Mascot Server

ki BAE

I' SMPDIDLNLTGPEK

€00 00

100 —
= |- 25845
80— =
_:é |- 2.0e+5
8 e
g 5 - 15e+5
2w z s =
G . > . g 10045
* g I . = g = )
= = - @ = =
“ n = [-5.0e44
b L | N
T O PO 1 R A 1 I 0
200 400 8 1000 1 14

m/z

. @ @ @ T @)
= Y = & B 506 to 141573 L4

MATRIX
SCIENCE



Mascot Server EuifiiBAZ | 2

<4 HX P

P 1 MascotBZEHAVHIRE—F - - -+ 3

1-1 PMFf%3% : Peptide Mass Fingerprint | 1-2 MIS#% : MS/MS lons Search

» 2 JRTLHEE - - - 8

-1 YIrHIT7HER | 222 Xy bT—9#K | 23 9547 VYT ERHIT
2-4 D NLEEE | 25 BAIT—42R—R | 26 x=a7I) | 2-7 MascotDHRFHIER

P 3 MascotieZEDIEFEBETREHE - - - - 12

3-1 Mascott®&MiEEE | 3-2 #&FEFHE | 3-3 PMF#RZE : Peptide Mass Fingerprint
3-4 MIS#z& : MS/MS Ions Search | 3-5 SQ#& 3 : Sequence Query

» 4 XaFyYyvy - - - - 18

4-1 RO 7 LEAEE | 4-2 ldentityBi{E&HomologyRifE | 4-3 FDR : False Discovery Rate

> 5 BRERERE - - - 22

5-1 RRWBER—UDEE | 52 Jr—<vbarvbto—iR=xiL | 53 2V EOHE

5-4 Concise Protein Summary (PMF) | 5-5Protein Summary (PMF) | 5-6 Protein View (PMF/MIS/SQ)
5-7 Protein Family Summary (MIS/SQ) | 5-8 Peptide Summary (MIS/SQ)

5-9 Select Summary (MIS/SQ) | 5-10Peptide View (MIS/SQ) | 5-11 BEHERDHEAH (PMF/MIS/SQ)
5-12 Report Builder (MIS/SQ)

P 6 BESWHRTLEDEE - - - - 38

6-1 7oL bh-F4o/05— | 62 I—FE—-HA4ITvyHs R | 6-3 BEHERT
64 S—FETA4 VX —HAITT4TavY | 65 BERVF—5—X | 66 BAEF
6-7 BN/ T/ —X | 68 TJILh—-FILr=ZHR

p 7 MascotiRZEZDEENME : Mascot Daemon - - - - 41

-1 AR =L | T2 <=7

P 8 Mascot ServerEIHE - - - - 42

8-1 Welcome by 7R—< | 8-2 #3504 : Search Log
8-3 EHl|T—A2 N—RX &I : Database Status | 8-4 BBFEEZHE : Configuration Editor
85 EXa)T4a | 86 RREKDTIAILIERE | 87 I5—04F | 88 RNvws7yd

R EVYI RS T ABARH



Mascot Server EuifiiBAZ | 3

» 1 MascotiBZFEIVA v O RE—F

1-1 PMF#% : Peptide Mass Fingerprint

1-1-1 Mascot Server ~MIEHE

Web7 Z UV EEBEIL, IROT RLRIZTZ7HEALTLEEN,
A R EMascot Server/NA VA M =L ENTWAHPCHOKR A 4
<.

©) http://7R X k4 /mascot/

Mascot Server(ZHEfe Siv. X1 Welcome] kv 7 ~_—U0#k
RENET, @ [Access Mascot Server]V > 7 %27 U w7 LTCL 2
S, P21 R R IE ARG 572 D [Access Mascot Server |
NR=UNRERREINET,

1-1-2 BEHEDEFER

MSDE | AT R LT — ZZ%F T B Mascot f 3R ILPMF (Peptide
Mass Fingerprint) 58 LA TEY | MSOEBEAY MLiZ~ v T
THH R EEMRR - FAELET, lAccess Mascot Server] ~—
2 (X12) » [Peptide Mass Fingerprint] ™ Q) [Perform search]
Vo 2a2Y v LTLKIESN, HBITRT, PUFBGREF 2R ET
%728 @ TMASCOT Peptide Mass Fingerprint] ~—URFE/RENE
T

1-1-3 BEEHOHRE LBEDET
IMASCOT Peptide Mass Fingerprint] ~<—<7 (XI3) 128\ C,

c BB L T2V ELSI T — & _X— 2 : @ [Database (s) ]
- FEBRSA:

® [Enzyme] : W{bm%sR

® [Allow up to] : KLY A hk

@ [Fixed modifications] : {L &

[Variable modifications] : FHRR& &A%
HESFRHOEREREE - @ [Peptide tol. ]

ERREME LTRELTIZE,

[Fixed modifications]. [Variable modifications]®fsEix. HMl
DIANRYy I AZHDT NV %E7Y v 7 L, [K] RETEMY
ARV LTIESY, BV A L FUIZhHHT U 28R L,

[ > IRZ T LAMOY 2 PRy 7 ZZEY £,

[Your name]. [Emaill. [Search title]l AJIHf~oDCFFASITAT:
B CTMN, 2 2 CTAN LT CFFNTEE OMascot i 52 I 2 FEOVHH 97 F%

WCRIHT 22 ENRTEETOT, ANTLHILEBEDOLET,

[Data filelD[BRBIRZ LV INOMSEET —X 7 7 AV EFREL

7-#%. @) [Start Search ... ]JRZ &ML T EEW,
BI3DOBITITER L& LT,

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

® [Allow up to] “1”
@ [Fixed modifications] = “Carbamidomethyl (C)”

missed cleavages

1 Welcomel by ITR—

® O® | Mascot search onpic

MATRIX
SCIENCE

s, 20(18) 3551-67 (1999)

2 TAccess Mascot Server] R—

© 0 ® /| pcoess Masco | Prote

(e cf 192.168.1.31

MATRIX
SCIENCE

Access Mascot Server

The

Seguence Ouery

Q,

—

More info

Mascot overview
> Search parameter
reference

> Data file format
* Results report
overview

3 TMASCOT Peptide Mass Fingerprint] R—

§i, Matrix Science - Masco! x

[= [ ]

MATRIX
SCIENCE

Mascot database search > Access Mascot Server > Peptide Mass Fingerprint

MASCOT Peptide Mass Fingerprint

Your name [iUsami Email [usami@matrixscience com

Database(s) [EST_human @ Enzyme | Trypsin
tRAP
IPI_human @ Allow up to [1 ¥ | missed cleavages
NCBInr
SwissProt

Taxonomy |All entries

L= mTRAQ:13C(3)15N(1) (Y)
mTRAQ 13C()15N(2) (K)
Display all modifications TTRAG 1308 15 (V)

Variable [Oxidation (M) NIPCAM (C)

modifications 12 Oxidation (HW)
Phospho (ST)
=3 Phespho (Y)
Protein mass kDa Peptide tol. + [0.2 Da v
Mass values ®MHT M, M-H Monoisotopic '® Average
® Data file [ Z7-{)L 28R | pmiSample. mgf
Query
Data input
Decoy Report top |AUTO ¥ | hits
@ Start Search .. Reset Form

& C | [} 192.168.1.31/mascot/cgi/search_form.pl?FORMVER=2&SEARCH=f& 7% | =

m RSN ERNERNEE Database search help  Contact

Fixed |Carbamidomethyl (C) nTRAQ 15CGIIEN(T) (<)
o i >
modifications @ = mTRAQ: 13C (3)15N(1) (N-term)
3 (

mTRAQ 13C(6)15N(2) (N-term)

Search this

I hYYIRY AL T UoRABAEH



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

ERELTVET,

1-1-4 BREHBRORT

() [Start Search ...1R ¥ %4 L MascotirZ DOUER IR
BT R UNRRR I N, Mascot R T 32 & MRk R
% F L Wi Mascot Search Results] _—YnFERrEhFd (K
4), TMascot Search Results| ~—IFTkd & 5 22T H THER &
NTVET,

(1) ~v &1
c =4
CEBFA—T KL A
R
CMSEET—Z 7 7 AN
CEHNT—E R AL e BN N UK
- WRSR H IR
LR A AT BFOL L N I E4
(2) Mascot Score Histogram
- BfEA 27 (4ofcix 170] )
c AT RFETE v M LI Z LRI EO A 2T 5340)
(3) Concise Protein Snmmary Report
PMFIR R Clx, RARNEN R L 2B OB BHER—
( TGoncise Protein Summary Report] & [Protein Summary
Report] ) ZAEL CWETH, K40 H Tl [Concise
Protein Summary Report] _—T % FRLTWET,
4) 37 B
by b L72Z BB 2 IROERERRZ L TOET,
by MESRATIE M.))
Ty v a rFEE (K4 Ti: TOPSD_HUMAN) 72 &)
c Mass (¥ > /37 BOEE - KATiE 139437) )
s Score(FmTA A7  K4TiE 1102) )
« Expect (BAf#fE : X4 Tl 13.5e-005] )
* Matches (= v F L7=_7F R : K4k 111) )
© By B G (K4 TRhodopsin 0S=Homo ... ] 72 &)
BTy Mg 7B (K4TIE TOPSD_MACFA) 732 &)
Search Parameters
Z DmascotFRIT AWK G M 2 X—P D FHITFKRL
TWET,

5

=

Ty a &K (X4TiE TOPSD_HUMAN) 7 &)X TProtein
View] X—=U~DY 7 il7eoTHEY, KEIZFRTEoIZ, 20X
CRZEITET L LM ERE RS Z N TEET,

Z OPMFRR RS R (K4) TlE, BEA =27 (70) K K& T w7
A AT ZH>, OPSD_HUMAN (Rodopsin: A, a7 A A=
T102) BREE S TVET,

RFBFEROFELVRFIZONTIE 16 REBR) 2 TEI L,

X 4 TMascot Search Results] R—

e g
/[ Concise Summary Repe x W__{
€« ¢ | [} 192.168.1.31/mascot/cgi/master_results.pl?file=..%2Fdata%2F2( & 7% | =

MRS Mascot Search Results

User : illsami
Emai | : usani@matr i xscience.con
Search title = Test searching for 2.5 manual

MS data file = pnf Sanp | e .ngf

Jatabase = SwissProt 2014 10 (546790 sequences; 194613039 residues)
Tinestanp z 3 Dec 2014 at 07:37:14 GHT
Top Score = 102 for OPSD_HUMAN, Rhodopsin 0S-Hono sapiens QI=RHO PE=1 S¥=1

Mascot Score Histogram

Protein score is ~10#LoglP), where P is the probability that the observed match is a random event
Protein scores greater than 70 are significant (p<0.0¢

\

Nunber of Hits

A N

50 ks

100
Protein Score

Condse Protein Summary Report

Format As | | Concise Protein Summary v Helo
Significance threshold p< [0.05 Max number of hits [AUTO
Praferred taxonoty | All entries v

Re-Search All Search Unmatched

1- OPSD HUMAN ~ Mass: 39437 Score: 102 Expect: 3.5¢-005 Matches: 11
Rhodops in 05=Homo sapiens GN=RHO PE=1 §¥=1
OPSD MACFA  Mass: 39606  Score: 65 Expect: 0.18 Matches:
Rhodops in 05-Macaca fascicularis GN=RHO PE=2 SY=1 v

X 5 lProtein View] R—

=

C | [} 192.168.1.31/mascot/cgi/protein_view.pl?file=..%2Fdata%2F201 & 77| =

[ Concise Summary Repe x || [ Mascot Search Results: x

4% MASCOT Search Results

Protein View: OPSD_HUMAN

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

Database: SwissProt
Score: 102

Expect: 3.5e-005
Nominal mass (M;): 39437
Calculated pI: 6.21
Taxonomy: Homo sapiens

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

MS data file: pmiSample.mgf

Enzyme: Trypsin: cuts C-term side of KR unless next residue is P
Fixed modifications:  Carbamidomethyl (C

Variable modifications: Oxidation (M)

Mass values searched: 19

Mass values matched: 11

Protein sequence coverage: 25%

Matched peptides shown in bold red.

Unformatted sequence string: 348 residues (for pasting into other applications)

Sort peptides by | ® Residue Number © Increasing Mass (' Decreasing Mass

Show predicted peptides also

Start - End Obssrved Mr(expt) Mr(calc) Delta M Peptide
1-21 2256.8710 2255.8637 2256.0634 -0.1996 0 -.MNGTEGENFYVPESNATGVVR.S
232 - 248 1818.9630 1817.9557 1817.8755 0.0802 1 K.EAAAQQQESATTQRAEK.E
297 - 311 1727.9160 1726.9087 1726.8786 0.0301 0 K.SAATYNEVIYIMMNK.Q
297 - 311 1743.9510 1742.9437 1742.8735 0.0702 0 K.S TMMNK.Q + Oxidatic

>
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1-2 MIS#&Z : MS/MS Ions Search

1-2-1 Mascot Server ~MiEHR

Web”7 7 W AEEEHL, ROT RLRIZTZ7EALTLT
X\, RR F&iIMascot Server?iA LA R—LEN TN 5
PCOFA MG TH,

@  http://RR +4%/mascot/

Mascot Server|ZfEfi Siv, X6dD Welcome] kv 7 ~<—
URRREINET, @ [Access Mascot Server]V > o7 %27 U
v 7 LTSN, MTTRT, MEE— FEERT 57200

lAccess Mascot Server| ~—YNFrEhET,

1-2-2 BEE— FOER

MSMS DB B A7 b /LT — 2T % Mascot £ 5 I3
MIS (MS/MS Tons Search) &R EFFATIRY | MS/MSOE A
XY MLy FFT LT TF REBRFE - FETDHE L BT,
IO JEFE (Principle of Parsimony) (ZH3W T, RIESH
T FIRRBET D2 o BERBEE L, FRY LI
EENDH LRI EERE LE T, (Mascot Search] ~— (¥
7)® @ [Perform search]V 7 %7V v 7 LTSV,
MISHRSRSAE 2 3% E T 5 72> TMASCOT MS/MS Ions Search)
NR=URFRINET(K8),

1-2-3 BREEZHDHRTE LREDET
[MASCOT MS/MS lons Search] ~2—<7(IXI8) 28T,

BRI LT WES T —# _X—Z : @ [Database(s)]
- RBREE
® [Enzyme] : WH{bm%sR
® [Allow up to] : RIHLY A Mk
@ [Fixed modifications] : L& ffi
[Variable modifications] : FHRR& &A%
< H B AR OTE & B B
© [Peptide tol. =]
Y=Y A F L DEERRAE
[MS/MS tol. =]
TRy M A OE RS
@ [Instrument] : B &/ HratOFEHH

ERBRSEME LTREL TSN,

[Fixed modifications]. [Variable modifications] ™5
ElE, FAUDY A MRy 7 RZHo2 I A7 Y v I L,
[ <] ARZUTEMYA Y FUIZBLTIES Y, ERlY A
VRO MY EERL, [DIRF 2T LAY R R
Ry 7 2R £,

[Your name], [Emaill. [Search title]l AJifll~D 3551

X6 Melcomel kv TR—

===

. Mascot search engine

cre R

MATRIX
SCIENCE

Security

& 7 TAccess Mascot Server] R—

|I=E)
1L Access Mascot | roter x
€ & C [)192.168.1.31

Sequence Query
one

This for

8 TMASCOT MS/MS Ions Search) R—<

§,., Matrix Science - Masco x

« C | [} 192.168.1.31/mascot/cgi/search_form.pl?FORMVER=28SEARCH=MIS R 7% =

MATRIX
SCIENGE

PPN Database search help  Contact

Mascot database search > Access Mascot Server > NS/MS Ions Search

MASCOT MS/MS lons Search

Your name [iUsami Email [usami@matrixscience com

: Enzyme [LysCIP

PI_human (B) Atow up o [1 v missed deevages
NCBInr

search title [Test searching for 2.5 manual

Database(s) [EST_human
RAP

SwissProt Quantitation |None
Taxonomy | All entries

Fixed |Carbamidomethy! (C)
modifications 1>

mTRAQ (V)

mTRAQ: 13C(3)15N(1) (K)
mTRAQ: 13C(3)15N(1) (N-term)
mTRAQ: 13C(3)15N(1) (Y)
mTRAQ: 13C(8)15N(2) (K)
mTRAQ: 13C(8)15N(2) (N-term)
mTRAQ: 13C(5)15N(2) ()
NIPCAM (C)

Oxidation (HW)

Display all modifications

Variable [Phospho (ST)
modifications =
= Oxidation (M)
) Phospho (Y)

@ Peptide tol. + 50 pom v| #13c[0 v| MS/MStol.t [05 Da v
Peptide charge |2+

(1) oata fite [Z71)L B8R |eroTosample maf

Monoisotopic ' Average

Data format |Mascot generic v Precursor m/z
@ Instrument ESI-QUAD-TOF v Error tolerant
Decoy Report top [AUTO ¥ | hits
@ Start Search ... Reset Form

www.matrixscience.com

ATNPERETT A, T 2T TAN LICTFINTMEEDOMascot ERFER ZIFOHIT BRI T 2 2 LB TEETOT, ANTDHZ

LaBEOLET,

@ [Data file]lD[BBIKRZ o NOMS/MSEET —&% 7 7 A NVEIFE LT-%. @ [Start Search ... 1R Z 2L T F&

A
KI8DHI CIIMBE S & LT,

I hYYIRY AL T UoRABAEH
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@ [Database(s)] = “SwissProt”

®) [Enzyme] = “Lys-C/P”

® [Allow up to] “1” missed cleavages

@ [Fixed modifications] = “Carbamidomethy| (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

BEELTVET,
1-2-4 RFEBRDOERT X9 BRFEHERER— (Peptide Summary Report)
@3 [Start Search ...l R% v &4 L | MascotbRFR Dtk S =
Peptide Summary Rep- x \{
R Z T R—UNBR SN, Nascot R TF 2L | € @ prmiseiie T pa AN S
N . MATRIX
WK% % L7 Mascot Search Results) ~<—7sgoi | T Mascot Search Results
e ? \manttuatrxcloms.con
&R ET(9), IMascot Search Results] ~— (X & A L
a l: rol mli 1 ﬁ?gﬂglmum 194749747 residues)
5T H TRERR STV, Broreiaits  : ELUTEARY St b onih-srolan kingbe ELW 05=Saccharomces corevisiae (train ATCS 20609 / §268)
o Mascot Score Histogram
(1)~ ik Tors score is ~10*Log(F), whers P is th probabiity that the obee: his 5 mmdom event
N Individual ions scorse 7 37 indicats dantity or sxtensive homoloay i
- a—PL Protein scores ars derived from ions scores as a non-probbilistic bsis for ranking protsin hits
cETFA—AT LA E.s
R
CMS/MSE BT —4 7 7 A N4 I .
e S X A PATL COR L . T
Peptide Summary Report
* *ﬁ?\“? H H?f_ Fomat As | | Peptide Summary - Help
N B Significance thrashald o [0.05 Max. numbsr of hits AUTO
* Eﬁﬂ_gz = 7 %%Z—f: y \//\ 7 g% Standard scoring ® MudFIT scoring lors score or expect cut-off 0 Show subrsets 0
) Show pop-ups ® Suppress pop-ups ) Sort unassigned [ Decreasing Score 7 | Reaquire boH red
(2) Mascot Score Histogram Prefarre tavonomy [ AL eres
. Eﬁ{ﬁz = 7 (90)1&[]‘(“ i37) Select Al Select None Search Selected Error tolerant  Archive Report
" %ﬂnlﬁm{:ﬂi r\aE:‘[UHZ,&I )xc:‘r:“’m*a(c?!ﬁ?:ﬁ"?fram ;TU' 204508 / 5288c) GHELMI PE=| GY=2
s RaT7 5K (e b ULTEZ U TEO A a T 5F) Chack Lo inclue Lhis hil in error tolerant search ar archive raport
() B R A, S N N T ST I e o
RIH # 2 10B4.5600 1083.5527 1083538 16.4 0 86 7.5¢008 1 U KRDFVIDGK.L

(@)

()

t4 1 187.6300 1966.6227 1366.6316 8.4 0 117 S.0e-010 1 U K.PSPLHRTVEK.R + Phossha (ST)

MISHRSR Clid, FARWRE DI 5 MO MRE RN —
( TProtein Family Summary Report) . [Peptide Summary
Report] . [Select Summary Report] )ZHEL T\ E
FA, K9DHITIE Peptide Summary Report) # % R G O

LCTWET, r’ e Mbscot: it /s matricecence com/. |
5 Ry B '

ty LK RV BEICET O ROERER T L TONET,

Search Parameters

Type of ssarch * WSS Ton Search
) N : LysG/P

Fived nodif ications

Variablo aodifi

Wonoi satop ¢
ot ricled

by MEEEITIE M)

s Ty va UFES(K9TIE TELMI_YEAST) )

 Mass (& > X7 O & : [K9Tix 172903) )

«Score(Fm T A AT [XITIX 1261 )

- Matches (= > F L7277 F ¥ : KOTIX 3] | BER a7 U LDA F L R ay 2FONTF REITFELAO 13) )

- Sequences (v v F L7244 : OCIx 13) . BMEA = TL EDOA F o A a7 2R ORFIFEIIFEINN GO 13) )

o BRI ER (X9TIL [Serine/threonine—protein ... )

BRI EIIRIET 587 F RSB 2158 Query : MSMSOEREANLY MATF—Z D LES (7 ) BE LA THE

97). Observed : 7 U 1 —H A A EHEFERE, Mr(expt) : 7V —V A 4 EEEBREOMAE, Mr(calc) : 7V H—H
A A EEMEREOMAR, ppm : 7Y T —H A & I EOREE & BEREOZE (pm#E ) . Miss : RiELY A ML, Score :
A A AT (NTF FRIT EHIPATVET), Expect : IFFHE, Rank : A A4 X a7NEAL, Unique : 2 D~FF R3
DRI BOIRAFET HHEIL U 23R, Peptide : X7 F ROT I @lS B O - #5691 B)
Search Parameters

RBFMEFRLTVET,

77ty a FEE (M9 TiE TELMI_YEAST) )iX Protein View] @ U 7 il/e->THEY | KIOIRTLIIC, DXL
BIZBHT2 XV RE LD Z R TEET,

I hYYIRYAL T UoRABAEH
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EN 7IU§=%(M8/MS®E%W\W fF—2@o@mL K10 TProtein View] R—

T, KOTIXT, 2, 30&F ) X TPeptide View) ~— 0 e ) - o ot . : Lﬁ?
Vo 7itle>ThY, M11(7 =) &SI % [Peptide U5 MASCOT Search Results

View] _X—I)IRT X510, oy s A AXT b Protein View: fth et e e s e e
DE— I IHET HA A2 ) — ORI L 5B |

THIEmTEET, i

KI9DMISHR IR FER Tld, BfEA A 2Aa7 Ly K&k 4
Y AAT EFO3ODNTF RRFAESH, ZhbDATF e
RiZ ELMI_YEAST |ZME—JRRT 2 Z L ARERTWET, fiE m%
WELT, ERY L TACEEND Z NI HIE | oo e
ELMI_YEAST TH 2 LHEET HZ &N TEET,

K111%27 = Y FZHBIDOMS/MSZ Y FCH LT, &b
WA A Aa7 (117) T< v F L7z~ 7F KPSSPLMDRTVGK
DFEFFEREZRLTWET, A MO TIZH D~V v T
CIWRBHAICH D 5T, NRIBAIAHIFZHOEY
SNV VEBILENTHWETR, 777 AT —a VO
IOV VBEORE (=2 — FFAn ) NEI 5 TWNAS
7-0lZ, Tax s vAA4r yA0) & y(1) OEET 98Da B 11 TPeptide View] R—

INEL Y AT MDD T 0T S N A =2 IS T o v e Y S —
BRI T THHERT B 2 EATEETH, y(10)-98 Bk T —
B y(11)-98 DE—ZicvvF LTNDZEnbnD E4, Wit% Mascot Search Results

Peptide View

7 =Y FSIOMS/MSARYT MLZ~ v F 4 HXTF Nz ME/MS Fragmentation of PSSPLMDRTVAK

Found in ELMI_YEAST in SwissProt, Sarine/threonine-protein kinase ELMI OS=Saccharcmyces careviise (strain ATCC
204906 / 5289c) GNEELMY PE=1 SV=2

;ﬁﬁ{f bi’é‘b\ TPept ide Vi ew] N “/@—Fjil: I3~ b4 A Mitch to Qusry 3 1366 622724 from(1367 830000.1 +) index2]

Dt i srror TolSarmple maf

L7z_TF R DI bDA A AaT B0~ TF KU A $PEiEE 540

RARI20D L S IcFRENET, [Score) Hid~ v F Lz AR L

FFROL A AATEFLTOETR, I, HEIC - -
vy F U (527Ul ORFF REBRiceyFLE 15 | |: .
L7 ofir) BROATF ROA A A AT ICHERE RER#RD | |- ! o
Bk, [Sequence) HDRFILY L/ ichhoTHI. 7 || | =¢ . e s % .
Uy rd5 e [Peptide View ~— i = BB TR TR T e T
WREICEESHRZONET, o= @ @ QM % v e 8]

.12 [/\"C 0 Mi ZLL 4»LL0)«\7 FRDOA F A Lab! all possibie matches Label matches used for scoring @

ors ol auic wws of neulral pentids Mr(calc): 12686319
cal iosz Darbaaidoselhy| (5) (spply Lo specifiod residues or termini only)

STIIEFNERI2, 102.4, 30.2T, U7 I/ Elisz | s siiele 0 s o oo, oo

Toes Score: 111 Expoet: b.16-010
ches ©

atches : 11/E9 fraznt lars sing 10 sast Intense peaks  (belo)
FoTkY, U rBbENT I/ BONE (S3E 721352, 19) L] R I Y T I [
1 s@ 0600 [ 12
BFRIEY £F,  [Site Analysis] HITIZZNODA 2T O | HEEE S ]S a7 omaslonr s
al 351 1669 3331551| P | 10765557 oo 5200 oee5ase| 9
HEFFE SN Y yﬁﬁﬁ)ﬁﬁﬁ‘é{iﬁ@%ﬁﬁ) RENT BT 4462398] L | #49.5000) 90z 4764] 001 4924 8
(6| 852808 5772500 M amag 7687524] 755408 7|
- N N =~ L. o o - 1| 1103178 6823072] D 67537 B583518| 6573670| 6]
BY, ZOHITIE, SRV UBLENTZT I I DONTF R [ 8] @66.4169] sao 020 6a84089] R | 5609575 5405240 542 340a]
9| w67 4656 es0.4400] s4u4560] T | 4042504 oar 2206 aee 2asa 4
10[1066 53501048 5064 10485244] V_| 322027 26 1761 3
D8RO TIE LN Z L AR LTVET, izt am] e mrsj 1871077 B
- N 12 W |_ra7172d 1300859 [

MBREROFELWRFIZHOWTIE 6 RRFER] 2 TH<

72EW,

12 A R3A7EEI0HEDRTF R

Score| Mlcalc) | Delta Sequence Site Analysis
1175 136666 |-00080 |PSEPLMDETYGE |Phosphe 33 8831%
1027 3BEEE [-00023 |PSEPLMDETYGE |Phosphe 32 3.19%
32 136655859 00268 |PSOGGGEGLFSFRR
04 3866316 |-0.0083 |PESPLMDETYGE |Phosphe TS 000%
233 [13666616 |-0.0389 [SDVDYIDSGLWGEK
228 13665550 00268 |PSSGGEGLESFRK
201 |N386E6E0D |-00378 |LASRLEEERGE
184 3665382 00639 |PEHCEGW EISSK
154 (3665382 00639 |PSHCEGW SISSK
183 13665605 00623 |TTICAL ASSWGE
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P 2 ORTFTLEK

2-1 VI O T7HER

Mascot Serverid, HESHTE 2 LELNTEEARY )
M5 4 2 50 B B NI~ T T KA — 13 Mascot Server Ht
HR=AMBRBE L, BRI NVCEENL X R E—omiting
BERETDY 7 b7 TY, Mascot Server([X13 Mascot Server
WRTEDIT, 3OO INTVET,

(1) MascotfpZE7r 1 7/'F A
(2) BHIT —Z _R—RAFH T ST A
(3) MFEREEH T 0 /T A

U MAKAAIGIDLAGTTYSCVGVNRT TPSYVAFTOTE
— 2 TPSYVAFT

@B§U T — SN —2 (e

/- DAKRLDGTTYLASCVGNRTTAAIGIDLGTTYSTY

| RRERBEIOISL |

BEANY MVIERY VTNV E TR X V80 E
WCHRLETOT, RDDZ L RTERESNT —HF ~—

IZTFET 2 & T, Mascot Serverid TEIHIT — & <
—AEFA LT, BEARY L& Z R BIDIZAE
FTOVT YT ERBTLIELTEET,

2-2 2y FIO—Y R

Mascot ServeridWebH—/ N & & HIZEMEL £9°, Mascot Server(dPCIZA v A b — L & 7=WebH— 3 (11SR°Apache) b |ZHEEE
IhicWebt A k (Mascot#A b) & LTHER S AL, IE(f > Z—FRy b+ 2/ 270 —TF)D K5 7Web” 7 U WE & aHIfF
BES BT 7 YT R ED I TAT U R Y T RUZTMBITPY B har i o TT 72 AL, FIHLEY, #EWELT,
Xy NI—=2 EDIFAT MY T7 MUTT &S LT O 2 — AR Mascot iR A FATT 2 2 LB TEET,

K14ix, ThEnMSr L7z 2503y NI —27 (T4 M 7%y FEBEN) | BEO TEREOH L7z Ry NT—2 1 )NIHE
ETH7747 > v 7 hvxT hbMascot Serveril 7 7B ATEAH LI LIxy MU —ZHERBITY,

14 Mascot Server M+ v k7 —%4 &5l

15—y b 2 ;
al]

Y SRy HHEEN)

Ethernet
— k1
m REEOH U
ﬁ Ry D=2
i \ Ethernet
(9 47’/I~‘J7I~’DIJ’)
- FAES 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

[ TRy b GHERPD) | NOFIHEPCHS 1IMascot Server PCO [EthernetiR— k 1| Z4) L TMascot ServeriZ7 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 5

R M) YIRS T ABARH
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TEETEETN, (A b Ty FEFEN) | ROPCRA FZ—Fy MTET 78R T2 LN TEEEA, Mascot Server
A b IRy FERBAL TSV H—Fy MZT 7 AL, BAIT—F_X—ADEHEITHI LN TEET,

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

2-3 V3A4TF7 YT O

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

156 Client ¥V 7 b T 7 & Mascot Server

. Auho-omm
‘ 0S.3=KNT1ZE)

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

Mascot Servern®7 7€ R = , HTULZZ71 L
: . S i 1) 1
(2) Mascot Daemon, Mascot Distiller7p S#iql& g, by T RSB DR |
(3) Analyst QS. BioTools. Launchpad. Bioworks. SRARORE | § ANDPLADIR
Proteome Discoverer, MassLynx7g & OB &4 ¥
- R BRROEBHBRT [y 2 MascotRRDORTT
GRS DT Y T R YT 1 3
% RRBRI7 VDR
e 3
Mascot iR DBE, 7 I A4 7 Y 7 by T REBRUA-FOET [ 3 RRBRUR—FOIFRE
. N L 4
(Clientffll) &Mascot Server (Serverfl) %, v FU BFRE—FEOLH e EWL A= O
— 27 &N LTHISIORT LI RT =200 Y % WL R—POEFR """ |

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

2-4 DA IILEHEE

Mascot Serverid C:¥inetpub¥mascot 7 # /L #Z
A AR=AENTEY, HIBIIRT LI RT 41
AHEE A>TV ET, cgi. x-cgi. html 7414
KD RL 12~ vy 7 ENRTWET,

16 Mascot Server @ 7+ L5t

bin

cgi £@I0I5 L4
X=Cgl

config BREITFZAIL

BRRBREI 7L

htm! WebR— | HelpR—2

cgi — http://7 KRR k4 /mascot/cgi
x-cgi — http://7&RR k4 /mascot/x-cgi
html — http://7"RR +4&/mascot/

C:¥inetpub¥mascot |

Mascot ServerDSWEL L T Ak A2 MR ET 7 A /VIiX logs IS5—abdiE
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
AT logs 7 ANKIT, BRAIF—FR—2 T 7 A
UL sequence 7 A LA ITHEH S AL TUVWVET,
C:¥inetpub¥mascot 7 4 /L& & BN N 7 T v 7T B ONEIBHI TR, Ny 7T v THROREBAREOMETTXTO
TANE DN 7T v TRHELNGEEIL, D7l &b config, data, logs 74 WA E NNy 7T v 7T AHIICLTIEEN,

2-5 ERH|T—AR—X

FASTAZ #—=< v bDOT X /) BEECHIT — X X— 2B KO IRES| T — X X—R %2ty N7 v 7 L, MascotfRZBRIHIAT 22 &
MWTEET, FASTAZ #—~» ML THKROR—VE TELIES N,

http://www. ncbi.nlm. nih. gov/BLAST/fasta. shtml
BB T — 2 _R—ZADOEEICE L TIROR—T % ZEL &0,

http://R&X k% /help/seq_db_setup. html (FE7=I. http://www. matrixscience. com/help/seq_db_setup. html)
http://www. matrixscience. jp/pdf/jap_database_manager. pdf

I hYYIRY AL T UoRABAEH
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2-6 ¥ =a7F7JL

X1 Welcome] b7 X—=UMWBT 7 ATHI EMm&xET,

(1) BARFE~==2T L
MWelcome| b v 7 X—=Y TFTHIZHH[ARBEI=aTFTIN]V 2% 7V v 73250, KO URL IZT7 Z7EALTLEE,

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

(2) "L~==2T )
Welcome] kv 7= FHIZH 5 [Setup & Installation ManuallV > 27 %227 U w7 LTL &0,

(3) wIX~LT
Welcome] kv 7 ~_—|& % [Database search helpl V> 27 %227 U w7920, RO RL IZT77BALTLEZEN,

http://7R X +%/help. html
http://www. matrixscience. com/help. html

FoRr &7z [Database search help) R—UIIRD L 9 REH TSI TWOET,

MASCOT - General : Mascot Server DAFZECHEN, WebF ¥ A MR A TEW-72K 2N TEET,
- Mascot search overview

- A History of Mascot and Mowse

- Macot training webcasts

- Mascot FAQ's

Using Mascot : \Mascot Server®fFWJiZF 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 HEEZEFLEDTH ET,
+ Sequence database setup

» PC Hardware for Mascot Server

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

+ AB SCIEX Data Explorer

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

- Waters Masslynx

» Thermo Xcal ibur

ASMS User Meeting presentations : ASMSOo—H—3I—F ¢ 7 Tl -&ETY,
+ 2001 meeting
+ 2002 meeting

I hYYIRYAL T UoRABAEH
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- 2003 meeting
- 2004 meeting
» 2005 meeting
- 2006 meeting
- 2007 meeting
» 2008 meeting
- 2009 meeting
- 2010 meeting
+ 2011 meeting
- 2012 meeting
- 2013 meeting
+ 2014 meeting

Protein Identification : X \VEEEDFHEEEELDTHY £,
» Peptide Mass Fingerprint

+ Sequence Query

- MS/MS Ton Search

Protein chemistry : XU XU EREICHETLZZ I ERZCBELTELEDTHY £7,
- Post translational modifications

* Enzymes

» Autolysis

 Sequence databases
-Nucleic acid translation
- Amino acid reference

- Contaminants

- BLAST & FastA

Mass spectrometry : EHESWEFHIEDD FE Y7 ZAZBIALTWET,
- MS/MS fragmentation

 Accuracy & resolution

Miscellaneous : ZDOMOBTHFIHIZONWTELDTHY FT,
» Privacy FAQ
+ Web Browser Compatibility

2-7 Mascot DR IEER

Wt DR — 22— (http://www. matrixscience. com/) (27 7 AL TLEEW,

(1) [News]V > 7
N=D a7 v TERSCT VLAY ) — 2T e R E B L TVET,

(2) [Technical support]V 7
BB ORFHFIEREAT TN TEES, Fo, WERAABEL Vv — T2 0N TEET,

(3) [BloglV v 7
MascotZF 425 LTOE v FAENNTWVET,

I hYYIRY AL T UoRABAEH
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P 3 MascotiZZEDIFFELBBEFHE

3-1 Mascoti®ZENiELE

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

(1) PMF#:% : Peptide Mass Fingerprint : RTF KI R T4 o H—TY Y k&
MSOEBANRY MV(RTF RAFVEROE Y NIZv vy T T8 0 R0 EEESNT — 2 R—ANLRET D HETT,

(2) SQ#&3E : Sequence Query : —4 Y RH Tk
TV I =Y A FUEREEAERT DR (TR BEALS, T B, TrA T MM AVEERE) Iy FTHT
F REFESIT —H RXR—=2ANSBBET 5 H51ETT,

(3) MIS#Z& : MS/MS lons Search : MS/MSA # > —Fi%
MS/MSOEEANRT NA(T DV —h A F LV ERET T T N A VEE - REOE Y NIZv vy T THXTF REfiddlT —
B R—=ADBIRET 5 FETT,

EF—H L L TOEREANY b
T AR e s R % 17 m/z=1085 & 5803 MR FF KD RLIIASD

j/-l/-( l/ N 33 TO 71—: & _A;_ tr\ m/Z 0)1[5:1))‘ Monaigotopic mass 5603 64
Faa— Monoisotopic 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 | /\ 1o /\
R — 27 OB % . AR AR : : : , ‘ ‘ A ‘ &A ‘
D—FRIZHDHEI)TAY Py - - - b
7GR Y — 7 ORI o RN

E— 7 OZ U THXN /NS 720 29 (KITOHFK),

Mascot ServeriX€ /7 AV by 7 72—V HEIZH L TRIEZITVWET, £/ 74V My IR —JHBEOEY MV
—Z VA RNEEATEY . ZhgMascotRBRADA ST =5 & LTENET, B—2 U2 MIFEBROTEERE AR 2 i i
DY 7 MU= T W EDOMascot DistillerZFIH U CTIERR L E T2, @EIZE—2 U A b7 7 41 & LTRIF L., Mascotfisg o
Blee—2 VRN T 7 A VERELET,

SUMRRB L OMISKRER TIX, a7 hAF U OEMITIMEITZ2M 2L 21X b BXR DT y BIO y* 2E) %K
TLTHRELES, ¥ 7 M4 OBERN SMLLEDOEAIL, MS/MSOEE AT hVT —X % deconvolution GififE: 7 iAZr)
LC UlORBICEM LT BT — ¥ 2ER T 2 0NERH Y 3, T OEBEEIITHAR OMascot DistillerZFIH T2 Z
EMTEET, Mascot DistilleriZOWTITRDN—T% TELEE N,

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

I hYYIRYAL T UoRABAEH
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3-2 IREREH

FURREMHEA L Z2ONEBLOSERBHEBIZHIST HIRBEFEWV TRLTWED Z2ELHFE L,

B EEIL, BT — 2 X— 2 (H 50> UdHMascot Serverllty 7 v 745 Z ERMNETY) . EBSLM, BEoTErolY

ek, BET—X R ETT, FEAEORBEMFITIESTRDOONDILOTIEH Y THADOT, [FHE] ZE L, Mascot &
<

EEITL

TSV, MEREFMHICHET DL VEELVARITRO =22 ZHSTES 0,

http://7R R 44 /mascot/help/search_field_help. html
http://www. matrixscience. com/help/search_field_help. html

Kl BRFHEB EZTONBELUHGT 2RERAE

RERFHIER

PMF

SQ

MIS

Your name

AEia AL TLIES 0,

Emai |

Email7” RLUAZ AL TLEEW,

Search title

REBH A MV (TN S IE#RARE) Z AT LT IEEW, %A,
CORBREFICT 7B ALRLT LK THDICTELETHELVNEE A
NTD B8O LET,

Database (s)

B Lo VBT — & S— X IR LTS, [Corl] — 2 L7
MBI Y v s FBZ LIk, BHOBRSIT — 5 _R— 2 &R 5 2 &
MTXET,

Enzyme

Z R BT D7D L7 bR 2@ IR L T< 728 vy,

Allow up to

# missed cleavages

R OBLIREEEZFTIR L TLEEW, 72 xiF 2 Z2&IRT D L.
CGRIBIEYA R 2, 1, 0)DOX_RTF RICH L THRELET,

Quantitation

YT NCEENDZ X TEDREMNTT D=0 L= EBRTFE
LEBRIRL TS, BB >N TWS = kUit Mascot
Distiller (BT A & ANMETY) LB L CTEEL £,

Taxonomy

WMFERBE LW AEMREAZ IR L T Z &V, NCBInr/Zp & DRAEST
— X R—2 KL THTT,

Fixed modifications

Bz ER LT EEW, FRESNEZT_TO FixSniz) 72/ BIicxt
T HEMEBR L TRREEZITVWET, YATA VOFERLED XS &
X S ALZEERIS RS L E T,

Variable

modifications

EBRiZRIR LT EEWn, fHEShET I/ BICHT 5 EME 2B+ 5
LA ELRWGEAD 2 ORBEITNET, EBRY V7V ORHLEED
BYMECRAT IR £ OBENREM-CER ISR ICE LE T,

Protein mass

MBFHE YA RUZEEELTIESY, L 2E, "307 &2 E L3
AIE30KDaDFEFHIZ & D i L= T 2/ BRELS 265 & L TR ZITV
5,

Peptide tol. =+

BEONFOBMMEE L ToO_TF NEEOFAE% (Da, mmu, %, ppm) D
HALCTHEL TS, 72 2R, L0DaziiE LI2Hald (7T~
HE—1L.0O)Danb (N7 F REE+1.0O)DaEBHHIC~ v F§537
FREMBRLET,

#96

BORNLAR E— 27 Z M L CMS/MSD A ¥ v v & AT L 7= TRt AN b 5 4
BITEIR L TL &V, [Peptide tol. +/-] CHEL-FHEICMZ., ~
A F 2D FE 7-132DaG I F ORI Z IR L THRER LET,

I hYYIRY AL T UoRABAEH
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BREREHIEE NE PMF | SQ | MIS

BERONEOREEE LTOT s s b AU BHREOEZES (Da, mmu) D
MS/MS tol. =+ " \ 7 v
HALTHEL T EEN,

, BE, BET—H 7 7 A M7V B —V A A OBEMPTEE ST
Peptide Charge . v v
EFTOT, ZOHEHIFEHELTIEI N,

Mass values NFF ROEMIRAE MH+, Mr, M-H) ZFEL T EEW, v/

Monoisotopic
BT —# ) Monoisotopic 7> Average MEFEE L TL &V, v/ v/ v/
F1=1% Average

BET—F 77 ANVE[T7AINEERIF AT 2@E THRELTL
Data file 72EW, 728, Mascottx = U T A BBEZ AT D EHEET—X7 7 v v
A /V%&URL ( [Data URL] ) THET DI LN TEET,

[Data file] CEH&ET —X# 7 7 A VERELRVGAIT, EET -4 %A
Query . v v
NLTLEEN,

Data format =2 UZ N7 7 A NDERLBINL T EE0, v/

p Wi, BBT— X477 AMIET I D —P A AV EEOENTEH SN T y
recursor
WETOT, ZOHEAFEHLTIEZEN,

T . TY A=Y A I OREFERGELET D27 &7 b A A4 O 28 E Y Y
nstrumen
T o0, PIEICHOCEESITEOREHZ 3R L TS &0,

Frxv IRy I A%F 27 LTL &Y, BEIAYIZError tolerantf
Error tolerant B v
REFATLET,

Frv IRy I AeF v 7 LTLIEE, DecoyT —F ~N— A D [RIFFHR
Decoy B v/ v/ v
ReFITLET,

BMBRERER=VICRREEENZ R EEEZRIRL T EE W,
Report top [AUTO] Z38R L 7= 35813, ABR AT 2ROX X E DB~ v v/ v/
—VIFRENET,

Start Search MascotfR RN FEAT S E T, v/ v v/
Reset Form RELENEEZY Yy FLET, 4 4 4

I hYYIRYAL T UoRABAEH
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PMFRRER Tld, MSOEEA NS MT = NHIHLIZE ) 74 Y FE
IR — 7 BRI LT MRFHEIC—ET 57 F N (7 2/ @)
GBESNT —HZ RXR—=ANDLRBE L, v v F LT FREENANRBT L5
NIBEOBREEIT LI EICEY MSOBERANRY AT =2 REKRT D
(FEBRS o TNVCEEND) Z NV BRFAELET,

Web” Z 7 %7 b PMFR SR SR B~ — & (X118
— [Access Mascot Server] U > 7 — [Peptide Mass Fingerprint] ¢ [Perform
search] Y > 7)ICT7 7 AL, BREBEMHEA AN ETITRIRL TREL T
S,

10 PNF) OHEIZF = v 27 (V) Do DHMRFEAFEBEZRMATHZ LR T

Welcome| kv 7 ~—v

TET T E A EOBRBRAATERSEAME (5 NIHILO BT L7 M bR,

ANH T N IEOFREE E T2 DI A LB eildirn &) S/ Roprit o
Kl (EBRE) 220 EHEMALETOT, b5 L0ENRLOEHEUE
L TLTEE Y,

BET—21X[Queryl VA >V ROIZE /) TAY "Ny 7 — 7 EE% S —
TICOEDT DU A MERTANTHZ LB TEETN, TNLNRE—2 Y
ARTrANLELTEEDLR TV DG A X Data filelD[T 74/ ILEE
RIRH b EEERGAA T IZEN,

18 PNF BRERFHRER—D

1) o
1L Matrx Scince - s x \_
&= c 192.168.1.31 =2
: |
MATRIX \
SCIENCE :
- ——

MASCOT Peptide Mass Fingerprint

Your name Email
Search title

Database(s)

modifications.

Reset Form

PMFRE SR (21 SwissProt @ K 9 ZREBE DD 72 WELFIT — X R_R—Z 05 L T E T, EST 0%/ AOEHIT —F _—Z2(Tx1

DMRITE®RNRH Y FH A,

MBEMEOREB LI OEET —Z DIFENKIP Y £ L= 6 [Start Search. .. JARZ U 2 L TLIE & W, PPN E TSN,

BT T2 ERBRRAN—UDERENET,

BT E S ZREEIE, RBIHER LB T —Z X—2ADH A X @INT —F RX— A& T DX 3BTy Y O |
[missed cleavages], [Variable modifications], [Peptide tol +/-1DFEM, — 27 EHET—F AR LICLV RV £T,
INDDERRKE L DT ERBERMBIAN D702, RBIFMITELS 2D 5,

BEDOH R B GURBIN LA LNIMSOEEANY MVT —2 OMEN RO EITEEO 4 vy E & R R ET

DT EBHAMRETY, ROMBHE ZELSTEEN,

http://www. matrixscience. com/cgi/master_results. pl?file=../data/F981138. dat
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3-4 MIS#&ZE : MS/MS lons Search

MISHRER Cid, RO 2 BEREDOHRAEIT L E T

1) TIVA—PAF VBRI~ v TF T LT F REESIT —Z_X—=AnOHE LET(ZORETRTF ROT I/ BELS

LIRIET 2 2 R BITHB LT,

(2) (D) THRRINIEETONTF NIZBH LT, MRBREIEE LTRELEA A ) =R T 270X 7 M AU RE2F
ML, 7Ry MMALE—2 DTy F U T ETIZLICED . by TF U RUBENST T FEHE L, MS/MS

DEREANRY PUNE®RT 27 F FefELET,

BRONFOMBIC LV ERT 27 050 b A0 OFEE (K197~ T
EopA TV =) T E) ETOT, BREM L LTHEESIED
FEMHABIRL, MR RERDA A V) =R ERELET,

FESNIe_TTF R ENBI/BT 52 237 BRIk E T
HZEIZRY FERIUTINVCEENTODZ R BEEHEELET,

Web” 7 7 ¥ HMISHRER SRR E~— (X120 : TWelcome) kv 7' ~—
v—[Access Mascot Server]V 12— [MS/MS Tons Search] @ [Perform
search] U v Z)IZ7 7B A L R EMEEZ AN F/o 3B L TREL TL
IV, RURBREMHER L 2ONEEELOFE L, MS) OEIZF
=y 7 (V)DBLRBFMHAELFHT 2 Z LN TEET, MREMFDOIZ
& BT FEBRSM (FVRELOBITE R L2 EeBER . AL 7 R ED
A 2B T2 DI U728 il 2 &) KB B it o f i (&
E)ZZTOEEFEALETOT, HH0UDHZENLOIEF#RE M L T<
[N

BET—% 77 A iX([Data file]lD[T 7 A ILEBIRIAZ oo b
MAIANTLIZS W, BELLERET —¥ 774 L OFERD [Mascot
generic (JLIEFIX'MGF”) ) TidZpW A% [Data format] s o xbisd 2 #
KEBRLTEE N,

MBS DA F ) —XEHET L0, HESWIHOREZ
[Instrument] M HIBIRL T2 E Wy,

MBEUEORELLIWEET —ZORENKDLY £ L6 [Start
Search ... JARXZ UV EAML T E&E W, MISRENFE TSI, RESIKETT
L ERFRERN—VNRRAISNET,

FRERICE T HREEIE, MRBITHER L2BlsT — 2 X—2 D% A X (Fd5
F— A R—=A GRS D H 7 Ex b 0%, [missed cleavages].
[Variable modifications], [Peptide tol +/-] DR EfE. MS/MSA~7 k

19 Fady r4F A+ Y—X

¥z Iz ¥z Wp Iz X Wq I T

TRATO R4

RO IR2IO el
Lol |

HQN—cT“—‘rC—'rr\ll—:rC—;C—'rTic-'rc-‘rm‘l#c-com

LT T T
Ho GHIHY 'HIHD HIH

a, hy oy 3: by o a3z by o

20 MIS BAGEHRER—T

92.168.1.31 1 ARCH-MIS fa 7 =

MATRIX \
SCIENCE e

MASCOT MS/MS lons Search

Your name iUsam
Search title

Database(s) [EST fuman Enzyme [ Trypsin
cRAF

Variable [ ncne selected
modifications

Peptide tol. + 12 Da v wiic[ov| MS/MStlx 06
Paptide charge [3- . Monoisotopic * Average
Data file | 274 LS8R | FRINTLI YA

Stant Saarch ...

NT=2BREICEVRRDET, ZNEDENKRE R DITEMBEMMPIEN D700, BRBRRITE 2D £,

I hYYIRYAL T UoRABAEH
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3-5 SQ#&%E : Sequence Query

SURFTIX, TV A=V A T HBEB IO Y I —H A I EH RO 21 SQRBREHHER—

SR (T I BRECH, WERRT X VR, Ta XY M A VR, BSI4 U (GEGE
L7eT7 X BB & ZDMicIsT 527 r s MM AVERDOE Y F))IZ
< FTHRTF RS T —FZ_R—ANLRE L, F o 0 AxRELE
T

PMFRR R3S LOMISHRBE CIXE®ET — ¥ ZHE LE L7, SRR TIIk D
ERTHRREI Y #RELET,

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

MIZZ"Y =Y A AR TT, seq(7 X/ BB | comp (ERLT X/ F8) |
ions(Fu & bA A EE), tag(BF|# ). etag(Error Tolerant EL4
HIVNIA T a L LTHRETAZENTE, OfILLENS 2 THEW
FH A, EEOERERF|Z 7 Ttag(--)] & 1 2L LD Error Tolerant fid
52 7 Tetag(-+) ) NIRTET D5 E1E2 T Error tolerant Bl % 7

letag(-+)) & LCBRENET,

ions (--+), tag(---). etag(--) (Z%f L CIIERp R a7 Vo 77l
A ANHE SIET, —F7. seq(++) & comp(+) L7 44 & LTHEREL .

L Mot sai

«

fence - Mosco x

2 € [1192.168.1.31,

MATRIX
SCIENCE

MASCOT Sequence Query

Variable | none selected —
modifications

Peptide tol. £ (05 Da v/ ¥c(ov
Peptide charge | M-
1490.450 Lag (660,215, GRSV, 1079.335)

Query

Stant Search ..

MS/MS tol. & 06

Monoisotopic * Average

Reporttop |AUTO * hits

Reset Form

e

0a v

A DT F RPAHELRWES, SO T VIIESNET, 28, seq() FHELLET I VBRI —EHT D TF K

LR UET A, BlastRER & IR0 F9,
7o & 2 E, BN RS & [Query] ATIHRIC,

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

ZAJiL, [Start Search ...]AR¥ v &M L TMascot B EFAT L TLZE W, RO X S RBERENEOLNET,

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

Matches: 1(1)

Delta Miss
-0. 3048 0

Mr (expt)
1489. 4300

Mr (calc)
1489. 7348

Query  Observed

1 1489. 4300 64

Sequences: 1(1)

Score Expect Rank Unique
4e-007 1 U

Peptide
K. LQGIVSWGSGCAQK. N

TK. LOGIVSWGSGCAQK. NJ (22 =2764 (HIFFEIFAEI0-007) T~y FLEFTOT, ZORINTH S AREMESE N &80 A0
F9, EFio. TOT I RSN SwissProt OFTIEL TTRYTBOVIN) ICOBFET D2 =— 7 228 TT DT, FERE LT

ITRY1_BOVIN) 2SRES NI &b £,
R =V OERLR EICBET 23 LORNEIIRORN—V % ZE 7S,

http://7R X 4 /mascot/help/sq_help. html
http://www. matrixscience. com/help/sq_help. html

I hYYIRY AL T UoRABAEH


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

4-1 a7 LHIFHE

Mascot Server CHELNTND AT Y TOHHIFIA SN THERADT, MEMES—VICRHIN T DL RaT e
DOFAEIZKRT L TRAET 5 Z LIXTEERADN, KD 2 O0FEN 5, Mascot ServerD A7 U oV ORHREBFET 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 DT F Rk 5~y F MSBBOLERITT 0 X7 A AT 5~ v F)ITkERES
(random event) & L CHO |WET, HESNIZMREEDO T T, BET — BT F FMSRROGEILT L7 M A V)
W2y F LICREORESE P 1SRN (a priori) IR FE Y | BIHIT — X X—ZAOFECH A X (=2 M V) ITITEKFE L EE A,
R P OEIFIEFITA SN, ROREF > TAITITER L, BBHESA—JICRRFTLTOVET,

A7 = —10 x |0g|0(P)

Tl 2 MADRRBEET — 4B, TNENMEDRIRDXTF Riiv vy T L, TNLRETHROEDDOH VR TBIDRET
% & X ORERPITHEABICIRE D | T D L EOFERMNTZ & 21 P=0.000001 (=1X10°) 7Zo/fa, EORNH 22 7E 60 (2
RO ZOERT T A AT E LUTREBRERSS—VICERINE T, BRET —F03 7047 MAVIIvyF LIZROA 2
THRBICHA SN, A A2 a7 (F237F F2a7) & L TREBEHBES—VICFERENET, 2AaT7 352 on-HRkE
Bl OB EIZERT D RBREM L o TR E 0 | BT — & RX— ZAOREL X LR B oSk (= b U ITIHR
FLERA,

MBRICE>Tey NLEEZ NI ERFEENE 95 ("Significant match” OR “Random match” ?) 1. #ZRIMHEH L7-EAIT
—HR=ZADE NI BT NVEN DORELIBERA 2T 2o THEL TWET,

BHEXa37=—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 12720 FEFTOT, LiloRaT 60 ¥ LRI

DEITIE, Z X7 E xR Y5, 0004:DEFIT — & ~X— Protein score is —10%Log(P), where P is the probability
that the ohserved match is a random event.

22 RER a7 EE o BRI DHI

Mascot Score Histogram

AWK L THRBLIZGAIEEMEARA 27 50 Z@BX TWETO Protein scores greater than 70 are significant (p<0.03).
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
2ay HENIT T A R AT T L Z R EOe v b o ] RN I
¥ ERLTWET, BMA a7 L0 b HMOFEIT % 7 bratein beare

[Significant match |, 2 DOfkAAHRE /> 1% [Random match] 70

(FAER O 7)

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

AT —HZ R=2DZ N7 ET b VT L > THMEA 2 713 LETH, RO X9 ISR (R EERE— TR
Expect value & LTHERENE ) ZEHRTH L, BT —F_X—20x > b UVEICEHRZR <, HIFFHE 0.05 ZBMEE LTHES
ZERTEET, Thbb, HET—XOXTF KL 0NIT 0l b A v ~D~y T TEEE T3IT) L3525 &, B4l
T =B R=2ADE N EERIH LTy F U TBEEITONETOT, o7 Bxy b U HuE BRATERG 1SS LET,
TR P OFLE N BERIT L7 & EICE ORI Z 20 e B CERMHE F 7T MIRFHE L FEA TV ET) E 13,

I hYYIRYAL T UoRABAEH


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, ZnEMascotRFBFIZY TULH D ERD L DT 7,
EHE (HAFE) E = BET— NIV FLE-FHEOEEP x 2onN98ITFUEHN

Mascot Server CIEZHIFHE E=0.05 Z#FAAICHENE I NOBMELE UTEHRMA L TWE 4 (BER 2 7 I3#F4E E=0.05
MIGET DR P MhHRDDZENTEET),

7o 2, BEiEoxa7y 60 oX LR HOFITIE, = kUK 5,000 OFESIT— X R—2(Zxt3 5 BIFFEIT 5000X 10°=
0.005 L7cv | BfEE L COWRHE E=0.05 XV b/hSWEOFFHMICAETHY, FEINIARBERENI LTk £7
GRFHARICEBLT UL, 0.5% OMERTIELWEIXF AN L2220 £9), —JF, =k U%k 500,000 OEFIT —& _—2
(2R3 2 HIFFHEIT 500000X107°=0.5 &720 | BHMEL L TOHIFHE 0.06 LY bREWo, [AE SRR 20 £
(RN RBTIUE, 50%DERTELVWEIREX RN L2V ET),

B, SRBBIOMSKRRCTIIERT —X 70 ¥ MMAL O~y TF U ITNERTF RERELETOT, BER a7
W% RS D0 U EIE, TV = A A VEBICY v F LT T RoBIT2 b £,

I hYYIRY AL T UoRABAEH



4-2 ldentityREf{E & HomologyRAIE

SQIR 57 M OMISH# 5% C Ik 2 FiJE o> B
AT HBZEZ D ENTEET, T4
bbb, 7V =Y A A VERIC~Y vy T
L7 F FOERMT 5 ldentity
Bl ZAa7 L, TV I—HA AV EHE
Wy TTLHXTFROAL A AaT
DA HIRTEZ IS THomology [HIfH |
AT O 2 FETT,

X230 BBk, U& - DDMS/MSA ALY
MT =R T DA A AT b4
ZRLTWET, BlliEA A 2a7,
fetiZ A A A aTITHIET BT F
RT3, BR#mIZIL, HomologyBRfil A =
T (R & TdentityBfE A =2 7 (F
R Z&Z7my FLTWET,

23D FBeiE, LBt & 13RI DMS/MS 2
XY MNT =B TTR A F AT b
P10 D~ 7 F R & Homology 35 & TV
Identity Bl 2 = 7 & KRl T,
Identity B R 271X, W&t LA
LRTF KON OFHE SN S, HIFHE
25 0.05 (Tt d 2 BERRE R B R AV

Mascot Server EiRksifAZE | 20

X 23 44> RaA7 9% & Homology R U Identity B{E

250

e
200 ,g-,-‘:&
e | ity (@&
R dentity RfE
o 2
150 S . —_— -
: & Ed (RATHE=0.05ICXH1E)
H -
H F ;
100 °, & =3
N & Homology R3fi&
Iy ]
NG 5, (RA7HEDH W)
' l
[ e L4
[] 5 10 15 20 Qutlinergi2s
score
52 594.4766 17080.4140 1779.937%  0.4765 0 69 2.9c-005 1 K.MVWTLIHPIAN
599.4568 1795.3486 1794.9489  0.3997 0 72 1.4e-005 1 R.TEPHVHVGTIY
Fl 59 Top =coring peptide matches to query 52 - BITINTSHVEY
. = k.AIDKPFLLPTE
Score greacer than 32 indicates homology
Score greater than 36 indicatea identity
Prot
EFTy| SCOTE Expect Delta Hit PFrotein FPeptide
. 69.3 2.9e-005 0.4765 1 EFTU_ECOLI K.MVWTLIHPIAMDDGLR.F
o™ 1s.3 7.4 0.4699 R. IITHPLGMVEDDIVTE. I
EFTU} 11.3 18 0.4148 R.DLTVLIGENHPFSALR. @
Elen{ 10.2 23 0.4774 R.GLGUTDNGEP IGVPVGTE. T
EFTU 9.7 26 0.5209 R.DITVYAIDIAEFDAPE. A
flon] 93 29 0.4257 R.DTLOVHLVPVSIFIGR.T
8.9 32 0.4985 F. IOVEPVFTAHPTEAVE. R
EFIU) 7.5 s 0. 4046 R.SGATIDVLVVDSVAALVPR. &
Eles{ 7.3 46 -0,5219 K. PSAGRARLAGAVGYFVLTE. A
FTu| 5.6 68 -0.4671 R.DGRDTLIISSGLNTHR. A
Elon

DHEfEAR 2T TH 25 DIZx LT, HomologyBfE A 2 7%, MBKR LR DHRTF ROA A A a7 34 th#rO S UE (Outliner)
WZXHG T 2 BRI 2 B G VORI A 27 T, £< D4,

Homology BEMEX 37 > Identity RAiEX7

TH Y. IdentityBfii 2 27 & ff- THEMDOHEZ1T 5 %A 1ZHomology BE A = 7 % Z 8T 2 M EITH W FEAM, X123

D EREITRT LI,

Homology BMERX 37 < Identity BAiEX7

DOEAEVE, WHE DR DA A A a7 o7 F RIZEI L Ti, HomologyBMEA a7 2> CHEMEZERTHZ L HTE
FTOT, M2B3OTEDLIIC, MEERIZITIING 2 0EA 2T 2FRTHLIICLTHET,

R M) YIRS T ABARH
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4-3 FDR : False Discovery Rate

MascotiiZRIZL » T v b LT F RRFENE I L. BIE (A
a7 B VITIHIFHE) 2o THE L E T, =& X, K240 EBX

24 BREFERDOES

AATICT DT F FOEFGAI %7 L TOET A, BIE (ke D#) RAME (F= & Z IXHATHE 0. 05)

T o T, BEOERICH DD T v v 7 A E (EMR) T F RiC R

BIEOLEMDOT 7w 7 2 FETHRW (RIEMR) ~TF K _/\n‘m\ ZaAT7IZHT BA

£7, B TF FOE#S T
b L, ERY VTIPS L THR SN TS ET5 L, [ |

24D HEED L H 12, Mascotl@FRIZE > Tl v F LI=_TF RAREM (R |

@) PARIEME (FQ) »EDTHZ LN TEET, K240 TEIZEME R .==E.

IEfif & 2 SR HE L T2 KT, : 237

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

FET D2 VNIEN

(D True Positive : IEf# & ¥IE S, EBRIZIEMF .. BEA1 T & S IE AR (18

@ False Positive : IEff&HIE S, FEIXRIEM .. B)LFERE(FR) 5
® True Negative : RIEMREHIE Sh, EEICFIEM [ | (+3ZEMTES,
@ False Negative : AIEME & HIE SHL, KIXIESM .==

EEITIE, ERY TNV EEND X Y EIIAHTT OT, ERF
EREME ST 22 EIETEERAN, ROXHIEZ2DE O
False Positive] IZEHENLXTF ROREHET LN TE, FE @
BRRTF ROFITE EN D REM~TF FOEIE TH 2 FDR(False
Discovery Rate) @i 5 Z LMW TEET,

@ False Positive

False Positive <
vF (ERLHIES
NE=HEIEFERE)

True

[ |
Negative ..
[ |

(1) EETILIERY VT VOERT — 4 2 EET HESNT —F ~—
AWK LTHRRLEESGE, BOoNZAERXTF NITILEMR
(True Positive) & RIEfi# (False Positive) 2MEMFE L TV 5D,

® True Positive

(2) FEEFTLERY VT NVOBEET — 4 2 FELRVEST — &~ False
— A (Decoy RBLHN T —# N—2) ITx L THE L= 56, fBHbh e m
TG B 72T F RIZIZIEMF (True Positive) 13 & £ Tuau (4% -
) 7 _ False Negative %<
?ﬁf’éé)o bbb, AIEM (False Positive) DA EFEIL, = 9 F (REME 5%
DATEMOEIT (1) OFRTERE (False Positive) DEITHY T 5, ; ShiAELER

REE
(3) ) THELNIARMRLTTF K (False Positive) DEt & (1) T

SNT=HE 727 F K (False Positive+True Positive) DEH>
HBIROREM > TFREFHHTHZ LN TE S,

FDR = False Positive (False Positive+True Positive)
= DecoyBCHIDBERENEE LR TF R TargetFeFIDBRHEDEELRTF K

Mascot Serverl. f&& L7-E4IT — % ~X— R (TargetfilF|7 — F X—RX LIEATWE D) BNFFOT7 I B L 2> T, 7
X BEEAI T v B BT EBINT — B R — R (Decoyl ST — & R— R LIEA TWET) ZHTIT/ER L, Targethild| 7 — & ~—2
& DecoyBd T —H N— R Z Rl - WSLITHRT D Z LI XD WE DN OELNIRERHRL O BBIICFREZFHE L. £ ORER
% [Summary Report] ~_—IIZFRLE T,

MISHRFE MR E— 2 (K20) (2B W T, =T D FHIZH % [Decoy] #F = v 7 L, [Start Search ---]/R ¥ > % L TMascot
TR % FAT L TL 72 &\, [Database (s) ] TR L 7zTargetfil ¥ 7 — & < — R IZkFT D Decoyfil |7 —# _X—R% U T /L H A AT
TERL L. 2 DOEHIT — & ~— 215 L TR « MSZIHRER ZITVWE T, 2 00/GIT —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 bar b —L 3% dD F(ZdH 5 [»Decoy search summary (random protein sequences) ]
27Uy LTRALTIESN,

R EVY YRS T OABARH
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http://7R X k4 /mascot/cgi/master_results_2. pl?file=F981139. dat
http://www. matrixscience. com/cgi/master_results_2. pl?file=F981139. dat

X 25 False Discovery Rate (FDR) MDEtE#HER

Protein Family Summary

Filter Significance threshold p< 0.05
Ions score or expect cut-off 0

AUTO
Dendrograms cut at 0

Max. number of families

Show Percolator scores

Preferred taxonomy All entries

wDecoy search summary (reversed protein sequences)

Peptide matches
— above identity threshold

- above identity or homology threshald

in target in Decoy FDR
2356 103 4.37%

2794 216 7.73% | Adjustte | |[1% ¥

]

[above identity threshold] & Tl&. Target &5 DB
TEv hLERTF FD%h% 2356 8. Decoy E23l DB T

[ 103 @ T DT, FDR=103+2356 x 100=4. 37% (2% Y
F9, EHRIC. [above identity or homology threshold]
DEHTIE, FDR=216-+-2794x100=7.73% I Y ET,

Decoy results are available in «fthe decoy report. 0—{ Decoy §E§|J DB (:;(\-_I'j’ 6@%%%&—9/\0} 1) 9 ]:f‘d: > T [,\QETO

Protein Family Summary

Filter Significance threshold p< 0.005251 | Max. number of families AUTO
Ions score or expect cut-off 0 Dendrograms cut at ]
Show Percolator scores
Preferred taxonomy All entries

wDecoy search summary (reversed protein sequences)
Peptide matches in target in Decoy FDR
— above identity threshold 1498 16 1.07%
— above identity or homology threshold 1834 18 0.98% | Adjustto || 1% * ~

Decoy results are available in efthe decoy report.

eLhelp]

[Adjust to]l D#EEZEFE > T, 1z & A X FDR=1%ZiE7=F
[above identity or homology threshold] R FF K%
HWEL. ZNITHET I 4RI T7ORREZRDZ S
ti)‘“‘G‘%‘iTo

X260 EOFITIE, F5E LA A A a7 OBESELEZHT-3TX7F K2 L, FORZRDTWET, §72b5H, Targethid
FIDBIZx L Cid, HIFFEO. 05K M%7 % IdentityBfEi4ef4 [above identity threshold] ®F Tt v b L7=_TF FoHu
2356, Z Kt L CDecoyBt DB CTIZ103fH T4 DT, FIRIZIKD L HIZHE T Z LN T £9,

1032356 x 100=4. 37 (%)

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

threshold] OEPED FIRIFKD L S ICHET B LN TEET,

216-+-2794x100=7.73 (%)

X250 F O Tl Fofl & i3z, [above identity or homology threshold]{7 o [Adjust tol AR &% 45 THE L7-FDR=1% (¥
FHEBEO * FHERESNTVWEZ L EZRLTWETD) 20l 7F R&H L, EERICIEFDR=0. 8% KT 51 A 22

T OBMEE LT 0.005251 ZRDTWET,

DecoyBit#l 7 —Z N— R IZBAT 55 LONEITRON—V & TE I,

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

I hYYIRYAL T UoRABAEH
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P 5 BRERER

5-1 RERBRA—CDEHE

FURBERN—VOHEL T LD FE LT, BRBRERES— DI EEHY . Zh2h, by FLEZLAZEDY A b
( TSummary Report] ~<—), b v kL& o 87 BOMEDR( [Protein View, ~=—), b v k L7=XTF ROZEAIE SR
( TPeptide View] _—)&#/RLE9, £7z. [Summary Report) ~<—Uik, MFEHIE L FRINDIEMRIC L0 SFIEICMT 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 b L2 VY BEXAT7IEIZRTLET)
— Concise Protein Summary (R#FRTRINBIBRFBHLRER—)

PMF #&3% —

— Protein Summary

— Protein Family Summary (MS/MS F¥—%4A'300 HLLLDIESICERVICRTINIBERLER—)
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—2 (Evw FLE=2 U/ BEOFMERZEMICKRLET)
3. TPeptide View] R— (Ew b LERTF FOFMRIERZENIRELET)

I hYYIRY AL T UoRABAEH


http://www.matrixscience.com/help/results_help.html
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5-2 D4 —=<wv bar kaO—JL/\RJL

K26IZRT LI, by FLIZ 7Y A M &F9 5 [Summary Report] R—IZix 74—~ v b3 ba— 3%
V3BV [Summary Report] R—YORFHOTIY XL, FREINDIERERET HT-OOFMERETHIENTEET,
WL EM2 G202 B2k [Format As] £ 72 1% [Filter]ARZ &L T 2 &V,

K26 74—<y bar ka—)L/AR)L

-

Format As | | Peptide Summary v Help
Significance threshold < 0.05 Max. number of hits | AUTD
Standard scoring @ MudPIT scoring lons score or expect cut—off [0 Show subsets 0
i Show pop-ups * Suppress pop—ups Sort unassigned | Decreasing Score ¥ | Reguire bold red
Preferred taxonomy | All entries v

==

“ MASCOT Search Results

Filter Significance threshold p<  |0.05 Max. number of families AUTO =f[help]
| Ions score or expect cut-off |0 Dendrograms cut at 0
Show Percolator scores

Preferred taxonomy All entries v

(1) [Format As]RZ > DAEIZH DT NHE T A =a—)5 [Summary Report ] OFEFEA IR T 5 Z & 23 CT& £9, BIED [Summary
Report] OFEFHIZ TN A DL A =2 —DF < EIZERENTWET (X260 BT Peptide Summary Report), TE:IZ
[Protein Family Report] <9),

(2) [Siginificance threshold p<I THRE L7 2T A v 2 37 OWIFHE (0. 99~1E-18D%fE) L 0 & K& WHIFHEA > % o
NIEIT) A SR ENET,

(3) [Max. number of hits] THEE L7 D& "7 EH A2 Y A MRARLET, "ATO" £ 721370 2 & L7561, BEA =27 MIS
BMBOBEITETORTF RO AL ZAaT7 FHME) L b RERT T A L AaT 2o R 7E Y A MRERENE
E

@) FREND T T A AaT7OHEEE LT, [Standard scoring] URIETHXTF RDOA A A a7 #fEEH) &5 WIE
[(MudPIT scoring]l UREBTHXTF ROAF L 2a7DHb, BERA2 7 2B L0 R a7 28R Z8IRLET,

(5) [lons score or expect cut-of f] THHE L7-EfEA 0 ~ 1 DM THIVUTHIFHE L L TRV, 1B ETHhIUIA A Ra7 &
LCHWET, FBELEERME (4 2aT7) LD b REDCUNSW)XTF FEY A MBI LET,

(6) [Show sub-sets] Cix 0~ 1 O (7= & 21F0.5) ZHE L., REX VAV BHILRET 5 X7F REICx L <, BE LIZHE
PLEDIFIEASTF N & F> [Sub-set] Z o 0 BEuaFRLET,

(1) 2RI BERBTHXTF RO (9T YBES I VAT =Y NVERHETRC, (A R2aT7n) by 7107 F ROR
O TT T4 R ERFTENE I DD AL v F & LT[Show pop-ups]d 5\ ik [Suppress pop-ups] Z N L £4,

(8) [Sort unassigned] Tix, # > /37H U R MIFBLARWSLTF REUERDEME (A a7 HINEH DV T A 2 7 KIE) 2348 L
E3r

(9) [Require bold red]ZF v 7 325L, A4 2aT T2 7 BINORXTF R FRLFTER) T, DOPEEORTF K (K
WFETHFER) 2ELe X o RXIE) A MR RLET,

I hYYIRYAL T UoRABAEH
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(10) [Dendrograms cut at] CHEE L7z A a7 UL LOEEZ RS> % X7 BIZHT HMBERAERRINET,

(11) [Preferred taxonomy] Tix, ¥ /378t v MU A MIEEMICE RS ETWEYHEA 2RI L T 7ZE W, NCBInrd X
T, OEDDH U RTFITEBEOAEMFENRBE SN TV DS, #X7EEe >y MU X MIFZEOREY VT ERER
ENFETH, REX L VETIERL, BUOEMFED Y R EE KR SETWVGEICEDTT,

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

I hYYIRY AL T UoRABAEH
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5-3 RNV EDHTE

MISHRER E 72 IESURB TS F RERELETOT, by FLEXRTF IRRETLIX RV BRI L LiICLD, E
BRI EENTWAE U EEHEELE T, £72. By FLEXTF RRERO X R FIZIRET 2561, K27
WCRT I, NSO Z X7 /E % [Same-set]. [Sub-set]. [Intersection] 2L, B ER—JICHRLET,

K27DFITIX, & 287 BT 3 2DXTF K(pl | p2, p) BB L COETA, AUATF IRFRL CND X808
BiZZ L /R EHAD TSame-set] (TS 4L, (p1 | p2. p3) DIMOEBRIT U= XTF FWRIES D Z2 RV BHC~EiXZ ™
HAD TSub-set) IS NET, U RV EFEGEY V37 BATIE L GEIGED) T F R (pd, pb) BEENTERY
2R BAIKT S Mntersection] EFFATWET, RIS, H2TIIRT AT F ROIREIRRN S, # LRI BRSO & 3
JEIZOWTE, FERYV VT MICEEN TV DN E I PEHWTLZ LIXTEETA, FLUIROR—VE TEIZE N,

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

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

21 EY FLESEBEORTFRFEIVNIEADRERD (1 ~ pblFey FLIRTFFERLET)
BUNIEAN T pl p2 p3
BURYEB pl p2 pP3 —— AUV BEATRBTERTFRERL - 2/ E AD [Same-set)
AN EC T pl p2
BURHED p2 p3 BUNRTENRETARTF FOEBDEE — 2 /XU EAD TSub-set]
BN EE @ pl

BURVEF p3 pb BUROE N ISRBTARTF ROMAES L FHEOR
BUNHEG - 02 TFENRE — 2 /32E AD Tntersection]

I hYYIRYAL T UoRABAEH
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5-4 Concise Protein Summary (PMF)

PMFMEER DS T L TIRWIC TR S5 DI1EX2812~$ Concise Protein Summary] ~X—Td, b v kb LI=Z L R7 EIIMS
DERT =X~y T LT F ROIREIRIIZE Y Zv—Er 7 Sh, I A MRRERET,

[ 28 MConcise Protein Summary] R— (Ev bLF=R2 /N0 &% /Y MIKTR)

o o S
[ Concise Summary Repc x
&« € | [3 macminiliw8/mascot/cgi/master_results.pl?file=..%2Fdata%2F20141203%2FF001583.dat&l & 7 = [
MATRIX M
\ixé: Mascot Search Results —
MR A—HZ, BRI ML, T2 I 74 LA,

IR Su— b BFIZ6EA L1651 DB 1630, MRER. b

: Test ﬂzarﬂhlng for 2. 5 manual

U5 data file  : pufSanole ngf o oL
Datakass %“'55"53%4?”{‘[.%“355?27%5' sequences; 194613039 residues) JZa FTTEY LR VUNNDBLEEEDE
Ton Score : 102 for OPSD_HUNAN, Rhodopsin 05=Hono saeiens GH=RHO PES1 SV=1

HBERTLFES,

Masaoot Score Histogram

T [
Protein scores greater than 70 are significant (p<0.03). L

N FEX 27 (70). RAMEHAFFE0.05). RIAF7HHT S
TERRLET, COBITIE, FAET0ZEA-EY F
N1EHEZELDLMYET,

Protein score is ~10+Log(P), where P is the prokability that the observed match is a randem svent.

Number of Hits

GCondse Protein Summary Report

Format As | [Concise Protein Summary ¥ Helo BREHRER—DH, 74—y bar bO—LARIL, B
=== Y
Significance threshold i< [0.08 W number of hits AUTO $\7k9 > ([Re-Search All]. [Search Unmatched]) #%&x L
Praferrad tasonomy Rodentia (Rodents) v
i?—o
Re-Search All

¥ Search Unmatched

1. OPSD_HUMAN Mass: 39437 Score: 102 Expect: 3.5e-005 Matches: 11 ~
Rhodopsin 08=Homo sapiens GN=RHO PE=1 §¥=1
OPSD CRIGR  Mass: 38641 Score: B4 Expect: 0.2 Matches: 7
Rhodops in 08=Cricetulus griseus GN=RHO PE=1 &¥=1

OPSD WOUSE  Mass: 39614  Score: 35  Expect: |.6e+002 Watches: § 5

Rloioms n 05=hus miscults G FEl B2 eletes EvbLiz2 N EE RREAVNVEELEZD
OPSD WACFA  Mass: 39606  Score: B5  Expect: 0.16 Matches: 6 N .

Rhodops In 08=Hacaca. fascicularis GI=RHO PE=2 8V=1 _ - - IL—FE* ==

GESD OICK Maso: 99925 Score: 80 Expecls 5.2 Malches: >. Same-set & Sub-set ST IL—EV T LTRTFLE
Rhodops in 0S=Gallus gallus GN=RHO PE=1 8W=1 .
OPSD ALLMI  Mass: 40005  Score: 50  Expect: 5.3 Matches: 6 ?_0 7 :/I(b FEE0)77 vyl 3 ‘/ﬁ%‘li [Protein
Rhodors in 0=41 i gator mississippiensis GNERHO PES2 SY=1 N

OPSD LOMF  Mass: 39504  Score: 50 Expect: 5.8 Halches: 7 i o2 . — =

hodors In 06-Losodorka sFrlcans GFHD PE=1 Si e View] R=I~ADY U JI2B>TVETS,

OPSD PIG  Mass: 38571  Score: 50  Expect: 5.6 Matches: 7

Rhocops in 08=Sus scrofa GN=RHO PE=1 8v=1

OPSD TRIMA  Mass: 3924  Score: 50 Exvect: 5.6 lMatches: 7

Rhodops in 08=Tr ichechus nanatus GN=RHO PE=2 Sh=1 _
DON PIED  Meee Q0EMT s A3 Frneet - 1

9 Mk cben- @

B28D %I Tix, [OPSD_HUMAN] 3R % o /X B TH Y | ZDOE &L 39437 Da, v 7 A 227X 102 | WIFFEIL 3. 3E-005,
BET 22y F LIEIHEORTF RRIRE L CWET, RoF70 [0PSD_MACFA] LLR% 1% [OPSD_HUMAN] > Sub-set{ZFH 492 #
UNNTERFRRINTEY, REF 7 EHO[PSD_HIMAN IR T 2 1EOXTF RO [HGREIZH T2 X7 F N BIRE
LTWET,

RFEY RV EOFRFMEIE, ARICE Y FLIZZ UV EERECIHRWERA T 2RO X X7 BORMTTR, 74—
~v hay br—A %O ([Max. number of hits]O ANMIZE RS HToWZ Loy BHw AJiL. [Format As]1R & v % 4
LK. BRTOMDZ R BERRESEDL LN TEET,

[Significance threshold p<d AJICERME A A L, [Format As]AR & v &2 Lic k) BEEAE S22 0N T&EEd,
LA DEA & FRE L 72 B iﬁ;ﬁﬁﬂﬁ& LT, I EOEZIEE LG ARETe T A 2a7 & LTSN ET,

[Concise Protein Summary] ~_X— 2R3 2 XV FELWVHRITRON—T % ZELZI0,

http://7R X k4 /mascot/help/pmf_summar ies_help. htm|#CONCISE
http://www. matr ixscience. com/help/pmf_summaries_help. htm|#CONCISE

I hYYIRY AL T UoRABAEH
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5-5 Protein Summary (PMF)

T —~v har ha—Asxh 5 [Protein Summary] 3R L, [Format As]AR & > &4 & | [X1291277 3 [Protein Summary |
N=UG Y b 7,

12129 TProtein Summary] R— (Ew kLf=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)

Results List

1.

Type of search

Enzyme
Fixed modifications

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

Variable modifications :

Index -
RER AT EBA2 0B +EN | %
Accession Mass Score Description
e S A e LT e ®TLFET,

Score: 102 Expect: 3.3e-005 Matches: 11 }

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

Observed Mr(expt) Mr(calc)  Delta Start End Miss Peptide
903.3420  902.3347  902.4345 -0.0998 340 - 348 0  K.TETSQUAPA.- = — 4
< 5
1373.e810 1372.6737 1375.6608 0.1130 35 - 325 o mmomzereccen.y + of P C o)) . Expect (BAFFE) . Matches (% v
1403.7220 1402.7147 1402.6576 0.0571 326 - 339 0  K.NPLGDDEASATVSK.T o o @ PN
1727.5160 1726.9087 1726.8786 0.0301 297 - 311 0 x.smarwevivmeax. I LIERTF KD . 2 NS BRI E =X
1743.9510 1742.9437 1742.8735 0.0702 297 - 311 0  K.SAATYNPVIVIMMNK.Q| __
1759.9660 1758.9587 1758.8684 0.0903 297 - 311 0 K.saarwnevivoenk.g 78 LK 9 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 1817.8755 0.0802 232 - 248 1  K.EAAAQQQESATTQRAEK.E
2159.1430 2158.1357 2158.1067 0.0290 297 - 314 1 K.SAATYNPVIVDMNKQER.N
2256.8710 2255.8637 2256.0634 -0.1996 - 0  -.MNGTEGENFYVPESNATGVVR.S — ~, 98 —— =
No matoh to: 832.6620, 1186.4390, 1515.4440, 1617.8570, 2174.8120, 2190.1120, 2273.2660, ]_ SO VIRYEIZR YT LMD
2288.4890 = — =
FEET—2%EZRTLET,
2. . Mass: 39606  Score: 65 Expect: 0.15 Matohes: 8 m
Os=Macaca fascicularis GN=RHO PE=2 SV=1 I
Observed Mr(expt) Mr(calc)  Delta Start End Miss Peptide
903.3420 902.3347 902.4345 -0.0998 340 - 348 O  K.TETSQUAPA.- 2-—. N <
1373.6810 1372.6737 1372.5608  0.1130 315 - 325 0  R.NCMLTTICCGK.N + Oxidation (M) BEITRYFLERTF RO
1403.7220 1402.7147 1402.6576 0.0571 326 - 339 0  K.NPLGDDEASATVSK.T S =
1743.9510 1742.9437 1742.8735 0.0702 297 - 311 0  K.SASIYNPVIYIMMNK.Q HiRE= (Mr (calc)) .Delta (&
1759.9660 1758.9587 1758.8684 0.0903 297 - 311 0  K.SASIYNPVIVIMMNK.Q + Oxidation (M) ==
=zo L
1788.7210 1787.7137 17687.7939 -0.0802 312 - 325 1  K.QFRNCMLTTICCGK.N ga‘ﬂ%) N Start/End (ﬁL%~ 7
1804.7100 1803.7027 1803.7889 -0.0861 312 - 325 1  K.QFRNCMLTTICCGR.N + Oxidation (M)
= = = o S
2256.8710 8637 2256.0634 -0.1996 = 0  -.MNGTEGENFYVPFSNATGVVR.S 2/ E&%"?) Miss (*,ﬁﬂ:ﬁj‘»f
No match to: 832.6620, 1186.43%0, 1515.4440, 1617. 857\. 1727.9160, 1818.9630, 2159.1430,
2174.8120, 2190.1120, 2273.2660, 2288.4890 i =
k%) . Peptide (E25I1E#HR+1&
Search Parameters == —
fhfER) ER T LET,

: Peptide Mass Fingerprint
: Trypsin
: Carbamidomethyl (C)

oOxidation (M)

BREHERRLET. |

Mass values : Monoisotopic
Protein Mass : Unrestricted
Peptide Mass Tolerance : + 0.2 Da
Peptide Charge State : 1+

Max Missed Cleavages : 1

Number of queries i 19

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

[Protein Summary| X—Y Tkt v hLIEX R EONEEZ LY
BHICEALT, 77ty v a &K e, HEMass), Fv7 A 2237 (Score) .
l\“%ﬁk (Matches), Z v /_7BEHR(Z 37 B4 BRAEMFER 2:°) ~ v I LICERET — % OE & (Observed, Mr(expt)) & D

(M (cale)) BLOENDLDFES Delta), v v F LIEEHET —Z RIS 27 F FOZ 7 BRIZBIT HALE (Start,
End)\ KO 4 FEMiss), 7 I/ BEELS (Peptide) kﬂ%ﬁﬁ@‘fﬁ?&%ﬁﬂ? LCWEJ, £72. No match] DFFIZIXZ DX R
JBICH LTy F Lo BRET — 2 2R R LTNET,

by M7 278 1AL [OPSD_HUMAN] %, 7'm7 Ao 22 7% 102, #FHIEIERIE S L COMIFHE 0.056 ZRKE<FES 3. 3E-005,

RAT AT T 7 % RDLby " T I E AL LA DS L S RELIT AT TLORE D IEHERHY | MBRITEA L IBHEOE &T —4Doh
903. 3420, 1373. 6810, 1403. 7220, 1727. 9160, 1743. 9510, 1759. 9660, 1788. 7210, 1804. 7100, 1818. 9630, 2159. 1430, 2256. 8710
DIEDEET — 2 ST 2T F FRRBLTHVETOT, ZOX T ERFRY 7 /UCEEN TS AN ENZ

LAY ET, £, ERP OB/ OLNIER(EERLER) LESEN LANR, FORRMEIESICEL Y 7,
[Protein Summary] ~_—IZBIT 25 X VFELVHAEIFKROR—U% TR ZEN,

FELKADZZENTEET, By MLEKLXDZ T
Wl (Bxpect) . BRET —X I~y T LizXTF

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
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5-6 Protein View (PMF/MIS/SQ)

[Summary Report] _X— ICERENTWAHEZ NI EOT 7t viarHKEEd2 7Y v 715 LR301777 [Protein View)
R=UBRFREN, by bLEEF 7 BICET A LV RE R N TEET,

[ 30 Protein View] R— (B /Y BIEHRE & Y EMIZRT)

HE—

/ [} Mascot Search Results: x W

G | [3 macminillw8/mascot/cgi/protein_view.pl?file=..%2Fdata%2F20141203%2FF0Q 5% =

MRS MASCOT Search Results

Protein View: OPSD_HUMAN

Rhodopsin OS=Homo sapiens GN=RHO PE=1 SV=1 ~

Database: SwissProt

Score: 102

Expect: 3.5e-005

Nominal mass (M,): 39437

Calculated pI: 6.21 N —

Taxonomy: Home sapiens [ NCBI BLAST # %4 k4> NCBI Taxonomy Browser R—~Ad!) >

:equen::e s\m\\amtv\: available as an NCBI BLAST search of OPSD HUMAN against nr. >~ 7 . %%)ﬁ (p I) @iﬂéﬁﬁﬁo)ﬁﬁ, ﬁ, \%14:\ <y 9._ L, T: 7 E J Eﬁo)
earch parameters s IS =
’ HN—EREDEHRERTLETS,

MS data file: prfSample.mgf

Enzyme: Trypsin: cuts C-term side of KR unless next residue is P.
Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M}

Mass values searched: 19

Mass values matched: 11

Protein sequence coverage: 25% /

Matched peptides shown in bold red.

1 MNGTEGPNFY VPFSNATGVW RSEFEYEQYY LAEEW
51 GFPINFLTLY VT RT PLNYILLNLA

ARYMFLLIVL
FTSTLYTSLH

RYFLERTFREFREXFTCRRcLhET, T,
lUnformatted sequence string:] MAEIZHZ 7 = / ERFRESR >
&9V DT BHEIDIVE)ERETIRANTCRRLET,

SNFGEIFMII EA
DEASATVSKT ET.

Unformatted sequence string: 348 residues (for pasting into other applicaticns).

Sortpeptides by | ® Residue Number Increasing Mass Decreasing Mass
Show predicted peptides also

Start - End Observed Mr(expt) Mr(calc)  Delta M Feptide
1-21 2356.8710 2255.8637 2256.0634 -0.1996 0 -.MNGTEGPNFYVPESNATGWR.S S

252-248 18159630 1817.9557 18178755 0.0802 1 K.EARACCOESATTORAEK.E RYFLERTFFD Start/End (&2 51l ? iz
297 - 311 . 6 0.0301 0 YNPVIYTMMNK.Q - . o
297 - 311 12.8735  0.0702 O YNPVIYIMMNK. Q) + Oxidation (4 B).Delta(BE8E) Miss GRiEIEY A 3D
297 - 311 8681 0.0903 0 ANPVIVIVME.Q + 2 Oxisition o0 i . . _
s ameeend [ER R o Peptide (BR5IE# HEMTRM) £ RALFT.
312-325  1804.7100 1803.7889 -0.0861 1 K.QFFNCMLTT

3 - pusseeon o0 72 #. [Sort peptide byl?/R4 > TRIEE=IE

315 - 325 1373.6810 7 1372.5608 0.1130 0 R.NCMLTT.
Nooas  svsa sopsar sogdas -0l0ass o BIEISHERBEZ DI ENTEET,
No match to: 332.6620, 1186€.43%0, 1515.4440, 1€17.8570, 2174.8120, 2180.1120, 88.4830
J Xy F LIEEENRRIE L ERIED
3" & . o ) EZ%70y FLTWET . BEDHTE
- DF ) TL—vash—TICHD
e e LEY ., 4. TRMSerror) DIEIFIE
RHS error 59 ppu Hass ¢Da)  RHS error 53 ppm Hass ¢Da) ﬁﬁ% éﬁ( L/-CL\i-a_o
i 348 AR,
s SwissProt &, EHIF—4 RA—RIZ& > TIEE v/3Y DM

E i o BRERTHIRRSINET BREHNBLETT),

[Protein View] _X—ICld, 0¥ 37 BOFEMER (K7 I VBES &~y F LEBEET —Z RN —LTNAET
J BEECHE Sy AP, T T — Y a VIEH NCBIY A b~ U ) BRDZZENTEET, o BET X (E
i) L 2 ORI E OB EXE T 0y N UIERERES T 7, HENTEEGOX ¥ U 7 L—a o —7 (B BRIE#R)
WG LET, BEMES T 7 L EEOX YY) T L—ya v h—TRERD581T, 20X 0 Bi3#EYE False Positive
ey M) OFREMENRSH Y ETOT, HET — 4 OMBEEEZBKRT 2 LERH Y 7,

Protein Summary] ~<—IZBT 5 X VEFELWLANFITKON—U% TELIZE 0,

http://7R R b+ 4 /mascot/help/results_help. htm|#PROT
http://www. matrixscience. com/help/results_help. htm|#PROT
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5-7 Protein Family Summary (MIS/SQ)

MascotMFRIZIA LTZMS/MSDE B A7 kLT — Z 33008, L3541, ®31i12779 [Protein Family Summary) ~3— A%
BN INET,

X 31 Protein Family Summary] R—3>
MRS MASCOT Search Results

RG2008 SwissProt Mouse

\PRG2008\mgRmerged.mgf A—H4, BRREAA ML, T—E2 T 744, RRITEHAL

RAP 20120229 (115 sequenchs; 38,188 residues) Fo g
issProt 2014_04 (544,996 sequences; 193,815,432 residues) f_ EE J DB lliiﬁ ﬁ? =] E:'!-f = E a)lligﬁ Ei = L ij’
= 5 T~
P £l CE: 3 £ A °
Mus. (16,727 sequences)
Timestamp : 20 May 2014 at 10:48:27 GMT

Taxonomy :

@ All © Non-significant ©) Unassigned [help] As XML - -

Not vhat you expectad? Try the select summary.

» Search parameters Bia%E ([Re-search]’R4 V). RREED I 7 IILEH D

P score distribution

¥ wodiication statistics ([Export]R#% ). TSelect Summary)] R—I~DFEE).

iy summary S| BREELRATHHEISTIORTBTAALES Y

Significance threshold p<  0.05 Max. number of families AUTC  JThelp] v 7) > EﬁﬁEZ = 7 ‘bia—t 7)1"_ jﬁt EG)EQE O DeGOy
ls:ncsws:::;;:;p:::r::buff oD Dendrograms cut at o #ﬁ%ﬁ%d)ﬁﬁ?tﬁ E g&ﬁ 5 : & 75{—6 % i Tc

Preferred taxonomy All entries - ‘

» Decoy search summary (reversed protein sequences)

J Proteins (479) H Report Builder H Unassigned (27741) ‘ C ! 9 j%ig*ﬂ L, —Ciﬁ é{—)] l,) %i é = & 75\‘—6 % i?’o I

Protein families 1-10 (out of 479) ‘
0 g 1[2] s8] ] (Bt (oot
< - | BEBELHHLE—T— FRATHCENTEET. |

b1 1::5p| TRY1_BOVIN| 1606  spITRY1_BOVIN| |
~: o S 0
b2 1 2:CP2CT_MOUSE 1337 Cytochroma P450 2C28 OS=Mus musculus GN=Cyp2e23 PE=1 SV=3 ;zHEJE ; é ~ ¥ N E % i) 9 WIAY 7 E
6 2:CP239_MOUSE 252 Cytochrome P450 239 OS=Mus musculus GN=Cyp2c3s PE=2 V=2
7 2:CP238_MOUSE 150  Cytochrome P430 2C38 OS=Mus musculus 2T = iy = s
2 2::CP254_MOUSE 553 Cytochrome P430 2C34 OS=Mus musculus p2c3a PE=3 SV=1 a)#;ﬁ{u]x E ~ § *E‘H 9 ~ 7 7 + vwv3
8 73 p2c70 PE=2 SV=2
A 3 490 p2c50 PE=1 SU=2 . g = j = ,r ~ 7 7 =
5 339 p2c37 PE=2 SV=2 -~ =R =l vA3 s / 7
4 485 N=Cyp2f2 PE=2 SU=1
s N —
D
YavERRLES,
»3 1 2:GRP78_MOUSE 1308 Hepas PE=1 SV-3
2 2:HSP7C_MOUSE 362 1 HepaB PE=1 SV=1
3 2:HS71L_MOUSE 188 Heat shock 70 kDa protein 1-like OS=Hus musculus Gi=HspaLl PE=2 Sv=4
va 2:CYBS_MOUSE 1217 Cytochrome bS OS=Mus musculus GN=CybSa PE=1 SU=2 \
Score  Mass Matches Sequences emPAI

41 £2::CYBS5_MOUSE 1217 16817 54 (42) 7(5) 3.08 Cytochrome b3 OS=Mus musculus Gli=CybSa PE=1 Sv=2

w54 peptide matches (12 non-duplicate, 42 duplicate) PFAaVEI Y)Y TBLIC

uto-fit to window S

et tovne &Y. Same-set & & U Sub-set %
Expect Ramk U Peptide

1.2 ba T -.MAGQSDR.D + oidavion (4 .« 0 <0 - o

Ui ve 4 ey " VIN)E BNV EICRET AR

0.0073 b1 U K.STWVILEER.V

TF FER. by T 10 RTF R

Score > 32 indicates identity

£18020 bq 738.0084 1474.0022 1473.7959 0.2064 0 74 3.6e-006 W1 U K.¥VTLEEIQR.H > Eo):rﬁiﬁ;&ﬁﬂ_-\ Li-a—o 1;33« ,rj—

Query Dupes Observed Mr(expt) Mr(calc)
aa3e 520.9165 1039
A1s955 by 704,462 1406.

s184 1039.5212
6 1207.
F15992 470.4065 1408.1987 1407.8230

230

0.16831 22 0.56 2 MMKEELOR
-0.8213 0 18 1.53 AQQLTELEQK -~ = - 7 1 {J— o 70; I: i
ozmso 1 sss P YRAT IV [fz DA~ [
o.16281 9 125 SPLERSLEQK . — .
epizo s e e FBEXFET, A A2RATSV9 2
. e 157 PRATEEQLK
SIme s nn mmm HUTFORTF RIFREXFT. 4
0.21781 7 17 9 PAGTTAMRSGLPR  + Oxidation (M) S
0.12651 7 17 10 YSKIFEQK s s o o
15026 652,358 1070.100 1473.7588 Gsasio s 2 b5 U mrmmmena FHEN 0.05 &Y HLINSNARTF R
18934 755.5320 1509.0494 1509.8186 -0.7692 1 3 1.1 P9 U -.MAGQSDKDVK.Y
#2052 787.0462 1572.0778 1571.8065 0.27120 76 5.9e-007 B1 U K.TYIIGELEPDDR.S [FAXEFETRTSNET,
#20563 P17 525.0861 1572.2366 1571.8065 0.4301 0 57 4.6e-006 P1 U K.TYIIGELHPDDR.S
#22381 P11 552.6631 1654.9676 1654.8437 0.1240 0 46 0.00035 P1 U K.FLEEHPGGEEVLR.E
22386 b5 828.5314 1655.0483 1654.8437 0.20470 62 4.8e-005 P1 U K.FLEEHPGGEEVLR.E
#30413 P1 1175.6897 2349.3647 2349.0227 0.3420 0 100 1.6e-009 P1 U R.EQAGGDATENFEDVGHSTDAR.E
#30815 D1o 704.1341 238.3505 2349.0227 0.3370 0 104 2.36-010 b1 U R.EQAGGDATENFEDVGHSTDAR.E J
» 1 subset or intersection (1 subset protein in total)
»s 2:PDIA1_MOUSE 1124 Protein disulfida-isomarase OS=Muz musculus Gli=Pahb PE=1 SV=2
113 2:CP1A2_MOUSE 1054 Cytochroma P45D 12 OS=M culus GN=Cypia2 PE=t SV=1
»7 2:ENPL_MOUSE 1018  Endoplasmin 0S=Mus muscul ~spSOb1 PE=1 SV=2
»s 1 2:RDH7_MOUSE 1005 Retinol dehydroge culus GN=Rdh7 PE=2 SV=1
5 imme mouse FEE R e & O8-tus museus Sl-Hsdi.
A I N N B
»o 2:MGST1_MOUSE 863 Microsomal glutsthions 1 osau lus Gl=Mastl RE=1
»10 2:

7A_MOUSE 770 505 rbosomal srotein 17051 | AR— S g YDA INIBET 7S —DRTBDIEE.
——— FRLELDR—SESOEE. RRERORM - EMET
“Nw.a, you expectad> Try i I 5cEMTEES,

[Protein Family Summary] ~—ClX, By ML7Z 7 EIZT a7 A vy Aa7EICRRENETH, FRICEY L2
NTF R dlE E UTROBRLY R BERMAET DA IEE NG 20 E DD J v—7 (Protein Family) IZF &, AWM
PUEZRIFERE EbICEREINET, 2, MBBEREZ T T VT D1 ~2 =V 50OBIZRDLH2a 37 MZE LD,
LV FFMRE RIS T 2 HAAORNCH LT A 2% )y 7 LTRA L, RERRHIERTT 2L 2L T0DHH, K

I hYYIRYAL T UoRABAEH
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WIERET = CRTORBRER LA T A ICERSEDLIENTEET, 2B, VIO COEROBICERINEEA VT v 7
AT D=0, EONPICHE TR ZE U323, 2B B UBIZREZICER RSN ET,
7285, X312k L7= [Protein Family Summary] ~X—TDFIIRDURLIZT 7 AL, ZELEEV,

http://7R R 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 8EEY 7 BITIROEEZE U TIE L, ProteinFamily: LT/ L—E
7 LET, O&-DODProteinFamilylZJ@ 9 2 X /87 B A L A_"—0FEPFE IR, HEHBEOXTF ROR a7 2o TA L —HD

e 2 o 2%

1

FIRL. BERN Y T A Z LI ELT > TROTHET,

FaFA L RATIEDE R BFY A BT D,

@2 MDIVAIND, KR UTA AT DR RYERBER L, 20X /37 BIZFES HHomologyBIfEZ =1 7 L)

(3

4)

(5)

(6)

(7)

8

9

EONTF FEHIHT S,

@ TR L7~TTF FE2EL 2 o "7 Ea2 (D)D) X FrbHlEH LT Protein Family] DAL/ S—& L, £l
BEQ) DY A MBS,

B)DH YT BT HHomology A 2 7 LA EDORTF REMHL, (DDU A IS INSDONTTF REd
Fo X LN EKREH LT [Protein Family] OA L RR—=2 1L, ZRHE Q) DY 2 BB,

THTED X VN EL 2D T OREZHR Y KT,

Hi7-72 [Protein Family] Z{ERRKT 572 DIZRERZREEZITV, HomologyBIfEA a7 LA EDRTF Rk 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 — [ o JERE GELEIEA 7 F RICBY LT, Homology/Tdentity® /N &N J7 ORME 2 = 7 4y DFEEL)

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
I (H R TEC) ITFET D 71131 #2::PROX4_MOUSE 126 33667 4(a) 3(3) 0.36 Paraxiredoxin-4 OS=Mus musculus Gh=Prdxd PE=1 Sval
A7 R (2) WL ¥113,2 2::PROX1_MOUSE 76 25228 3(3) 2(2) 0.31 Peroxiredoxin-1 0S=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 - 23Z%U ¥
1 2:PRDX4_MOUSE
% DA a7 D Eﬁ 1@ A a7 w5 peptide matches (4 non-duplicate, 1 di % 2 2:PROX1_MOUSE
(Homology E‘ﬁ 1@ <1: Identity F?ﬁ 1—15 ¥ Auto-fit to window s s 3
Query Dupes Observed Mr(expt) Mr(calc) ¥ Xpect Hank U 1.2 FPeptide
D/INEWFDOAaT, ZOHT 22694 488.2970  974.5794  974.5518  0.02760 (34)  0.03 b1 U ( W B.SVDELIR.L
#4806 527.3665 1579.0778 1579.8526 -0.81480 34  0.0043 b1 U M  R.VSVADHSLHLSR.A
Ligl) ) @%1@%\;{ =0y %ﬁ #3533 wy 605.0467 1208.0787 1207.7056 0.37310 57  0.0002 b1 U @M R.GLFIIDDR.G
#9531 605.0112 1208.0078 1207.7056 0.3022 0 (50) 0.0011 b3 U MM R.GLFLIDIK.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, ZU X7 BFEGOEMEL 34-31=3 122V £, ZTOX L TRDIH 37 BRI - TRERN 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 b+ 4 /help/msms_summar ies_help. htm|#FAMILY
http://www. matrixscience. com/help/msms_summar ies_help. htmI#FAMILY

R MY RYA T ABARH



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)

MascotfRZZITHE A LTMS/MSODE B AT R LT — & $hs3004Tm DO FEIE TPeptide Summary] ~=X— VRN E RSN E T (K

33D HFFRTHITIFROURLIZT 7 EA L, 74—~y k2 ha— %L Cllons score or expect cut-off]MfE#% 0.05

[Max number of hits]®fE% 2 (2> hL., [Format As]ARZ L ZML T 7Z&W), By hLEEZ U7 E I T T A v
ZaTNEICEREN, Z T EIRETDHXTF RIZMS/MSOEBEARY MLTF—2ERE & bICERRERET,

http://7R R b4 /mascot/cgi/master_results. pl?file=.

http://www. matrixscience. com/cgi/master_results. pl?file=.

. /data/F981123. dat
./data/F981123. dat

33 lPeptide Summary] R—

|
A—HR, BRI ML, T—2 T 744, BRRICEALT:
E25l DB 15%R. MEHE, §E4L 0T RaF7TEy hLT=
BUNIBRERIEEDERERTLET,

[ PO
SCIENCE

Mascot Search Results

Uzer
Enai |
Saarch title
Database

0 kDa heat shock protein,
Chapercnin howc ce Heo-30,

Tisestame
Protein hits aitochondeial 05=Hows s lens GEHEFDT FE
ittt ot iihgnoidi e SOR

Mascot Score Histogram

s the probability that the obssrv
dertity or extensive homology (

match is 3 random swent
ores 05)
Protein scores are derived from fons scores a8 a non-probabiis

is for ranking protein hits

A4 V237 RE(CDHITIE38) .
WIS 7ERTLES,

Ey LAV EDRITSH

aer of Mita

P
Frotein scere

Peptide Summary Report

TJ4A—< vy ba> kA—JL/SRJLTIE Summary Report] ~
—COEEDODYYEZOL., RRSNIBEBRELZHEST L0
DEHEHRET D EMNTEET, [Search Selected] K2 >
TBREZTHOCENTEFET,

Foemat As | Peptide Summary

belp

Sgrificance threshold < 005 Max number of hits 2

Stardand scoring ® MPIT scoring  Jons score or expect cut-off 005 Show sub-sets 0

Show pop-ups ® Superess pop-ups  Sort unassigned Decreasmg Scare ¥ | Require bokl red

Prefarred tasonomy | All entries

Search Parametors

Tyoe of march 1 MBS Ton Search
= able wodifical i o fgn_(0)
cations &
i ;|
Protein Uhrestricted

s :
Pontide s Tolermce : £ 07 00

Select All Selact None. Search Selectec Error tolerant Archive Repont
Vo CELAM Wm0 Score: 15 etches: [— o N s
50 iDa heat stock protein, eitechondrial (BzHowo say HEPD! PE=I Yy - ~ > T
B e N | EVRLEEVROBEER VNI BEEGREDER
ey el Melem) Wieale) Dol Niss Scre  Exmct Bk thioe Pt nlﬁ* =3 j‘ 2 $ - ==
o s e e e e s BRETNICRBTEIRTIFRELEITTATA
@ 12 e wesm tme oba ¢ & a7 | 8 cwenme o
¢ 15 ©1268 We.Em WOWW 0008 D T 0.ME | U KUSGARXY ~ —ﬁ_ j‘ | -
A E e nmray DoEm T VRAATIRISRILET, FTUESICIVAN
¢ U e 08 WAN® WM 0 6 085 | U AVINARA
¢ 14 S5 11055 119050 0.047 0 67 0022 1 U KEIGHIDMKK — Ab W — > v
SN It e JVERDEDREIYFLEAF 2 RAT L
¢ L SR IR 4G 0065 0 B Lle®S | U KAEELIVI S peme —
¢ U Rmm s s 06 0 W Laews | U Kvamens 10VHEORTF FARFEEINET (FR),
© il SmiSE o ISGNE 0060 D B 0Om | U AIVHEGHEKY
¢ U NAmM @LED 1@IWm 005 0 G5 0.0EB | U LOMARMIEIKK
¢ B TANE 0L L@ W 0 0N ARWS | U ROMARMIEIKK
¢ 3 T8 A0TSR 1400007 0085 0 B 25005 | U RGIMAVMVINIRX ¢+ Ocidation (W) TOP Smriﬂx p@lide .alches tﬂ query ”
‘. A 7220834 14G.712 14G.0000 0.mES 0 (13) 45005 ¥ RGMAVMVIAELK X ¢+ Ocidation (W) 1 :
¢ B TR0 SN NI 008 0 W 8500 | U KIUDCIEGKF Score greater than 38 indicates homology
@ 4 TO.AI ISI9677 IS0 00682 D @9) leO8 | U KIUDELEIIEGES + Ocidation (1) > Score greater than 43 indicates identity
v £ S0.328 1917.962 198065 0.0 0 M2 43008 | U KISSIGEIVPALE LAWMIR X
¢ G WMGT I90.0W IS0E OMZ 0 ) LleWs | U KISSISIPNEINNRK : :
¢ @ wesis morew e saw o Prer e o e Score  Ewect  Delta Hit Protein = Peptide
@ 5 10S.055 2112.09M 2112133 00684 0 U6 L4008 | U RAMOGRLAMMNINNG 45.4 0.035 -0.0329 1+ CHBO_HUMAN APGFGNR
@ 52 IS5.000 2128.0880 2120.127 0.1 O (2) 376005 1 U RAUMOGOLLOMVTNPK.G ¢ Ocidatien 1) 22.4 6.8 -0.1057 P@RTGKV
¢ S IOTLOAT 2aLoNE M1 062 D 00) 2587 | U RANGSSULAVTION.G ¢ 2 Oridstion (0 L
v S8 701067 2364.2068 23464 0.mSE 0 6) 0. ) U RPLVILAEDVICEALSTLANR L 14.2 6 0.0329 R Awwm
¢ 5 IIBLISD 26420 MELWM 00T 0 GS) 0.0WI1 | U RXUYTHENENSILURL 1.3 88 0.0001 K.APUNNDR .R
@ 00 7051084 2064308 7BAMB4 0.0 0 B 14007 | U RAPLVILEDVDGEAMSTLAML 10.4 1.1e+002 -0.1268 K.ATVTAKSR.G
¢ B mLim eI 2EIBE 068 D & WG | U RIALDMGHALTIEVWTERK.E 4 1 1eH i 5 3
S RSO ] §i | ey 0.4 Illesol 00000 KAFSCOR.
9.5 1.3e4002 -0.0653 K.AGGSSKNGR .D
T Cmaron tomtos e, ol ol B 8.8 1.6e+002 -0.0801 K.APYLMIR .M
Chck to include this AL In error tolerant search o archive 8.8 1.6e+002 -0.0801 K.APYMIMR .D
Ouary Observed Wrlewpt) Wricale)  Delt. Ilu!uu h—ﬂhﬁllu— Mkh
i : i
i & - oo Ll
- RCLIE@F + ridstion O )
Pest (de natchen mot assimed to protein hite: (no details means no watch)
Quory  Obonrved  Mrlomt)  Wrleale) Dlllalhahu [—umw- Poot ki N
@0 Onnm meew weww 0wz b | PARTIAR + Ocidet im0
@ i nime veLnm lesne emm | N om | sz 1R
. 4 2T 082.4 260 01584 ) » .o IAlRaLe
¢ 0L EMm e wmme M0 0 ® 08 | AL AT 1P
¢ 5 lemum 2mam nmm omm 0 ® 13 ) AILLAATINEK + Ok o ()
¢ b owe esw ewn oww 1 B % ) w
¢ 2 NS NNRm s one b W W 1 e wr
@ 4 mooms wiam wiem ome | W @ | ma
@ G 10305031 3112.878 S50 0.01% O 13 "o DAL ATGEAY GEE GLTUNLEDYOINOLGK + O ot lon (W)
¢ 1 wen ess emse om0 @ % 1 auwnane
¢ 5 wmam wem momn omm b @ wem | Jnacen
¢ & nuwm name naem oses 0 N W 1 e
¢ & S emae Sma® AW 0 1 Lseww | now
¢ 2 wom meaw mwm om0 W 52 1 et
¢ 0 o e S 0N | w8 1 o — - o —
¢ 0 me mewes mmme oE@ | 8 0 ) ISOWSGHTIR + Giddio 0 Eyv RYRRMRTRENTULEWNER V2 E (2 DOHI
¢ 5 m0ea nm.ie nwwe ow3 | 8 T jrip s
¢ u seosm e mom 0ol b B Laew | Pesm . —=
@ 1 sexm e imeew owm | 7\t | wwsaen > | Tl% TCH60_HUMAN] & TCH60_DROME] )ICIREL T
@ I8 TH088 14S.TSM 1.0l 0. | 7 LS00z ETHREAMGISTR + Owidadion (W)
v 40 1045615 20051060 20050850 0.00% | 6 LSz ALDE ILEYONYPIOMNK ~ 2 > —
. S s R ater | 8 Thoa's! (e WEWRTF FEYR FRRLET,
v B WL WA 03 D5 e | R 1 O fon ()
v 2.1 2. 0009 ) 3 She0n2 WOPGIVR ¢ Oxidelion 0F)
v 2.0 191960 0.0W7 | 2 Sbeon | LKA + Ot i O)
¢ 4 weem mAm TRMND 0We 0 7 sleew | MLELAGSTIONG + Ouidat i (8)
¢ & womm waesr weme o | 2 Anweew | waarn
@ 1 M@ NewW TOIM MM 0 1 Lseew | i
¢ u Mam enme Lesn 0w | ) Sowew | [r—
¢ 1 mewmw waew wme w3 | | Liee | otk
¢ 4 S weLows 10N 08 | | Adeew | jresyur—
¢ 0 W0 D0 D 0WT | | S | AT AT
* | ey wrNs
v i s susn
v W mMax e
v o w2 em 1062 wn
v WO 2258 008
v 0 a2 e 96 318
v W6 1028y 2238 662
¢ W IHEI7E 2345 5108 J

CORRTHALEBREHERTLET, |

|

R EVYI RS T ABARH
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TPeptide Summary| ~=X—IZitt v R L7 X U T EZ A ICHOWTIRONENEZEH SN TWET, K3B3OHITIE, 74—~
v Ay b a— ARV TRIE LIRS LT 250 % > 237 ( TCH60_HUMAN) & TCHB0_DROME] )73t » hLTWAZ &%
SRLTEY, 728 %1 TCHE0_HUMAN] 2 oW TR DIEmMA TR I TWVET,

by hEEMN ) X XIEOT 7w a %5 [CHB0_HUMAN | & & [Mass: 61016), 7171 > A= 7 [Score: 1176,
ANTF PICv v F LTINS/ MSDEEARY AT — 28 (I aNOEUTA A A a7 OBIEZ B 2 7oMS/MSOE & A~y
FLT— 2 %% Matches: 27(27) J. & > b L7=XT7F RE (O v aNOBULBIEZ B X 727 F%0) ISequences: 17(17) |,
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&EANY MLF—&Z D7 =) FKE( [Peptide View], _X—I2V 7 LTWET)
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 & (BRE)

Delta : 7V B —HA A EEOERE L FHiHHED %

Miss @ KU1

Score : A AV ARAT (I yaftOb DT, MICLVENA AL 2T BRFONTF RRFET DL L ERLTNET)
Expect @ HIRFHE

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

Unique @ Z D& 0 BIZOBAFIET HUnique’R X7 F ROSEIE U 25k

Peptide : ~7F K7 I /il

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

1) FREOLT  AF 2T T 7 LEOXTF R

2) BBEXF A4 2aT T 07 2 LLFOXTF R
(3) KXF: _XTFRIANMIADTHESLE LI/

(4) MISCF : TTIEANTF RYURMIBRLG LTS 7 =Y

72237 2 VFFNOFTIE, by FES1O TCHE0_HUMAN) [ZIFES 5 X7 F F K. APGFGDNR. K (v > FLizz =V &L
THPEGLCRBY, /o, ZOESNE 11 O RO AI— IV EGDETERINDIA AL AT Z I BNEUNLTTDOT
KIXFORBILFTERINTHETA, by hEB20 TCHB0_DROME) 128\ Tik, 3 TiZk » h&E10 TCHE0_HUMANS @ &
TATRB LTS 7T VIRV ETDOT, MiXFORGBLFTRRINTOET,

7 =Y EE2IOFTIE, b v &S 10D [CHE0_HUMAN] (235 Tl K. VGGTSDVEVNEK. K DT F Rz~ v F L, 417 =Y
BROA AL AT F 07 WLDXTF RTTOTROVFRELFTERRINTWET A, & v FEH20 TCH60_DROME] (23T
d, A F 2375 7§D RVGGSSEVEVWNEK. K 1I2< v F LTWETOT, fIVEBEATFTERENTHET,

KWIRESLTFORTF R FISEGoA A 2aT T 07 BN 2 ET, [FE SRR L0 @mn 2 vy B2 2 Ror
SHT-WEAEIE, 2 br— %D [Require bold red] 5= 7 L, [Format As]AR% &L T 7ZE0,

[Peptide matches not assigned to protein hits: (no details means no match) ] 7w v Z7iZiX, v b LizZ 7
B (Z BT TCHE0_HUMAN) F5 X O% TCH60_DROME) ) IZJFJE L7227 F K& Y R hRARLTNET,

Peptide Summary] ~<—IZBIT 5 X VEFELWVANFITKON—V% TELIZE 0,

http://7R R b+ 4 /mascot/help/msms_summaries_help. htm|#PEPSUM
http://www. matrixscience. com/help/msms_summar ies_help. htm|#PEPSUM

I hYYIRY AL T UoRABAEH
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5-9 Select Summary (MIS/SQ)

3BBZBWT, 74—~y har ha—sx )b [Select Summary (Protein hits) 1% 58&iR L. [Format As]7R # o %44
. X34i2757F [Select Summary Report) ~X—izg)v &0 £9, [Select Summary Report] ~<—TCix, b b L7z
F KU A M (Peptide Summary Report] _R—JiClt_Tlkhar Xy hEE b TFRrENET,

34 TSelect Summary Report] R—<

MATRIX

Yiikd: Mascot Search Results

User : ilsami
Emai | H uSawl@lﬂlrlxstlencE con
Search title = #8 /M8
Database : SmssPrnt 2014 11 (547085 sequences; 134742747 residues)
Tinestanp = 9 Dec 2014 at 02:54-40 GHT
Enzyme T psi
Yariable modifications @ on _!M
: opic

Protein Mass cted
Pevllde Mass Tolerance a

agment Mass Toleranc Da
Max Hissed Cleavazes
Instrument type S1-QUAD-TOF
Number of aueries

Protein hits H (HE[I HUMMN B0 kDa heat shock protein, mitochondrial 03=Homo sapiens GN=H3PD1 PE=1 8Y=2
0 CAEFL Chaperonin honolog Hsp-B0, mitochondrial 08=Caenorhabditis elegans Gh=hsp-B0 PE=1 8Y=2

Select Summary Report

Format As | | Select Summary (protein hits) ¥ Help
Significance threshold p¢ 0.05 e, number of hits AUTO
Standard scoring ® MudPIT scoring Ions score or expect cut-off 0.05 Show sub-sets 0
Show por—ups @ Suppress pop-ups Reguire hold red
Preferred taxonomy | All entries v
Re-Search © Al gueries Unassigned Below homology threshold Below identity threshold

1. CHBO HUMAN Mass: B101B Scorez 1176 Matches: 27(27) Sequences: 17(17)
B0 kDa heat shock protein, mitochondrial (G=Homo sapiens GN=HSPDI PE=1 8W=2 N

uery Observed Mr(expt) Mricalc) Delta Hiss Score FExpect Rank Unique Peptide
1l 417.102 632.34% 932.30% -0.0923 0 & 0095 1 K-APGFEDIR K
[ 422741 G430 9435088 -0.0348 0 B 0037 1 U KVGEVIVIKD
5 51.24® 900185 900.5280 0.028 0 W 0.0081 1 U K.LSDVAWLK.Y
5 6.7806 911.5467 911.5804 0.0887 0 B 0.0011 1 U K.VGLOWAK.A
21 430.74% 9590748 950.50% 0.088 0 &  0.085 1 U R.UIDALNATR.A
24 595.78% 1180.5565 1180.6012 —0.047 O (57) 0.0022 1 U KEIGNISDMKK
35 G03.770 1205.5234 1205.59 -0.0668 0 60 0001 1 U K.EIGHTISDMMKK
2 608.309 12146052 12146507 0.0465 0 73 47005 1 U K-NAGYEGSLIVEK.
21 6I7.2057 12325560 1232.5065 0.0316 O 01 056006 1 U K VGGTSDVEVNEKK
31 672637 I1343.6605 1343.7085 -0.0480 O 64 0.00033 1 U  R.TVIIEGSIGSPK.Y HEICEy LA NNDEET
35 714.89% 1027770 1127805 027 0 (73) 48005 | U R.GYMLAYDAVIAELK.K 34
5 722.808 1MI.T5% 1MI.B007 0.0855 0 75 250005 1 U pGVHAYDAVIAELKK 31 (== =S A S b
3 752.868 15037141 1503.74%0 0319 O %0 89007 | U  K.IUDELETIEGIK.F MEREREN, ALRTFFITEY
41 760.8461 15196777 1519.7439 -D.6B6Z O (89) 1e-006 1 U  K.JLDELETIEGHK.F .
45 610.3281 1917.98%5 1918.083 -0.1010 0 102 4.3e008 1 U  K.ISSTGSIVPALEIANAHR.K Fl FLESTUSEREET A5E
4 950.0377 1918.058 1918.06% 0.0127 U (87) 1.1e006 1 U  K.ISSIGSIVPALEIANAHR.K % J BEEI D% \ o
35 1019.5106 2037.0067 2037.00158 -0.0087 0 T 0.0081 1 U  R.IETIEGLDVTTSEYEK.E = -H T
51 1057.0537 2112.09%9 2112.13%3 0.0394 0 11§ 1.4e-008 1 U R.ALWLOGYDLLADAVAVTHGPH.G 72 Ee5 0 ITUES
52 1085.03 2128.0653 2128.1272 00619 O (72) 37005 1 U  R-ALHLOGIDLLADAVAVTHEPK.G SE==
54 1073.0477 21440809 21441221 00412 0 (33) 29007 | U  R-ALHLOGIDLLADAVAVTHEPK.G ARTRSINET,
59 1163.157 23642994 2364.3761 00270 O (65) 00011 1 U  R.KPLVIIAEDVDGEALSTLWLNR L
B0 799.1094 2364.9083 2364.9264 -0.0201 O T4e007 1 U R.KPLVITAEDVDGEALSTLMLNR L 58
§0 026.13% 2401.374 2191.332 -0.0194 0 B 0.0084 1 U R.TALLDARGYASLLTTAEVWIEIPK.E
B4 054.0500 2559.156 2559.2413 -0.0088 0 75 1.1e-005 1 U K.LVGDVANNTNEEAGDGTTTATVLAR.S

2.  CHBOGAFFL  Mass: G004  Score: 135  Matches: 3(3) Seauences: 2(2)

Chapsronin harolog Hep-60, mitochondrial G5=Casnorhabditis slegans Gi=hsn-BO PE= 5%=2

Query Observed Hriewt) Mricalc) Delta Hiss Score Exmect Rank Unisue Pestide
1 4170820 8.3M8 B 0EE -0.9% 0 45 0.0%F | K APEFEDIR K
3 TRGE4I (505741 S.TM0 -0.038 0 90 88007 | U K.TLMELELIEGHK.F
A TED R 151967 1519739 -0.0882 0 (32) l1e005 | U KILNELELIEGHF )

[Select Summary Report] ~—TIZBHT 2 L VFELWVARITKRON—TV % TEL X0,

http://7R X k4 /mascot/help/msms_summaries_help. htm|#SELECT
http://www. matrixscience. com/help/msms_summar ies_help. htm|#SELECT
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5-10 Peptide View (MIS/SQ)

Summary Report] ~=*— D7 = U FK B b 5L Protein View] ~_X— DA F 2 A 3 7(Z2X351273 Peptide View)
V7 LTWET,

35 Peptide View] R—

MATRIX
SCIENCE

Mascot Search Results

tein, mitochondrial 0S=Homo sapiers GN=HSPD1 PE=1 SV=2 }

MS/MS DEEARY MILT—21EHR. Ev bLT
RIF RETNDRET 54 0\ BIFHRERT
RLTWET,

MS/MS DEERANRYT FILDEDE—TIZ

som

1. | EQTOTY b A UHBHIEL TS

= ' . B - hEHRTHENTEES, 771
) % € = AVBSU T4 TISBETBIENT
EFET, TADTAAVEIUYITE

m/z

ETZIEMLK - f@ - BBSEHHT

o= XYY e £5T, BEE—VIZYIRA—YILE
Label ol posstie machue ©  Labal matches used for sooring @ | BHhEREEEELETVFUIBRENR
e B et a0 RENET, ELEDOT =/ BEIIYINS
) o [ o 8 I I I2RORA—YVILEEHLEDE. TNIC
D ECI) ol v | etz st RIETBE—IpRBINET, F57
ETETo T 0 [ESV6 77 A ILELTHAT BT EMT
s o ] 7 EET, BEBES ST (RRIELER
5 o ; E0ZE) FEENHTOF YY) ITL—
I “r3 AV A—TJITHELET,
-4

NCBI @ blast #FRR—JIZ) 29 LTWES, [Web gatewayl ) 9 %5
w93 3EMDBERYA EADY U IR—URRFRINET,

I
MS/NS DEERARY MILT—RIZXYF LIz, 1AV RIT7EMI0EDORTF FERRFL
TWET, 72/ BEERIERZES Y9I T 5HE. MPeptideViewl] R—J[EFDRTF KIS
BT A2ARICEEMAOIAET, HL. RTIF RS TE Y. EHROBHY A A
FETDHEIE. B 12 RUTISRT & SIC[Site Analysis]IEA MDY . EDBEHY A +
MELWDERERNGHRETERRLET,

|

Score Mr(calc) | Delta Site Analysi MD-score £ 7. 20 L% 571=8. S4 1) VERER TF FHV&E AT REME
83.4 1846.7179|0.1880 DIGSESTEDQAMEDIK |Phospho 54 84.56% . _ —

75.8 1846.7179/0.1889 DIGSESTEDQAMEDIK |Phospho 56 14.73% AE<. ¥ 8MDFEETIELINC EERLTWLETY, lSequence]
62.7 1846.7179|0.1889 DIGSESTEDQAMEDIK |Phospho T7 0.72% EOYLHEHYwHTBETOAEH FAFURARS ML E—
26.9 | 1846.7808|0.1261 KLNSNPENYCESELK . N - _

22.8 |1846.7729|0.1339 KMEDSVGCLETAEEVK DI/ T M40 —ADRBIRIEDENEERT L EMNT
15.5 |1846.9230|-0.0161 GAYTIEQHPVLGLEIK

vy PR CEEID

Score Mr(calc) Delta Site Analysi

84.5 |3541.7900/0.0191 |KRYGASAGNVGDEGGVAPNIQTAEEALDLIVDAIK |Deamidated N9 99.79% MD-score (& 27. 36 & K=LVi=6D. N9 A4 kD
57.2 |3541.7900/0.0191 |KRYGASAGNVGDEGGVAPNIQTAEEALDLIVDAIK | Deamidated N19 0.19% R - . . e

47.9 3541.7900/0.0191 |KRYGASAGNVGDEGGVAPNIQTAEEALDLIVDAIK | Deamidated Q21 0.02% 7 S FIERTF KA 100%IZELOVEETIE L LY
14.3 |3541.7735|0.0355 |INKRLNVIKRQPHQSDDEPAQIMGYKNK CEERLTLET

14.3 |3541.7735|0.0355 |INKRLNVIKRQPHQSDDEPAQIMGYKNK 2

125 (2541 74700 na2n |ENEVDERIMVEREMONTIL DUNANT K1

Mascot

Serverif, 7V A—Y A FVHEREII T LT F ReExtg e LT, LvEomWwe—2s L 7my s v %
N FUTERERNBE, b A A AT REL LD E—T OMETRE L, A A A3 TNEC EAL10fEO ST F R E R R
ELTHELETS,
TaB Y MM AVRII, A X AT HBEIER ST 027 M U IREIT TERRENTWETR, FEHELK
FIAA L ATTICRESEMRL TV D~V vy F U7 RERLFIIMBR TRV~ vy F o7 REHSCFHIHBROFREES B 5
~yFUTERLTONET,

T hY IR T AR SR



Mascot Server EiRkiifAZE | 36

A F AT B0~ TF Rid [Peptide View) ~—I FHICRBATERINTWET, H3BITRIN TV DA TIE,
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 OMRE L TIHI0000F0ERSH D Z LIV ET, ZOBIO LI, — MBI, 727 UL L2 LABED
AF AT OEFIHEFICREL, BETIMS/MSOEREANT MARENA AL AT Ty T THXTF RE—2THY |
ZOMDENA A2 AT OATF RIZx L THIBRICY v F L TWDH 2 ERbh 7,

RTF RBER SN TRY , B A SPEEFET A5, EOEBEY A FBIELWONE, Mascot Delta score (7%
NRTF RDOAF 2 23T D7, MD-score L FEATHWET) LA SN DMERE [Site Analysis] HIZERLTWET, T 7%
Jb BEGETIE, MD-scoreZS 10D B EITINDORERITHISE LET, KB THICHD 2 OOKRTIE, U UEBMLERT I Moz R
LCWET, UV UVBLOBITIE, S4VA DY VBT F RB8A%DIER TIEL W Z L 2R LTCWET, Fo, 7 2 MMeo
BITIZ, N9 A hORLT I R F RNEIZ100%6DMER CELWZ & &R L THET,

Peptide View) ~—IIZBT 5 LW EELVAFIFROR—VE TEIZI0,

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

[Site Analysis] IZBIT 5 LV LVARIZROR—T% ZDEL E S0,

http://7R X k4 /mascot/help/pt_mods_help. htm|#SITE
http://www. matrixscience. com/help/pt_mods_help. htmI#SITE
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5-11 BmERFERDHE S (PMF/MIS/SQ)

T A=<y har ba— XX Anb
[Export Search Results] %R L. [Format
As] AR % > %4 L X36127x7 [Export
search results] ~X—YNFEREINET,

TREBHE RO NE % b« 20 ER (XML, CSV,
pepXML, mzIdentML, DTASelect, Mascot DAT
File, MGF Peak List) C7 7 A WICHIT 5
ZEMNTEET, 72& xiE, [Export format]
o TCSV) ZiEiR L, HAJLIeWHEHE 25
= v 7 Lictk., ~— YK TJ5 o [Export
search results] h% v ZM LT 72X,
RBY a T8 7 7 A V4 & LTROCSVIE
KD 77 A5, Windows XP D5 & i
C:¥temp 7 #+ /LA 1Z. Windows 7TDHE1X
download 7+ /LA IRFEENET, CSVT 7
AVERFEY 7 P27 THS ZLNT
xFET,

lExport search results] ~X—UIZBT %
FOFHELOVARBROR—-VE TELES
W,

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

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

Mascot Server Hiikii

X 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 PoOpP-uUpsS

0.05

IT scoring

MATRIX
SCIENCE

Export search results

Search Information

COE U N

Protein Hit Information

‘
v
‘
¢
.

Peptide Match Infor

Query Level Information

HALEWEXZERLTLC
EFEW, TV LG EDRIE
VI EFOIT7TCHELEWNS
BlF TCSVy Z#RL TS ES
LY,

BEREEH. 20NV ERKR. R
TF RER. BET 2 FHE
SESFELEALHYET,
ALEVWEBZFIVILT
{FEEL,

>

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

[Protein Family Summary]-~=—<"¢> [Repoet Builder] ¥ 7% 27V v 27325 &, K37iZ777 [Report Builder] ~—URERI
%9, [ReportBuilder]~=—CiX[Proteins] ¥ 7 CEREINTWVWINREHX VRV EIZEH LT, TuidAfrAarer /vy v
3 FFREDHEA X HBICHAEDE T, £, HAICHT 27 AV F &M (el 237 nT A o 2aT750LL B2 E) #HEL
T, RRL L NRIBEY A NEERT D2 ENTEET, ERLIZZ L RIBEY A MICSVZ 7 A Ve LTHATHI LN TE
S

[Repoet Builder] # 7IZBH¥ % L W EELWLARITROR— V% TR EEN,

http://7R X k4 /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—<

MiEi% MASCOT Search Results

User
E-mail
Search title : 8plex ITRAQ from Inst. of Cancer Sciences, Univ. Manchester
Databases : 1i contaminants 20120713 (247 sequences; 128,130 residues)

2: SwissProt 2014_04 (544,996 sequences; 193,815,432 residues)
Taxonomy : 1: (none)

2: Homo sapiens (human) (20,266 sequences)
Timestamp : 20 May 2014 at 13:12:23 GMT

Re-search | © All O Non-significant ' Unassigned o[help] Expot | As [XML v
Nok what you expacted? Try fthe selact summary.
P search parameters
P score distribution
P Modification statistics
PLegend

Protein Family Summary
Filter Significance threshold p<  [0.05 Max. number of families  |AUTO ilhelp]

Tons score or expect cut-off 0 Dendrograms cut at 0
Show Percolator scores

Preferred taxonomy Al entries 2
Quantitate | Protein ratio type | Weighted v Normalise to
Min. precursor charge 1 None v
Min. # peptides 2 of all peptides

(D s Gy of peptides assigned to accession(s)

outlier removal Automatic v

Peptide threshold Above homology v |[0.05 of peptide sequence(s)

#lhelp]

Disglar | Report peptide ratios | [Report Builder] & 7
» Decoy search summary (reversed EE*R L,'C < Tf g L\o _
proteins (542)(|| Report Builder T TI3TE3] |
Protein hits (11 proteins) ’7 ,r = :/ % 9 U v 7 L -C [CO l umns :] igrﬁﬁ L’ -C < Tf é l'\°
~ Cotumns (12 out o1 58) @ [Custom] 5 A4 HR42 > %:EIRY 5 &, [Enabled] & [Available]
e e s MTl-lB&UI—IRE L &> CRREB BB 5L
Fanty Prowinbies NTEET, F=, [TIBLVIIRE U &FE> TRIRBEED

Load

Database Num. of sequences

N — N >
oo o e BOLEEEEST S LMATEES, [Aplyl RE U EFE-T
Score Num. of significant unique sequences
Mass Sequence coverage = o A — s
Num. of significant matches pl ER{’FW‘Q‘%EX}](- L _C < T_ é L\o
Num. of significant sequences Description T
emPAl 114113
141113 =) | Number of peptides (114/113)
15113 = Significant (114/113) (p-value < 0.05)
161113 0 Notnomal (114/113)

SD(geo) (114/113)

povalue (114/113)

115113

Number of peptides (115/113)
Significant (116/113) (p-value < 0.05)
Not-normal (115/113)

SD(geo) (115/113)
p-value (115/113) o
] k) [ Apely |

Z?iﬁ;iﬁl%?;@?&%eELifr(a” be saved and made accessible tu;H users by adding the coly >74 Oy §7 U w 7 L_c [Fl |ters :] EEEE l,'C < TE é Ly, 2
S e s DOTNEIUALIEB EEHERIRL. EZAALT
WFilters: (114/113 > 1.3 AND 115/113 > 1.3 AND 116/113 > 1.3) (@ [F| Iter] I.I_;‘g pé*m L—c < 1-:~‘ é ll\o ﬁ%f;ﬁ{/ﬁ éﬁ L) ig L/ _C

] s 5] [ oo [Updatel R4 L& #HE = &2k Y. REEHEEM LI=#-72
o 5 ) TALAEHERNT B EATEET,

Export as CSV.

1Eamily | M | DB Accession Score | Mass | Match(sig) | Seq(sig) | emPAI | 114/113 | 115/113 | 116/113
107 1 [ swissProt | 686 | 19731 37 11| 1555 1.633 1.523 2,372 o : o %= -
193 1 | swissprot | 153 | 24340 10 2| oas 1364 1.361 1.568 [CO lumns : ] & [F ilters: ] )] *14"( 9
207 1 | swissprot | o 133| 20286 2 2| o058 1.353 1494 1517 © S 5
N Q

210 1 | swissprot |« 131| 29724 6 3| 0.0 3.023 3.512 7.990 AN 7 E U Rk b\{’ﬁm(_, é *Li'é'o IE
286 1 | swissprot | e 66| 40594 2 1| o012 1711 1.845 1433 N
201 1 | SwissProt | ! 65| 24582 5 1 1.339 1.576 1.520 E é 7 U V) 7 ?’ %) t ﬁ:}wiq—[_%ﬂ:
302 1 | swissprot | o 59| 73508 2 2| oaa 1.449 1.546 1.860

- = =
s 1 | SwissProt | X 38| 145701 2 2| o007 1.690 1.735 1.751 L . ﬂ]llﬁ o B§]||E0) I) 2 I‘ é‘imj' 6
465 1 | swissprot | «f2::MCPH1_HUMAN 20 | 116525 2 1| o004 4.933 9.935 4.000
479 1 2 1 0.10 1.750 2.361 4.221 - N \\% j—
504 1 2 1 1,349 1.737 1.702 = t A T i @

(%—\J%V774»§&ﬁbiio

Export as CSV |

Not urhat you sxpectsd? Try fthe sslact summary.

Mascot: Zhttp://wwiw.matrixscience.com/ |

I hYYIRYAL T UoRABAEH
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P 6 EENMELRATLEDEE

BESWF AT DB IT D [HROEET—F 7 7 A VRAVT 7 A V) | 1F, RN A AOEEE — 7 O, LCOF;
BRSO A X v VBB ERA R EGATOET, £, AOEET — ¥ 7 7 A VOEXTEE/OWEEE A — B -OWREIZ L -
TEHLEHTT, MascotlRBTITE/ 74 Y MY 7 RE—7 TR SN —2 VX MEFEWETOT, LA0BEET—X (7
TAWERILTE =7 VAT 7 AN BAERT 2088 H Y £7,

BRONEHNAAET 2T — 2T Y 7 M U =713 — 7 iibgiE 2 AR — S LTV E T O T, Mascot iR I N EE 7 B —
TJVARNT 7 ANVEANERT D Z ENTE, £72EFFIC, Mascot ServerD 7 T A7 hY 7 b7 L LTEMETA LD LB Y
F9, BT —FFMNY 7 T 7 EMascot Server DEHETIESL Y =7 U A b7 7 A VOEREIFEIC DV TITRON—T D

lNnstrument Specific Tips] # ZE7Z& Wy,

http://7R X 4 /mascot/help. html

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

728, WAL D Mascot Distiller [THEEER < A omifill B — 7 IHUAHEZAT ) 2L N TE A Y 7 =T TF, B
ONTF L AT AT 52 TOFEBEOEDOEET —4% 7 7 A NVOEXEZV AR — ML TEY, Mascot Serverd®” 7 A 7 kY
ZhNyETELTEELETOT, LYMEEICEEDHE S AT A EMascot ServerZ i &5 Z A TEET, FELIFIR
D=V TELTES 0,

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

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

6-1 7oLV b-TH/8D—

BRSWIEHCAET 2B &7 — 2 AT Y 7 b 7 = (ussHunter) 24 > CEDERT —% 7 7 A L FREFIT .d )b E—
7 HHAEL 24T\ Mascot BB D MGF JER D E—27 U A v 7 7 A VEAERT S Z &N TE £7,

6-2 T—E—-HYA4ITYyHI R

(1) Analyst

Analyst @ [Script] A == —IZ8FKIN TS [mascot.d11] [ Mascot Server D7 5 A4 7 hY 7 by =7 & LTEIELE
FTOT, =7 U A FOIERND Mascot Server ~DIRRFNE TEMBANCFEITT H 2 LR TEET, FE/o. mascot. dll 1
Mascot Daemon @ [Data import filter]Z2»SHIEFONMT Z & A TE FF DT, Mascot Daemon & FlAAHE D 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
728, mascot. d1l OFHFhUIL.
http://www. matrixscience. com/help/instruments_analyst. html

MEATa—RTHTENTEET,

(2) Data Explorer

Data Explorer O — h¥ A hxHF 7o — K TE 3 Visual Basic ¥ 7 1 &> T Mascot Server |[ZHfid 5 Z &N TE
%9, F£7-. Data Explorer % Mascot Daemon @ [Data import filter]Z»SFREONHG Z &N TE £4 DT, Mascot Daemon & #H
HEDEDHZ LIZEY Mascot RFEAZBIMLT 52 & TEET, FELIE RON—VEITBEIEI 0,

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

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

I hYYIRY AL T UoRABAEH
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http://www.matrixscience.com/help/instruments_analyst.html
http://www.matrixscience.com/help/instruments_analyst.html
http://www.matrixscience.com/help/instruments_data_explorer.html
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(3) AB SCIEX 4000/5000 *V — X (TOF/TOF)

GPS Explorer 3 XY TS2Mascot ==—7 1 U 7 ¢ I Mascot Server D7 FA T b7 b7 & L TEMEL £9 DT, Oracle
T—HR—=AZT 7 AL, =27 U A NOIEREMN S Mascot Server ~DRRFFEHAE CEHFGEINCETT L ENTEET, £
72. MS Data Converter I Oracle 7—# _X—R|Z7 7 &AL, Mascot M D MCGF XD E—27 U A N7 7 A VEAERT 2 Z
ENTEET, LR, ROR=VE TEITZEVY,

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

6-3 SiREERT

LAUNCHPAD [ Mascot Server 7 A4 7 vy 7 b7 L LTCEELET DT, =27 U X FOERKN B Mascot Server <~
DIRBHENE CTEEHIICEITT N TEET,

6-4 Y—FE T4 v v—HYAIToTA4T4v7

(1) Bioworks
Mascot Server D27 FA 7 Y7 b7 L LTEMELETOT, B —27 U R FDOIERA D Mascot Server ~DIRZEI A E
THEMFGANCEIT T2 ENTEET, FHLIFROR—VETELIZEN,

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

(2) Proteome Discoverer
Mascot Server D7 A 7> bV 7 b7 L LTEHELETOT, =2 U A FOERKD D Mascot Server ~DIMFEIE A E
THEEGANCFITT AN TEET, FELITROR—TE TEL S0,

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

(3) leq_dta_shell

EOBERET —H 7 7 ANV LRI CRAW ) 26 B — 7 AL 21T 5 extract_msn & Mascot Server PCIZA VA h—/L9 5
ZLiZkY, B =2 U R FOERA B Mascot Server ~DRERFEAE TEEHANZFEITT D leq_dta_shall =T ZFIM 5 2
MR TEET, E£7-. extract_msn IE Mascot Daemon @ [Data import filter]2>SFENHTZ &3 TE £4 DT, Mascot Daemon
EMABRDEDLZ LIZLY Mascot BRAZHEIMLTHZ LB TEET, FELIFRON—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
EOEERT —5 7 7 AN AR RAW D E— 7 AR ZIT 5 71 77 AR N DDA SN TWET 7L Xk

NR=T xR TELTZI N,

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

6-b BAVA—42—X

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

(2) MassLynx

I hYYIRYAL T UoRABAEH
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MassLynx %o T Mascot EADE =27 VR RNT 7 AT 7 AV JFERETIL .pkD) ZETHZ M TEET, £/,
MassLynx sample list i% Mascot Daemon @ [Data import filter]Z>HIEONH G Z A TEXEJ DT, Mascot Daemon & fHAE D
HDHZLIZED Mascot RBAHBET 22 b TEET, FHLIIRON—VETELIZI W,

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

http://www. matrixscience. com/help/instruments_mass|ynx. html

6-6 AAEF

BROWENIMNEST 2ERBET — MY 7 F U7 %ff o TAEOERETF —F 7 7 A Vinh B — 7 LB 21T\ Mascot
BBEHDOMGFIERDE—27 U R N7 7 A VEAERT 5 Z LN T ET,

6-7 BX/NA T/ B8P—X

BRONEHIMNET 2BERETF — MY 7 N U7 %o THEDOERT —F 7 7 A Vink E— 7 i B 217\, 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 LTEWELE T DT, B—27 U A FDOEKD BMascot Server~DFi
REANECTEEGICFEITTHZ ENTEET,

I hYYIRY AL T UoRABAEH
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P 7 Mascott&ZE D BEht : Mascot Daemon

Web” 7 ¥ ZFIHAT 2 & RBRGMH DR ENascotRBDOEITREEZA L F T I T 4 TIEETH N TEET, — T,
Al USRS T 100 DT — & EMascot MERIC AT 72\ & E i3, PO & - & 0T, 10RO UL S alifiz A > 2527 7
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