27 27 AL TLIZEW,

(1) [WHAT'S NEW] DV >
N=D a7 v TERSCT VLAY ) — 2T e R E B L TVET,

(2) [SUPPORT] Y > 2
MBI ORBFHNEREZ AT TN TEET, 72, WERANEZL Y a—Ry52enTE T,
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P 3 MascotiZZEDIFFELBBEFHE

3-1 Mascoti®ZENiELE

Mascot ServeriZAJ1& LTH X HEET — 4 OFFIIKIG LT3 2ORKHiEEZFHR— ML THET,

(1) PMFi&% : Peptide Mass Fingerprint : RTF KR T4 v H—T) > ik
MSOEEANRY ML (RTF A A VEREOE Y MNIZw v T T D55 X EEFIT — 4 R—=ANLRET 5 HETT,

(2) SQ#&3% : Sequence Query : —4 VXY Tk
TV I =Y A F B REAERT DR (T WAL, T B, TRA T MM AVEEREO) Iy TFTHT
F REFEST —H RXR—=2ANSBBET B HETT,

(3) MIS#%& : MS/MS lons Search : MS/MSA # > —Fi%
MS/MSDEBANRY ATV I —F A F LV ERET T T M A VEE - REOYE v NIZ~ v T T 57 F REfST —
B R—=ANHIRIET D HIETT,

BT =2 LTOEEANY B
T 2 R e A 17 m/z=1085 & 5803 DR TFF FDELLAS

ﬂ-(b\giTO 71—: & _A;_;:r\ m/Zo)ﬂgz})‘ " Monaigotopic mass 5603 64
Faa— onoisotopic mass 1085 55 *— Ayerage mass 5807 66

FIZFH1085 L5803 1 flid 7 & 7 7
hAERTF RIIKITIZRT X D N e

b Brage mass -
R RNAR A 2> TV E, BT l
131t (MHY) TT O T, R E— . .
71X 1 DaDETHAALET, m/zd

ERKEL A2 5IELEMS NS | /\ 1 /\
R — 27 OB % . AR AR : : : , ‘ ‘ A ‘ &A ‘
D—FBECDHHE)TAY FEY
7GR Y — 7 ORI o RN

E— 7 OZ U THXN /NS 720 29 (KITOHFK),

Mascot Server(ITE /7 A Y FEy 77— HEIIH L THRRZITVET, T/ 7Y My st —2HEOE Y MY
—Z7 VA KNEATEY, ZhEMascotRBHADOA N T =2 L LTHEWET, ©—27 U A MIKERESHEEE I BT 5 /0T A
DY 7 MU= T Wt EDOMascot DistillerZFIH U CIERR L E T2, @EIZE—2 U A b7 7 A& LTRF L, Mascotfisgo
Blee—2 VRN T 7 A VERELET,

SRR L OMISKRR TIX, a7 hA A OEMITIMEIT2M 2L 21X b BLXR DTy BIO y* 722E) &K
ELTRKELET, g7 bAr OB/ ML EDOLEIE, MS/MSOEEARY M T —4 % deconvolve (WiHiAA) L
T IMORAEICER LTE BT — 2 2ERT 2 0ERH 0 9, T OLH/EEICITURAERN OMascot DistillerZFIAT 52 &
MNTEFE7, Mascot DistilleriZ oW TIIRDN—T % TEL 12 &0,

http://www. matrixscience. com/distiller. html
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RUTIRREMHEA L 2 ONEB L OB HRER]

SHIET ARBIE(/ TRLTWED) #E L E L,

RS, BVT — 2 _X—Z (B 52U dMascot ServerlZty N7 v 795 2 L NMETT), EBRSEME, HESWHOHE
Feth, BET—X R ETT, FEAEORBEMFITIEDTRDODONDIHLOTIEH Y THADOT, [FHE)] 2 E L., Mascot
ERITLTLEE N, BEBESGFMCHET 2L VFHELOARIFROR—T% TEL7ZEN,
http://7RX k4 /mascot/help/search_field_help. html
http://www. matrixscience. com/help/search_field_help. html
=1 REEFHIEB L TORNBRSLUHRET 2BERHE
BREREHIER SES PMF | SQ | MIS
Your name ZRiEATTLTL IZE0, 4 v v
Emai | Email” RLUAZ AT LT EEN, v/ v v
BERZA bV (T VCBDLIERRE) Z A LT ESW, %H,
Search title COMBRERIZT 7 A LT TEHEDICTEBRETRELOANAZA | 7 v
NTHZaBRIOLET,
BBLIZWVEST —F RXR—2AZ RN LT ZE, [Ctrl] F—2 L7
Database (s) BHI7 Vw7 T LX), BHOESNT —FX—RAEBRTDHZ L v v v
NTEET,
Enzyme T B E AT BT DI L7 bR 2 3R LT 7280y, v/ v v/
Allow up to 2RI BOWREEZBIRL T ESW, 2exid 2 28IRT5 L y y y
# missed cleavages | R LY A bk 2, 1, 0 )DXTF Rz L THRKELET,
YU TNNCEEND X LRI EOBEMRNTT 272 DI L7 EBRTIE
Quantitation LLEBRIRL T LS, BB > TWS =2 kUit Mascot 4 4
Distiller (BI&T A B ANRMETY) LB L CEIEL £,
MBI G & LImWEMFE 28I L T 72 &V, NCBInr7e ¥ O AHELST
Taxonomy v v v
— A R—=2 I L THEB T,
BifiZ TR LT &, FBESNTZTRNTO Fixa i) 7 2/ BRICK
Fixed modifications | & 2EMizBE L TRBEEZITWVWET, YATA VOFEMMEOLIRE | v v
SNTALAERRIT 3R L E T,
Var iab| ﬂgﬁfﬁfz@ﬂ\'LT< EEW, BBESNEZT I BICHT HEME 5 E
ariable
dificati HBELRWEED 2B ORBEITVET, ERY T VORI O v/ v/ v/
modifications
Exfi SCHRAET DI & ORI E MR R BRI S LE T,
MBRAT AV FUEZEEL T EE N, 72 2, 730" &2 E Lz
Protein mass B IX30KDaDHIPHIC B B ilifee L= 7 2 BRECSI 2 x5 & L THRBEZITV 7
7,
HEOITHOREME E L COXRTF ]\Emﬂ) H72% (Da, mmu, %. ppm) D
) B CHRELTLEEN, & ziE, L0DaZziFE LB AIE(RTF R
Peptide tol. = v v v
HE—1.0Dan b (RXTF FEE+1.0)Da0EBFEIHIC~ v F 57
FREMBLET,
BORINLAR B — 7 Z M L CMS/MSD A % % > & 4T L 7= ATREME N & 5 55
#13C BITBIR LT 7Z &, [Peptide tol. +/-]1CH&E L-®@EICMZ., ~ v/ v/
A F A D1 F 7= 1F2Dade iz OFFH & JRiE L TR L £9,

TR RS T U RAKARH
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BREREHIER RE PMF SQ MIS
BHEOVRIOFEEE L ToTa X s b AU EEOMEZEE (Da, mmu) D
MS/MS tol. =+ . ) v v
HALTHEEL TS E SN,
. BE, BET—H 7 7 A M7V B —V A A OBEMPTEE ST
Peptide Charge . v 4
EFTOT, ZOHEHIFEHELTIEI N,
Mass values RTF ROBEHIREE M+, Mr, M-H) ZfEL T EE, v
Monoisotopic
BT —# ) Monoisotopic 7> Average MEFEE L TL &V, v/ v/ v/
F1=1E Average
: BET—HT77ANE[TFALDRRIZ AT 07 %@L THEELTL
Data file v v
7230,
[Data file] CE®RT —F% 7 7 A VERELRZWRAIT, BET—F & A
Query . v v
AL TS,
Data format =27 UZXR7 7 A NOERZFRL TIEEN, v/
B, HET X7 7 AWZIET Y =Y A F U EBEOENGEH ST
Precursor . v
WEFTOT, ZOHEHAIFERLTIZIV,
TV A=A F L DORREERCGEET 2T 0 X7 A & D) 218 E
Instrument . . . v 4
T 57O, WEICHWZE RO OFEEZ IR L T ES 0,
Frv IRy I A%F v 7 LTLIEIW, HEIEYIZError tolerantfi
Error tolerant B v
REFATLET,
Frv IRy I AeF v 7 LTLIEE, DecoyT — X ~N— A D [RIFFR
Decoy L v v v/
REFITLET,
MBRRR—VICRRIEENZ R EHEEZZRIRL T EEW,
Report top [AUTO] 38R L 7= 35813, ABR AT 2R OX VX E PR R v/ v/ v/
—VICERRINET,
Start Search MascotBREZ N FEIT S E T, v v v/
Reset Form BRELEZAREZYVEY FLET, v v v

TR RS T URAKAEH
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3-3 PMF#% : Peptide Mass Fingerprint

PMFRESR Cld, MSOE B AT MT—Z b L) TA4 Y b E
v 7=V EEA I LT, MRBEHIC—HTHXTF (T /8

18 PNF BRBREMHRER—T

facnnces [F—
BeF) BT — Z R—= 2N BERE L, v v F LT F R e FnniRi pr——
j_é Y 2av4 g@ Fég{;ﬁ %%%1‘?’5 ZEIiTEY N MSO)E%X/\D7 k /1/7:\“‘& MASCOT Peptide Mass Fingerprint
DEWT L GERY L TINMCEEND) X RV BEERIELET, e ——— =

Search title PMF test search #1

Web™ 5 7 i & PUFKR SR SRR E~— < (K18« [Welcome] | v 7' ~<— g LT
v — [Mascot] U o7 —[Peptide Mass Fingerprint] Y > 7)i27 7EAL, e
WSRANE 2 A E T R L TR LTSS W —ommil - i
H10 [PUF) DBUCT = v 7 (V) Db SRFAMFERLHAT B L8 | ’;”7)“ - %E[]Eui s
TEET, FL AL OBRBREIFIZIEBREE (5L NHELOBITHEH L72E R

Protein mass kDa Peptide tol. + 0.3 Da -~

{t%%\ 7< /1/7'\7 ‘7D }‘%@ﬁ?ﬁ?s‘é\%ﬁjﬁ <“7"C?53)011i)5ﬁ bf:iﬁi%‘iﬁﬁfﬁ E) ‘%DE Mass values S MH- T M, MH- Monoisolopic @ Average
TR OB (T RS 2 2 D E M LETOT. bHM DN T —

Query
B OEHAE R LT 72 &0, e
T — 2 1x[Queryl WA v RIICE ) TA Y R v e — 7 Bk o e e

—ATICOE DT OV A RMERTANTHZ LB TEETR, FNOLNE—
JUVARNT7ANELTELEDLNTWDHEE L [Data file] D [SEIAR
BN B EEGR AL TL IS0,

PMFRRZZIZIE SwissProt @ X 9 ZREEE DD R WEISIT — & _—2 3% L TV E T, BEST R4/ AORIHIT — & _— 2%
LHIBITEENRH Y £/ A,

BRBFMEOBREL L OERET — X OREN KDY £ L5 [Start Search. .. JARZ V&ML TLI2& W, PMFRFBEDSET SH,
MERPIET T2 LRRIERN— U RRRENET,

MR DRI, BB L7fld T — 2 = A D Y A X (ST — 52 _R— ARG T D4 37 B N OB .
[missed cleavages], [Variable modifications], [Peptide tol +/-1DFFEM, =27 HETF—F AR LICL YRRV £T,
TNEDMENRKE L 2513 EMBEMMDILN D 201, MBERHITEL 20 £,

WD E RO B a e RN HEONTNSODE R ALY FATF —F OFERBWBRE IR # o R~ B & R FEET
BT ELAHRETY, ROMBEFZ TELEEN,

http://www. matrixscience. com/cgi/master_results. pl?file=../data/F981138. dat
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MISHRER Cid, RO 2 BEREDOHRAEIT L E T,

1) TIVA—PAF VBRI~ v TF T 237 F REESIT — 2 _X—=2AnOHRE LET(ZORETRTF ROT I/ BES

LIRIET 2 2 R BITHB LT,

(2) () THRRENTZRTORTF NI L T, BRSFME LTHRELIA A2 ) =G T 57w d 7 b F o REAF
ML, 7Ry MMALE—2 DTy F U T ETIZLICED . by TF U RUBENST T FEHE L, MS/MS

DEEARY PVREKRT 57 F FaRELET,

BROWFOMBICEVAERT S 70 Z 7 b A 4 OFE (K19RT
EopA TV =) T E) ETOT, BREM L LTHEESIED
FREZRINL, BBRRERDA AV ) —RERELET,

HEINZ_TF R ZNNRBET D5 /37 BO)E Rk L
HZEIZRY FERIUTINVCEENTODZ R BEEHEELET,

Web” T 7 HMISH R SRR EAN— (K20 : Welcome] bk » 7 ~—
v—[Mascot] U > 7 —[MS/MS lon Search]V > Z)icT7 7 AL, B
PEEANETLER L TRE L TS, BURREMFHE E 20N
KeFewE Lz, MS) OHEIZTF =y 7 (V)DHDHRBEMTEB ZF
AT 22 eNTEET, BBEREDITE A SITERSEM: (FANEEOBE
R U7l iR, AN 7 M EOEEE &2 B T DI L7z
Wip O)RLHBONFORME (EERKE) 220 EEHEMLETOT, &
LMMEOENLDOEHREEERML T EE N,

BET—4%7 7 A /ViX(Data filel O [BBIRY L HEBEFAIAALT
LEEW, BELIEHEET —4% 7 74 LDOEAXD [Mascot generic (LiE
FIENMGF”) | TidZan 413 [Data format] 7> 5 %4 % BRA BN L T
TEEWY,

MBTHA AL V) —XEH{ETHEOIC, BE
[Instrument] 2> HER L T 72 &0,

BRBEMOBRERBLVERT — XY OEENKDLY £ L7z [Start
Search ... ] V&ML T I, MISKRERDFAT S 4L, BRBBKE T3
D ERMBRHERN—VRRREINET,

RERICE T DRI, BRI L2 fild T — & _— 2 DY A X (fid]
T =B R=REERT D2 N EE 2 MY OfeER) | [missed cleavages],

ST it o R

19 FAagy r4F v a4+ )—X
¥z Iz ¥z Wp Iz X Wq I T

RO RZIO R3O R4
[ | O A A B
HQN—cT“—‘rC—H\ll—:r(‘:—'rC—'rT+c|—'rc+m‘1+c|:—c00H

Lo ik 4

a, hy oy 3: by o a3z by o

B 20 MIS BRBRGEHRER—D

MATRIX
SCIENCE.

HOME MASCOT (HELP

Mascot > MS/MS fons Search

MASCOT MS/MS lons Search

Your name usami Emall usami@matrixscisnce.com

Search title MIS search =1 for testing

Database(s) [EST_human Enzyme Lys-C/P
AP
gallus. Allowupto 1 + missed deavages
HCBInr
s3Pro Quantitation None

Taxonomy Al entries

Fixed [Carbamidometh (C) Acetyl (K)
modifications (> Acstyl (N-term)
= cetyl (Protein N-term)
Amedate:

lated (C-term)
Amidated (Protein C-temm)
oisplay (N-term C)

Biotin (K)
Variable [Phospho (5T) Biotin (N-tarm)
maodifications [= Carbarwl (K)
[= Carbamyl (N-term)
Carbaxymethyl (c)
Peptide tol. + 50 pom + gag 0 » MS/MStol.+ 03 [
Peptide charge 2+ - Monoisolopic @ Average

Data file sampledata\arrorTolSample.mof [$8.. |

Data format Mascot generic  + Precurser miz
Instrument oF  ~
Decoy Reportiop AUTO = hits
Start Search ... | Reset Form |

[Variable modifications], [Peptide tol +/-]1DFREfH. MS/MSARY MLF—ZE R LICX VRV ET, ZHASLDOEAKRE

IR DIEEBERZEMMIER D721, BMERHIIR R 7,

T hY IR T VAR S
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3-5 SQ#&%E : Sequence Query

SURKETIEL, TV =P A A VEEB LTV I —H A A EEOHRK
WR(7 2 BB, KT X e, T rE s M A VER, BAIX S Gl
WeL7eT X BRAEZOMEIcRs 27 ey "M AV EEOE Y
IC~ v T T H_TF REEIIT —Z RX—=ADLRAL, ¥ X7 EE
FELET,

PMFIRZR 45 L OMISRFR CITE BT — & 2 E L £ L2, SQRFE CiEk
OEXTHRFEI/ ) 2RELET,

M seq(...) comp(...) ions(...) tag(...). etag(...)

MEZT Y I —Y A A EETT, seq(T X /RS . comp (R T X /
f2) . ions(F'm ¥ 7 M AU EE), tag(@iF|Z 7)., etag(Error Tolerant
Blg 2 7)EA T a v E LTHRET S22 &R TE, O LN HSTY
NENWERE AL, BHOEREERS X 7 Ttag(-)] & 1 2L EdD Error
Tolerant %% 7 Tetag(---) | DNRIET DA 134T Error tolerant At
5% 7 Tetag(--) )] & LTS ET,

ions (--+), tag(---), etag(---) ZXI L CIIMERM R AT Y 7 7=

U X LS SIVET, —J7, seq(-+) & comp () 1X7 4L H & L THERE

7o b Z2IE, B2UT RIS & [Query] AJIAHIZ,

1489. 430 tag(650. 213, GWSV, 1079. 335)

21 SQRBREHHRER—D

MASCOT Sequence Query

Your name uszmi

Database(s) [es7_human
cRaP

Taxonomy Al entries

Fixed methyl (C)
modificeied [Carbarmdometi (C

Display 3l modifications

Variable [~rone selected -
modifications

Peptide tol. + 0.8 [

Peptide charge Mr
Query

Instrument ESI-QUADTOF  +
Decoy
Start Search.. |

Search title SQIF(H, 1489 430 tag(650.213,GWSV, 1079,335)

- #13¢ 0 - MS/MStol + 0.6 pa -

1489.430 £ag(650.213,GWSV, 1078.335)

Emall usami@matrixscience.com

Enzyme Trypsin
Allow upto 1 = missed cdeavages

Quantitation None

Biotin (N-tam)
Carbamyl (K)

Carbamy! (N-term)
Carboxymethyi (C)

Monoisotopic @ Average

Report top AUTO = hits
[ Reset Form |

L ET AT F RRFE LRSS, 2o/
VITHFES I ET, 2B, seq(+) IBELZT I /BEEEINC—EKT 5T F RZ2RBLETH, BlastBiFE L1372 0 £,

Z AJiL. [Start Search ... 1R % &ML TMascotBi R ZFATLTLEE W, KD X ) BB ENGLNET,

TRY1_BOVIN Mass: 26453 Score: 64
Cationic trypsin 0S=Bos taurus PE=1 SV=3

Matches: 1(1)

Delta Miss
-0. 3048 0 64

Mr (expt)
1489. 4300

Mr (calc)
1489. 7348

Query  Observed

1 1489. 4300

Sequences: 1(1)

Score Expect Rank Unique
4e-007 1 U

Peptide
K. LQGIVSWGSGCAQK. N

TK. LOGIVSWGSGCAQK. NJ 122 =764 (HIFFEIZ4EL0-007) T~y FLETOT, ZORIITH L AREMA RN L2300 Y
F7, Flo. TOT I EESNIT SwissProt @ TIE TTRY1_BOVIN] [COBIFES D =—7 22fF T DT, FERE LT

MTRY1_BOVIN) MEES Nz LNy £7,

R =V OERLR EICBET 23 LONEIIROR—U % ZE 7S,

http://# X k% /mascot/help/sq_help. html
http://www. matrixscience. com/help/sq_help. html

T hY IR T VAR S


http://www.matrixscience.com/help/sq_help.html
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4 a7y

4-1 Ra7 LHHE

Mascot Server CHELNTND AT Y TOHHIFIA SN THERADT, MEMES—VICRHIN T DL RaT e
DOFAEIZKRT L TRAET 5 Z LIXTEERFADN, KD 2 DDOEEN D, Mascot ServerD A7 U vV ORHERAZBET 5 Z L3 T
B

http://www. matrixscience. com/pdf/asms_tutorial_2005. pdf

http://www. matrixscience. com/help/scoring_help. html

Mascot Server Cld, BH®&T — X DXT7F RZxT 2~y F MSBEDHAITT 0 X T v A F T B~ v F) ITMERES
(random event) & L CHRO |WET, HESNIZMREEO T T, BET — BT TF FMSRROGEIELT L7 MM AV)
W2~ v F LIRS P 13BN (a priori) ICIRE D | BHIT — 4 X—ADFELY A X (=2 U E) KT L EE A,
P OISV, ROREE> TR TICEH L, MBEHRI-VICERLTOET,

237 = —10 x log,(P)

Tl 2 MADRRBEET — 4B, TNENMEDRIRDXTF Riiv vy T L, TNLRETHROEDDOH VR TBIDRET
% & X ORERPITHEABICIRE D | T D L EOFERMNT= & 21 P=0.000001 (=1X10°) 7Zo/fa, EORNB 22 7% 60 (2
RO ZOERT T A AT E LUTREBRERSS—VICERINE T, BRET —F03 7047 MAVIIvyF LIZROA 2
THRBICHA SN, A A2 a7 (2337 F F2a7) & L TREFHBES—VICFERENET, 2AaT7 352 on-HR&E
By OB EIZERT A RBREM L o TR E 0 | BT — 4 RX— ZAOREL X LR B oSk (= b V) ITIHR
FLERA,

MBRICE>Tey NLEEZ NI ERFEENE 9D ("Significant match” OR “Random match” ?)1%. #ZRIHEH L7-EAT
—HR=2ZADERIET L NV N PBIRELSBEA T 2o THEL TWET,

BHEX37=—10 x log,(1/N * 0.05)

=&z, ooz Ex b U5, 0004 & 500, 00042
FHEOESNT — 4 X—2A %o GE5OMEA a2 7iiThe
B0 & 70 1272V FEFTOT, LiLoRaT 60 ¥ LRI

DOEITIL, X7 b Y ED5, 0001 DES|T — & _— Frotein score is =1 0#Log(F), where P is the probahility
that the ohserved match is a random event.

22 RER a7 &E o -EBE LD HI

Mascot Score Histogram

AR L THRBLIZGAIEEMEARA 27 50 Z@BX TWETO Protein scores greater than 70 are significant (p<0.05).
THEZRE Y MCRVETH, ¥ "I EH v NN
500, 000{t: DELFIT — & X— 2 OFAITBEA 277 70 TF Random match <—L> Significant match
DT, ZNEY LISz, AERE Y b TRV E NS H 2
B/ ET, Thbb, BAF—4~—20=y N HIcE 5 ]
S THIEA = 7L L £, g

B RA— VI, B2 R T £ 57 Mascot Score = |
Histogram] 23FRSNET, BIY IV BEOT 0T A
2a7 HENIT T A R AT THZ RO v b o ] RN I
¥ ERLTVET, BMEAST L0 &40 o % 7 bratein beare
[Significant match |, 2 DOfkAAHRE /> 1% [Random match] 70

FAER A7)

WHYLETOT RRBICE-THEICE Yy hLTEX I E
BELNZNE I, o, By B LTEZ U RIELERED
LN RaAT A% LTV AR —H Tho b £7,

BHNTFT —F R=Z2ADH NI VI L > THRIEA = 71328 LET2, RO X 5 ISR B3R R <— T
Expect value & LTHERENE N Z2EHRTH L, BT —F_X—20x 2 b UEICEHRZR <, HIFHE 0.05 ZBIMEE LTS
ZERTEET, Thbb, HET—XOXTF KL \NIT 0T b A v~~~y T TR T3 L3525 & B4l
T =B R=2ADE N EERIH LTy F U TBEEITONETOT, o7 Bxy b U HuE BRATERG 1SS LET,
R P OFELE N BRRAT LI L EICZOFRNE Z 5 MR R CEAME £ 72 I TRHE & FFA TV ET) E I,

TR RS T URAKAEH


http://www.matrixscience.com/pdf/asms_tutorial_2005.pdf
http://www.matrixscience.com/help/scoring_help.html
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E=P xN
12720 FFTOT, ZnEMascotRFBFITY TUIH D ERD L H TR F7,
SEHE (HAE) E = BET—9NIYYFLEBEOREEP x 2onN98IT YN
Mascot Server CIXHIFHE E=0.05 ZHFHAICHENE I DOBMEE L TEA L TWET (BEX 2 7 I3H#HE E=0.05 (Z

KR TOMER P o RDLZENTEET),

7ol 2, BEiEoxa7y 60 oX Lk HOFITIE, = kUK 5,000 OESIT— X <— 2 Zxt3 5 BIFFEIT 5000X10°=
0.005 L7cv | BfEE L COWRHE E=0.05 XV b/hSWEOFFHMICAETHY, FEINIARBERENI LTk £7
(R FANCEBTIUE, 0.5% OMETELWVWEIIS ARV EICARY ET)., —JF., = b UH 500,000 OEFHIT —F ~—2
(2R3 2 HIFFHEIT 500000X107°=0.5 &72 0 BHMEL L TOHIFHE 0.06 LV bREWo, [AE SRR 20 £
(RN RBT T, 50%DERTELVWEIREX RN L2V ET),

B, SRBBIOMSKRRCTIIERT —X &7 0¥ MMAL O~y F U ITNERTF RERELETOT, BEA a7
WRHEZ GRS B0 NV IE, TV D= A FVERICY v F LT T ROz £9,

TR RS T U RAKARH



4-2 ldentityREf{E & HomologyRRfE

SQFR R K OMISH 38 Tl 2 O M
WAATHEZXDLZENTEET, T2
bbb, XV I—H A F L ERIC~Y v TFT
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X 23 44> RaAF7 9% & Homology R U Identity BfE

250

L7 F FOBAEFIMT 5 Tdentity 200 ,.‘:‘:‘f,.&
Bl 227 &, FUh—YA AR HE= L

vy FTERTFROALA A AaT

entries

150

Identity B{&
(BAFHE=0.05I"X1EE)

AN o r R & g
ﬂ%ﬁﬁ)gﬁ%}iéﬂé Homology Eﬁ'fﬁj 100 &y: 1;.-‘ Homology ‘ﬁ
2= TR ' by
7o o fCT N . (RA7 A HO M)
X230 EBiT, & DDMS/MSZ Y l
= - N 0 e L4
T =21 DA A A3 T A0 . : o v 2 Outlinerssas
ERLTVET, B3 A 2a7, o
HetmiZ A A v A a7icktintT 57 F 52 594.4706 1780.4140 1779.9375 0.4765 0 69 2.9e-005 1  K.MVVTLIMPIAN
599.4568 1795.34686 1794.9489 0.3997 0 72 1.4e-005 1 R.THPHVHVGTIG
l\*}ﬁ(f'ﬁ'o *ﬁﬁiﬂﬂ\y—&i\ Homologygﬁﬁﬁx = Fl 59 Top scoring peptide matches to query 52 - GITINTSHVEY
. z k. ATDKPFLLETE
7 (jlf\‘l/\;‘ﬁ) t Identityﬁﬁ{[ﬁ% =l (%El/\ Seore greacer than 32 indicaces homology
Score greater than 36 indicatea identity
R E7ay RLTWET,
::::, Score  Expect Delta Hit Protein Peptide
L L | §5.3 2.9e-005  0.4765 1 EFTU_ECOLI K.MVVTLIHPIAMDDGLR.F
230> FEUE, B & (3R OMS/MS A ;‘_:; 15.3 7.4 0.4699 - R. IITHPLGMVEDDIVTE. I
° — . N N 11.3 i} 0.4145 F.DPLTVLIGENHPFSALR. Q
XY MT=ZTITR AL 22T b Elen{ 10.2 23 0.4774 R.GLGUTDNGEP IGVPVGTE. T
,fJA 1014: 0) o 7"3’_ }\\‘ k H 1 j—c) J: U{ EFTU 9.7 26 0.5209 R.DITVYAIDIAEFDAPE. A
L N omology ¥ 9.3 28 0.4257 R. DTLDVHLVPVSIFIGR.T
;1_:: 8.9 3z 0.498% B. IDVEPVFTAHPTEAVR. R
; - T T 7.5 45 0.4046 R.SGATDVLVVDSVALLVER. &
Identlty Eﬁ 'rﬁ A 7 » % 2 WJ T 'é_ ° Elon F.3 46 -0.521% K. PMSAGRARLAGAVGYFVLTE. A
Identlty Eﬁ1ﬁx = ?bi *ﬁ@l(_\:,;d.% t f—; EFTU 5.8 &8 -0.48671 R.DGRDTLIISSGLMTHR. A
N - Elon

HRTF RO LHE SIS WFHE
23 0.05 (ZHRHET D ERPREERE W

DHEfEAR 2T TH 2% DIZx LT, HomologyBff A 2 7%, MBKR L 2D T F ROA A A 2T 34 th#k O/ IUE (Outliner)
XS T 2 BRI 72 B G VORI A 27 T, £< D4,

Homology RAfER 37 > Identity REX a7

THY ., IdentityBfiA 27 &> CTHEBEMOHEZTT D i iIHomologyBIME A 2 7 258 2063 IH V FHAN, X23

D EREITRT LI,

Homology BAfER 37 < Identity REX a7

DOEAEVE, WHE DR DA A A a7 o7 F RIZEI L T, HomologyBfEA a7 Zfti-» CHEMEZERTHZ L HTE
FTOT, K2B3OFTED L ST, MEERITIZING 2 00EAaTRRTLHEIICLTOET,

T hY IR T VAR S
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4-3 FDR : False Discovery Rate

MascotiiZRIZL » T v b LT F RRFENE I L. BIE (A

e 24 BERBEROES
27 & B VNEHIFHE) 28> THE L £, 7= & 21E. K240 LR

AATICT DT F FOEFGAI %7 LTOET A, BIE (RREDH) RAME (f= & Z IXHAFHE 0. 05)

T o T, BEOERICH DD T v v 7 AHE (EMR) X7 F RiC R

BIEOLEMOT 7w 7 & FETHRW (RIEMR) ~TF K J‘D"Cb\ ZaAT7IzHT BA

£7, | TF FOE#S T
b L, ERY VTIPS I THREN TS ET5 L, [ |

24D HEED L H 12, Mascotl@RIZ L o Tk v R LI _TF RAREM (R |

@) PARIEME (FQ) DESTH I ENTEET, K240 TEIXEME R .==E.

IEfif & 2 SR HE L T2 KT, : 237

24D FEEDKTIL, BEZH > TO~@D 4 SO H Z &
NTE, TNEFNKRDO L D IEREFF>TOET,

BETDHE2VNVERN

@ True Positive : Eﬂ@&*”ﬁéﬂ\ %/‘j‘;\‘LZEﬂg .. EE%D—GE*L'i‘IEﬁZ (¥

@) False Positive @ IEfR & HIE &, FEITANIESME L B ERER(ER)ES
® True Negative : RIEMREHIE Sh, ERICREM [ | (132 EMTES,
@ False Negative : AIEMif & HIE SHL, FKIXIESM .==

EEITIE, ERY TNV EEND X Y EIIAHTT OT, ERF
EREME ST 22 EIXTEERAN, ROXHIEZ2DE TO
False Positive] IZEHENLXTF ROREHET LI LN TE, FE @
BRRTF ROFITE EN D REM~TF FOEIE TH 5 FDR(False
Discovery Rate) @i 5 Z LMW TEET,

@ False Positive

False Positive <
vF (EfEEHIES
NE=HEIEFERE)

True

[ |
Negative ..
[ |

(1) EETILIERY VT VOERT — 4 2 EET HESNT —F ~—
AWK LTHRRLEESGE, BOoNZAERXTF NITILEMR
(True Positive) & RIEfi# (False Positive) DMEMFE L TV D,

® True Positive

(2) RIETL2ERF T NVOEET — ¥ & FIE LRV T — 2~ False
— A (Decoy RBLHN T —# N—2) ITx L THE L= 56, Hbh e m
TG B 72T F RIZIZIEMF (True Positive) 1T & £ CTuiau (4% -
i _ False Negative %<
?ﬁf’éé)o bbb, RIEM (False Positive) DA EEI, Y F (REME %
DATEROEIT (1) OFRTERE (False Positive) DIITHY T 5, ; Shi-AELER

REE
(3) ) THELNIAR LRI T K (False Positive) DE & (1) T

SNT=HE 727 F K (False Positive+True Positive) DEH>
LIROREF > TFREFHETHZ ENTE D,

FDR = False Positive (False Positive+True Positive)
= DecoyECHIDBEENEE LR TF R TargetF2FIDBRHEDEE LR TF K

Mascot Server(f, H&E L7zBlHIT — 4 ~—A (Targetfil§| 7 — & X— R LIEACTWET) B3MFOT I Rt 2> T, 7
2 BEHIN T v F BIREASNT — 2 _X— A (DecoyBiHIT — X NR— A EMEA TWET) ZH 7B L, Targetlildl| 7 — % ~<— 2
& DecoyBid T —H N— A Z Rl - WSLITHRT D Z LI XD WE D OELNIMERHRL O BBIICFIREZFHE L. £ ORER
% [Summary Report] ~_—IIZFRLE T,

MISHRFE SRR ER— 2 (K20) (2B W T, =T D FHIZH % [Decoy] #F = v 7 L, [Start Search ---]/R ¥ > % L TMascot
F#R % FAT L TL 72 &\, [Database (s) ] TR L 7zTargetfil¥|7 — & X — R IZKFT D Decoyfil T —# _X—R% U T )L H A AT
TERL L. 2 DOEHIT — # _— 215 L TR « MSZIRER ZITVWE T, 2 0087 —F _X—A % MmBELET DT, BFO 2
fEOBRIFH A2 L £7,

K25(IFDROFHFHIZ R L TOET, ZOFFEHIE R R T BIITRORLICT 72 A LTL Z&Vy, [ProteinFamily Summary
NR=UNFRENETOT, 74—~ v bz b —L 3% L®D F(ZdH 5 [»Decoy search summary (random protein sequences) ]
)y LURBLTLEEN,

T hY IR T VAR S
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http://7RX k4 /mascot/cgi/master_results_2. pl?file=F981139. dat
http://www. matrixscience. com/cgi/master_results_2. pl?file=F981139. dat

[ 25 False Discovery Rate (FDR) MDEt&E#HER

Protein Family Summary

Significance threshold p< 0.05

Ions score or expect cut-off 0
Show Percolator scores

Dendrograms cut at

¥Decoy search summary (random protein sequences)
Peptide matches in target in Decoy FDR

- above identity threshold 2343
- above identity or homology threshold 2851

Max. number of families AUTO
0

#I| [above identity threshold] D& Tlk. Target &5l DB
TEY bLE=RTF FD%hE 2343 {&. Decoy E23l DB T
[X 96 T DT, FDR=96--2343 x 100=4.10% [Z%4 Y F
9., BEHRIC. [above identity or homology threshold]

% 4.10% % [ pgETIE. FDR=221-2851x100=7.75% (=4 Y £ T,

221 7.75% 1% [=] I

Decoy results are available in =fthe decoy repmt..—{ Decoy EE;U DB (:i:jj— 6@%%%/\"—3)‘/\0) 1) ‘/7 l:t; 2T L\ij‘o

Protein Family Summary

Significance threshold p<

Ions score or expect cut-off 0 Dendrograms cut at

Show Percolator scores

¥Decoy search summary (random protein sequences)
Peptide matches in target in Decoy FDR

- above identity threshold 2479
- above identity or homology threshold 3104

Decoy results are available in ='the decoy report.

0.06710 Max. number of families AUTO

0

Hhelp]

[Adjust to] M#EE% > T, FDR=5%%#1=9 [above

123 4.96% % (3 identity threshold]ZERT7F FZE#H L. FhIZHIE
59 17 " 3T B URIATOMEERD S ENTEET.

K250 EOFITIE, FEE Lo A A v A a7 ORESRMEZHT-T7F Rehhti L, FORZ RO TWET, 7205, Targethid
FIDBIZxkE L Cik, HIRHEO. 05K IZ kit~ 5 Ident i tyBfESe(4 [above identity threshold] O F Tk v N L7=_7F FOHIL
2343, ZAUT%F L CTDecoyBl DB TIZI6MH T DT, FORIFKD L S ICHETHZ LN TEET,

962343 x100=4.10 (%)

FIfRIZ, Tdentity BfE & 5V T Homology BEED &6 B AvVINS W OfE %2 B4 & L7z [above identity or homology

threshold] DFED FIR IZIRD L 5 ICFHET L LN TEET,

221+2851%100=7.75 (%)

250 F OB Tix Eof] & idaifiiz, [above identity threshold]4To>[Adjust tol R % 45 CTHEE LIZFDR=5% BT HE D *
FBRERE SN TS Z L ER L TWED) 277 F Rahhit U, FEEIZIFFDR=4. 96%Zxt T 5 A A 2 a7 ORIfE &

L 0.06710 ZkKDTWET,

DecoyBit#l 7 —Z N— 2 IZFAT 55 LONEITRON—V % TE I,

http://#R X ~% /mascot/help/decoy_help. html
http://www. matrixscience. com/help/decoy_help. html

TR RS T URAKAEH


http://www.matrixscience.com/cgi/master_results_2.pl?file=F981139.dat
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P 5 BRERER

5-1 RERBRA—CDEHE

FAMRFHERA— VORI E L0 F L, REREA—VHSEES Y, T2, By b LIS SIHDY 2 b
( TSummary Report] ~2—), b v b L7=Z /87 B OGS ( [Protein View] ~2—) . b v b LT F FOFEMER
( TPeptide View] _—)&#/RLEJ, £z, [Summary Report) ~<—Uix, MFBEHIE L FRINDIEMIC L0 SFRIEIZMT S
NET, FLIFROR—VE TELEEN,

http://7R X k4 /mascot/help/results_help. html
http://www. matrixscience. com/help/results_help. html

K2 BRERR-—CDER

1. TSummary Report] R— (Ew bL=2 /U EZERATIBIZRTLED)
— Concise Protein Summary (RARTRINBIBRFBHLRER—)

PMF #&3% —

— Protein Summary

— Protein Family Summary (MS/MS F¥—%4 A% 300 HLL LDIESICERVICRTINIBERLER—)
NIS % )
SQ 1;2? —— Peptide Summary (MS/MS 7—%4 /%300 EAREDIGEICRMCRTINDIRRERER—-D)

— Select Summary (Peptide Summary Zd& Y /X7 FZLEREHRER—D)
2. TProtein View] R— (Ew bL=2 UV BOFMERZBENIZRTLED)
3. TPeptide View] R— (Ew b LERTF FOFMRIERZENIRELET)

TR RS T U RAKARH


http://www.matrixscience.com/help/results_help.html
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5-2 JH4—<w bar kO—JL/\RJL

X261 Rrd Lo, B hLIF U NI EY A N &FE/RT S [Summary Report] _—IZiZ7 4+ —~v har ha—/x
V3BV [Summary Report] R—YORFHOTIY XL, FREINDIEREZRET HT-OOFMEZRETHIENTEET,
WL EM2 G202 B2k [Format Asl £ 72 1% [Filter]ARZ &L T 2 &V,

K26 74—~y bar ka—)L/AR)L

YA Mascot Search Results ‘

Peptide Summary Report

Peptide Summary [~ Help
- Significance threshold p< 0.05 Max. number of hits AUTO
Standard scoring © MudPIT scoring © lons score or expact cut—off |0 Show sub—sets 0

Show pop—ups @ Suppress pop—ups © Sort unassigned | Decreasing Score  [+| Require bold red [

Peptele Semmsary Repoct

| Protein Family Summary

Significance threshold p< 0.05 Max. number of families AUTO ZA[help]

Ions score or expect cut-off 0 Dendrograms cut at 0

Preferred taxonomy | All entries E

(1) [Format As]ARZ > DEICH DT NE T A =2 —75 [Summary Report | OFFEJE A TRIN-I 25 Z & N TE £, BAED [Summary
Report] OFFHEIZT N A T A =2 —0DF < EIZERENTHET (X260 BT Peptide Summary Report). TE¥ X
[Protein Family Report] <9),

(2) [Siginificance threshold pI THE LT 2T A > 2 37 OHFHE (0. 99~ 1E-18D%E) XL » & K& WHIFHME 2> % o
RIBIRY A LRSS ET,

(3) [Max. number of hits] CHREL 728D % v X7 E&w ) A MFRRLET, "AUTO” £721370" 25 7€ L7-5A0%. B2 =27 (MIS
BMBOBRIZETCORTF ROAL AL AT EHE) LD b RERT T A L AaT 2RO R ) X MRFRENE
R

4) FREND T T A L 2aT7OHEIESE LT, [Standard scoring] BT 2 XFF ROA Ao 2 a7 2fEE) H 5T
[MudPIT scoringl URIBTAXTF FOAF L 2aT7DHLH, BERA2 T BB LI OAR 2T ZfE) 28R L7,

(5) [lons score or expect cut-of f] CHE L7l 0~ 1 OB THIUTHIFHME L L TRV, 1 ETHUIA A 2aT &
LTHEWET, HELEMMHE( A 22 7) L0 B RENVUINIWV)RTF REY 2 MPLERINLET,

(6) [Show sub-sets] Tli% 0~ 1 O (7= & 2130.5) ZIHE L. KX VXV EIRBET HX7F FEix LT, f/E L=HE
U EDIRELTF RaFi> [Sub-set] # v /"7 EEFRLET,

(1) 2RI BRBTHXTF RO 9T YES I VAT =Y NVERHETRIC, (A R2aT7n) by 7107 F ROR
I T T4 RO ERRTDINE D DDAA »F & LT[Show pop-ups] & 5 i [Suppress pop-ups] Z IR L £,

(8) [Sort unassigned] Tix, # > /37E U A MIRBLRWSTF REURDLELM4 (A a7 HIEH D VT A2 T HIE) 234~ L
E3r

(9) [Require bold red] Cix, ¥ VBT =7 FTDE, AF AT T T BUPLONTF K GRILFTHER) THOYE
BoONRTF RKLFTRR) EGLH L RI7EY A NERRLET,

TR RS T URAKAEH
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(10) [Dendrograms cut at] THEE L7 A 27 LL LD Fi> & 7 BTk HBERIN R R ENET,

(11) [Preferred taxonomy] Tix, ¥ /378t v U A MIEEMICE RS ETWERREA 2N L T ZE W, NCBInrd X
T, OEDDH R FITEBOAEMFENRBE SN TV DS, #2378y MU X MIFZEOREY VT ERER
ENFETH, REX AV ETIHRL, BROEMFED X ) i FoRSETWVGEEICEHTT,

TA—vy Far br— BT 55 LORRTRON—D 2 TR TES 0,

http://7R X k4 /mascot/help/msms_summar ies_help. htm|#FORMAT2
http://www. matrixscience. com/help/msms_summar ies_he |p. htm|#FORMAT2

TR RS T U RAKARH
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5-3 RNV EDHTE

MISHRER E72IESURB TS F RERELETOT, By FLEXRTF IRRETLIX RV EEETHZ LiICLD, E
BRI EENTWAE U EEHEELE T, £72. By FLEXTF RRERO X R FIZIRET 2561, K27
WCRT I, NSO Z 7 /E % [Same-set ], [Sub-set]. [Intersection] 2L, B ER—JICHKRLET,

K2TDFHITlE, Z 2/ 7EAZIE 3 DDXTF Rl | p2, pO)MFB L TWETH, RUXTFRRmBEL TCWE X " I7E
BiZZ L /R EHAD TSame-set] (TS i, (p1 | p2. p3) DIMOEBRIT U= XTF FWRIES D5 RV BHC~EIXZ ™y
BAD TSub-set) WHHINET, X/ EFEGLH vV BARIE LW GEFED) X7 F R (pd, ph) BEENTED |
&R BMNIKT D Mntersection) EFEATWET, 2B, K2NRTRTF RORBBREN S, & L X7 BRUSD & 2]
JREITHOWTE, ERY U TNVICEENTODNE I DEHIMT 22 LIXTEETA, FHLUTROR=VE TEHITZIN,

http://7R X k% /mascot/help/interpretation_help. html

http://www. matrixscience. com/help/interpretation_help. html

21 EY FLE-STBEDRTF FEFZ VIV BE~DIREH (p1 ~ pSIFEY FLIZRTF FERLET)
B BEA D pl p2 p3
BURYEB pl p2 p3 —— AUV BEATRBTERTFRERL - 2/ EAD [Same-set)
AN EC T pl p2
BUIHED p2 p3 BUNTENRETARTF FOBAEES — 22/ U EAD TSub-set]
2NV EE  pl

BURVEF p3 pb BUR0E N ISREBTARTF ROMAES & FHEOR
BUNHEG - 02 TFENIRE — 2 /32 E AD Tntersection]

TR RS T URAKAEH


http://www.matrixscience.com/help/interpretation_help.html
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5-4 Concise Protein Summary (PMF)

PMFREZR ST L TIRNCE R S 5 DIELX281277 TConcise Protein Summary] ~<— T4, b v hL7=Z v\ HITHE
F—=H Il v F LIe_TF RORBBIRIICE D Zv— 7 &h, ffiBIc) A MoRENET,

X 28 MConcise Protein Summary] R— (Ewv bLF=R /N0 &% /Y FMIKTFR)

| 5 P t/cgi/master_results.pifile=..%27d: O ~ & & X | & concise Summary Repo... x
I7UF) RKE(E) FRV) BRICADA) Y—IUT) ALT(H)

SMATRL.

séiies) Mascot Search Results
wasi — dA—HE&, WRAA bIL. T—E2IT7AIL4%A.

Email H iématri i .con
Search title | Quick start for a PMF search (@A L-FR5| DB 5. BEEE. by
Ms data file : C:\inetpub\ A\mskk' ledata\ le.mgf

- ; ; 2 15
Timastomp . 22 pab 2011 at05:07:34 Gar T L oreed rasidues) FRA7TEY bLES VR BRI EDE
Top Score : 102 for OPSD HUMAN, Rhodopsin OS—Homo sapiens GN=RHO PE-1 SV-1

HBERTLFES,

Mascot Score Histogram

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.
Protein scores greater than 70 are significant (p<0.05).

BEfER 27 (70). BRMBMEE(.05). a7 4TS
I SEERLET, COBITIE. BB 10 EBAE Y
0 I L.

N1EHLZENDOMYET,

Concise Protein Summary Report

(EEREE] Coros ke Sy = Help BREFBRR—DZ, J4—< v ba2 bO—JL/ARIL, BIER
Significance threshold p< 006 Max. number of hits AUTO 4 > ([Re-Search All]. [Search Unmatched]) #&RRL ET .

Re-Search All Search Unmatched

Mass: 39437 Score: 102 Expect: 3.3e-005 Matches: 11 —~

TQS:HQH\O sapiens GN=RHO PE=1 SV=1
E Mass: 39606  Score: 65 Expect: 0.15 Matches: §
S=Macaca fascicularis GN=RHO PE=2 SV=1
Mass: 39641 Score: 64 Expect: 0.2 Matches: 7 Ew ~ Lf:g )/{7§E~ 1—t§9 ylfbﬁt %a)
n Os=Cricetulus griseus GN=RHO PE=1 SV=1
op Mass: 39928 Score: 50 Expect: 5 Matches: 6 — _ -5 — > —
= O s L . Same-set & Sub-set [T/ IL—EVSJ LTRTLE
op Mass: 40005  Score: 50 Expect: 5.1 Matches: & ~, 90 v S N = i
n OS=Alligator mississippiensis GN=RHO PE=2 SV=1 j-o 9 .//\7 Eo)_)’@ + W | /ﬁ"?‘i rPrOteln
AF  Mass: 39594  Score: 50 Expect: 5.4 Matches: 7 . o33 I~ — e
s=Loxodonta africana GN=RHO PE=1 SV=1 View] R=IAD U J[2E2TWES,
Mass: 39571  Score: 50 Expect: 5.4 Matches: 7
n OS=Sus scrofa GN=RHO PE=1 SV=1
1 Mass: 39624  Score: 50 Expect: 5.4 Matches: 7
S=Trichechus manatus GN=RHO PE=1 SV=1 -
Mass: 39507 Spore: 48 Eynect: 7 4 Matches: &

28D 41Tk, [OPSD_HUMANI 3£ % v "7 ETH Y | £ DE &I 39437 Da, 7' 7 A A2 7(% 102 | WifH#EIX 3. 3E-005,
BET =2~y F LIZIHONTF RARRE L TWOET, ROFT0 [OPSD_MACFA] LA 13 [OPSD_HUMAN] ®Sub-setiZfH 3% &
VNI BERFRTRINTEY, REFX X7 HO[PSD_HIMANIZIR BT 2 1EO T F KO [EHGEREGIZH 5T F R BNIFE
LTWET,

RFEY RV EOFRFMEIE, ARICE Y FLIZX UV HERECTIERWERA T EROX X7 BORMTT R, 74—
~ v bz hr—LXx v [Max. number of hits] D AJMICRRE T2 F 7 Ba AJiL, [Format As]A % > & #i4
T LT, RRTOMDS R BEFRSEDLZENTEET,

[Significance threshold p<d AJICER A A L, [Format As]AR & v &3 2 Lic k0 BEEAE S22 LN T&Ed,
IR OEBMEZFEE LG el 3fHE S LT, 1L LOBEEAEE LG AIE T nT A v Aa T & LTABEILET,

lConcise Protein Summary) ~X—IZBI9 2 KV EELOWNFIZRON—V% ZELTZS 0,

http://7R X 4 /mascot/help/pmf_summar ies_help. htm|#CONCISE
http://www. matrixscience. com/help/pmf_summar ies_help. htm|#CONCISE

T hY IR T VAR S


http://ホスト名/mascot/
http://www.matrixscience.com/help/pmf_summaries_help.html%23CONCISE
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5-5 Protein Summary (PMF)

T —~v har ha—Asxuh 5 [Protein Summary] %R L, [Format As]AR & > &4~ & | X291/~ 3 [Protein Summary |
N=UG Y b 7,

12129 TProtein Summary] R— (Ew kL=2 280 & & YEMIZERTR)

<« 3 & hitp:localhost/mascot /egi/master_results. pl7fie=. %27de = B & X | & protein summary Repor...
I7OUF) RE(E) JRY) BRCADA) Y-UT) ~LTH)

Index -
RER A7 EBAA VN BEFEN 1 %
Accession Mass Score Description
e S A e LT e ®RLFET,

I
THtvarES, Mass(EE). Score(F
O74 2207 (BEZBALESIEFEX

Results List

1.

(Al Mass: 39437 Score: 102
Rhodopsin OS=Homo sapiens GN=RHO PE=1 SV=1

Expect: 3.32-005 Matches: 11 :I.

Observed  Mr (expt) Mr (calc) Delta Start End Miss Peptide

903.3420 902.3347 902.4345 -0.0998 340 - 348 0 K.TETSQVAPA. - = e 4

1373.6810 1372.6737 1372.5608 0.1130 315 - 325 0 R.NCMLTTICCGK.N + Of %-Gim)) ~ EXpeCt (%ﬁﬁs) ~ MatCheS (_\7 Y
1403.7220 1402.7147 1402.6576 0.0571 326 - 339 0 K.NPLGDDEASATVSK.T o o - L
1727.9160 1726.9087 1726.8786 0.0301 297 - 311 0 K.SAATYNPVIYIMMNK.Q| ? L«T:&j? Fo)ﬁ) ~ 9 i \9 E% & t E§
1743.9510 1742.9437 1742.8735 0.0702 297 - 311 0 K.SAATYNPVIYIMMNK. Q| —_

1759.9660 1758.9587 1758.8684 0.0903 297 - 311 0 K.SRAIYNPVIYIMMNK.Q| 7]R L,ig—o

1788.7210 1787.7137 1787.7939 -0.0802 312 - 325 1  K.QFRNCMLTTICCGK.N

1804.7100 1803.7027 1803.7889 =-0.0861 312 - 325 1  K.QFRNCMLTTICCGK.N + Oxidation (M)

1818.9630 1817.9557 1817.87SS 0.0802 232 - 248 1 K.EAAAQQQESATTQRAEK.E

2159.1430 2158.1357 2158.1067 0.0290 ‘97 - 314 5 K.SAATYNPVIYIMMNRQFR.N

2256.8710 2255.8637 2256.0634 -0.1996 - 0  -.MNGTEGPNFYVPESNATGVVR.S

CDAVINYEIZIRYF LEMND
EET—42%R~LET,

1

°57O 2174.8120, 2190.1120, 2273.2660,

No match to: 832.6620, 1186.4390, 1515.4440, 1617
22

d

.4890

A Mass: 39606
Os=Macaca fascicularis GN=RHO PE=2
Mr(expt) Mr(calc) Delta Start

Score: 65 Expect: 0.15 Matches: 8§
sv=1

End Miss Peptide

Observed

903.3420 902.3347 902.4345 -0.0998 340 - 348 O  K.TETSQUAPA.- = - A0 s
1373.6810 1372.6737 1372.5608  0.1130 315 - 325 0  R.NCMLTTICCGK.N + Oxidation (M) BEICRYFLERTFRD
1403.7220 1402.7147 1402.6576 0.0571 326 - 339 0  K.NPLGDDEASATVSK.T 25 s B

1743.9510 1742.9437 1742.8735 0.0702 297 - 311 0  K.SASIYNPVIYIMMNK.Q HERE= (Mr (calc)) Delta (&
1759.9660 1758.9587 1758.8684 0.0903 297 - 311 0  K.SASIYNPVIVIMMNK.Q + Oxidation (M) -

1788.7210 1787.7137 1787.7939 -0.0802 312 - 325 1  K.QFRNCMLTTICCGK.N 23i8%). Start/End (B2HI DL
1804.7100 1803.7027 1803.7889 -0.0861 312 - 325 1  K.QFRNCMLTTICCGR.N + Oxidation (M) §

2256.8710 2255.8637 2256.0634 -0.1996 - 0  -.MNGTEGENFYVPESNATGVVR.S B). Miss GRiEib A Fﬁ) .

No match to: 2.6620, 1186.4390, 1515.4440, 1617 357\. 1727.9160, 1818.9630, 2159.1430,
2174.8120, 2190.1120, 2273.2660, 2288.4890

Pept ide (BC 51 15# + fE&H FH)
ERTLEYS,

Search Parameters

Type of search
Enzyme

: Peptide Mass Fingerprint
: Trypsin

Fixed modifications

Mass values
Protein Mass

Peptide Charge State
Max Missed Cleavages
Number of queries

Variable modifications :

Peptide Mass Tolerance :

: Carbamidomethyl (C)
oOxidation (M)

: Monoisotopic

: Unrestricted

+£ 0.2 Da

D1

A

i 19

| BREHERTLET. |

Mascot: hitp://www.matrixscience.com/

[Protein Summary] ~X—Tidb v FLI=Z U RIBEONEE LY
BlcELT, 77ty va e, HEOMass), BT A A 37 (Score) |
F%ﬁk(Matohes) VAV I+ {C A =C =P 4t/ oA 2:“) ~vF LEEET — % OB & (Observed, Mr(expt)) &Z D

I (Mr (cale)) BLOENDLDFES Delta), ¥ v F LIEEHET —ZITHIST 27 F FOZ 7 BRNIZRIT HALE (Start,
m®\$@%#4bﬁm39\Ti/@EW@@W@&@%@%%%%%LTV&TOit\mommM®ﬁKﬁ:@ﬁyN
TEIZH LTy F Lot BRET =2 2R L TVET,

bty N7 78 1AL [OPSD_HUMAN] 1X, 77 2= 7ix 102, MiRHEIZBEEL COMFHE 0.05 ZRK&ETMS 3. 3E-005,
AAT 3 AGTT7 DLy NI B AL LA DB L R PRI I AT T CAOREE D IREER DY, BRI AL ISEOE R’ T —2DHb
[903. 3420, 1373. 6810, 1403. 7220, 1727. 9160, 1743. 9510, 1759. 9660, 1788. 7210, 1804. 7100, 1818. 9630, 2159. 1430, 2256. 8710
DIHDOERET — X IZxHET 2T F FRRBE L COETOT, 20X U ERERY VT MICEENTO D AREERRE N Z
LAY ET, £, ERP OB/ OLNIER(EERLER) LESEN LANR, FORRMEIESICEL Y 7,

[Protein Summary] ~X—IIZBIT 25 X VEELVHAEIFKROR—U %2 ZTELIZEN,

FHLLADZZENTEET, By FLIEFADH IR
WIFHE (Expect) , BET —H I~y F LIXTF

e
SF LA

http://7R X 4 /mascot/help/pmf_summar ies_help. htm|#PROTSUM
http://www. matrixscience. com/help/pmf_summar ies_help. htm|#PROTSUM

T hY IR T VAR S
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5-6 Protein View (PMF/MIS/SQ)

[Summary Report] _X—I ICERENTWAHEZ NI EOT 7w yiarRKEEd 7Y v 7% LR3012777 [Protein View)
R=URFREN, by bLEEF I BICET A L ViR E R N TEET,

X 30 MProtein View] R—< (2 /Ny BFHRE & YFMICEKT)

/& Mascot Search Results: OPSD_HUMAN - Windows Internet Explorer [=lE ==
(L) - [2) heep:/ocathost/mascot g protein_view.phrie= -] B[ ¢ ] X |4 microsoft word 642y I £ -]
FrAIF) BEE) T|R(Y) BRCADA) Y—I(T) ~NLT(H)

x & | @ Varisble modificationsOxida G- |LEaOg =

Yo BREAD (98]~ | @ concise ... | @Masc.. x B~ B - @ AP - I Y0 - @

{2557 MASCOT Search Results

Protein View: OPSD_HUMAN

J

I

Rhodopsin 0S=Homo sapiens GN=RHO PE=1 SV=1

Database: SwissProt
Score: 102
Expect: 3.4e-005

g e 27 NCBI BLAST #2+4 k4> NCBI Taxonomy Browser R—A~®
s s st s o e (| 2 SR () OBREOM. BEEH. TV FLETS
Search parameters JBOHAN—FRLREDFEREZRRLET,

Ms data file: C:\inetpub\mascot\mski\ sampledata\pmfSample mgs
Enzyme: Trypsin: cuts C-term side of KR unless next residue is P.
Fixed modifications:  Carbamidomethyl (C)

variable modifications: Oxidation (M]

Mass values searched: 15

Mass values matched: 11

Protein sequence coverage: 25%
Matched peptides shown in bold red.
51 GEPINFLTLY VIVRRKKLET BLYILLNLA VAOLAAVLGE FTSTLYISIE IYFLERTF REFBEXETRTSINET, £f-. lUnformatted

101 GYEVFGETGC NLEGFFATLG GEIALWSLUV LAIERYVUUC KRMSHERFGE

151 NADNEVAFT WVMALAGBAP PLAGHSZYIP EGLOCSCEID YYTLXEEVEN sequence string:| MAHEICHDI T/ BEEHI > VEV) VI T

201 ESFVIYMFVV EFTIPMIIIF FCYGQLUFTV KEAARQQQES ATTQKAEKEV

251 TRMVTIMVIA FLICWVEYAS VAFYIFTHQG SNFGPIFMTI DAFFARSAAT 6 t = G)I > |~ |} ,E*EE 7—_:;1 |~ -Gﬁﬂ_T L/ ig—o

301 YNPVIYTISNY KOFRNCMLTT ICCGENPLGD DEASATVSKT ETSQVAPA

unformatted sequence string: 348 residues (for pasting into cther applications).
Sort peplides by | © Residue Number © Increasing Mass © Decreasing Mass ~

Start-Emd  Chmerved Mremt) Nr(ealel  Deitey Pepiide T YFLI=RTF KD Start/End (F2FI D £z

1-21 2256.8710 2255.8637 2256.0634 -0.1996 0 - MIGTEGPNEVVPESHATGWVER.S

232 - 248 1818.9630 1817.9557 1817.6755  0.0802 1 K. EAAACCOESATTOKAEK.E B). Delta(BE28E) Miss GRiEIEY A 30

297 - 311 1727.9160 1726.3087 1726.8786  0.0301 0 K.SAATYNPVIVIMAMK.Q

297 - 311 1743.5510 1742.5437 1742.8735 0.0702 0 K.SAATYNPVIYIMMNK.Q = H = = —
S O g A A | Peptide (B25I1E#H HEMIFR) ERTLFET,
Gilom imemrsin srerrier revoses oems s Kermmriecmts 7 #. [Sort peptide byl R4 > CHRIEFIE
LI oo sums ey aevees oaam 0 A mewierecic e b o BIEICHREZ B ENTEES,
o mateon tor 832.6620, 1185.4350, 1516 4440, 16178570, 2174.8120, 2190.1120, 2275.2660, Z268.4390 ) 29y F LEBEOERIEE EREDE
i ¢
3 i 70y LTVWET, BESHED
5 ° 5 0 N N
1 £ FrYyIJL—iarh—TJITHELE
-
DT P = v ‘ 9. EH. TRMS error] DIEIFIZEXR
. s <o0r ¢
EERLTLET,
=

P e SwissProt 73 £ DESIF— 4 N—RI2 & > T4 /3 BORHM
| ERERTASETSNET GESBETT),

i Craniata; ; Zutelecstomi; ~

[Protein View] ~—U Tk, 20 F 7 BOFEMER (KT IV BEES E <y F LEERT — 4B A= LT0DHT 2
J BEECHES Sy BB, 77—V a VI NI A MV vy E) BRI ENTEET, £in, BRET—F (£
i) L 2 ORI E OEESE T 0y N LIERERES T 7, HENTEEGOX ¥ U 7 L—1a o —7 (B BRIE#R)
WxHE LET, BRERES 77 EFEREOX Y )V T L—2a U =T RRRDEGEIE. 20X 237 BIdH " (False Positive
ey M) OFRREMENRSH D ETOT, HET — 4 OMBEEEZBKRT 2 LERH Y 7,

Protein Summary] ~<—IZBT 5 L VEFELOANFITKON—V% TELIZE 0,

http://7R X k4 /mascot/help/results_help. htm|#PROT
http://www. matrixscience. com/help/results_help. htm|#PROT

TR RS T U RAKARH
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5-7 Protein Family Summary (MIS/SQ)

Mascot Server EikiiBAZE | 30

MascotFRIZIA LTZMS/MSDE B A7 kLT — Z 133008, Eo41%, ®31i12779 [Protein Family Summary) ~3— A%

RANCFRSIET,

31 TProtein Family Summary] R—

3

v

SMATRIX )
USCIENCES

MASCOT Search Results

user

£-mail

Search title : PRG2008 SwissProt Mouse

MS data file : D:\PRG2008\mgf\merged.mgf

Databases : 1: CRAP 20090731 (111 sequences; 37,180 residues)

Taxonomy : 1: (none)

2: Mus. (16,273 sequences)

Timestamp : 5 Mar 2010 at 14:04:48 GMT

Warning
Research | ® All © Non-significant © Unassigned «[help] |

ot what you expected? Try efthe salect summary.

» search parameters.

» score distribution

P Legend

Protein Family Summary

 Fiter__| Significance threshold p<  0.05
lons score or expect cut-off 0
Show Percolator scores

Preferred taxonomy Al entries

» Decoy search summary (random protein sequences)

®-

Export

2: SwissProt §7.14 (514,789 sequences; 181,163,771 residues)

No taxonomy indexes for CRAP, taxonomy 'Mus. ignored. Searching all entries in cRAP

As XML |

Max. number of families AUTO
Dendrograms cut at 0

1—H4, BWEXA LU,

1

1=Ec% DB 1E#. MRBAKZEDFERERTLES,

T—R2I774ILA, BRICERAL

_/

B 1% & ([Re-search] K &

EHORATHTIS

AThelp]

. BEEFTSC

([Export]7R#% >). TSelect Summary] R—I~DEE, &%
TJORTWPDTAaAVEL YY), E
BRI 7 PRRYT IL— T EDERTE Decoy REMR DR
ENTEET,

V). REBREDO I 7 A ILH A

C

J proteins (482) || Report Buider |[ (26031)

| 4

Protein families 1-10 (out of 482)

10 [lperpage 12 (3|[4) [5] /6. [4g] [mext

Expand

Accession || contains _[v]
b1 1::TRY1_BOVIN
»2 2CP2CT_MOUSE

1 2:
4 2:CP239_MOUSE
5 2:CP238_MOUSE
2 2:CP254_MOUSE
6 2:CP270_MOUSE
3 2:CY250_MOUSE

Collapse all

B IEBRRLTRTRENYBRH ENTEET,

C

e BRBELHN SE—T— FBRETHEANTEET, |

TAY1_BOVIN

~63 peptide matches (13 non-duplicate, 50 duplicate)
9l Auto-fit to window

Query Dupes Observed Mr(expt) Mr(calo)  Delta Score Expect Rank U Peptide
#4049 bg 513.8603 1025.7060 1025.6001 ©0.10590 36 0.018 by vy
520.9165 1033.8184 1039.5212 20 3 1.4 b
704.46 06.9236 1 294 0 1.5 b3
470.4068 1408.1987 1407.8230 0.37560 39  0.0073 by
Locus:6.448.3
Score > 32 indicates identity
#18020 b7 738.0084 1474.0022 1473.7959 0.2064 O

4 oxidation (4

L& 1 2:GRP78_MOUSE 1292 78 kDa glucosa-ragulated protein OS=Mus
'| E 2 2:HSP7C_MOUSE 353 Haat shock cognate 73 kD
3 2:HS71L_MOUSE 165 Heat shotk 70 kDa pratain 1-like OS=Mus musculus GsHspatl PE=2 SV=a
$ 88888 28-°
va 2:CYBS5_MOUSE 1228 Cytochrome b3 OS=Mus musculus GN=Cyb3a PE=1 SV=2
Score Mass Matches Sequences emPAI
41 £2::CYB5_MOUSE 1228 16817 63 (48) 8(6) 5.00 Cytochrome b5 OS=Mus m: GN=CybSa PE=1 SVe2

HEFTEIRTFREHD2AVINVED
HUEFRIHER. 7oy a3
BS. JATFA 2 RAT7. F/T—>
avERRLET,

0.4

16! 1654.8437

PT7AAVED)VITEHIEICEK
Y . Same-set & & U Sub-set &2 > /%Y
B, VNI BICRET AR TF FiE
|, by T 10 RTF R EDHEHRE
#RLET, 4H,. 1 F20RaA773 >
IJ1EDORTF FIEFBIXFET. 14
DRAT SV 2HUTORTF RiE
EAXFT. HFFED 0.05 KUH/ND
SVWRTF FIFAXFTCRIRINE
R

10 [+] per page

2 0.1240 0
528.5314 1653.0483 1654.8437 62 4.6e-005 b1 U K
1175.6897 2349.3647 2349.022 100 56-005 by U
#3041 P10 7€4,1341 2349.3005 2349.0227 104 1.7¢-009 b1 U
» 1 subset or intersection (1 subset protein in total) /
»s 1 2:PDIA1_MOUSE 1116  Protain disulfide-isomarase OS=Mus musculus GN=Pahb PE=1 SV=1
T 2 inows wouse 46 Toadoin damain-tataiins rtan 8t s ST P 52
& El »
’e 2:CP1A2_MOUSE 1048 Cytochrame P430 142 OS=Mus musculus GN=Cypis2 PE=1 SVei
b7 1 2:RDH7_MOUSE 1023  Retinel dehydroganase 7 OS=Mus musculus GN=RdhT PE=2 SV=1
T 2ii7me mouse 612 Hyronysared 175t dabpioganase & OSius s GNeHed 1758 D62 SVt
e |
& 3 3833
»s 2::ENPL_MOUSE 1015 Endoplasmin OS=Mus musculus GlisHspS0b1 PE=1 SV=2
»o 2:MGST1_MOUSE 833 Microsomal glutathione S-transfe
»10 2::RL7A_MOUSE 771 635 ribosomal protein L7a OS=M

IR=SHEYDEINIET7 3 —DRTHEDIEE. KT

212 afls (s]ls] (0| nee|  [Esmiat] [ Colmest| @——| Rz \R—TFBBNDIRTE. RTRBHROER - BMETS
i, e et sy — EMTEET,

[Protein Family Summary| ~_X—Tid, v bL7Z U7 HZT 0T A v AaTBICEREINETN,

Hicey bLE

RTF Red@Em s UCROBEBY VRV ENFET 58130620 DD 7 /—7 (Protein Family) IZF & 6, HWOH
PUEZRITRIER E EHICFRENET, 72, BBERZ2 7 70V D 1 ~2 =V HORICRD I IICar "7 MoE e,

£

T hY IR T VAR S

FERZR T BIEIS T O HBA DRI H DT A 2 &7 )y 7 LR L, RERIFIIRFT DR IICL TS 72D, KB
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WIERET = CRTORBRER LA T A ICERSEDLIENTEET, 2B, VIO COEROBICERINEEA VT v 7
AT D=, EONPICHE TR ZE U323, 2B B UBRITRAEICERRESNET,
728, X312k L7= [Protein Family Summary] ~X—TDFIIRDURLIZT 7 AL, ZELEEW,

http://7RR k4 /mascot/cgi/master_results_2. pl?file=F981139. dat
http://www. matrixscience. com/cgi/master_results_2. pl?file=F981139. dat

HEIZE Yy FLERTF REdb@mE e U TR MY 7 BITIROB{EEZE U TIE L, ProteinFamily: LT/ L—E
7 LET, O & DDProtein FamilylZJ@ 9 2 X /X7 B A L A_—OFEPE L, HEHBEORXTF ROR a7 Z o TA L —HD

e 2 o 2%

1

FIRL. WER Y T A XL ELT > TROTWET,

FaFA L RATIEDE R BFY A BT D,

@2 MDIVAIND, KR UTA AT DR R ERBER L, 20X /37 BIZFES HHomologyBIfEZ = 7 L)

(3

4)

(5)

(6)

(7)

8

9

EONTF FEHIHT S,

QT LT TF RegteX o 082 (1) DY A MPBHEEH LT Protein Family] ®A =& 1L, Z1
HEL)DY A ML EL,

BR)DH YT BT HHomology A 2 7 LA EDORTF REMMHL, (VDU A IS INSDONTTF Red
Fo X LN EKREH LT [Protein Family] A= 1L, ZRHE 1) DY 2 R RL,

THTED X XN EL 2D T OREZRHR Y KT,

Hi7-72 [Protein Family] Z{ERRT 572 DIZRRZREEZITV, HomologyBIfEA a7 LA EDRT'F RS 72 5 F
THEY T,

Protein Family] O AL /N—& L THIHLIZZ L R0 BORTF R&T 2 BRESINEE L L 5 ICEET 5
(EfG, EBRF. BRAITICLH2EELZHRL) .

(1) D H X7 G % Same—set & Z DAt (Sub—set, Intersection) (Z431T 5,

BRI A N — [ o0 JERE GELEIEA 7 F RICEY L T Homology/Tdentity® /N SN J5 ORME % = 7 4y DFEHE)

ZRo, BN T 22 0BE2IT ),

&7 B O, X132

. . _ 32 Ay ERDEREDRO A
WCRLIZE DT, T AR

N \ S, SNy F : 4 JOFAAATF> G &T
ATBRECTOL LRI R $1ioR p3 p4 p5 5L 02 DRMERIT i 5

M F &G DB

(B RIERIPHRT, T aT svromb L

A VAT P/INSWNHTFOH R

o Score Mass Matches Sequences emPAI
IE(Z N TIEG) T S 71131 #2::PROX4_MOUSE 126 33667 4(a) 3(3) 0.36 Paraxiredoxin-4 OS=Mus musculus Gh=Prdxd PE=1 Sval
457 " R (p2) WL ¥/113,2 ©2::PRDX1_MOUSE 76 25228 3(3) 2(2) 0.31 Peroxiredoxin-1 05=Mus musculus GN=Prdx1 PE=1 Sv=1
~ Y (p2) %1 : — Er =
ES L p2) ZFR L Redisplay | All [ None ‘Score > 31 indicates identity” — 34-31=3 = #5325V ¥
E T iiemxawouse
% DA=ZT D Eﬁ 1ﬁ A a7 w5 peptide matches (4 non-duplicate, 1 di e 2 2:PRDX1_MOUSE
(Homology E‘ﬁ 1@ <1: Identity E‘ﬁ 1@ ¥ Auto-fit to window s s 3
Query Dupes Observed Mr(expt) Mr(calc) M Xpect Hank U 1.2 FPeptide
D/INISWHFD ARz Z OPIT #2694 488,2970 974,579 974.5518  0.02760 (34)  0.03 by U ( W B.SVDEIIR.L
N
#4806 527.3665 1579.0778 1579.8926 -0.81480 34  0.0043 P1 U M  R.VSVADHSLHLSK.A
X3 0 5 @%@ﬁj\ =t %ﬁ #3533 Wy 605.0467 1208.0787 1207.7056 0.37310 57  0.0002 p1 U M R.GLPIIDDR.G
#3531 605.0112 1208.0078 1207.7056 0.30220 (50) 0.0011 Bz U MM R.GLFIIDIK.G
%: L/"C;k&)"([/ \ij—o : @{&‘[J"C 24446 590.4919 1768.4540 1767.8550 0.5990 0 71 1.6e-006 p1 U W K.DYGVYLEDSGHTLR.G

G 2 X7 F i p2 OO

LOTTOT, Zo X7 BFECOEML 34-31=3 122V ET, TOX L TR 37 BN - CREERN 2 T A

SR ZAT, ZORERE 2 2 EOBPEZ RS & LTRRLTOHET,

[Protein Family Summary] ~<X—IZB4 2 X VFELOVHFITROR—T % ZTELZE 0D,

http://7R X +4/help/msms_summar ies_help. htm|#FAMILY
http://www. matrixscience. com/help/msms_summar ies_help. htmI#FAMILY

T hY IR T VAR S



http://www.matrixscience.com/cgi/master_results_2.pl?file=F981139.dat
http://www.matrixscience.com/help/msms_summaries_help.html%23FAMILY
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5-8 Peptide Summary (MIS/SQ)

MascotfZRIZHA LTZMS/MSOBEH ALY b LT — Z 73300 KT ORI [Peptide Summary] ~_— I AEANCFKR S ET (X
33D HFRTHITIFROURLIZT 7 EA L, 74—~y har ha—A %L Cllons score or expect cut-of f1MfE% 0.05
12, [Max number of hits]Dfiz 2 (2w ML, [Format As]ARZ U Z LT 7EEW), by MLEF U7 HEXTur A
ZaTFNEZRREN, XN BIRET 5T RIIMS/MSOBREANY MT— 2l E & bICE RS E T,

http://7RX k4 /mascot/cgi/master_results.pl?file=../data/F981123. dat
http://www. matrixscience. com/cgi/master_results. pl?file=../data/F981123. dat

[ 33 TPeptide Summary] ~—<

JMATRIX)

)::}\l“ Mascot Search Results A—HLZ BEIA ML, T—E2 7744, B
: R i FRIHEA L 1-E5) DB &4k, BRBE, ABLT
T A O74 2 RAFTEY LR VRO BERBE

DERERTLET,

2007 at 14:09.

) 160 kDa
0) (€0 kDa

Mascot Score Histogram

Tons score is -10*Log(P), where P s the p
Individual jons scares > 38 ixicate identity or extensive homology (p<0.05).
Protein scores probabdisn:

A RAAT7BHE(ZDHFITIE) ., Ev hLEL2VARIBEDRIATHGET S

: JEERLES,

Pepide Summary Report T4#—<vy b3y bE—)L/AR)LTIE TSummary Report] R—<

T T e DEEOYYBZ P, RRENIERELAES 200 HE
Aobeiii§ e 6 e | TSI BETHoLMTEET, [Search Selected] R4 v THRERZE

Select All Select None | Search Selected Error tolerant | Archve Report ﬁ 5 : & b§—6 % 353- o

~N

Ev LIV BEI VNI BERGLEDE
AEREZNICRETHRXTFRELBICTA
TAVRATIBIZRRLET, VT YEBIZTIY
AH—YILEEHLEDREXYFLEEAA VRO
FEE N0 HEDRTF FRRFESNET (TR) .

Top scoring peptide matches to query 11

Score greater than 27 indicates homology

Score greater than 40 indicates identity

Score Expect Delta Hit Protein Peptide

45.4 0.016 -0.0329 1+ CH60_HUMAN APGFGDNR

11.3 42 0.0001 K.APMNNDR.R
10.4 52 0.0001 K.ANAPSCDR.L
10.1 55 -0.0727 K.APGSSRMK.T
8.8 74 -0.0801 K.APVLMMR.M
8.8 74 -0.0801 K.APVMIMR.D
7.4 le+002 -0.0540 K.SASNIADR.R

2 7.4 1e+002 -0.0177 K.AVGDSDNR.G

7.2 1.1e+002 -0.0541 R.TTSPGIGGR.L
6.9 1.2e+002 -0.0727 K.ATVAVCGGR.L

Pepes

Ey FJRERTENTVEWNE V8V E
(Z DT I% FCHE0_HUMAN & T'CH60_DROME ] )
ICIRBELTLWAWRTF RFEYR FRFL
EX

49 o
i s7s.ssse s7e.ssin
7113707 1420.7269

v
¥ 497, 26051
¥
v
W 4z 932.4608 1862.9071
z
v
v

3 933.0038 1863.9930

¥ ce 11138947 39,662
o 1161775 35,5106 /

Search Parameters

CHORRTHEALERREMGERTLET,

T hY IR T VAR S



http://www.matrixscience.com/cgi/master_results.pl?file=../data/F981123.dat
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TPeptide Summary| ~=X— 21tk v R LT X U T EZ A ICHOWTIRONENEZEH SN TWET, K3B3OHITIE, 74—~
v Ay b a— ARV TRIE LRI LT 2504 > 237 ( TCH60_HUMAN) & TCHB0_DROME] )3t v hLTWAZ &%
SRLTEY, 728 %1 TCHE0_HUMAN] 2 oW TR DIEmMA TR I TWET,

by hEEM ) XXV EOT 7w a %S [CHB0_HUMAN | & & [Mass: 61016), 7’171 > A= 7 [Score: 1176,
ANTF PICv v F LIMS/MSOEBEARY AT — 28 (I aNOEUTA A2 A a7 OBIfEZ B 2 7oMS/MSOE & ARy
R LT — % %) Matches: 27(27) | & v h L=~ T'F N7 v o NS BEE %88 2 7=~ 75 ’%%) [Sequences: 17(17) J,
7 /7 —3 = 160 kDa heat shock protein, mitochondrial precursor (Hsp60) (60 kDa chaperonin) (CPN60) (Heat shock |

Flo, by ML ORI BILRBET 5X7F NIIROHER & & bIZ Y A MRRENET,

Query : MSMSOE AT MATF—Z Do = F 5 ( Peptide View) ~—2V 7 LTHET)
Observed : 7'V B —HA A L EEOERM

Mr (expt) : 7V —H A A4 OF MR (35 1E)

Mr(cale) @ 7'V U —HA A O IEE & (ERHE)

Delta : 7'V I —H A 4L B EFRE & FHimfE o

Miss @ RUIEro A &

Score @ A A AT Iy aftObOE, MICEYENA AL AT EFFORTF RPFET D 2R LTHNET)
Expect @ HIRFHE

Rank : 222757 ( [4-2 IdentityRifE & HomologyRE) % ZHi< 72&\)

Unique : Z D& I BIZOBAFIET HUnique’R X7 F FOSGEIT U 25k

Peptide : ~7F K7 I /il

B, VA RSN TVLIXTTF REIXFREEL LOLFAICE > TROE®RZFF> TWET,

() FREOLT  AA AT T 7 IO TF R

2) BBEXF A4 22T T 07 2 LLFOXTF R
(3) KXF: XTFRFIANMIHDTELG L7

(4) MISCF : TTIEAATF RYRMIBRG LTS =Y

72237 2 VFFNOFTIE, by FES1O TCHEO_HUMAN) [ZIFES 57 F F K APGFGDNR. K (v F L=z =V &L
THEGLCRBY, 7o, ZoESNE M1 O R AT— IV EGDETERINDIA AL AT 7 I BNENLTTOT
KILFORGLFTEREINTVET, &y hEE20 TCHE0_DROME] (ZH W\ Tik, T Tlck v &5 10> TCH60_HUMAN] o> &
TATRB LTS T VIRV ETDOT, MiXFOROBLFTRRINTNET,

7 =Y EE2IOF T, by &ES1D [CHE0_HUMAN] (23 Tl K. VGGTSDVEVNEK. K D7 F Rz~ v F L, 417 =Y
BROA AL AT F 07 WLDXTF RTTOTROVFRELF TR RINTWET A, & v FEF20 TCH60_DROME] (23T
d, A F L R2a 7 57 H2ALD RVCGSSEVEVWNEK. K 12 v F LTWETOT, fIVEBATFTERENTHET,

KWIRESLF-ONXTTF R WIBIGINOA A AaT Z 07 EIUD) 25T, RES NN K0 &n g X3y B2 23R
SHT-WEAEIE, 2 b — %D [Require bold red]Z5 =7 L, [Format As]AR&Z 2L T ZE0,

[Peptide matches not assigned to protein hits: (no details means no match) | »7m > 27 iZiZ, By hL=Z Ry
B (Z BT TCHE0_HUMAN) F5 X O% TCH60_DROME) ) IZJFJE L7227 F K& Y R FRAR L TNET,
Peptide Summary] ~—IZRAT 5 LV EELVARITKRONR—T% TELTEE W,

http://# X % /mascot/help/msms_summar ies_help. htm|#PEPSUM
http://www. matrixscience. com/help/msms_summar ies_help. htm|#PEPSUM

TR RS T U RAKARH
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5-9 Select Summary (MIS/SQ)

N
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BZBNWT, Zr—~v b ha—L %56 [Select Summary (Protein hits)]Z5@4R L. [Format As]zR & > Z#fi4
3412779 ISelect Summary Report] ~2—I 28]V #b v x4,

[Select Summary Report] _X—TTlx, B v h LT

F KU & ~Z [Peptide Summary Report] ~<—IIClb_RTEV a7 bbb TEREINET,

34 TSelect Summary Report] _—

ftaics! Mascot Search Results
user
Enail :
Search title : MS/MS Example
MS data file : C:\Auto MSMS output\Sample 1.pkl
Dataase : SwissProt 51.6 (257964 sequences; 93947433 residues)
Timestamp : 19 Feb 2007 at 14:05:47 GMT
Enzyme : Trypsin
Variable modifications : Oxidation 9
Mass values : Honoisotopic
Protein lass : Unrestrictea
Peptide Mass Tolerance : % 0.2 Da
Fragment Mass Tolerance: + 0.2 Da
Max Missed Cleavages : 1
Instrument type : ESI-QUAD-TOF
Number of queries s
Protein hits : CH60 HUMAN €0 kDa heat shock protein, mitochondrial precursor (Hspé0) (60 kDa chaperonin) (CEN6Q) (Heat shock
CH60 _DROME 60 kDa heat shock protein, mitochondrial precursor (Hspé0) (60 kDa chaperonin) (CPN60) (Heat shock
Select Summary Report
Select Summary (protein hits) = Help
Significance threshold p< 005 Max. mumber oftits 2
Standard scoting © MudPIT scoring © Tons score of expect cut-off 0.05 Show sub-sets 0
Show pop-ups © Suppress pop-ups © Require bold red []
© All queries ) Unassigned © Below homology threshold  © Below identity threshold
1. MAN Mass: 61016 Score: 1176 Matches: 27(27) Sequences: 17(17) ~
0 KDa neat smock provein, mitochomdrial pracursor (HSpe0) (60 kDa chaperonin) (CPN6O) (Reat shock
Query Observed Mr (expt) Mr (calc) Delta Miss Score Expect Rank Unique Peptide
i1 417.1822 832.3498 §32.3828 -0.0329 © 45  0.016 1 K. APGEODNR. &
12 422.7433  843.4720  843.5066 4  ©0.07 1 U  K.VGEVIVIK.D
15 4s1.2499  900.4853  900.5200 52 0.0039 1 U  K.LSDGVAVLR.V
16 496.7806  911.0467  911.5804 55 0.00056 1 U  K.VGLQVVAVK.A
480.7427  959.4748  959.5036 45 0.007 1 U  R.VIDALNATR.A
595.7855 1189.5565 1189.6012 (57) 0.0011 1 o K.EIGNIISDAMK.K
603.7720 1205.5234 1203.5962 60 ©0.00048 1 U  K.EIGNIISDAMK.K
605.3099 1214.6052 1214.6307 73 2.26-005 1 U  K.NAGVEGSLIVEK.I
617.2857 1232.5569 1232.5885 81 4e-006 1 U  K.VGGTSDVEVNER.K - S N R
41218575 1365.6600 1343.708 s oooois 1 v RTvTERSWSSERY BHEIZEY FLEA VI BEREEFA
714.89356 1427.7730 1427.8058 (73) 2.1e-005 1 U R.GVMLAVDAVIAELR.K 34
722.8849 1443.7552 1443.8007 75 1.2e-005 1 u M 7 — [—] < o N
Jon oais 1505 7a4n 1505 7450 [ Frsh, ACRTFRITEY L
760.8461 1519.6777 1519.7439 (89) 4.7e-007 1 U  R.TLNDELEITEGHK.F s -
Ga0. 01 1917 oz om0 o6ss lor aeoms 1 b mrssisrveAmTwT X C| RO T VLN EREET HEEIET =
960.0327 1918.0505 15918.0636 (87) 5.1e-007 1 u K.ISSIQSIVPALEIANAHR.K N
sors si06 2057 o067 2057 015 s oews 1 b rgersmpuovrrseeen s JBERIOZIZHI T BENETS
1057.0537 2112.0929 2112.1323 116 6.82-010 1 U  R.ALMLOGVDLLADAVAVTNGPK.G
1065.0399 2126.0653 2128.1272 (72) 1.7e-005 1 U R.ALMLOGVDLLADAVAVTMGPK.G *Li-a-
1073.0477 2144.0805 2144.1221 (93) 1.3e-007 1 u R.ALMLOGVDLLADAVAVTMGPR. G ®
1183.1570 2364.2094 2364.3264 (65) 5.3e-005 1 U R.RPLUITAEDVDGEALSTLVLNR.L
789.1094 2364.3063 2364.3264 95 6.3e-008 1 U R FPLVITASDVDGEALSTLVLNR.L 58
026.1322 2451.3748 2481.3942 4  ©0.003 1 U R TALLDAAGVASLLTTAEVVVTEIFK.G
854.0588 2559.1545 2559.2413 75 5.1e-006 1 K. LVQDVANNTNEEAGDGTTTATVLAR. §
2. CHSO_DROME  Mass: 60771  Score: 162  Matches: 3(3) Sequences: 3(3)
€0 kDa heat shock protein, mitochondrial precursor (Hspé0) (60 kDa chapercnin) (CPNEO) (Heat shock
Query Observed Mr (expt) Mr (calc) Delta Miss Score Expect Rank Unigue Peptide
u e 832.3498 832 -0.0323 o 45  0.016 1 K.APGFGDNR . K
617.2857 1232.5563 1232.5885 -0.0316 ©O 42  0.032 2 U  R.VGGSSEVEVNEK.K
4.05: 2559.1545 2559 -0. 0 [s] 7. 5.1e-006 K.LVQDVANNTN GDGTTTATV
J

Select Summary Report] ~— 245 LY

http://7R X k4 /mascot/help/msms_summar ies_help. htm|#SELECT
http://www. matrixscience. com/help/msms_summar ies_help. htm|#SELECT

T hY IR T VAR S

FHELOVNEIFROR—V% ZETZENY,
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5-10 Peptide View (MIS/SQ)

[Summary Report] ~_X—T D7 = FREH DL [Protein View] _X—T DA 4 A2 =2 7 1EK35127777 [Peptide View] ~2—
IV LTWET,

B 35 MPeptide View] R—2

LENEY Mascot Search Results

Pepide View MS/MS DEERRY MLT—A1ER. Ev b LTz
MS/MS Fragmentation of TVITEQSWGSPK . . P S oD .
Found in CH60_HUMAN i SwissProt, 60 kDa heat shock protcin, mitochondrial precursor (Hsp60) (60 kDa chaperonin) (CEN60) (Heat shock RTIF R FhANRET B2 N\ BERER
Match ¢ 31 1343.660496 from(672.837524.2%) —

Dm’:ﬁ?cl}?\c:m:.\ﬁ}ﬁnummhnalpkl) ZRL,_CL\ig—o

Click mouse witkin plot area to zocm in by factor of two about that pont

O, [ Platiiom | o o 2000 Da Full range ~

Label all possible matches Label matches used for scoring &

Show Y-ais

NS/MS DEEARY MLOEDE—YIZE
DTG rAAUMREL TS NERE
RITBHENTEFET IIINTIY VY
T5En/z BEMERINET FERRTS
-l m/z BEEEET S TESE
= F)o I IIRVTAEY b4 A URICIEA
AURATFICEBMLTWS TAS Y b F
UIHERRENATWLWET A, [Label all

4 b b b* b+ L B Seq.
1) 1020550 515311 84.0444| 425258 8 s =
2| 2011234 1010653 183.1128| 92.0600 pOSSIble matches] &Y 5 &£, MBI

AREBEETOIYFUINRRTEINET,

[Show Y-axis]Z#F vV 9T 5L, EBHEE
¢ ERT VEARTINET BEEREV ST

2882191 |194.6132) 371.1925|186.0999 | 370.2085 185 6079 ; (isﬁﬁg& iEEﬁﬁEa)%) li#‘\" 1) j‘ L—<3

5728035
1631.5156 |516.2615
918.4316 |459 7194

T
v
T
I
707 E E
6| 6843927 342.7000| 667.3661 334.1867 666. 7 Q | 789.3890 (395.1981 7723614 3866849
s
W
G
s
P
K

7| 771.4247 386 2160 744 39813777027 753 4141|377 2107 661.3304 |331 1688 6443039 3226556 643 3198|322 1636

8| 957.5040 479.2556| 940.4775 470.7424 939.4934 4702504 W 5742984 |287.6528 5572718 279.1396 355 786475
91014, 77664 | 997 4989 499 2531 996 5149 498 7611
10/ 1101.5575|551.2824|1084.5310 542.7691 1083.5469|542.2771 3311976 |166.1024. 1710/157.5892 | 313.1870(157.0972

111198 6103|599 8088|1181 5837 5912955 1180.5997|590.8035
12

2441656 |122.5864] 227.1390114.0731

H—TITHELET,

147.1128 | 74.0600| 130.0863 65.5468

H

200 a0 &0 80 we | 1m0 ~

200 40 500 0 w060

ﬁﬁﬁ?ﬁﬁﬁﬁmmwmmm}— NCBI @ blast #FER—(2 o4 LTWET, [Webgatewayl Y > 5 %45 Y v
e 5T BEMDBEY A FADY LY RA—SBERESNET,
F

e NSNS DEBRRY FLF—RIZTyF Lt A AV RA7 L 10 AORTF KERT
ADEOESS O LTWET, 7/ BEINSRZES ) v I T BE. TPeptide View] R—JEZFDRT

23.0 13436681 -0.0076

157 s 0o F RICET AARICEERALAET, 6L, RTF EAEHShTEY . BRI
CERLE YA CHFEET HHEF. B12 RUTISTY & 5(S[Site Analysis]HA DY, ED
135 -0.0691 [VIDGETLQGLALK. ﬂ%ﬁfﬁ"j”f FbiELL\ﬁ\EK$%Eﬁ1E-Gi% Lai—gi-o

130 7409|-0.0804| TLVLESGDGGIRK.

121 |1343.7045|-0.0440| VATGVQQSIENAK

Mascot: hitp//www matmixscience com/

Score| Mr(calc) | Delta Site Analysi MD-score & 7. 20 &% B 1=8., S4 1) VBRIER TF KR ATHE
3.4  1846.7170/0.1889 DIGSESTEDQAMEDIK [Phaspho S4 84.56%

75.8 |1846.7179|0.1889 DIGSESTEDQAMEDIK |Phospho §6 14.73% ME<. # 8AUDHERTELINZ EZRLTLETY, ISequence]
62.7 1846.7179|0.1889 DIGSESTEDQAMEDIK |Phospho T7 0.72% BOYLUHIEIYwHSTBEETOLY hAAVRARY FLDE—

26.9 |1846.7808|0.1261 KLNSNPENYCESELK

22.8 |1846.7729|0.1339 |KMEDSVGCLETAEEVK 7 [:?‘T-d-é ’{ j— ‘/:/ U _xwd%Eﬁiﬂwﬁt\EﬁgE@? é s & 75“-6
15.5 1846.9230|-0.0161 GAYTIEQHPVLGLEIK

o e o EEY,

Score Mr(calc) Delta Sequence Site Analysis

84.5 |3541.7900/0.0191 |KRYGASAGNVGDEGGVAPNIQTAEEALDLIVDAIK |Deamidated N9 99.79% MD-score (& 27. 36 & K=LV=6D. N9 4 kD
57.2 |3541.7900/0.0191 |KRYGASAGNVGDEGGVAPNIQTAEEALDLIVDAIK | Deamidated N19 0.19%

47.9 |3541.7900|0.0191 |KRYGASAGNVGDEGGVAPNIQTAEEALDLIVDAIK Deamidated Q21 0.02% Hﬁ? = F1t/\o ja’_ F 75‘ 100%[:5&L\EE$—GIE L Ly

14.3 | 3541.7735|0.0355 |INKRLNYIKRQPHQSDDEPAQIMGYKNK = t E% L—C L\QE?—O
14.3 | 3541.7735|0.0355 |INKRLNYIKRQPHQSDDEPAQIMGYKNK
12 5 541 74700 0A20 | ENEVDERKMYENEMOWTIC DUMARTL KA

Mascot Serverid, 7' U —Hh A A LVEEIIyF LIEXTF REHRLE LT, LVBEOH Y —s &7 aX s AU
Sy TFUTEERBE, b A A AT RELRDE—T OMEEHREKE L, A A Aa TN EAL10FEO T T R & iR R
ELTHELETS,

Fug s hAF LRI, A AV RAATEHREER SNET 0 E 7 b VR ROALTTERSNTOWET D, FERALT
FAIAA L ATTICRESEML TV D~V vy F U7 RERLFIIMBR TRV~ v T o7 REHSCFIIHBROFREES B 5
~yFUTERLTONET,

TR RS T U RAKARH
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AF A7 10O TF KL [Peptide View) X—Y FHICREATERINTOVET, R3BITR I TN DHITIE,
Aa7 77 IMLD TVIIEQSWGSPK oA A A =2 71364, 4, 2. VVDLQESSQPSR DA A > A a7 (323.0CTH V. TDZE[F41TT
DT, vy F T OMRLE L TIIHIL0000F0ERSH D Z LIV ET, ZOfID LI, —IZIE, 727 UL LML D
AF AT OEFIHEFICREL, BETDIMS/MSOEREANT MARENA AL AT Ty T THXTF RIF—D2THY .,
ZOMDENA A2 AT OATF RIZx L THIBRICY v F L TWDH 2 ERbh 7,

RTF RBMER SN TRY , B A SPEEFET 561, EOEBEY A FBIELWONE, Mascot Delta score (7%
NRTF RDOAF 2 23T D7, MD-score L MEATHWET) LA SN DMERE [Site Analysis] HIZERLTWET, T 7%
Jb BEGETIE, MD-scoreZS 10D B EITINDTERITHISE LET, KB THICHD 2 OOKRTIE, U UEBMLERT I Moz R
LCWET, UV UVBLOBITIE, S4VA DU VBT F RB8A%DTER CIEL NI L 2R LTCWET, o, M7 2 FMeo
BITIZ, N9 A hORLT I R F RNEIZ100%6DRER CELWZ & &R L TNET,

[Peptide View] _X—IIZBT2 L VFELWVAFITRON—T 2 ZEL I,

http://7RX k4 /mascot/help/msms_summar ies_help. html#PEPSUM
http://www. matrixscience. com/he|p/msms_summar ies_help. htm|#PEPSUM

[Site Analysis] (2B 2 LV LVWHNRITROR—V 2 TELZEW,

http://7R X +4/mascot/help/pt_mods_help. html#SITE
http://www. matrixscience. com/help/pt_mods_help. htmI#SITE

TR RS T URAKAEH
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5-11 BmERFERDHE S (PMF/MIS/SQ)

T =<y harhba— XX Anb
[Export Search Results] % 4R L. [Format
As] AR ¥ > % 4 L [X361277 [Export
search results] ~X—YNFEREINET,

TREEHE R OB % b x 2R (XML, CSV,
pepXML, mzIdentML, DTASelect, Mascot DAT
File, MGF Peak List) T7 7 A /WZH 1§25
ZEeMNTEET, 72& xiE, [Export format]
o TCSV) ZiEiR L, HAJLIeWHEHE 25
= v 7 Lictk. ~— V&K TJ5 o [Export
search results] N & L Z LT 72X,
RFEY a THE 7 7 A4 L LTREDCSVIE
KD7 7 A2, Windows XP D5 & i
C:¥temp 7 4 /L &2, Windows 7D HAIX
download 7+ /LA IRFEENET, CSV7 7
AVERFEY 7 b7 THS ZLENT
xFET,

lExport search results] ~=— U255
FOFHELOVARBROR—-VETELES
W,

http://7RX b4
/mascot/help/export_help. html

http://www. matrixscience. com
/help/export_help. html
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36 lExport Search Results] R—<

Peptide Summary Report

Format As | | Peptide Summary

Protein Summary (deprecated)
{ Protein Family Summary
Peptide Summary
¢ Select Summary (protein hits)
Select Summary (unassigned
port Search Results

0.05
IT scoring

POpP-UPS

{MATRIX
SCIENCE.

Mascot > Export search results

Export search results

Export format | CSV -

Significance threshold p< 0.05
Tons score cut-off 0.05
Threshold type Identity © Homology
Max. number of hits 3
Protein scoring Standard @  MudPIT
Include same-set protein hits
(additional proteins that span [
the same set of peptides)
Include sub-set protein hits
(additional proteins that span 0
a sub-set of peptides)
Group protein families [
Require bold red []
Preferred Taxonomy" All entries

* Gocasianaly raquims infarmatan o be rtrieved o axtermsl ities, nhich can be s

Search Information

=

Header

=

Modification deltas

=

Search parameters

B &

Format parameters

Residue masses

O

Protein Hit Information

=

Score

ISG)

Description”

Mass (Da)"

ISG)

Number of queries matched
Percent coverage™

Length in residues™*

oI

Taxonomy™

Taxonomy 1D

Protein sequence™

OOO0OoOOO

emPAI

Peptide Match Information

=

=

Experimental Mr (Da)

=

Experimental charge

Calculated Mr (Da)

[SE|

Mass error (Da)

Start

oo

End

=

Number of missed deavages

Score

=

Homology threshold

oo

Identity threshold

=

Expectation value

=

Sequence

Frame number

O

Variable Modifications

Number of fragment B
ion matches

Query title
Unassigned queries

(peptide matches not [
assigned to protein hits)

Query Level Information [}

Query title
sea(), comp(), tag(). etc.

Query level
search parameters

MS/MS Peak lists

Raw peptide match data

Show command line arguments ) [ Export search results

2008 Matrix Sciancs Ltd. All Rights Rassrvad.

TR RS T U RAKARH

HOME | MASCOT {HELP

T

HALEWEXEZERLTLC
e, TV LG EDORHE
VI+OIT7THELREWNS
BlF TCSV) ZBRL TS
LY,

BREH. 2NV EFR. R
TF FER. EET 2 ERE
SESEREANSHYET . H
ALEWEBZFz v LT
{FEELY,

[Export search results]R
AUEHFTETFAILICH
NTBENTEET,
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5-12 Report Builder (MIS/SQ)

[Protein Family Summary]-~=—<"¢> [Repoet Builder] ¥ 7% 27V v 27325 &, K37iZ777 [Report Builder] ~—URERIh
%9, [ReportBuilder]~=—TCiX[Proteins] ¥ 7 CEREINTWVINREHX VRV EIZEH LT, Yud A Aarer /vy v
3 VF SR EDOHEAZHBICHAEDE T, £, HAICHT 27 AV F & (el 237 nT A4 o 2a 750l B E) #HEL
T, RRL L NRIBEY A NEERT D2 ENTEET, ERLIZZ L RIBEY A MICSVZ 7 A Ve LTHATHI LN TE
S

[Repoet Builder] # 7IZBI9 2 L 0 EE LWNFITKRON—T % ZEZE N,

http://7R X +4/mascot/help/msms_summar ies_help. htm|#BUILDER
http://www. matrixscience. com/help/msms_summar ies_help. htm|#BUILDER

[ 37 TProtein Family Summary : Report Builder] R—3

{ivert MASCOT Search Results

User : Mel Anogaster

E-mail : mel@bioc.cam.ac.uk

Search title : Time flies like an arrow

MS data file : U:\Docs\Quantitation\ITRAQ\cantab\denisef28QSTARCor. mgf
Database : SwissProt 51.6 (257,964 sequences; 93,047,433 residues)
Timestamp : 19 Feb 2007 at 14:31:55 GMT

@ All © Non-significant () Unassigned I[help] As (XML [=]
Not what you expacted? Try fthe paptide summary.

» search parameters

> score distribution

PLegend

Protein Family Summary

Significance threshold p< 0.05 Max. number of families AUTO  [help]

Tons score or expect cut-off 0 Dendrograms cut at 0
Preferred taxonomy | Al entries [=]
Quantitate | Protein ratio type |Weighted[+| Normalisation Mone [=] #thelp]
Min. precursor charge 1 outlier removal Automatic

Min. # peptides

Unique peptides only [Report Bui | der] 9 j
Report peptide ratios %E*R L,—C < 7_5 é L,

[ —
Proteins (29) Report Builder | J

Protein hits (13 proteins) >7 ,r ar E 7 U k4 7 L’ T [CO I umns : ] EEF’% L’ T < Tf é l'\°
 Columns: (custom) (13 out of 27) @ [Custom] 5 A R4% > %:EIRF 5 & . [Enabled] & [Available]

© saved arrangement | Standard (defalt)

® Custom ‘ MTlolB8&LV—]R2 V&> TRIRBBZBB TS5 &

Enabled Available

Eam\t\)y Pmn;eingits 75“’6%35?‘9 if:s [T]B;U[l]ﬁ@ ‘JEEO’CE?RIEE(D
atabase lember

e s WOMEBEEZEETHENTEET, [Applyl R2 > Z#FE-T
Mass Number of peptides (115/114) = e - .

Hom S0 s Sintean 18110 BERBZEMICL TS,

Num. of sequences SD(geo) (115/114)

hw‘wusw:w 1DA' sanfeant sequences nﬁN/yn:bar of peptides (116/114)

1161114 —) | Significant (116/114)

17114 Not-normal (116/114)

Description SD(gen) (116/114)

17/114

Number of peptides (117/114)
Significant (117/114)
Not-normal (117/114)
SD(geo) (117/114)

P7AaVES Yy LTIFilters:]ZREILTLESLY, 2
DOTNEOUHNLEEHEEHZERL. EEZAALT
Filters: (115/114 > 1 AND 116/114 > 1 AND 117/114 > 1) @ [F| Iter] 71%9 DEW L/-C < Tfé L\o ﬁﬁﬁ&fﬁ”&ﬁ LJ iﬁ L/-C

115/114 [> [+] 1 Remove [
BV EISEY . BB E MK L H
AD[v] 1167114 [> [7] 1 Remove [ [Update] 71‘9 /E?ﬁ_d- - t I-ct I’) . EHHEE* 4" 7]” LT_ ﬁ'f—fd-
AND[=] 1177114 |- [+] 1 Remove [
EMHEEBMTHENTEET
AND[v]  [Family = [<H 74“’9*#’ fn %)'—&75\1335 o
(et
Export as CSV.
Fami . Pey seq - ~
Family | DB Accession Score | Mass Matches | PP | sequences " 115/114 (116/114 | 117/114 | Description .
Famiy (sig) | Sequences | rgq) Description . -
[Columns:] & [Filters:]
1 SwissProt | #VIT3_DROME 212 50436 19 12 13 11 1.761 2.245 3.698 | Vitellogenin-3 precursor (Vitell
2 SwissProt | /PDI_DROME 136 | 63614 16 7 14 7 1.891 3.221 1.717 | Protein disulfide-isomerase prg 411 3 ~ \° ]
5 SwissProt | #VIT1_DROME 115 52618 1z 6 4 3 1.174 1.160 1.554 | Vitellogenin- 1 precursor (Vitell 0) * ¢T 9 // 7 g J X
6 SwissProt | #YL_DROME 111 | 235777 7 6 6 5 1.090 1.839 1.182 | Putative vitellogenin receptor N E‘Z *L j—
7 SwissProt | #/RL13_DROME 97 296329 5 3 4 2 1.577 3.060 5.007 | 60S ribosomal protein L13 (BB l‘ b 1’E 3 i o IE E
8 SwissProt | #VDAC_DROME 97 34278 11 5 6 3 1.042 2.008 3.426 | Voltage-dependent anion-sele| = 1 q j_ $~ 1$
13 SwissProt | #PERC_DROME 81 98282 2 2 2 2 1.265 1.494 1.102 | Chorion peroxidase precursor é 7 J ‘J 7 6 t I\:l' I
16 SwissProt | #GBLP_DROME 73 38892 5 4 5 4 1.117 2.172 2.501 | Guanine nucleotide-binding pr = — R =
17 SwissProt | ZTOP2_DROME 72| 188379 10 4 10 4 1.096 4.004 6.741 | DNA topoisomerase 2 (EC 5.9 %Iﬁ£1t Le ﬂllﬁ - Bﬁl”ﬁ
19 SwissProt | #H2B_ACRFO 72 16544 4 2 3 2 1.442 4.721 9.121 | Histone H2B - Acropora formo: —_ —_
28 SwissProt | #FAS1_DROME 66 | 78034 3 2 3 2 1.492 1.413 1.066 | Fasciclin-1 precursor (Fascicli 0) U X lN ’Eﬁ?]’\'@d’ 6 [ t
27 Drat RLO_DROME. = MARd. 3 3 1.256 1.958 2.789 | 60S ribosomal protein L9 - Dre be—c i
28 Swis: 8 4 1.422 1.906 1.087 | Heat shock 70 kDa protein co N T % j- ®
CSVIFAIEHALETY, 1
Export as CSV [ J
Not what you expacted? Try ftha paptide summary.

TR RS T URAKAEH
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P 6 EENMELRATLEDEE

BESWF AT DB IT D [HROEET =27 7 A VRAVT 7 A V) | 1F, RN A AOEREE — 7 Ofl, LCORF;
FEEISCA X v BB ER A G EGATHET, £, AOEET — % 7 7 A VOBERITEE/OWEEE A — B ORIz L -
TELELTY, MascotlfiBRTILE /) T Y bE Y 7 RE—7 THRENTE—27 U A REHNETOT, EOERT —4 (7
TAWERILTE =7 VAT 7 AN BAERT 2088 H Y £7,

BRONENMET 2T — 2T Y 7 M v =7 I3 — 7 iibgiE 2 AR — F LTV E T O T, Mascot SR I b EE 72 B —
TJYANT 7 ANENERT D Z N TE, F-FIFEZ, Mascot ServerD 7 FA T FY 7 b7 L LTENETD2HDLH Y
FI, BET XY 7 b U7 EMascot Server DEEFIERC Y —2 U R N7 7 A VOVERIFIEIZ OV TIIRDR—T D

lNnstrument Specific Tips] # ZE7Z& Wy,

http://7RX k4 /mascot/help_index. html

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

728, WAL AR D Mascot Distiller [THEEER < A omifill B — 7 IHUAEZAT ) 2 LN TE A Y 7 hy= T TF, HE
ONTEt L AT AT 522 TOFEBEOEDODEET —4% 7 7 A VOEXZV AR — ML TEY ., Mascot Serverd®” 7 A 7 kY
ZhyETELTEELETOT, KYMEICEESHE S AT L EMascot ServerZ iS5 Z &N TEET, FELIFR
D=V TELTES 0,

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

http://www. matrixscience. jp/pdf/MascotDistiller_quickstart. pdf

6-1 7oLV b-TH/8D—

BRSHIEHCAIET 2B &T — 2T Y 7 b = (MussHunter) 24 > TEDBERERT —X 7 7 A VL (EEFIL .d )b E—
7 HHAEL 24T\ Mascot BB D MGF JERX D B —27 U A v 7 7 A VEAERT 5 Z &N TE £7,

6-2 T—E—-HYA4ITYyHI R

(1) Analyst

Analyst @ [Script] A == —IZHEKIN TS [mascot.d11] [ Mascot Server D7 T A4 7 FY 7 hy=7 & LTEMELE
FTOT, =2 U X FOIERAND Mascot Server ~DIRFHAE THMEFANZFEITTHZ LN TEET, E72. mascot. dll 1
Mascot Daemon @ [Data import filter]Z2»SHIEFONT Z & A TEX FF DT, Mascot Daemon & #lAADHED Z LIZ XY Mascot
REHBTL22LbTEET, FLIUIIRORN=VF TEITZEN,

http://7R X k4 /mascot/help/instruments_analyst. html

http://www. matrixscience. com/help/instruments_analyst. html
7235, mascot. dl1 DiHIZ.
http://www. matrixscience. com/help/instruments_analyst. html
MHF = RTLZERTEET,
(2) Data Explorer
Data Explorer O — h¥ A hxHF 7o — R TE 3 Visual Basic ¥ 7 1 &> T Mascot Server |[ZHifid 5 Z &N TE

%9, F£7-. Data Explorer % Mascot Daemon @ [Data import filter]»SREONHG Z &N TE £4 DT, Mascot Daemon & #H
HEDED T EIZEY Mascot RBEEXFAIMET 22 b TEET, FELLIE, ROXR—=VUE TEIZE N,

http://7R X k4 /mascot/help/instruments_data_explorer. html

http://www. matrixscience. com/help/instruments_data_explorer. html

TR RS T U RAKARH
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(3) AB SCIEX 4000/5000 *V — X (TOF/TOF)

GPS Explorer 3 XY TS2Mascot ==—7 «( U 7 ¢ I Mascot Server D7 FA T b7 b7 & L TEMEL £9 DT, Oracle
F=BR=2 2T 7 AL, =27 U A FDIEEN S Mascot Server ~DIRHEFAE TEBFANCETTHZENTEET, F
72. MS Data Converter | Oracle 77— 4 X—R|{Z7 7 &AL, Mascot M D MCF XD E—27 U A N7 7 A VEAERT 5 Z
ENTEET, FLUR, ROR=VE TELTZS VY,

http://7R X 4 /mascot/help/instruments_4000. html
http://www. matr ixscience. com/help/instruments_4000. html

6-3 SRHERR

LAUNCHPAD [ Mascot Server 7 A4 7 v 7 b7 L LTCEELET DT, =27 U X FOERKEN B Mascot Server <~
DIRBHENE TEEHCEITT LN TEET,

64 Y—FET4 v —HYAIUTAT1VY

(1) Bioworks
Mascot Server D27 FA 7 kY7 b7 L LTEMELETOT, B =27 U R FDOIERA D Mascot Server ~DIRZEI A E
THMFGANCEIT T2 ENTEET, FHLIFROR—VETEL SN,

http://7R X k4 /mascot/help/instruments_xcal ibur. htm|#BIOWORKS
http://www. matr ixscience. com/help/instruments_xcal ibur. htm!|#BIOWORKS

(2) Proteome Discoverer
Mascot Server D7 A4 7> bV 7 b7 L LTEHELETOT, =2 U A FOERKD D Mascot Server ~DMFEIE A E
THEEGANCFITT AN TEET, FELIIROR—TE TELZI0,

http://7R X k4 /mascot/help/instruments_xcal ibur. htmI#PROTD
http://www. matr ixscience. com/help/instruments_xcal ibur. htm|#PROTD

(3) leq_dta_shell

HEDOBRET—27 7 AN FEEFIL . RAW ) 6 E— 7 Jh LB 24T 9 extract_msn % Mascot Server PCIZA VA h—/9 2%
ZLiZkY, B—=2 U R FOERA B Mascot Server ~DRERFANE TEEHANZFEITT D leq_dta_shall =T ZFIMT 25 2
MR TEET, E£7-. extract_msn IE Mascot Daemon @ [Data import filter] 2> SFENHTZ &N TE £4 DT, Mascot Daemon
EMABRDEDLZ LIZLY Mascot R AZHEMLTHZ LB TEET, FHELIFRON—VE TEL SN,

http://7R A k4 /mascot/help/instruments_xcal ibur. htm!#LCQ_DTA
http://www. matrixscience. com/help/instruments_xcalibur. htm|#LCQ_DTA
http://www. matrixscience. jp/pdf/jap_settingsOfMs+MdForXcal iburRawFi le. pdf

(4) Zofh
EOERET—X7 7 ANV FEEFIT . RAN 25 E— 7 21T 7 77 AR N DDA EN T ET, 55 L I3kD
R=TUkhTELIIEEN,

http://7R X +4%& /mascot/help/instruments_xcalibur. htmI#EXTRACT
http://www. matrixscience. com/help/instruments_xcal ibur. htm|#EXTRACT

6-b BAVA—42—X

(1) ProteinLynx Global Server (PLGS)
PLGD |X Mascot Server D7 T AT "Y 7 hUx=T7 ¢ LTEMELET DT, =27 U X FOERKAS Mascot Server ~Dfh
RRAETE L TIETTLIENTEET,

(2) MassLynx

TR RS T URAKAEH


http://www.matrixscience.com/help/instruments_4000.html
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MassLynx %o T Mascot MEADE =27 VR NT 7 AT 7 AV JFERTIEL .pkD) ZERTHZ M TEET, £/,
MassLynx sample list i% Mascot Daemon @ [Data import filter]Z»HIEONH G Z A TEXEJ DT, Mascot Daemon &fHAH D
HDHZLIZED Mascot RBAHBET 22 L b TEET, FHLITRON—VETELIZIW,

http://7RX k4 /mascot/help/instruments_mass|ynx. html

http://www. matr ixscience. com/help/instruments_mass!|ynx. html

6-6 AAEF

BRSNS 2ERBET — MY 7 N7 %o THEOHEETF —F 7 7 A Vinh B — 7 LB 217\ Mascot
BBEHDOMGFIERDE—27 U R N7 7 A VEAERT 5 Z LN T ET,

6-7 BX/NA T/ B8P—X

BESNHNAIHET 2 E&T —F BN Y 7 N7 2o THEOERT — 2 7 7 A A b E'— 7 Fi A 247, Mascot
MRBEHOMGFIERDOE—2 VA NT 7 A VEAERT 5 Z N TEET,

6-8 TILAh—-FILFrZH R

BioToolsiIMascot Server®d® 7 T AT vV 7 b7 L LTEHHELE T DT, B—2 U 2 FDOEKD BMascot Server~DFi
FRANE CTEHGICETTDLZENTEET,

TR RS T U RAKARH
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P 7 Mascott&ZE D BEht : Mascot Daemon

Web” 7 ¥ ZFIHAT 2 & RBRGMHFORENascotRBDOEITREEA LV F TV T 4 TIEAETH N TEET, — T,
Rl ARG TL00E DB BT — & & Mascot RIS AT T2 & & (3, PO & > & D T, 100D U & 5 RfffEa A 2577
A TIATHORERDH Y £,

Mascot Daemon{IMascot iR IEHE D B A TS 27-OD I FA4 T Y 7 V=T TY, Tl ziE, 1000 &ET —4 %
—OTOABEIMascotiRFRIZNT 120 LEOEET — X 2 U= i 7 v 7T AW TR L 72 I ascot RIS T 2 &L 5 72
DEAEZEFRL, E{7THZ &N TEET, Mascot Daemon [ Mascot ServerlZxt4 52774 T vy 7 hou=T & LTEMEL
FITOT, Web7 7 UH LEL X ST, Mascot Server PCR, Mascot Server PCE v b U— 2 THifE SNTZPCIZA A h—)b
THIENTEET,

-1 42X =)L

Mascot Daemon MDA > A h—F | Mascot Server ZH X 7 ma— K925 Z &N T&E9, Mascot Server @ [Welcome] + 7

38 Welcomel kv FR—(Z3H B Mascot Daemon DA VR F—S5 1y 2%
Mascot Daemon

Mascot Daemaon is a client application which automates the submission of data files

sg-a-rascot server. It runs under Microsoft Windows 2000 and later.
@ pgrade | Troubleshoot

~N— (http://7RR b4 /mascot/) B &, N—ToFRICH S [Instal 1]V 27 %27V v 7 LTS W (X 38), [lnstalling
Mascot Daemon] O— I APAXFFT DT, A A2 h— /L FEEx LS, 15, Instal | Mascot Daemon by clicking on this link]
DRIZH D [Daemon.msilV 27 %27 Vw7 LTLIESW, [F7ALDEYD A= RIOX A Tr IRFRRENETOT, [EFT]
WA EML, BRENDZAT 0T ONEEINESTA VA =D T IZE 0,

AVAM=ARBKETLEDL, [RE— =T XRXTOTAY 5 L]—[Mascot]— [Mascot Daemon] %~ U 7 LT Mascot Daemon
FHREE) LT 72E W, #1HT Mascot Daemon % f2#i4 5 &, Mascot Server ¢ URL ZFEET 5720 @ [Preferences] %A 7 1
TNFRENFETOT, HlIZ7A 5o T Mascot Server @ URL (http://7RA +4£&/mascot/cgi/) # AJjL. [Savel R¥Z o Z#H L
TL 72 &V, Mascot Server LiBIENTE B Z & MR TX 72HF 5 C Mascot Daemon 2MCE) L £9°, 7233, Windows 7 DAL
W OENEETT > 721412 Mascot Daemon % fLE) L, Mascot Server @ URL Z457E L CTL 72 &\,

[C:¥Program Files (x86)¥Matrix Science¥Mascot Daemon¥Daemon. exel#H %2 U w o —[FONRF 4 1-[HifttE]1 2 T[4
ELRLID EBELLTCIDTAYSLEETT S 2FvY

1-2 =R=a37JL

http://www. matrixscience. jp/pdf/jap_mdaemon_manual_2_4. pdf

Fiz, WAL T = ([Help] # = =——[Mascot Daemon Help ---]) H HFECTITEL 2 &0,

TR RS T URAKAEH
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Mascot Server EnifkiieAZ | 43

P 8 Mascot Server)&EIiF

Mascot Serverid, Hl¥IT —& N—ZRRICEH ST 5707 T ALENLDOT 0T T AEFIETIHET 7 A Ve & TR S
N7, BHECERARY 7 U7 T9, Mascot Server!IMGd CLEIZEIET 29— Y7 by =7 TR, FARESS= T —
07 EEERNCT 2y 7 T5ZLI2XY, K0 RELDIRETHA - AT LB TEET,

8-1 Welcome kv TR—

X3 x L=k 91z, Welcomel b
T R_R—VZ [ FIMascotiRR & T 5 7=

39 MWelcome] by FR—TDYvsH

OO [Mascot] UV o7 HhpH & LT, B

BT — 5 _X— 2O A BT D

Z LN TE S [Database Status] U 7. | seicome BEBALTWLS Wb TS5 HHA

WEORBIERIIT 78 AT 5 Z LR e Y S T T Mascot Server IZELTL\AME S hE
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