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such as partial or ambiguous sequence strings, amino acid composition information,
MS/MS fragment ion masses, etc. A super-set of a sequence tag query.
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JFMATRIX )

ficievers Mascot Search Results

Protein View

Match to: OPSD_HUWMAN Score: 102 Expect: 3.3e-005
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EERL, ERYCTIIVICEEND X R EERMELET, o e i e
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* Sequence Query: One or more peptide mass values associated with information
such as partial or ambiguous sequence strings, amino acid composition information,
MS/MS fragment ion masses, etc. A super-set of a sequence tag query.

o Example of results report
o More informatior

([+ Ms/MS Ton Search: Jdemtfication based on raw Ms/MS data from one or more
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o Example of results report
© More information
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Display all modifications [ Ammonia-loss (N-term C)
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[Your name], [Email]. [Search title]l AJJilliZ~DXFFIAT
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QO A2 NSFy b | REE-R: B9 ‘a v ®100% v

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

® [Allow up to] “1” missed cleavages




MATRIX

(MLATRIX) MASCOT Server © 7a—hU7aL 2.3 5
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7= Mascot Search Results| ~— V2 F RS £ (1X10), Mascot

B @0 me AP 2Irs)- Yol @

Search Results) ~X— (K10) 13k D & 5 7REH TR E LTV E
7
(1)~ ZI5H
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cBAFA—NLT KL R )

CHRBREA ML ?

MSTF—Z 7 7 A L4 ’

e RS TR DAV - ENANE TR L

- AR AR B =
CBER 2T BB AT S LSS B4 ;ﬂﬁ?ﬁ;wﬁﬂﬁxnu —

(2) Mascot Score Histogram

- BRfEA =7 (10061 TIE3T)

c AT HMAHARRETE v LI Z w37 BO A7 557)
(3) MR —T 4

MISHRSE TIE, FRNAN R 5SROI RE R~ —

Typm o smarch

1084.56
18763 1308

( TProtein Family Summary Report] . [Peptide Summary
Report) . T[Select Summary Report) )% & L T\ E323, .
X100 ¢1% [Peptide Summary Report] # 3R L T\ ET, " ot g
(4) & X0 Bl

bty b L72Z N BICET DROERER R L TONET,

s by FEZEEL0TIE M)

- T 7ty va rEFE (10T TELMI_YEAST) )

- Mass (# > R/ EOE&E : [K107TiE 72903] )

«Score(Fu T A A7 KI0TIE 266] )

- Matches (v v F L7e~<7F F¥: [IK10TIE 131 . 209 HEMEAR a7 U LD R a7 2FONTF REUIFEING 3] )

- Sequences (v » F L7zEd41¥ : K10TiE 13) . 205 bEEA 27 L LD X 27 RS FIEIIERN O 3] )

o BB R (K10Cik [Serine/threonine—protein ... )

c BURYEIRRT BT TF RICBT 21 Query : MS/MSARY hAT — X D FE R Observed : 7V H—H A AV H
IR, Mr(expt) : 77U H—H A A EEFEREOME, Mr(calc) : 7V —W A 4L EREOHGHMAE, ppm: 7 U7
— A A RO FEBRE & FERRE O 2 (ppmFoR) | Miss @ RV hEk, Score: A A2 A2 =7 Expect : Hi##E, Rank :
A F o ZxaTERL, Unique : ZDXTFF RN ZDE L 87 BOIRAEET H5E 1302 %R, Peptide : X7F Fo7 I/
fEfd s AEM ORI - #EEV A 1)

(5) Search Parameters

MREHZFRLTOET,

T 7% vy a vFES (K0T TELMI_YEAST) )iZ TProteinView) @V Z7ic%-TH Y, KINIRT L IIZ, 0437
BB 2 LR RE LD LB TEET,
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Fiz, 72U —FG MS/MSOEREANY MT—Z OEFF T, KI0TIE 1. 2. 3 DFF) T Peptide View, » U 7T
STk, W27 =) —F5 3 128325 Peptide View] _X—I)IRT X HIC, a7 h A4y « ©—ZIZET 570
Z7 hAA V) —AORBRI e EE—ETHI N TEET,

X 11 TProtein View] R— & 12 TPeptide View] R—

B i/ i Pile=../date, = | 1|4y | x |40 Google B 2| hitto:/ locahost/mascot /g1 paptida_view plfie= /data/2¢ | 53|45 | x 14§ Google

TS
FrANF) BEE) ERV) ETCAMA) w—uT) ~LIH) I7AMF) RRE) WR(V) BRCANA) Y- ALT(H) i
dr BREAD | g Mascot Search Results: Protein View B8 -0 @~ "= Z-IF4(S)* Y-L0O)~ @- " i BREAD | 48 Masoot Search Results: Peptide View B~ 8 -0 = A E-IF4E Y YO - B
(MATRIX}
P B i) Mascot Search Results
tseivers Mascot Search Results "
Peptide View
Protein View = MS/MS Fragmentation of PSSPLMDRTVGK
Found in ELM1_YEAST, Seri ine-protein kinase ELM1 OS y isise GN=ELM1 PE=1 SV=2
Match to: ELML YEAST Scoze: 266
Serine/th protein kinase Eul isias @I-ELML FE-1 SV-2 Match to Query 3: 1366 622724 from(1367.630000,1+) index(2)
Found in search of Ci\ Le.mgf Title: CID Spectrum of a Protonated Peptide (MH+=74843) which is a Candidate of Phosphopeptide by Dr. Ken-ichi Yoshino
Data file C- inetpub mascot mskk sampledata errorTolSample maf
Hominal mass (M,): 72903; Calculated pI value: 8.36 I
HCBI BLAST seaxch of T against nr Click mouse within plot area to zoom in by factor of two about that point
Unformatted sequence q for pasting into other applications Or, [_Plottiom | 100 to 1200 " Fullrange |
Taxonemy: Saccharomyces cerevisiame Label all possible matches ©  Label matches used for scoring &
Fixed modifications: Carbamidemethyl (C)
Variable modifications: Phaspho (ST)
Cleawage by Lys-C/P: cuts C-term side of K 2
Sequence Coverage: 4% 3
Matched peptides shown in Bold Red ’"
1 MSPRQLIPTL IPEWAPLSQQ SCIREDELDS PPITPTSQTS SPGSSFSQOK
51 PTYSTIIGEN INTILDEIRP YVRKITVSDQ DEKTINGYTL GVSAGSGOPG
101 L GEVVAVELIP L WESKGRITTN
151 NIEECRREIF IVRLIECLDS FFSESIWIVT
201 NWCSLGELOW RRDDDEDIL? QWRKIVISNC SVSTEARKIL ECMTRSLEYL s s
251 HSQGCIHRDI EPSNILLDEE ERVAKLSDEG SCIFTPQSLE PSDANFEDCF 5 - 3 8
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7 hAAY y(10) & y(11) OEEIE 98Da /hEL 2D, y(10)-98 BEIY y(11)-98 OE—ZIZ~vyFLTWNAHI LMD
E3

RMFFEROFELVRFICONTIE 16 RERR) 2 TEIEE,




MATRIX

AT REX Y MASCOT Server + 7a— k7 2.3 7
n Mascot Server D R F LAER
2-1 VIMNII TR
Mascot Serverid, E&E/OHTEHNHELNTZE @AY MLIC
B 552 Y HVHERTF FESIF— s <—2ambtpge B 19 Mascot Server Hk
L, ERY VT MICEENDE X I EERETD Y 7 b7 E—ofhdinE
T, Mascot Server|ZXI3IZRT L HIT, 3 DDOERID HIEAL S Mascot Server
nTnEd,
rlascot ®REIOY54L |
(1) MascotiiB 71 /' 7 A | MAKAAIGIDLAGITYSCVGVNRTTPS;zgc\l]lz;g
(2) ﬁﬂ?”?*y’\“_x"g’ﬁ7aﬂ 7§A EE§JT 9/\ 2 LNPONTVF
o ) DAKRLDGTTYLASGVGNRTTAAIGIDLGTTYSTY
(3) MFEREH T 7T A J_&*ﬁ!!!7ﬂ9'7l\ I

BHEANRT MUWIERY IS EEND X VX BITHEL

EFTOT, RDBEZ NI ERESNT — 2 RX—RFIET D ET

X, TEHIT —Z _R—=2AZFHL T, BEAXY MLEZ R
C%*ID CEWT LY T T ERBTLHIELTEET,

2-2 FYbT—U 1B

Mascot Server(IWeb¥— 3& & HIZEIEL £9°, Mascot ServerlIPCIZA A h— L S jizWeb¥— X (11SK°Apache) L IZH#EEE
STzWebH A bk (Mascot¥ A ) & LU THERLE 4L, IE(f ¥ —Fy b+ =7 AT 0—F) DK D IeWeb” T U FRE BOHTEHI A
WET BT Y 7 b T R EDI TAT L bV T MU T MOHTPY B har i fio T /AL, MIALET, #EVWELT,
B D 2 —FNEEH I Mascot R E FITTHZ ENTEE T,

Bidid, ZnERMZLIE250F% y hU =27 (T4 b TRy b GEI#ERN) | BEIO [EREOH ULy FU—27 ) )HNITHE
ETD774T7 2 N7 NUZT hbMascot Serveril 7 7B ATE 5 X2 LTcxy MU — 7 EkfITF,

14 Mascot Server M4 k7 —4 &5l
T —Ry b

1Y SRy HHERA)

Ethernet
— k1
RIRZDRE UIE
Ry kD=2
Etwernet
— k2

’ FIFE PC
MASCOT Server

SAPYEYT FOIJ’)

[ b7 %y b GEERN) ) NOFIRFEPCH B IdMascot Server PCO [EthernetR— k 1] %4 L TMascot Serverll7 7 & A
FTHZ LI TEETH, [FEREOM LRy T —2 ) NOPAIIXT 7 AT D LI TE A, #2, [EREOMH Ux
v U —27 | NOF|HEPCRMEAT FIPCHY B 1FMascot Server PCO [Ethernetd™— k 2] Z4 L CMascot Serverll T 7 A4 5
TERITEETAN, M h T3y FEHEN) ) NOPCRA ¥ —Fy MXT 7 BATHZ LR TEEWH A, Mascot Server
A F TRy FERBALTA U Z—Fy MITZ7RAL, BT —F_XR—2ADFEHEITH> Z LN TEET,

g

MAES PC
(D51 PYRYT EOTP)

1Y FSRY MIORY FD—2

EREUDOEFUCERY FDO—D
ERZEWDR Y FD—D[CIFEBHE TSN

TYESRYy b AV —Ry RICEEHTESEN




MATRIX

(MATRIXY MASCOT Server © #a— U7 2.3 8

T T —7 O - BREIZBERICL D 22D 9 DT, Mascot ServerZ 3 v hU— 7 |TlE L CGEHAT ABIL. BEEE
DIFWMT AT L Fy T =7 FHEICTHELSZE 0,

2-3 U347 NITROTT

Mascot ServerlZ¥f LT/ FA4 7 e LTEIETS Y7 b

15 M t S A — q
BT IO L S b OB ) ET efe SR @RS [ B=2 B

Foh7-omR
0S.a-FNTRE)

(1) WebZ ¥ (IE, Safari, Firefox. Google ChromeZg &) ¢ 4 .
Mascot Servern®D7 7€ R p——rry HTULZ 71V

(2) Mascot Daemon, Mascot Distiller7p & ot il
by I RS EORT [ |
(3) Analyst QS. BioTools, Launchpad, Bioworks., Proteome 3 _
. BN N BRRFEHFORE 1 ANZ274 VDR
Discoverer, MassLynx7g & OB &M &4 — DM 3
VAZa N/ RRDEBMERT €] 2 Iascotu‘ﬂa)!ﬁ
RRERO7MNVOER
- . € 2
f:,':: i ~ N o
MascotiRZRDEE, 7 7 A4 7 bV 7 hy =7 (Clientfll]) & BRERL K- OET 4 8 AR R - DR
Mascot Server (Serverfl) iX, %> b7V —27 %4 L TIX150D & __ ¥
EFRE—FEOLE peeee——r] I T
= =__ % % = = N N
IRT—HDRLYVEY ZfToCWET, 7I9A4T b7 B WL A= DB kg1

T =7 [IMascot Server & R v b U —7 THH STV,
PIICHRBEINTHWTHEDENERE A,

2-4 THI S HEIE

M tS 1% C:¥inetpub¥mascot 7 4 /L ZI1ZA A b .
ascot server B P . . 16 Mascot Server @ 7 4 L5 #EiE
—ENTEY, KIBITRT R I RT VA HEEEZ R > T

7,
cgi, x=cgi, html 7 4 /L X FKRODOURLIZ~ v T ENTET, B#HIOT5 4
T —
cgi — http://7RR +4/mascot/cgi
. . i BE L
x-cgi — http://RA k4 /mascot/x-cgi [C:¥inetpub¥mascot | QEZT'“
html — http://7RX k4 /mascot/ *ﬁi%“%j?'r“’
_html WebR— [ HelpR—
Mascot ServerMWABEE L 4 Bk &4 IRERE 7 7 A Vi config .
. . S5—n45tE
T ANTIT, RFFERT 7 A WL data 7 AZIT, KR = IBE
JRET—n IR EDu IR 7 A ME logs 7 ALK, B2FI0BT 7 A )L

BLl T — & _X—2 7 7 A )LIL sequence 7 F /L ZITHEHHS U Taxonomy 7 7 1 )L
TWET,

C:¥inetpub¥mascot 7 4+ L X % BRI NS v 7 T v 7T 5 ONEMATT N, Nv 7 7 v FEOEBAEEOMBETTRTO
TANE DNy 7T v TRHELNGEEIL, D7 &b config, data, logs 74 WX E Ny 7T v 7 THEIICLTLIEEN,

2-5 BT —H~N—2R

FASTAZ #—~» bDOT 2 J RESIT — X _X— 2B L O REST — X X—2% > b7 v 7 L, MascotlRZBIZFIHTHZ &
MTEFET, FASTAZ 4 —~» MIBL TIKROR—TU% ZTEIIZE N,
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http://www. matrixscience. jp/jap_manual_index. html

(2) HEXL~=aT )
N—=TTFHIZH 5 [Setup & Installation Manual]lV > 27 %2V v 7 LTLEEV,

(3) WL~V T
[Welcome| kv 7 X—UF EIZHDHELPIY > 2 %2 U v 7320, IROURLIZT 7 EBALTLZE0,

http://m R k4% /help_index. html
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B3R L T Z& W, IRESNZTXToO FixS i) 7/ BRIk
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L. MS/MSOEEARY MANEKRT 2T F FEFELET,

(2

BEOWEFOMEIC LV AERT DT F s b A 4 OFE (KN RT X 9 72 A
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RIIO | IR0 R3O R4
N R Y
HZN—(‘D—'rC—‘rN—:r(|3—'rC—i—h‘l+(l3—'rC—¢—l\|l—i—(‘3—COOH

Hi THIH D DHOH

PHOH

T T S S B S B
. By Gy dy by Cp Ay by Cg

20 MIS RFBREHEER—

2 hitp://localhost/mascot/cai/ v | i3 | 49 | x [*§ Google D=
e BREAD | @ Matrix Science - Mas... B~ B v @y APy T-IF4(S) v
{IATRIX
'SCIENCE omeimascoTHee I Search Gol
MASCOT MS/MS lons Search
Your name usami Email usami@matrixscience.com
itle
e(s] Enzyme Lys-C/P
Allowupto 1 v missed deavages
Quantitation None
(Acetyl (<) =
Acetyl e

Fixed
ot 2xed [Carbamidometin ©)

Display all modifications ]

. Bi (K)
Variable [Phospho (5T) o 0
modifications B |caramy
Carbar term)
Carboy
o

#1C 0 v MS/MStol.+ 0.

Peptide tol. + 50 ppm
Monoisotopic © Average

olSample.maf [FH..)

Instrument ESI-QUAD-TOF  ~
Decoy [

Start Search ...

MBEMOREB L OVERT —F DIRENKIL Y £ L= 5 [Start Search ... IR Z 2 L OMISKRR AN EIT S, BB

T2 EMBFRN—VUBRRENET,

MR B DR, BRI LB T — 2 R_R—= A DY A X EIT —F R_R—= AT 55 7B b Y O .
[missed cleavages]. [Variable modifications]. [Peptide tol +/-]1DF%RE M. MS/MSAY hLF—X$p Bic kv B F

o INHDENRKE L RDIFEMPZEMMBILN 72D, MBRITE 20 9,
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SCIENCE

IASCOT Server :

Fa—-btUTIL 2.3

16

3-5 SQ#& = : Sequence Query

SURFECIL, T U A=V A AV EHEBLIOT Y I —H A A4 E RO
F(T 2 EEH, RERRT S R, Ta X M A AR, ESIE T (gL
77 X/ BES E FDOWEICIIT AT e E s MM AVEEOE Y M)ITvy
FFTHXTF REEST —F_X—ANBREBEL, ¥ o7 ExFEELET,

PMFIRFRH L OMISHER CITE BT — & Zf5E L E L7243, SURE Clik®
EXCTRFE I = —ZfEELET,

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

MET U =Y A A BERETT, seq(7 X/ BEELS) | comp (BEALT X/ 18)
ions(Fa &7 A A UEHE) ., tag(BH|F 7). etag(Error Tolerant Bl%l%Z
IVNIATva v E LTRETHZENTE, OLLEV D TH TV EYE
too BEOIFHERLF) 2 7 Ttag(--+) ] & 1-OLLE® Error Tolerant EF% 7
letag(---) ) AMRFET DHEILAET Error tolerant El4% 7 letag(-+) |
LT ERET,

ions(+-+), tag(-). etag(:+) IZxf L CIEMEEM e RAaT Vo 77 a Y
RLPHSSNET, —F. seq(-) & comp(-+) IT7 4 V& & LTHERR
—HT LT T IREFEELRWES, o) —[3FEshET, 2B,

21 SQRBREHHRER—D

p-BEX

B

I7AUF) MRE) BR(Y)

BECAD(A) Y-IUT) ALTH)

{.lIA TRIX,
SCIENCE.

Mascot > Sequence Query

MASCOT Sequence Query

Your name usami

Database(s) [£ST_mouse
EST_humar

“human
EST others

NCBIne
Taxonomy Al entries

Fixed |
modificanieed [Carbamidomethyl (C)

Display all modfications
Variable [ none selected —
modifications | 0" Selected
Peptide tol. £ 0.6 0a
Peptide charge M
1489.430 tag{650.213,GWSV, 1079.335)

Query

Instrument ESI-QUAD-TOF  +
Decoy

Start Search ...

seq() IEHEE LT X/ BEANC—BT 27 F FEMBE L ETH, BlastiiR & ITRAR2 0 7,

7ol i, RN TS [Query] AT,

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

Search title SQEAM, 1489.430 tag(650.213,6WSV,1079.335)

Allow upto 1 ~ missed deavages
Quantitation None

’ Acetyl (K)
[E3 Acetyl (N-term)

>
=

~ &1C 0 v MS/MStol. + 0.6 0a ~
Monaisotopic &

Reporttop AUTO ~ hits

Email usamiBmatrixscience.com

Enzyme Trypsin

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

Amidated (Protein C-term)
Ammonsa-loss (N-term C)

amyl (K)
Carbamyl (N-term)
Carboxymethyl (C)

Average

Reset Form

Z AJiL. [Start Search ... 1A% &ML TMascotBi R ZFAT L TLEE W, KD X ) RBREFHENEGELNET,

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

Matches: 1(1)

Delta Miss
-0. 3048 0 64

Observed  Mr (expt)

1489. 4300

Mr (calc)
1489. 7348

Query
1 1489. 4300

Score Expect Rank Unique
4e-007 1 U

Sequences: 1(1)

Peptide
K. LQGIVSWGSGCAQK. N

K. LOGIVSWGSGCAQK. NJ 1z 2 =764 (MAFHEIZAEL0-007) Ty FLET DT, ZOESITH D AREMENSE NI LY
9, £2. 20T I 2 EBESNT SwissProt dHTIE TTRYT_BOVIN] ([COBIFET D2 =— 27 RESITTOT, e LT

MRY1_BOVINS AFES N LAy £7,
BRI =V —OEXREICHT 2 LVARITROR—V % TR ES 0,

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




MATRIX

SCIENCE IASCOT Server : Fa—hkU7JL 2.3 '|7

n AA7V Y

4-1 27 LERFHE

Mascot Server TN TWVWAE AT Y ZTOHRHIFABREN TVERAD T, MRHER—JICHEh Wb Rariy
DOEEICKT L TRHRET D Z LI TEEREAN, RO 2O0EE)E ., Mascot ServerD AT U v 7 O A RS 5 Z LT
xET,

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

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

Mascot Server Cl&, HET —Z DT F R+ D~ vF MISREOHEAIT R Z T b Ak T b~ v F) 1TiERESL

(random event) & L THUD PN FE T, F8E SNMRFMEDO T T, HET —F 03T F K MISBREOLHITT 0 F 7 M 4 V)
W2~ v F LR OMEREPIZSERA (@ priori) [CRFE VD | FAT — ¥ X—ZADFELY A X (¥ o R_ 7 BFxr MU E)IHKFELE
W, HERPOMEIZIEFIT/NE WD, ROREF > TAITITEBR L, BB ES—JICEELTOET,

237 = —10 x |0g10(P)

Tl xiX, MEORRLIZERT — 20, ENEFNAMEORLZLXTF RIIvyF L, ZRNOHETHOEDDOF I EILRET
5 & X OMERPITHAANCIRE D | D& EOHERNT= & 21E P=0.000001 (=1X10°) 7Zo7=H4, EOXNB AT IE 6012
Y, ZOERTRTA AT L LTREBER-RS—VICERRENE T, BET N7 0¥ 7 MM AVIIvyF LEREOR A
T HEBRICHE SN, A 4 2aT7 (F7237F FR2a7) &L LTRBEERS—VICR R ENET, 2AaT7 352 oh-gEE
By OB REICEIRT AR L o TR E 0 | BT — & X— 2 OFHL X L7 B o (= b VD ITIHR
FLEEA,

MBIZEX->Te y FLEZ U I BERAEENE 9 9>("Significant match” OR “Random match” ?) 1%, MRZRIMHEH LIZEAT
—HR—=ADE NI BET N VHNOHREDFEEA 2T o THIE L TWET,

BER37=—10 x log,(1/N * 0.05)

Tl ZE F s s s U HRs, 00044 & 500, 0007 025 & D
Bl T — & X— 2 &l I GEOBER 2 7 X Eh 50 & 70
2D EFTOT, ERORIT 60 DX LRI EORITIE, #oX

o . R Protein score is —10%Log(P), where P is the probability
7B N U5, 0001 DELSN T — Z ~N— A Txt L TR L7 that the observed match is a random event.
AIEHEADT 50 B2 TCOWETOTERZRE v MR Y 428, Protein scores greater than 70 are significant (p<0.05).
2oy b U ERRB00, 000/F DELSIT — Z _— 2 DA 1T
BAITR 70 TEOT., ZREY bAS b, FERE Y T Random match +L> Significant match

DB DR
FRVEWDHEIZRY T

B RERAR— 12T, K2212779 & 5 72 Mascot Score Histogram
NERRINET, BERA27 LY b EMOMERIE [Significant
match], ZERDfk R/ Random match) (AR LE 4D T,
MBIZE S THEICE Y NLEZ VRV BERGLNENE D £
Joo By NLEZ VAV BERENRED L HICATT Ak LT\ D st b
HHsS—HThhMY £, % = TR

BFIF — 5 R—RADH Ly b Y BIC &> CHIIEA 2 7 1 L
AL UETH, RO L 9 IZHIFHE (RS R — Tl Expect value
LLTERENET) 2ERT DL, BT —F =20 N VEIZEFRR . WIFHE 0.05 ZFMEE LTHES 22N TEE
F. Thbb, BET—FOXTF Rbor\ET s s MM Ava~D~yF o 7 8EE TRIT) LEx DL, BT —4~—2
DR RIBEXNI LTy T TRIEEITNETOT, X Exy T BT IS LET, ERPORES
ZNEFRAT L7z & EITRIENE 2 5 fesR O XME GRHE) Bl

22 BBER 37 ZE > =HEEDHIET

Mascot Score Histogram

Number of Hits

L]
Il

E=P x N
12720 T DT, MascotFRITYU TITH D ERD L H IS £7,

EHE@EIFE E = BET—IBIVFLIEFHOREE P x FURVEI U NJHEN




MATRIX
SCIENCE.
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Mascot Server CIZHIFHEE=0. 5% #MFHHIICHENE I ORME L LTEHRA L TCOWET (BEA = 7I3HIFHEE=0. 051235

FBREEP RS = LA TEET),

Tl ziE, Eigozra7y 60 0% X7 BORITIE, =k UEE, 000DEFIT — & ~— 2 2% 3 5 HIFFHEIL 5000X 10°6=
0.005 & 720 BRfEEL L COMFHE E=0.05 LV &/NSWeOREHICEETH Y | [FAE SN2 ATREENEWZ LI 0 £ (6
FHEERICERHT UL, 0.5% OMEETELWEIFSE 2N L2220 £9), —FH. =2 b UH500, 000DELS T — & ~— R |Zxt
T2 HIFHEIL 500000X 10°=0.5 L7200, BEE L COMMHE 0.05 L0 HREWZD, [FIE SRR 720 9 (5
IR T IE, S0RDORERTIELWEIEE X RN LI £9),

2B, SWEBIOMSHRRCTIIERT —X 7 0¥ 7 MMA LD~ F U ITNE_NTF RERIELETOT, BERAa 7
WRHEZHAET Ao UKL, TV D= A FUERIC~ v F LT F ROz £9.,

4-2 ldentityE3{&&EHomology R {&

SQRR TR M OMISHRZR Tid 2 FEHOBfE 2 2 7
EERDIENTEET, T4bb, 7V U—
AT ERIIY y T T HTF FOKEF
42 [ldentity i) 2=a7 s, U Hh—
YA F VERIIY T THXTFROA 4
AT A BRESILD [Homology RBEHE
AT O2FHETT,

X230 ERBEIX, & DDMS/MSAY h LT
— BT DA A AT SRR L TWE
T, MRlE A AR a7, fElEA A A2 T
FEORTF N TT, F7=. HomologyHfE A =2
7 RV & TdentityBEA 27 (FHvai) &
7my FLTWET,

B, BB EIIBIDOMS/NS AT R LT —
HTTN, A4 AaT 10O 7F KL
Homologyds X O’ dent ity A 2 7 D Fo-p
T, Identity BER =7 1%, MR L2
L7 F RO BEE SN D . HIFHED
0.05 (ZxHIGT D BEmAY R ER AV ORIEA 2
T THDHDIZH LT, HomologyRfE A 22 7 1%,
RRBRB LT DT F ROA A2 A 2T ok

X 23 44> RaA7 9% & Homology R U Identity BfE

entries

250

s “"‘
200 ,'\::,.:3“
o . =1z
S Identity RIfi&
o 1
w5 % (R#E=0.05 (=345
Ky "s
8 N a5
"1F % Homology EJfi&
JF 5 (37 # DI NE)
0 " &
] 5 10 15 20 Qutliner s 25
score
52 504.4706 1700.4140 1779.9375  0.4765 0 69 2.90-005 1 K.MVYTLIHPLAN
590.4568 1795 3486 1794.9489 0.3997 0 72 1.4e-005 1 R.TEPHVHVGTIC
Bl 59 top scoring peptide matches to query 52 - GITINTSHVEY

f.AIDEFFLLFPIE

Score greater than 32 indicaces homwology
Score greater than 36 indicatea identcity

Prot

Fru| STOTE

Expect Delta Hit Protein Peptide

flon] F9-3 2.9e-005  0.4765 1 EFTU_ECOLI K.MVVTLIHPIANDDGLR.F
15.3 7.4  0.4699 R. IITHPLGMVEDDIVTE. I
EFTU} 11.3 18 0.4148 R.DLTVLIGENHPFSALR.Q
Elon 10.2 23 0.4774 R.GLGVTDNGEP IQVPVGTE. T
erru| 9.7 26  0.5209 R.DITVYAIDIAEFDAPE. A
Flon] 22 28 0.4257 R.DTLOVHLVPVSIFIGR. T
8.9 32 0.4985 R. IDVEPVFTAHPTEAVR. R
EFTU] 7.5 45 0.4046 R.SGATDVLVVDSVAALVPR. A
Elon{ 7.3 46 -0.5219 K. DSAGAAALAGAVGYFVLTH. A
eFTo| 5.6 68 =0.4671 R.DGRDTLIISSGLMTAR. A

Elon

iR OSHVE (Out Liner) (2RSS 2 BBRAIZER AV OMIEZ 27 T, £ OHEA,

Homology BEMER 37 > Identity BiiERXR7

ThHY., IdentityBE2 =7 &> THEMOHEZIT 5 B THomologyMIER 27 2 BT 2 LETH Y EHAN, K23

D EREITRT LI,

Homology BEMER 37 < ldentity BiiERX7

DEENE. WHE DR DA A A a7 207 F RIZE L T, HomologyBMEA a7 Zfi-» CHEMEZERTHZ L HTE
FTOT, KBOTEOL T, MBHRIIZIND 200MBAa T RTTEEIICLTVET,




MATRIX
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4-3 FDR : False Discovery Rate

MascotiRFRIZE > Tl v FLT=_XTF RRFENE I T, BE(Aa7H b
WITHIFRHE) 26> CHIE L 4, 728 20F, K240 BB T, 2 a7 x4 58
T'F RO AR U TWETR, BIE (RGO 2> T BEOARIC ey
Ho6MOT vy 7 EHE MR 77 F Rz, BiEoLEMo7 ey 7 25T
17220 ORIEMR7R) <7 F RITT T ET,

H L, ERY VTR v R ETHR SN TS LT 5L, K24Dh
BED X 91T, MascotfRFRIZE Tl v b LT F RBIEME () AR IEMR (F
@) NEFTDH I ENTEET, K240 FEITIEM & RIEfR & 258 R nBELT-
X<,

B24D FEOK T, BHEZ > TO~@DD 4 S>ORRITSTDH Z LN TE,
TNENKRD KD I A R o TWET,

X 24 BEHEROLS
R fiE

AAT7ITxTER
TF ROE#HD T

A7

BETBHE2UNRIEN
B THNIFTER (I
’) EFER(FR)ESD
F5ZENTES,

@ True Positive : IEfig & HIFE S, FEERICIEME
@ False Positive : IEff & ¥IE S, FEIIREM
® True Negative : ANIEM# & HE S, FEBITRIEME
@ False Negative : ARIEf# & HIE X, FEIFXIEME

FBIT, BRI TINCEEND X N BIIAWTT O T, Eff & ARIE

fREZDBET D Z LT TEERAN, KDL IITEZ DL (@ False Positive] @ @

False Positi
DUEARRT 5 = LN TE, HERATF FOPITEENS RERRTT KO - e orte
%4 CTd HFDR (False Discovery Rate) Zaflid 2 Z & N TX £9°, gl False Positive %2~

v F (EfE LHIE S

(1) FEETL2FERY T NVOEET — X &2 FET DEST — % X— AT L NP ELFIERR)
TRBLIEGA., BN AERTF RIZITIEME (True Positive) &R

IEf# (False Positive) 2MEEL TV 5,

CD True Positive

(2) FEETLFEBRY VT NVOEET — % &2 FELIRWVEST — % N— 2R
(DecoyZ2BlFIF — 7 _—2) T/t L TRE LIZHA, BoniFER7 LG
F RICIZIEME (True Positive) iaii}’bf%tﬁb‘(ﬁ?ﬁfﬂéé) Thbb,

ARIEf# (False Positive) D& g £, & ORIEMOEIL (1) DR IESF (False \\ False Negative #2~<

Positive) DIITAIY T 5, VF (REMREHIE
SNTF=-HEIIIERR)

(3) 2 THELNIZAER~7F K (False Positive) ¥ L . (1) THLNI=H
B 72 ~X7F K (False Positive+True Positive) D H IR DX A - T
FDREZFHET D Z L3 TE 5,

FDR=False Positive.” (False Positive+True Positive)
=DecoyHEDHELRTF FEL BELRTF Y

Mascot ServeriX, $&87E L7zBiHIT —# _X—R & CTEFIN 7 v & LigDecoylil| T — & _N— A & FiT-IVERL L, BlSIT — %
=2 LDecoyfedl| T —F R— AL FRHIHRET L2 LIC kD, BEIICFORAFIE T 5 2 &N TEET, MISREREMFRES—
2 (1420) D [Decoy] & F = v 7 LT EEY,

Decoylit 47— 2 R— AT 55 LOLNEITIRON—V % TR TES 0,

http:// 7RX k4 /help/decoy_help. html
http://www. matrixscience. com/help/decoy_help. html
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B szez

5-1 IRBERN—DIELE

25\ AR A — OMAE £ & O F Uiz, RFHEES— VHSEED D, ZREh, by b LEY LI EOY X b
( TSummary Report] ~=—=). b v k L7-% v 87 B OZEMIER ( [Protein View| ~<—3) . b v b LI=_7FF ROZEHIESR
( TPeptide View) ~—v)&#RLEF, £/, [Sumary Report) ~—id, Matlik & 45 S AHHIC & ) SAEEIC AT &
NET, FLFROR—VF ZTELEE,
http://7# R k4 /mascot/help/results_help. html

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

K25 RRBERER—DDFESE
1. TSummary Report] R—< (Ev b LE=2 /U BEH#XTIBICRTLEY)

— Concise Protein Summary (R#ICKRREINIBRRFFERER—D)
PMF #3% —

— Protein Summary

— Protein Family Summary (MS/MS +—#4 5300 AL LDIBEICERVICRTINIBELZER—)
e —f— Peptide Sumary (IS/NS 7— 575 300 RHOBAISRIIRR S0 SRFREA—D)

L— Select Summary (Peptide Summary Zd& Y /X9 FZLEREHRER—)
2. TProtein View] R—2 (Ew kL2 V0 BOFBERZBENIKRTLET)
3. TPeptide View] R— (Ev FL=RTF FOFEMFHRZBERICRTLET)

5-2 Zx—<wvharta—Jb/ixIL

K262 R LI, by hL7eZ X7 EHY A M &FRT 5 [Summary Report] R_R—IJ|Zix7 +—~ v b3 ho—/Ls3%)L
23 Y, [Summary Report] ~— Y OFIHDOYIN FHEZL, HRENDERERET L12DOFMNERET L ENTEET, &
B L&A A2 [Format As]AR Z 2L TS 72 &0y,

®26 7+—<v bar bO—JL/AR)L

Peptide Summary Report

o Peptide Summary v Help

Significance threshold p< 005 Wax. number of hits 1

i Standard scoring @ MWudPIT scoring © lons score or expect cut-off 0 Show sub-sets 0

e Show pop-ups @ Suppress pop-ups (0  Sort unassigned DecreasingScore v Require bold red [

e
1

Protein Family Summary

Significance threshold p< (005 | Max. number of families auTo | #[help]
Ions score or expect cut-off .05 Dendrograms cut at o
Show Percolator scores [




MATRIX

SCIENCE IASCOT Server : Fa—hkU7JL 2.3 2]

() g A=a—n6 [Summary Report) OFEFEZRINT A Z LN T&E9, HIED [Summary Report) OFEEIZ T VA
VA= a—0F S EIZFERINTWET (K260 -BkE TPeptide Summary Report), TEtix [Protein Family Report)
<7,

(2) [Siginificance threshold p<] TIRE LT 2T A > Z a7 OHFRHE (0. 99~1E-18D %) L ¥ b K& WHIFHMEZ o #
NRIBITV A BRI ERET,

(3) [Max. number of hits] TIEE L7 D & L /37 E% VU A MR LET, "AUTO” £ 721370" 2878 L7 5A 1%, BfEA =27 (MIS
BRBOBFEITETORTF ROA AV AT EEM) LD b RERT BT A AT H/HEOZ R E) A MBRFERENE
R

4) FRENDTuT A v 2a7OFHESEE LT, [Standard scoring] BT 2T F ROA A 2 a7 2FEE) HHV0T
(MudPIT scoring] URIET X7 F RDOA AL AaT D56, BEADT ZHE LI 5OA 27 2585 28I T,

(5) [lons score or expect cut—off] THEE L72EMEN 0~ 1 ORI THIITHIHE S LTV, 1 U ETHNIEAS A 2aT &
LTHEWET, HHELEHRHE (A4 2a7) L0 b REVUNIV)RTF RE D R NI LET,

(6) [Show sub-sets] TIX0O~1%FEL., REFX VI HITRBET H2X7F FRICH LT, BE LZEIEU LOFEXTF K
&R ISub-set] # > 7 BEFRLET,

(1) 2o XV BILRBTLE_TF RO 9T )—FF] v UVAT— I NVEHEIZRHZ, (42227 R) Fy T10XTF RO
Ry TT T I4 RUEERRTDHNEIDDAAL »F & LT [Show pop-ups]d % ik [Suppress pop-ups] Z&EIR L £,

(8) [Sort unassigned] Tix, ¥ X7'E VU A MIRBELRWTF REWRDLEM (a7 HIED D0 T A 2 7 RIE) 2381 L
3

(9) [Require bold red]Z#F v 27 +5L, A F AT T I NIPEDOXTF R GRITFTHER) THOYIBBDOTF R (KL
FTCRREBZDLY U NRIBEVANERRLET,

T4 =~y hay br— SRV OREMIZET 25 LORFIFTRON— V% TEL 2SN,

http://7R X +4& /mascot/he|p/msms_summar ies_help. htm|#FORMAT2
http://www. matr ixscience. com/help/msms_summar ies_help. htm|#FORMAT2

5-3 SNV EDHETE

MISHRER /SRR TIFNTF RERELETOT, by hLEXTF RBIFRTHX NNV EEEET L LIX Y, ERRY
TVCEENTWDE RV EEREELE T, 70, By b LEXTF RBERO X v 7 BICRET 2551, K2R T &
T, TNSHDH /B % [Same-set], [Sub-set], [Intersection) IZ/¥HAL . MBHERX—JICERLET,

21 Y FLESEBEORTFRFEL VRV BE~ORES Pl ~ pblFEY FLERTFFERLETY)
22UEApl p2 p3
BUNRYEB i pl p2 p3 —— FUNAVEACREIEIRTFRERL —» 22/ 0 EAD Same-set |
BB C D pl p2
BURHED 02 p3 BUNVEANRBT B2RTF FORIES - 4/ EAD TSub-set)

A2INOEE : pl

ERZAVE- L p3 p5 AUNSE N IZRBTARTF ROMAES EELBOR
TFENRE — 2 /30 & AD Tntersection)
RUNDHEG p2

K27OHITIX, Z /X7 BAMZIE3 DX TF Kl p2, p)MFRE L TWETR, RUXTF IRFREL TSI X\ 7E
BIZ & /X GAD [Same-set] (S, (p1 | p2. pd) DENERIC YT XTF NBNIRBET D4 I -HC~BIx 4 v 37
BAD [Sub-set] IZHFINET, XU XV BFEGIEF V37 BATIRE L7a\n GEEBD) _TF R (4, pb) BEFENTEY .
2RI EMNIKT D [ntersection] EFFATWET, B, R2TIRTRTF FOIFERIN S, ¥ LRI EFLUSND X 2R
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ZHEIZOWTE, FERY L TINMICEENTODNE I a2 2 LIFTE A,

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

FELEROR—=VE ZELE S0,

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

5-4 Concise Protein Summary (PMF)

PMFRE R 3T L CRANICF R &N D DI1EX28127+3 [Concise Protein Summary] _X—2 T4, By FLZZ N7 E %Y A

MZLTERIZELDENRTWET,

28 TConcise Protein Summary] R— (Ew b L1i=2 V0 EEa2/8) FZERTR)

@ http://localhost/mascot/cgi/master_results.pfile=_%27d: O ~ B ¢ X || @ Concise Summary Repo... %

I7OUF) MEE) EFR(Y) BRCADR) Y-IUT) ALT(H)

SMATRIX)
USCIENCES

Mascot Search Results

User : usami

Email : usami@matrixscience.com

Search title : Quick start for a PMF search

MS data file : C:\4 \mskk \ le.mgf

Database : SwissProt 2011 02 (525207 sequences; 185522689 residues)
Timestamp : 22 Feb 2011 at 05:07:34 GMT

Top Score : 102 for OPSD_HUMAN, Rhodopsin OS=Homo sapiens GN=RHO PE=1 SV=1

Mascot Score Histogram

Protein score is -10*Log(P), where P is the probability that the observed match is a random event.

A—HE, BRELA ML, T—2I774IL%. BREIZ
£/ L1-E2% DB 1&#k. MEHK. by FRaF7TE
LUV BRLGEDERERTLET .

Protein scores greater than 70 are significant (p<0.05).

RAEX 27 (70) . BAMEHARFE.05) . RAT7HMI S 7&K
~LET., COBITIE. BHET0 ZRBRIEY b1 HHBC
EhHMrYET,

g ]
i I
s & |I | |
© £ 100
Protein Score
Concise Protein Summary Report
Format As | Concise Protein Summary ~ Help

| BRBRA—URETH—T Y FILFA—LSKLERTLET, |

Significance threshold p< 0.05

((ReSeachal ] =

Max. number of hits AUTO

‘Search Unmatched

g
o OPSD HUMAN  Mass: 39437 Score: 102
Rhodopsin OS=Homo sapiens GN=RHO PE=1 SV=1
) Mass: 39606 Expect:
fascicularis GN=RHO PE=2 SV=1
R Mass: 39641 Expect:
n OS=Cricetulus griseus GN=RHO PE=1 SV=1
Mass: 39928 Expect:

Expect: 3.3e-005 Matches: 11 —

Score: €5 0.15 Matches: 8

Score: 64 0.2 Matches: 7

Score: 50 5 Matches: 6

Rhy n 0s=Gallus gallus GN=RHO PE=1 SV=1
MI  Mass: 40005 Score: 50 Expect: 5.1 Matches: €
E n Os=Alligator mississippiensis GN=RHO PE=2 SV=1
op Mass: 39594 Score: 50 Expect: 5.4 Matches: 7
Rh: n Os=Loxodonta africana GN=RHO PE=1 SV=1
OBSD PIG  Mass: 39571 Score: 50 Expect: 5.4 Matches: 7
psin OS=Sus scrofa GN=RHO PE=1 SV=1
MA  Mass: 39624 Score: 50 Expect: 5.4 Matches: 7
n Os=Trichechus manatus GN=RHO PE=1 SV=1 _/

Macs: 38507 Senre: 47 Bwnect: 7 4 Matches: @

| BRRHETELTERRATACEMNTEET, |

EvrLEEIVNRIEBEE. RREIVRNVEBEEZD
Same-set & Sub-set IZYIL—EY S LTRRLET,
BAUNRVBEDT Yy 3 BESIE Protein View] ~
DY YIZHEL>TUVET .

[X128 D Tik, [OPSD_HUMAN] 23R % & o RI7ETH Y | 2D &% 3943TDa, 7' 7 A 2 a7 i3 102, #F#EIT 3. 3E-005,
HET =21~y F LIEIHOSTF RANZE L ThEd, RkdFT0> [OPSD_MACFA] LA 3 [OPSD_HUMAN] > Sub-setiZfH2 32 #
VORI ENFREINTEY  REHX X7 E O [0PSD_HUWAN] IR BT 2 1EORTF RO S EAETF R MFRLTVE

¥

RELH LV RITBEORTFEIT. AEICE v P LIF U RV ELEABETIIRVRRAAT 2 ROH VRV BEOMTT R, 74—
~v hay br—asxrd(Max. number of hits]D AR RS NWF L7 BHE AL, [Format As]AN & v &9
TEITEY . RRTONDZ R EFRREED I ENTEET,

[Significance threshold p<] AJfICERMEZ A L, [Format As]AR & v &2 Lok ) M2 AE S22 N TEET,
LR QBB ZFEE L7 H a3 E s LT, 1L EOREEZREL LT T a7 A v A a7 & LT ST T,

[Concise Protein Summary] ~_X— 2R3 2 KD EELWVHNEITRON—T% ZELLTZEI 0,

http://7R R k4 /mascot/pmf_summar ies_help. htm|#CONCISE

http://www. matr ixscience. com/help/pmf_summaries_help. htm|#CONCISE
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5-5 Protein Summary (PMF)

T4 —~<v hary ha— k)b [Protein Summary] Z38R L, [Format As]7R & L &3 & | [X29(277F [Protein

Summary] ~X—ZHIY b b F9,

B 29 TProtein Summaryl R— (Ew b Lfz2 280 % & U EMICEKTR)

(& htp://localhost/mascot /g /master_results plifie= %2Fd: O ~ B G X || @ Protein Summary Repor.. x

I7UF) RRK(E) BJR(V) BRCADA) Y=IUT) ALTH)

903.3420 902.3347 902.4345 -0.0998 340 - 348
1373.6810 1372.6737 1372.5608 0.1130 315 - 325
1403.7220 1402.7147 1402.6576 0.0571 326 - 339
1727.9160 1726.9087 1726.8786 0.0301 297 - 311
1743.9510 1742.9437 1742.8735 0.0702 297 - 311
1759.9660 1758.9587 1758.8684 0.0903 297 - 311
1788.7210 1787.7137 1787.7939 -0.0802 312 - 325
1804.7100 1803.7027 1803.7889 -0.0861 312 - 325
1818.9630 1817.9557 1817.8755 0.0802 232 - 248
2159.1430 2158.1357 2158.1067 0.0290 297 - 314
2256.8710 2255.8637 2256.0634 -0.1996

2288.4890

Os=Macaca fascicularis GN=RHO PE=2 SV=1

903.3420 902.3347  902.4345 -0.0998 340 - 348
1373.6810 1372.6737 1372.5608 0.1130 315 - 325
1403.7220 1402.7147 1402.6576 0.0571 326 - 339
1743.9510 1742.9437 1742.8735 0.0702 297 - 311
1759.9660 1758.9587 1758.8684 0.0903 297 - 311
1788.7210 1787.7137 1787.7939 -0.0802 312 - 325
1804.7100 1803.7027 1£03.7889 -0.0861 312 - 325
2256.8710 2255.8637 2256.0634 -0.1996 I 21

2174.8120, 2190.1120, 2273.2660, 2288.4890
Search Parameters

Type of search : Peptide Mass Fingerprint
Enzyme : Trypsin

0

0
0
0
0
0
1
1
1
1
0

0

0
(]
0
0
1
1
0

|

RERI 7 EBATE VNV E+EN 1 HERTLET,

Index
Accession Mass Score Description |
1. OPSD_HUMAN 39437 102 Rhodopsin OS=Homo sapiens GN=RHO PE=1 SV=1
2. OPSD MACFA 39606 65 Rhodopsin OS=Macaca fascicularis GN=RHO PE=2 SV=1
Results List
1. oPsD JMAN Mass: 39437 Score: 102 Expect: 3.3e-005 Matches: 11 }
Rhodopsin OS=Homo sapiens GN=RHO PE=1 SV=1

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

K.TETSQVAPA. -
R.NCMLTTICCGK.N + O

K.NPLGDDEASATVSK.T

Tty a3 EE Mass(EE). Score(FATA>Ra7
(FMEZEB X IEEERIXFTERT)) . Expect (HAFFE) .
Matches (R v F LE=RTF FDH) . 2 IV BEHEEER
R~LET,

K.SAAIYNPVIYIMMNK.Q

K.SAAIYNPVIYIMMNK.Q + Oxidation (M)
K.SAATYNPVIYIMMNK.Q + 2 Oxidation (M)

K.QFRNCMLTTICCGK.N

K.QFRNCMLTTICCGK.N + Oxidation (M)
K.EAAAQQQESATTQRAEK.E
K.SAAIYNPVIYIMMNKQFR.N

- .MNGTEGPNFYVPFSNATGVVR. S = 0)9 y,{g E[:[iv W F L/t:i:f.)\ ) f:ﬁﬁj—_‘_

No match to: 832.6620, 1186.4390, 1515.4440, 1617.8570, 2174.8120, 2190.1120, 2273.2660,}

Mass: 39606 Score: 65 Expect: 0.15 Matches: ©&

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

K.TETSQVAPA. -

ADYRMERTLEY,

BEITYYFLERTF KD Delta(BER

R.NCMLTTICCGK.N + Oxidation (M) 2) . Start/End (EE;”G)&E) . Miss (*5ﬁ1t

K.NPLGDDEASATVSK.T
K.SASIYNPVIYIMMNK.Q

K.SASIYNDVIYIMMNK.Q + Oxidation (M) 'U'/r ~ ﬁ) S Peptlde (EE;”'I%*E"’{%%T%#&)

K.QFRNCMLTTICCGK.N

K.QFRNCMLTTICCGK.N + Oxidation (M) éiﬁ( Lij’o

- .MNGTEGPNFYVPFSNATGVVR. S
No match to: 832.6620, 1186.4390, 1515.4440, 1617.8570, 1727.9160, 1818.9630, 2159.1430,

Fixed modifications : carbamidomethyl (C)

Yans vatues O metsotopie | BREFHERTLES.

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

Max Missed Cleavages : 1

Number of queries : 19

Mascot: hitp:/www.matrixscience.com/

Protein Summary] ~—Tidk y LEEX NV BEONEEZ L VLR ZENTEET, By FLEKELXDX XY
BICBLT, 778y va &S, BiEMass), 707 A A7 (Score), WIFHE (Expect), HET —XIZ~v v F LT T
K%k Matches) ., & > RV EIEM (X LRy 84, BREMERY), ~vF LIEET — % OB E (Observed / Mr(expt)) & £ D
PHERE (Mr (cale)) B L OWEN S DZESy Delta) . v v F LIWEET —XIZXNET 237 F RO & o 37 BRICE T H00E
(Start/End) . RUIEY 1 MxMiss). 7 I/ BB (Peptide) & EMOFRE LR R L TVET, £/, [Nomatch] DITIZIEZ D
BZURTBIKI LTy y F Lo it w7 — 2 2 F R L TOVET,

by T8 1AL [OPSD_HUMAN] %, 7'm7 A 2a7id 102, HiFHEIXREIMEE L COMFHE 0.05 Z K& FES 3. 3E-005,
AAT AT T7 % RHLey NI I B DS S EREEII AT T CA0RE D A BY | R A L IBHO G BT — 4 DHh
[903. 3420, 1373. 6810, 1403. 7220, 1727. 9160, 1743. 9510, 1759. 9660, 1788. 7210, 1804. 7100, 1818. 9630, 2159. 1430, 2256. 8710
DIUEDEET — 2 IZxET 2T F RRRE L TOWET DT, ZOX T ERFRY 7 /UCEEN TS AN EWZ

LBRDMYET, £, ERD O/ OLNHREE

R RE) LEASMES LAUE, TORMRMEISLICELS AR £,

[Protein Summary] ~X—IZBIT 2 L VFELWVWNRITROR—TV % ZEL 2S00,

http://7R X b4 /mascot/help/pmf_summar ies_help. htm|#PROTSUM
http://www. matrixscience. com/help/pmf_summaries_help. htm|#PROTSUM
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Fa—-btUTIL 2.3

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

[Summary Report] R—JICRKRENTNWBZ U RIEDT 7% v a rFaid Protein View], =T ~D VU 7127 »> T

BO . HBOITRT Z R HOFMIBERN TR SNET,

[ 30 MProtein View] R—2 (2 U\ E1FHZE & YEFMIZET)

lhost/mascot/cgi/protei

1§ /2 Protein Summary Repor... X
I7OUF) REE) BR(V) BRCA(R)

@ Mascot Search Results:

YoIUT)  ALT(H)

2T 7S (Ctrl+W)

Match to: OPSD_HUMAN Score: 102 Expect: 3.3e-005
Rhodopsin OS=Homo sapiens GN-RHO PE=1 SV=1
Found in search of C:\inetpub\mascot\mskk\sampledata\pmfSample.mgf

57EH0S G} -

tseivess Mascot Search Results

Protein View 1
-

Nominal mass (M_): 39437; Calculated pI value: 6.21

NCBI BLAST search of OPSD_HUMAN against nr
Unformatted sequence string for pasting into other

applications

NCBI BLAST #& 244 k4> NCBI Taxonomy Browser R—IA~AM1) >

Taxonomy:

Homo sapiens

7. FEBR D) OEFHEDNM. RREMH. XV FLET 2/ BOA
N—EREDFERERTLES .

Fixed modifications: Carbamidomethyl (C)

Variable modifications: Oxidation (M)

Cleavage by Trypsin: cuts C-term side of KR unless
Number of mass values searched: 19

Number of mass values matched: 11

Sequence Coverage: 25%

next residue is P

Matched peptides shown in Bold Red

1 MNGTEGPNFY VPFSNATGVV RSPFEYPQYY LAEPWQFSML AAYMFLLIVL

XFTRREINET,

IX9F LIE=RTF KD Start/End (E2F1
DHLE) . Delta(BERE) . Miss(RiH
bt 4 L) . Peptide (F251E3R+ 1580
&R #RTLES,

51 GFPINFLTLY VIVQHKKLRT PLNYILLNLA VADLFMVLGG FTSTLYTSLH o N
101 GYFVFGPTGC NLEGFFATLG GEIALWSLVV LATERYVVVC KPMSNFRFGE <YF Lf:’\ja’- N ‘iﬁ.ﬁ
151 NHAIMGVAFT WVMALACAAP PLAGWSRYIP EGLQCSCGID YYTLKPEVNN
201 ESFVIYMFVV HFTIPMIIIF FCYGQLVFTV KEAAAQQQES ATTQKAEKEV
251 TRMVIIMVIA FLICWVDYAS VAFYIFTHQG SNFGPIFMTI DAFFAKSAAT
301 YNPVIYIMMN KQFRNCMLTT ICCGKNPLGD DEASATVSKT ETSQVAPA

Show predicted peplides also
Sort Peptides By © Residue Number © Increasing Mass © Decreasing Mass

Start - End Observed  Mr(expt) Mr(calc) Delta Miss Sequence
1-21 2256.8710 2255.8637 2256.0634  -0.1996 0  -.MNGTEGPNFYVPFSNATGVVR.S
232 - 248 1818.9630 1817.9557 1817.8755 0.0802 1 K.EAAAQQQESATTQKAEK.E
297 - 311 1727.9160 1726.9087 1726.8786 0.0301 0 K.SAAIYNPVIYIMMNK.Q
297 - 311 1743.9510 1742.9437 1742.8735 0.0702 0 K.SAATYNPVIYIMMNK.Q Oxidation (M)
297 - 311  1759.9660 1758.9587 1758.8684 0.0903 0 K.SAATYNPVIYIMMNK.Q 2 Oxidation (M)
297 - 314  2159.1430 2158.1357 2158.1067 0.0290 1 K.SAATYNPVIYIMMNKQFR.N
312 - 325  1788.7210 1787.7137 1787.7939  -0.0802 1 K.QFRNCMLTTICCGK.N
312 - 325  1804.7100 1803.7027 1803.7889  -0.0861 1 K.QFRNCMLTTICCGK.N Oxidation (M)
315 - 325  1373.6810 1372.6737 1372.5608 0.1130 0 R.NCMLTTICCGK.N Oxidation (M)
326 - 339 1403.7220 1402.7147 1402.6576 0.0571 0  K.NPLGDDEASATVSK.T
340 - 348 903.3420 902.3347 902.4345 -0.0998 0 K.TETSQVAPA.-
No match to: 832.6620, 1186.4390, 1515.4440, 1617.8570, 2174.8120, 2190.1120, 2273.2660, 2288.4890
o ot i i e
8 & o
5 ° P S ST S i %
80 & s
5 2200 e e et v 3
1000 1500 2000 1000 1500 2

RIS error 59 ppn

Mass (02

RIS error 59 ppm

T3 FF v ) ITL—
UH—TITHIELES,

<[

il

[Protein View] ~X—YTli, DX LI ED

FEME R (BT R BRSIE ~ v F LEERET — 2R R3—1LTN5HT 3
J RS Sy. FEAMEM, 7/ 7 — Y a UIE# NI A by e l) ERLIENTEET, o, HET — ¥ (E
i) L 2 0HRE L OHEEE T 0y M LIEEERES T 7, HENIHEGOX Y U 7 L—a b —7 (EERIEMTR)
WxhG LET, BEMEES T 7 ERBOX Y Y 7 L—ya U =7 BRI D551,

DOAFEHERH Y T OT, BHET — X OMBLRUESRT I2HLERH Y £,
[Protein Summary] ~_— 2425 XL0

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

Z DX T BTG (False Positive)

HELVARITKROR—U% TR TEEW,
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5-7 Protein Family Summary (MIS/SQ)

Mascot iR FRIZHEA LTMS/MS AT R LT — & Fehi3008L L OFE1%, KI31Z753 [Protein Family Summary | ~X— U4
FoRINET,

Protein Family Summary] ~X—Cit, by L7z U X0 B E7 0T A VA TNAICFERINETH, BT 2087
BRFETAHEAIIENLEZO LSOOI N—TIZE L, AVOELEZ RTEEKE L bicFranEd, £, mBEHEREE
TIUYPDL~2 =V HORICRD LAy "y MZELD, LR RIS T 2HBEADRNCH 2 BREATET A =
YW EZ Yy UTREBEREHCEFT 2L IS L T D7), KRBT RERT — 24T 0 ME™R b AL =T 1 ICRTSHE
LIENTEET, 2B, IO TORROBEICRTNEE A VT v AMbT 5720, OB E TR ZE L 328, 2EH
AR D 3R TIEFRRREE 30 Sk,

2%, K31Z/R L7z [Protein Family Summary] ~X—TOFNFROURLIZT 7 AL, TELZEW,

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

31 TProtein Family Summary] R—

{ PRG2008 SwissProt M

€« C # © www.matrixscience.com/cgy/master_re

Y A
A Esme Huinicon

0 o80T 927~

feli¢Y) MASCOT Search Results

user
E-mail
Search title : IPRG2008 SwissProt Mouse

:f.":‘:""i’ji"&i’;‘ﬁmﬂ‘,”:’ﬁ“‘w' e —_L_'U:%\ ﬁ%@ ’f I“)'/\ 7_:_9 27 ’( )lf%‘ *ﬁ%l:ﬁﬁﬁ LTZEEEU DB

2: SwissProt 57.14 (514,789 sequences; 181,163,771 residues)

Tasowomy ¢ 1: (ore) 15, REAKLGEDBRERTLES,

2: Mus. (16,273 sequences)
Timestamp : 5 Mar 2010 at 14:04:48 GMT H
Warning  : No taxonomy indexes for CRAP, taxonomy ‘Mus." ignored. Searching al entries in CRAP

S ® 6 o AT i o B ([Re-search] R4 ) . BERFERD T 7 A JLH J1 ([Export] R4

Not what you expected? Try ifthe select summary

sy >). TSelect Summary| R—S~DHE. RREFHORT(B=AT A

el AVEIYYI)BEEETS CENTEET,

Protein Family Summary E m

(=] significance threshold p< 005 Max. number of families auTo  #[help] — - - L e — s
e ey | BIER T ORRS VI N—TREEERET DO ENTEES, |
» Decoy search summary I

orotes 2 | @ 513) | [ unassioned zesan | 0——! [Protein]. [Qunatitation]. [Unassigned] 2 J TR RV EZ L EMNTEET,

Protein families 1-10 (out of 482) I‘

10 [wlperpage 1 [2] (3] 4] [s][s]... [s0] [next| (Ewenams] (g
AZa—oBRLEBERICH L TREBRA—CEENLBRERT S ENTEET,

»1 1:TRY1_BOVIN 1597 TRVE_BOVIN T

Accession |v] (Fa) [~ Match case

" Tmrm oo ) | BT ARTF RERDOE VAV HOENEETRT
s e "o o pe v BEE. 7oty a &S, JOTA2RAT. T
""" JT—YarvRRLET,

-3 1 2:GRP78_MOUSE 1292 78 kOa glucose-ragulated protein OSsMus
'i E 2 2:MSP7C_MOUSE 353 Heat shock cognata 71 kDa pratein OS=M,
3 2:MS71L_MOUSE 165

Haat shock 70 kDa protein 1-like OS=Muz

~

Threshold (0): 0 Ga |
S Mass Matches Sequences
Vi3 £2::GRP7B_MOUSE 1202 81404 92 (55) 38 (22)
732  #2::HSPIC_MOUSE 353 78937 55 (23) 25(9)
9133  2::HS7IL_MOUSE 165 78552 32 (12) 14 (4)

FYBELLG LAY EIER. 50 EICR
. || BYBXTF MRS, by T 10 NTF KA
e F. WETHREATAAL(VEIU VY
NEme oo mews e pmmrem mesessssme , FHERRENET,
824 527.4505 1052.8665 1052.6110 0.2756 0 (27)

0.024 b1 U W KVOVEX.G
4829 527.472¢ 1082.9303 1052.6110 0.31930 (25) 0.024 b1 U W KVOVEWK.G
Locus:17.197.3

Score > 33 indicates identity
Score > 22 indicates homology

0.62 SGQTLQER
50 $31.3780 1060.7415 1061.6324 =0.8909 0 9 1.2 w5 B R.NTTIPTR.Q

5657 D1 542.4027 1624.1863 1624.9019 -0.7156 0 10 9.9 b2 U W F.sqrs
#5324 B3 546.9979 1091.9813 1091.6430 0.33030 &1  0.0084 by U MM R.ITC

VLVGGSTR. T
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SCIENCE.

Fa—-btUTIL 2.3

26

HETHTF FEFFOHMY VX BIIROBEZBETIUEL, IV —E L T LET, INV—TICRT DL N TEA

N—OHFEPEIL, HE-BEOXTF ROAIT 24> T AU N~ OHHEZ E5% -

1) FaFsA4 o 2aTEDZ N FY) A N &ERT 5,

FRL. 77 AXRHEIT > TROTHET,

2 WDV AP, KRTRTA AT DX NI HE2BRL, 2% "7 BIZ)FEY DHomologyBIfEA = 77 LA

EONTF FEHIHT S,

(3)
bx 1) DY R bR,

4)

@ THIH L7=_TF REGLH 0B (DD U A M HHREH LT [Protein Family] X =L L, £

B)DZ 7 IR IR DHomologyBIE A 2 7 L EORTF REfH L, (DD U R ML INLDORTF Red

Lo L A E LT [Protein Family] ®A L NN—L L, ZH6E2 (1) DU R FbERL,

(5)

(6)
T IRT,

(7

fifi, FE, KA TICLDEHEERL)

8

HHTE D2 L R EPMEL 725 £ T OBELRVIRT,

(1) D H X7 G % Same—set & Z DAt (Sub—set, Intersection) (Z431) 5,

Hifz7g TProtein Family) ZAERLT 2 72 DIZRERZREAEEZITV, HomologyBfEE A =2 7 PL EDORT'F RS 72 % &

[Protein Family | D A L /X— LTHIE L72Z VRV EDORTF K& 7T 2 BRECHIDSEE LRV & 512835 (B

(9) X /R0 A o N—E O REHE (GEHIEL 7 F RIZBI L €. Homology/Identity® /&I ORE A =2 7 B4y DOFEH)
R, BEH T T A XM EIT D,

Z N R OmBEE, X321 LTz
kolz, s RarnkEng s
IR BH D RCHREIm AT T RIEIR
L, TOAXA a7 OREMEA =7 (Homology
H B W IdentityD/h W) iy &
FEL RO TVWET, 2o koicLT
KT & L8y B R A o CHEE
2 7 A ZIBREATV, ZOFERE X v
R B ORPE 2R TRIER & LTk
ARLTHWET,

[Protein Family Summary| ~—/|Z
BT 2L VEELVWARIEROR—T%
TELEE W,

32 %2\ BEEDERDKRDOTA

svixouF : p3 pd p5 TOFARITEIGET
A& p2 DEERDT BB
soroul p4 7 F & G OISR
Score  Mass Matches Sequences emPAL
[#113.1 2::PRDX4_MOUSE 126 33667 4 (4) 3(3) 0.36 Peroxiredoxin-4 OS=Mus musculus GN=Prdx4 PEm1 SVa1
@113.2 ©2::PROX1_MOUSE 76 25228 3(3) 2(2)  0.31 Peroxiedoxin1 OS=Mus musculus Gi=Prdxl PE=1 SV=1
Redisplay “Score > 31 indicates identity” — 34-31=3 > 255U ¥

¥l Auto-fit to window

w5 peptide matches (4 non-duplicate, 1 d

T Zieoxawouse
2 2PRDXI_MOUSE

[ S S|

£24446

9531

605.0112
590.4919

0.3022 0 (50) 0.0011 b1
0.5990 0 71 1.6e-006 b3

1208.0078 1207.7056
1768.4540 1767.8550

Query Dupes  Observed urcmmwtm

2694 488.2970 974.5794 974.5518 0.0276 0 34 0.03 by U @ §.SVDEIIR.L
4806 527.3665 1579.0778 1579.8526 -0.8148 0 34 0.0043 b1 Ul R.VSVADHSLHLSK.A
9533 w3 605.0467 1208.0787 1207.7056 0.3731 0 57 0.0002 P31 U B B R.GLFIIDDK.G

U B B R.GLFIIDIK.G
um K.DYGVYLEDSGHTLR.G

http://7R X 4 /help/msms_summar ies_he lp. htm|#FAMILY
http://www. matrixscience. com/he|p/msms_summar ies_help. htm|#FAMILY
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5-8 Peptide Summary (MIS/SQ)

MascotfRFRIZEEAN LT=MS/MSOE B ALY K LT —
RENFET, by FLEEF AT EITT w7 A o 2aTRICER
ERFRSNET,
331275d [Peptide Summary] ~S—Ufil&2FK x4 AI12id, ROURLICT 7 AL, 74—~y bar ha—a 3%/ Cllons
[Require bold red]%# 5 = v 7 L=, [Format As]: R & %L T<

IVT— BT

score or expect cut-off]dfE% 70.05”

SEN,

http://7R X k4% /mascot/cgi/master_results. pl?file=.

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

(Query® 54l

-

Ty hL.

[ 33 TPeptide Summary] ~—<

Paptide Summory Raport (MS/MS E...

Jaarnixy
CIENCES

User

OB output¥5a

Mascot Score Histosram

Individual | >'38 Indicate identity or ex

Water of its

11bo

Peptide Summary Report
FomaAs ] Pasie Summary -
Sienificance threshold p< o005

Standard scoring @ WudPIT scoring

Shov pop-ups @ Suppress pop-ups
SwmeiA | [Sewots ] [ Saweh semeied
. CHBD_WUMAN 6016 Score: 1176

60 kDa heat shack protein. mitochondrial precursor (
Chock Lo Includo this hit in error tolorant search or archive report

Mascot Search Results

Protein score

Wax. nuabor of hits Ao
Tons score or expect cut-off 00

Sort. unassined Gecrsssne Score

Error tolol

Watch

nt [ s Fapert |

2127) Seauonces:
B0) (60 kO zhunum“\nl Aumsm (Hoat shock

ncess 93947433 cosiduos)

A7 G
W 0 "Lon heat ahock rotein, aitochondrial pracursor (so80) (60 kia chaveronin) (CPNGD) (ot shock

 ~10Log(P), share P (s the orobabl1 1y thal the cbserved satch s & randon svent.
tons ve howology (p<0.05).
Proain scores are derived from 1ons scares 48 & non-probabllIstls basls for rasking protein hits.

B F N300 K3 DIFIXXI3312 77 [Peptide Summary] ~X— PN FHE

IREIL, F T EIRRT 58T F RIIMS/MSOE ALY

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

A—HZ. BREA ML, T—E2IT 74L&, REICHERALE
BC5l DB 54R. REBBALLEDEREZRTLET.

Hole

Show sub-sets 0

~ Roauire bold red ¥

['Summary Report] R—L DIEHEDYIYEZ P, RERNDEHR=EZE
BYLODEHERET DI LENTEET,

H

EYELERVRVEBRT IV avBESHE) ERTLET,

A98. 2728 497 2651

.
§
g

2 7413707 1420,
AL 832 4608 1862 9071
r 1863, 9930
il 665 0095 1992, 0069
o 0452 2238 0758
61 32 7988 2495 3739
6 17438947 3938, 6621
61 11061775 3345, 5106

Search Paraneters
2 VSN Lon Search
 betaatton (0

Honoisotopic
Unrestricte:
+ 0.7 Da
+ 0.2 Da

Troe of search

Enzymn

Varable wodif ications
5 valuos

1
ES1-0UAD-TOF
67

Inst rument Ly
Nusbor of auerios

Query Mr(oxpt)  Mr(calc) Delta Miss Score  Expect Rank Unique Peptide
o™ i Vaawn0 00070 b a0 1 X-ArarcomR.k N
4 T A2 044120 04SU6 0.0M6 0 A 00 1 U KVGVIVIKO
Y 5 ASLoA W0.4BD G050 004 0 G 040 1 U K.isoovaviky
v I i1 o407 D01 0 B0 00086 | U K.yGLOWAVKA
950,440 G0 0 45 001 1 U RVIONMATRA
189 0.0447 0 (57)  0.0011 1 v K.EIGNTISDANK.K
1206 0.0668 0 B0 0.00040 1 " K.ETGNITSDANK.K + Oxidation (M)
12140082 7 22005 | U KAAGWEGSLIVEK-L
It W00 0 4o | U KVGISVEWEKK o _ a . —_
s 108 vom o i ; BUNRVEICRETBEIRTFFE VR MRRLE
A4 14277620 14270060 0,045 0 I
D000 14211130 14210050 i o o o
R Pt > T RTFRIZRYFLENS/NS DEEARY L
122.9034 1122 1449.0007 -0.0205 0 I U R.GYMLAVDAYIAELK.K + Oxidation (4) © -
1503.7141 1509.1400 00340 O LW KIoREl KT . . = _
B o v Db KOO ot @ — B (LT —BE) I TEREENET
% lolodme ool b 102 fed | W Kb T T =z TRT ®
Wlo.08 00120 0 (D Gte00r 1 W K
i G0N 0 S 00015 1 U RIGELIEOVITSEVEK-
10510507 2117.0029 20121920 00904 0 B 0000 1 U RALNLOGYOLIADYAVINGK.G
HI 2120.0653 2126.12712 -0.0619 0 (12) 1. 7e-005 1 v L ALMLOGYOLLADAYAYTMGPK.G + Oxidation (M)
L0477 21440808 2144.122) 0.0412 0 (93) 1.3e-007 1 v + 2 Oxidation (W)
o0 o6z 73042808 54 6 0 (5 U RKPLYTIAOVOGEALSTLYNR L
o 72042004 73042704 0 G U RKPLYIIAROVOGEALSTLYLNR.L
1001004 73640089 20849264 -0.0200 0 95 U RV IAOVDGEALSILYLNA L
VINT2 ZADOTAD ZADLGT 00194 0 A0 0000 1 U RTACLOMGYASLLITAEVWVIEIPK.E
054.0508  2550.1545 2550.2413 -0.0860 O 75 5.10-006 1 LVGDVANNTNEEAGOGT T TATYLAR .§ _J
Poptide watches nol assizned te srotein hits: (no details seans no malch)
OQuary  Obsarvad  Mr(ax Mricale) Dalta Miss Score  Expect Rank Uniaue Paptide \
913 407328 050.4 050.4837 -0.0327 0 3B 015 1 IPANTIAK + Oxidation (M)
S e 425,014 Do EASPLEONKL 1L
: 5 2 Vo e TALLDARGHSLL TTHEWHTE PR
% 5 iom.ges nzenm remrer ooz 0z om 1 ALKLOGUDLLATAYAYINGFK + e datfon (6)
v 1 szon ol wrosm o0e 0 55 he tiaorn
¢ 9 s oo Vo 1 ot e
9 4 oez2rm 1 R KK
¥ 6 124873 311 [T 8.7 1 DUATATGGAVFGEEGLTLNLEDVOPNDLGK + Oxidat ion (W)
C] 23 11006217 11006144 1100 0 2 EINNN ) OLLUVAGYDR
¥ 5 662.4 6614009 661 . 0z s MACER — ~ ~ o —_—
9 8 14315 733652 N3 " a1 LAPAGSK Ewv ~ U R Fi?ﬁéfﬂfc L\EL\Q //\QE (L = ¢
Y 0 oraams wwaer wn i noa hvwown
v 2 o2 110 . [ FuIPADSEK - o o0 s
v o= 208,114 2 H »® 1 LNATAVRTLLSANGORPEERK, > | (& TCH60_HUMAN] ) IZIRB L TULWEWLWRTF KZ Y
v 2 hll 3536 1202.6926 | 8 &7 1 VYGYAGOGASALYR -
Y W oaram izar.es izer.gen 7 W KAVSVSOGPOPR 2 —
@ 50 2085. 0853 ] W ALDE TLEYONYPVVCAKK ~ o
v 8 o § o VHOSHETALLDANLOAOKANR
v & i i ' HORLSGNDTALEEGOR + et fon (4)
v i 1 4 i ;o TouTneR
v 2 Sozseo 4w 499,008 i vreme 1
W 38 740.3840 1496.7534 21 3 100002 1 IOLLADMMYDOK + 2 Oxidation (M)
o cmem m.a U e SRDPGAVA + D) dntson (W)
@ oo 1o o V7 e 1 DRVALNGENATEATR
v 10 TAT.4125 7464052 0 2 S.1et002 1 MAPSTPK + Oxidation (M)
¢ 1 sw.om  ore.awer | b aeennr 1 Lasotkace
¢ T s g oo s 1 G IK
Y wwn oeene R 4 Kotk
o E owvso (oraose 100700 0050 | 0 2se0e 1 et J
;
“
:
.
y
;
y

CHORRTHEALEBRREMGERTLET,

Nascol ©




MATRIX

SCIENCE IASCOT Server : Fa— kU7 2.3 28

by hL72Z 7B LTIRONENTZH SN TWET, [ ] WIERBBOHFIZR L TWET,

by FEEN. | 2RI EDOT 7% v a %S [CHE0_HUMAN] | & Mass: 61016), 7115 A A =7 [Score: 1176],

NTF PICv v F LIEMS/MSDEEARY bAT — 28 (T v aNOBITRMEZ B2 T-MS/MSDE AT M AT — 5250
Matches: 27@27) 1. b b L7z 7T R (1 v aNOBUTEME B X 72~7F K40 [Sequences: 17(17)), 7/ 7 —

= > 160 kDa heat shock protein, mitochondrial precursor (Hsp60) (60 kDa chaperonin) (CPN60) (Heat shock

Eo, by FLEZ AV BEIRBET 27 F FIZROEA TY X FERENET,

Query : MSMSOERANY NT—4 D =) —F%5 ( [Peptide View] _X— 2V 7 LTHET)
Observed : 7' U A —H A F ' EEOFERIE

Mr(expt) : 7"V Bh—HA 4 Of I R (EHE)

Mr(cale) : 7' U —H A A O HEE & (G HE)

Delta : 7V —HA A EEOERL L RO

Miss @ RUIKY 1 b3k

Score : A AL AT (FyaABRONTWNDEHDIE, MUZL Y BWA AL AT ZFEOXTF RBRTFEET LI E &R LT
£9)

Expect : Hif¢i

Rank : 227 Z 7 ( 4-2 ldentityRifE &HomologyRRfEl % ZHE< 72& W)

Unique : Z DX 2RV BIZOBRGFHET DUnique’2 X7 F ROEAIEL U Z5tik

Peptide : ~7F K7 I /il

[Peptide Summary] _—IZBIT 25 K VEELVAEIFROR—U % ZTELIZE0ND,

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




MATRIX

{5

SCIENCE.

IASCOT Server :

Fa—kUTI 2.3

29

5-9 Select Summary (MIS/SQ)

THx—<yv har ha— %) 5 [Select Summary (Protein hits) 1A @R L. [Format AslaR % o &4 & |

34UTTRT

[Select Summary Report | ~=— i)V &> v £, [Select Summary Report ] X—Tid . & v h L7=_XTFF KU X M [Peptide

34 TSelect Summary Report] R—

-

B

f5es Mascot Search Results
User

Email

Search title S/MS Examp|

e
“¥Auto NSHS output¥Sanple 1.kl

wissProt 51.6 (257964 sequences; 93947433 residues)
ob 2007 at 14:09:47 GHT

SI-QUAD-TOF

weries
Protein hits

BO_HUHAN 60 KDz heat shock protein, witachondrial precursor (HssB0) (60 Kba chaperonin} (CPNGD) (Heat shock

Select Summary Report

FomatAs ] Sunct Surmeyrotn b+ Holo.
Sianificance threshold p< oo Max. nusber of hits Ao
Standard scoring @ WudPlT scaring © lons score or expect cut-off o5 Show sub-sels o
Shor pop-ups ® Suppress pop-ups O Reauire bold red @
© Al aeries Unassizned Below howoloay threshold Belon identity threshold
1. GHOOHUAL  Nass: 61016 Scores 1176 Watches: 27(27) Seauer

60 kDa heat shock srotein, witachondrial precursar (HseB0) (60 kba c
Query Observed Mr(expt) Mr(calc) Delta Miss Score

417.1822  832.3498 X 45 0.0
472.7433 8434720 46 0.017
451.2499 52 0.0039
456.7806
480.7447

Expoct Rank Unique Pest ide N
K-APGFGDAR K
K-VGEVIVIK.D

Summary Report] ~_X—JIZH_RTEYa Xy hELHLNTERREINET,

5057855
603.7720
6083009
6172857
672.8375
714.8938
1228849
528643
60,8461
6403281
960.0327

EybLERTFRZEIVNRY MYRMRKRLES, AL
>~ | RTIFRIZEY FLEZMS/MS ARY MLT—4 (&, TORE
ISZDES (VT —BB)IARREINET,

1019.5106
1057.0537
10650399
10730477
1183.1570
7891094
6201322
8540588

- 1QETTEQLDVTTSEYEK. E
R-ALMLOGYDLLADAYAYTHGPK.G.
R-ALMLOGYDLLADAVAVTHGPK.G.
R-ALULOGYDLLADAYAYTHGPK. G
R-KPLYIIAEDVDGEALSTLVLNR. L
R-KPLYITAEDVDGEALSTLVLNR.L 58
R.TALLDAAGYASLLTTAEVYVTEIPK.E
K-LVODVANNTNEEAGDGTTTATYLAR.S -/

21280653
2144.0800
2364.2994
2364.3063
24313748
25591545

2128.1272
2144.1221
2364.3264
2364-3264
24813942
2559.2413

-0-0194
00868

5 5100008

Mascot: hil malri

[Select Summary Report] ~—IZEH4 5 XD

http://7RX b4 /mascot/help/msms_summar ies_help. html#SELECT

FELOLARITR D=

EIHIEED,

http://www. matrixscience. com/help/msms_summar ies_help. htm|#SELECT




{ﬂlA?VELY
SCIENCE.

IASCOT Server © Fa— kU7 2.3 30

5-10 Peptide View (MIS/SQ)

[Summary Report] ~—T D/ =) —FKFdH H\WE [Protein View] _X—T DA 4 2 a7 XX35/27r9 [Peptide View] 2

=iV 7 LTWnET,

35 lPeptide View) X—2

Mascot Search Results: Peptide View

;
Mascot Search Results

JMATRIX)
{SCIENCES

Peptide View

KS/MS Fragnentation of TVIIEQSYGSPK
Found in CHGEO_HUMAN, 60 kDa heat shock srotein, witochondrial srecursor (HspB0) (60 kDa chaperonin) (CPN6D) (Heat shock

Match to Ouery 31: 1343.660498 frow(872.837524,2+)

Data file C:¥Auto KSKS output¥Sawple 1.pkl

Click wouss within plot area to zoon in by factor of tvo about that point
Or. [Potfom ] © to 20 Da [ Fullrarge |

Label all possible natches Label natches used for scoring ®

BT WD i)

LB ycg0res -yc5)

g

|

Ll
2

MS/MS DEERARY FILT—421EHR. Ev FL
ERTF FETADNRET 242 230 BER
EHRTDHENTEET,

MS/MS DEERRY MILDEDE—HICED
TOEY b FUDRIG LTS ERERT
BENTEFET IS TINTIY VI THLE
m/z SEMNMERSNET FERAKRTS L
m/z BEERETSHELELTEES), V357
RUTOEY b FURICIEFA A RATIC

BERLTWATOH Y rMF UARIREINT

WVET A, [Label all possible matches] %5&

RTBE FARBETDOIYFUINRRSN

9. BEREJ S 7 (ERBELEREDOE)

FFv)IL—2avh—TJITHIELET,

0.0} —
0% 00 10

oo 1500 200

Monoisotopic wass of neutral peptide Mr(calc): 1343.7085

lons Score: 64 Expect: 0.00016

Matches = 25/118 fragnent ions using 52 most intense peaks (help)

[ b bt bx bett [ o [sea.| ¥ e ve yett ¥ P )
1| 102.0550{ 51.5311 84.0444| 42.5258| T 12
2| 201.1234/101.0653 183.1128| 92.0600| V |7243 6681|622.3377(1226.6416/613.8244(1225.6575(613.3324(11
3| 314.2074/157.6074 208.1069(148.6021| 1 |7744 58971572.60351127.5732 [564.2002|1126.5691|583.7982 10
4| 427.2915/214.1434 409.2809/205.1441| I |7087 5756|516.2615(1014.48091/507.7482|1013.5051(507.2562| 9
5| 556.3341|278.6707 538.3235(268.6654| E 9718 4316]459.7194| 501.4050(451.2061| 900.4210(450.7141| 8
6| ©84.3927|342.7000| 667.3661(334.1867| 666.3821(333.6947| Q@ 789 38901305.1981| 772.3624(386.6648| 771.3784|386.1928| 7
7| T71.4247|386.2160| 754.3981|377.7027 753.4141|377.2107| § 661.3304|33) .1608| 644.3039(322.6556| 643.3198(322.1636| 6
8| 857.5040/478.2556| 940.4775|470.7424| 939.4634/470.2504] ¥ 574.2984)287.6528| 557.2718(279.1398| 556.2878(278.6475| §
8/1014.5255(507.7664| 997.4989(499.2531| 996.5149|498.7611| & 388 2191{194.6132| 371.1925/186.0899| 370.2085|185.8079| 4
10 Hﬂl.5575’5—5l.2324 1084.5310(542.7691|1083.5469|542.2771| § 331.1976)166.1024 314.1710(157.5692| 313.1870{157.0972| 3

11 HQG.GIU]‘&QS,BDEB 1181.5837(581.2955{1180.5997(590.8035| P 244_1656)122.5864| 227.1380{114.0731 2
12 [ K 147 1128) 14.0600| 130.0863| 65.5468 1

3.0 &

¢ o 2

o H

- a
0.2

J

NCBI BLAST search of 1V1[EOS#GSPK

(Paraneters: blastp, nr protein database, expect=20000, no filter,
Other BLAST yeb gateways

PA¥30) }

All matches to this query

NCBI @ blast #ER A~
VITREMDERY A FADY VI R—ORKRRENFET,

—JICY 2y LTWET, [Web gatewayly >0 %45 1)

[ Wascol: hilp://svs.nalrisscionce.con/

Score Mr(calc):| Delta | Seauence
64.4 [1343.7085 |-0.0480[TVIIEQSAGSPK
23.0[1343.6681 |-0.0076 [VWOLOESSOPGR
i 5 = = - S
15 1.0 0.0 ko MS/NS DEERRY MLF—BIZTyF LIz, A4V RIAT7 LM 0BEDORTF KT, 73/
- - o Tt S 2 c S S0 —
T TR BENHMDZEI Vv I TDHE. TORTF RIS B [PeptideView] R—IUhHARRINET,
14.0_[1343.6832_|-0.0327 [YDVIOKAEEADK
13.5_[1343.7236 |-0.0681 [¥TOGETLOGIALK!
13.0 [1343.7408 |-0.0804TLVLESGOGRIRK!
12.1 [1343.7045 |-0.0440 [VATGV0GS [ENAK|

Mascot ServerlX, 7V h—HPA AV EEBIZw Yy F LT F REGRE LT, LVBEORWE—7 LT ad T v A4 0%
VYT U T ERERPS, b A A A AT RELRDE—T OMEERB L, A A A TNEIC EAL10EDRT T K & gk i
ELTELET, 7ud 7 MM AVRICE, A4 AaTHBEICHERINZT 2 E 7 " AV ERTFTEREINTOE T,
FMEFAXLFIA A AT ICHEML TSV vy F U7 KRXFIMATIE RV~ v F o7 R SCTHIBRO R 5 5

~yFUTERLTONET,
[Peptide View] ~X—IZBE9 5LV

http://7R R b+ 4 /mascot/help/msms_summaries_help. htm|#PEPSUM

FELOWHNRIFRONR— V% TEL7ZE,

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




{ MATRIX
SCIENCE.

IASCOT Server :

31

Fa—kUTI 2.3

b-11 RFBERDES (PMF/MIS/SQ)

K36~ T L OIZ, Tr—~vy bz bnr
— %L 6 [Export Search Results] %33
R, [Format As]aR % > &4 &
search results] X—URFRINET,

RSRRE RO N & fk 2 7= (ML, CSV,
pepXML, mzIdentML, DTASelect, Mascot DAT
File, MGF Peak List) T7 7 A MIHNT 5
ZEMTEET, L xiX, [Export format]
b [CSV) ZEIRL, A LEWHBEZ T =
v 7 Uicth, ~_—T & FJiD[Export search
results]RZ U &L T 7ZEW, BBV =
THET 7 AN E L TREOCSVIERD 7 7 A
JUM. Windows XPOEA X C:¥temp 7 4 /L4
2, Windows 704 1L download 7 = /L 4|2
TRIFESNET, CSVT 7 A ERFHFEY 7 T
B Z &M TEET,

[Export search results] ~<X—IIZf9 5%
EVFELOVABFITRON—=D% TELIEEN,

Export

http://RX b4
/mascot/he [p/export_help. html

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

X 36 Export Search Results] R—<
Peptide Summary Report

[=]

[ Format As | | Peptide Summary

Protein Family Summary ‘

Peptide Summary
{ Select Summary (protein hits) i
|

Select Summary (unassigned) |
Export Search Results

(
J Protein Summary (deprecated)

{ MATRIX
SCIENCE.

Mascot > Export search results

Export search results

Export format XML
Significance threshold p< _0.05

Tons score cut-off 0.05

Max. number of hits AUTO

Protein scoring Standard @ MudPIT ©
Include same-set protein hits
(additional proteins that span []
the same set of peptides)

Include sub-set protein hits
(additional proteins that span 0
a sub-set of peptides)
Group protein families [7]

Require bold red [¥]

Search Information =

Header
Modification deltas
Search parameters (V]
Format parameters [¥]

Residue masses []

Protein Hit Information |2

Score [¥]

Description” [¥]

Mass (Da)” @]
Number of queries matched
Percent coverage™~ [
Length in residues™~ [
pr T E

Taxonomy™~ [
Taxonomy 0™ [0
Protein sequence [
emPAI [7]

= Occasionally requires information to be retrieved from external utilities, which cal
** Always requires information to be retrieved from external utilities, which can be

Peptide Match Information =

Experimental Mr (Da)
Experimental charge [V]
Calculated Mr (Da) [¥]
Mass error (Da) [¥]
start [F]

end [7]

Number of missed cleavages
Score

Homology threshold [
Identity threshold [T
Expectation value
Sequence

Frame number [T]
Variable Modifications [7]

Number of fragment B
ion matches '

Query title [7]
Unassigned queries

(peptide matches not [
assigned to protein hits)

Query Level Information B

Query title

seq(), comp(), tag(), etc.

Query level
search parameters

MS/MS Peak lists

Raw peptide match data
@ search results |

Ltd. All Rights Reserved.

[_Show command line arguments |

Copyright © 2008 Matri

Threshold type Identity © Homology )|

0.05
T scoring

PoOpP-uUpPsS

HALEWEXEZRIRL TS,
IVELBEDKRIHEY T FTHE
LT=WME&EIE TCSV) #BIRLTL 2
él'\o

BRRES. 20V EEHR. XTFF
1B8R. BEET 2 EREBERT HIEE
NDHET. HALEWNEBZFz v L
TLEELY,

[Export search results]zk
AUERTETFAILICH
AT BIENTEET,




MATRIX

(AT RIXASCOT Server © 72— U7 2.3 32

6 R IR

BRONFH VAT AN T2 EOBRT—27 7 AV RANVT 7 A V) | 1L, FNiER ) A AOBERE—27 Ofth, LCOPF;
RESP R ¥ v U /570 kA RIEWMAE B A THET, o, EOBRT —2 7 7 A VOFERITEROHEER A — ORI
TELEDLTT, MascotiRBRTIXE/ TA Y MY 7 RE—7 THREN/ZE—27 VA FEEWET DT, E@EET~&C7
TAWELILTE—T7 VA NI 7 A0) BERTD2RERH Y £,

BREOPENIMET 28T — 2T Y 7 h =7 13— 7 iitigiE 2 R — S LT E T O T, Mascot iRFRICHE R B —
TJUANT 7 ANENERT D Z ENTE, E/2FIFFC, Mascot ServerD 7 FA 7 FY 7 by =7 ELTEHETH2HD0HH D
F9, HET—XMTHY 7 U7 LMascot Server D HFiELE —27 U A L7 7 A VOVERIFIEZOWTIRDR—T D
lNnstrument Specific Tips] #ZE < 72& Wy,

http://7R X k4 /mascot/help_index. html

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

7k, WAL RS 5 Mascot Distiller IXRSEE R < A omIc B — 7 A %475 2L MTELH Y 7 b7 ©F, i
MR AT AT DR TCOBEOEDERT — 2 7 7 A NDOEXEYR— L THEY, Mascot Serverd” 7147 Y
ZRUETELTEHIELETOT, L0 MEICEESIE AT L EMascot ServerF I H 2 ENTEET, FELIEIR
D=V ZEL TS0,

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

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

6-1 7obob-To /00—

BRSPS 2 E&T — 2T Y 7 b 7= MussHunter) 2> THEDEET —4% 7 7 A MV HEEFIZ .d )b e —
7%&%%%““\MRMﬁ%QWM%%K®E~7)XF774W%¢&¢a_kbﬁéi¢o

-2 T—E—HAMITvI R

(1) Analyst

Analyst @D [Script] A = 2 —|ZHEE SN TS [mascot. dl1] % Mascot Server D7 FA T vV 7 by 7 & LTEIELE
FTOT, =27 V2 FOEREAD Mascot Server ~DIRRAE TEMEFIZFITT D52 LN TEET, E72. mascot. dll 1
Mascot Daemon @ [Data import filter] »HIFONH T Z LN TE £9 DT, Mascot Daemon & FlAAE 25 Z L2 X Y Mascot i
KEHEET 2L b TEET, FELUIROAR—VE TETZENY,

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

http://www. matrixscience. com/help/instruments_analyst. html
723, mascot. d11 ORHTIUL
http://www. matrixscience. com/help/instruments_analyst. html
MHH Y ra— T ENTEET,
(2) Data Explorer
Data Explorer OH¥AR— h¥ A FnHZ 7o — RTE 5 Visual Basic ¥ 2 1 & ffi> T Mascot Server |[ZHifid 5 Z &N T

¥, F£7-. Data Explorer | Mascot Daemon @ [Data import filter]Z>HEFONHG Z &N TE £9 DT, Mascot Daemon & fH
HEDEDZ LIZE Y Mascot RRZHBYLT AL HTEET, FELIEL, KROXR—TZTELEX,

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

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

(3) AB SCIEX 4000/5000
GPS Explorer ¥ X Tt TS2Mascot =t—F ¢ U 5 ¢ |d Mascot Server D7 FA T+ 7 h 7 & LTEHIEL £ DT, Oracle



http://www.matrixscience.com/help/instruments_analyst.html
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F=HAR=RZT 78 A L, =27 U X FDOVERKD S Mascot Server ~DMREAE CTEEHANCFEITTH ENTEET, £
7=. MS Data Converter (% Oracle 7 — X X—A|Z7 7 &AL, Mascot RZEMAD MCF KO~V 2 N7 7 A VEAERKT D Z
ERTEES, FELL, KOR—UETEIESD,

http://7R X k4 /mascot/help/instruments_4000. html
http://www. matrixscience. com/help/instruments_4000. html

6-3 SREUERR

LAUNCHPAD 1 Mascot Server D7 A4 7 vy 7 b7 L LTEELET DT, B —27 U X FDOERKEN D Mascot Server <~
DRBH/AE TEBHICEITT D ENTEET,

6-4 Y—ET4vov—YAIT4T74v0

(1) Bioworks
Mascot Server D7 T A7 vV 7 "7 L LTEELET DT, B—27 U X FOERKA B Mascot Server ~DIRRBNF
THEREEMNICFEIT TN TEET, FHELIIROR—=VETEI SN,

http://7R X 4 /mascot/help/instruments_xcal ibur. htm|#BIOWORKS
http://www. matr ixscience. com/help/instruments_xcal ibur. htm|#BIOWORKS

(2) Proteome Discoverer
Mascot Server D7 T AT MY 7 M7 & LTHIELETOT, =2 U X NOERD S Mascot Server ~DfZRI AN £
THRBEIZFITT A ENTEET, FELUTROR=VE TELIEI N,

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

(3) leq_dta_shell

HEOEET —X 7 74V HEETIL CRAW ) 225 B — 7 AL 21T 5 extract_msn % Mascot Server PC{ZA A h—/L 95
ZElcky, B—7 U R MOERN D Mascot Server ~DIRRFEAE TEIEHAIIZFATT H leg_dta_shall X—TZFIHT 5 Z
EMMTEFET, F£72. extract_msn I Mascot Daemon ® [Data import filter] D HRFONHTZ 23 TE 9D T, Mascot Daemon
LHAGDEDZ LITE D Mascot RREFHEIMELTHZ LB TEET, FELITRONN—VE TELIZE0,

http://7R R 4 /mascot/help/instruments_xcalibur. html#LCQ_DTA
http://www. matr ixscience. com/help/instruments_xcal ibur. htm|#LCQ_DTA
http://www. matrixscience. jp/pdf/jap_settingsOfMs+MdForXcal iburRawFile. pdf

(4) Zofth
EOBERET —4 7 7 AV FERTE CRA 25 E— 7 B EZIT ) a7 T AR ODARENTHET, #EL <ITKRD
NR—=Uk TEITEE,

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

6-5 BAD+—4—X

(1) ProteinLynx Global SERVER (PLGS)
PLGD i Mascot Server D7 AT Y7 "y T L LTEELETOT, ©—27 U X FOIERD D Mascot Server ~Dfk
REAEFTEFELTCEITTLIENTEET,

(2) MassLynx

MassLynx %o T Mascot MEKMDOE =2 UR T 7 AN T 7 A0 FEIRFT . pkD) ZERRT 22 N TEET, £z,
MassLynx sample list (% Mascot Daemon ™ [Data import filter]/»GFEFOMH T Z N TEX F 9 DT, Mascot Daemon & FHAA D
WD LITEY Mascot BAZAELT 22 &b TEET, FHLUFRON—VE TEITEI N,
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http://7RRX k4 /mascot/help/instruments_mass|ynx. html

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

6-6 BAE

BRSHEHC AT 2B RT — 2R Y 7 N7 %o TEOERT — & 7 7 A vk B — 27 HiH B & 4T\ ) Mascot
BREHDOMGFIER D E—27 U R N7 7 A VEAERT 5 Z LN TEXET,

6-7 BiI/NaMFT4./00—X
BEOTEH AT 2B &ET — 2R Y 7 N7 2> THEOERET — 2 7 7 A A b B — 7 iR 2170, Mascot
MBHDOMGFIERDE—27 U A N7 7 A VEAERT D Z N TEET,

6-8 I h—-FIb=O R

BioToolsidMascot Server® 7 A 7 v 7 b7 L LTEMELET DT, =27 U X FOERD BMascot Server~Dk
FRAE CTEHGIICETTDLZENTEET,
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MascotiRRD BEME : Mascot Daemon

Web” 7 UHFEFIHT 2 & MBSO REMMascotRRBEDFATRELA L XTI T 4 TIBET D M TEET, —FH T,
Al CIRSRERAE TL00fE OB BT — & ZMascot BRFRIZ /N IT 720 & &1, POIZfT & 5 & ) T, 100RIOR U & 5 Zefiffa A 5 577
A TUAT O BB DY E£T,

Mascot DaemonidMascot MiBREHED HIL A SIHET D720 DI T4 T bV 7 hU T T, ok xiE, 1000 E®ERT —4 %
—OPTOHBICMascot RERIZANT T2 AEDBEET — 22— 7 it 7' 0 77 AT L 7= IZMascotRBRIZNT D L 5 727
OERAFER L, FITTHIENTEET, Mascot Daemon |% Mascot ServerlZxt+ 2527 747 MY 7 hy=7 & LTEIEL
FTOT, Web7 T 7 HE[E U L 51T, Mascot Server PCX, Mascot Server PC& vy U — 7 T SLT-PCITA A h—)L
THZERTEET,

-1 A2 A=)

Mascot Daemon DA A h—F | Mascot Server H X U — RK§25Z LN TEXET, Mascot Server @ [Welcome] b
~_— (http://7R R b /mascot/) R E, X—YoFREIZH S [Instal ]V 27 %27V v 7 LT ZEW (K 37), lNnstalling

37 MWelcomel kv FR—IZ#H B Mascot Daemon DA VA b—5 1) 4
Mascot Daemon

Mascot Daemon is a client application which automates the submission of data files
g-o—Mascot server. It runs under Microsoft Windows 2000 and later.
@ pgrade | Troubleshoot

Mascot Daemon] DOX—TNHE ET DT, A A b—VFlEEFHMEA, 5. Install Mascot Daemon by clicking onthis link]
DI 5 Daemon.msil]V v 7 %27 Vw7 LTLIES W, [T7ALDEI A= R]IOX AT r I R3ERSINETOT, [ET]
REEML, RRINDZAT 0 T ORNREIE>TA VA M= EDTIEI 0,

AVAR—APKT LIch, [RE2— = [T RTO TS S L]—[Mascot]— [Mascot Daemon] %~ U »» & L C Mascot Daemon
ZHEIL T 72 &V, f18H T Mascot Daemon Z#t#Ehd % & Mascot Server @ URL #45ET 57~ D [Preferences] #1471
TNRFRENETDT, BT B - T Mascot Server @ URL (http://7RA b%&/mascot/cgi/) # AJiL. [Savel] RZ L
TL7Z&EW, Mascot Server CIRENTE D Z & 3R T & 72555 T Mascot Daemon 25EE) L F 9, 7238, Windows 7 DEFEIX
W OEANEELT > 72112 Mascot Daemon Z L&) L, Mascot Server ™ URL ZH5E L CTL 72 &V,

[C:¥Program Files (x86)¥Matrix Science¥Mascot Daemon¥Daemon. exel 2G4 1) v/ —[FONRT 41> [EHifaE] 2 T[4
BLANLIO IEBEEBELLTIDOTRISLERTT D 2Fz vy

7-2 =—_a7J)l
WOERZ L IR,

http://www. matrixscience. jp/pdf/jap_2. 2_daemon_manual. pdf

F7o, FEXALTN— ([Help] # = =.——[Mascot Daemon Help ---1) T ITE L Z &V,



http://www.matrixscience.jp/pdf/jap_2.2_daemon_manual.pdf
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n Mascot Server D&

Mascot Serverik, EHIT — X N—ARBIZEHT 57077 AN 6070l T LEHIEHTHERE T 7 A V7 TR S
N7z, BHECTERARY 7 hU= 7 TY, Mascot Server|Ifid CLEIZEIET 2 — Y7 by =7 TR, FARRESC= T —
a7 e EMINCT =y 7T LIk, KORELIRECHA - ERT2Z2 8 TEET,

8-1 Welcomeby FR—2

K38IZr L7z &k 51z, Welcome) h
v T R— N IMascot R & FEA TS
Ll dD[Mascot] U 7 Zhad & L
T, BlHT — % = 2 OBBHIRI A e
T 52 EMNTE D [Database |

X 38 MWelcome] kv FR—TDY 2y

MATRIX
SCIENCE.

Status] Y v 7| WEORBERICT | welcome SHEFALTLS Web TS5HH
Ut A T LISTE S [Search Log] || IRl speet ot e vt s e el 4 Mascot Server (S L TL\BME
b s your it i, please check o s youindl D N ETERT B ENTEET,

TL either www.matrixscience.com or E\Ectl L (1%59) (abstract).
U7 Mascot Server DX i€ % i
N Security
FBIDOA— T DT |

Mascot incorporates a role based security model, which allows the system administrator to control which functionality is available to individual users. If
security has been enabled, you may be prompted to log in if you attempt to access a page or perform a task that requires authorisation. If security is

[Conf i gu ration Edi tor] U N N Y% not enabled, which is the default, the following links will simply confirm this.

e Login

® Edit settings

TR =a T VRSO Y g p— }|mwat$1u+4ﬁﬁmu%3uﬂmvé:aﬁfgi¢o
/,oe (E‘\ %& /,g U :/7 ﬁ§3?) U i_;_o @ Current session information M

Whether or not Mascot security is enabled, in order to CanW with the licensing conditions, access to this Mascot server must be restricted to I
. o & o authorised users. We strongly recommend that your server is protected by a secure firewall. For more information, start from the WW\W Security FAQ.
F 0B LR — R —
Mascot Utilities —_ o
A= DB ST ET BITF—-2~—2E
S ° Your system administrator may have restricted access to these utilities 5

BA—C BROIAN
|:WHATY S NEWJ N [HELP] N [SUPPORT] ~ Databzwseevf;:teu:tatus of all the sequence databases. Links to database statistics, search status, log files, etc. —_ :/" . %EE&E%%,{

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

— I T AL, T AEAE D Configiration Edtor - : —Slzyvs LTy

Browser-based configuration editors, including security administration and sequence database management.
EXR

B E, AR — A —_— T Mascot Daemon

Mascot Daemon is a dlient application which automates the submission of data files to a Mascot server. It runs under Microsoft Windows 2000 and later.

(We | come | ]\ > 7°/\°_« C/EJ:L:X?) 6 Install | Upgrade | Troubleshaot
%*j: - :% 7 U > 7 ';'6 75)\ YK@URL Mascot Documentation
W7 7 EALTLIZEN,

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

BA#ET=aTI

sewp st wanua ] | R=a7L Y Y—R/— FEBEEBETHENTEET,

http://www. matrixscience. com Retese s l

Mascot Server Tl TV 2R J
TR —=T 4 VT4 T T -
ADEL ITHAETHESHE L ZENTEETOT, a~vr R a7 I bLEEETLEZY, BfEO7 0 75 AL LT
FATHZ ENTEET, ZELVERRICOW TR DI L~ == 7/ [Setup & Installation Manual ] @ [Program Reference]
DA TELTZS W,

http://7/R R k4 /mascot/pdf/manual. pdf

8-2 #3074 : Search Log

Mascot Serveri, FE{T It 7zMascotiRFRIZxt L CHifin /2% 5 (R Jobtt E FEFA TWET) 2415 L, 22—V ASLHREX A b
e EbiTmBa L LCGEEkLCET, Welcome] kv 7 ~X—d[Search LoglV > 7 %27V v 735255, IROURLIZT 7
AL TLZEW, X39127~9 [MASCOT search log) X—YNEREINFET,

http://7R X ~% /mascot/x—cgi/ms-review. exe

b DEZZ 7V v 7§D L, THUCKHIET DMBRHBRAN—UNERINET,

FHALDOFZH DT VAR (O) 1E, FMEQ) & D VIEREIE G~ 2 BRI L E 97, 8@IR%IC [Sort/filter]
REELTLLES N,

FEHALOTIHDF v Ry A2 (O) 1, F2vZ SNFEBOENREZ TR RSELBICRIRLES, F=v s LEE#
12 [Sort/filter]l A& v &ML T IEEW,
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F xRy I ADFITHDLEHILTFINDOANTTA > Rl >TWET, ZIICAN LTINS~ v FTHNREHD
BRu 7 NFRENET, v v F SV FEIE AL, [Sort/filter] & ML T IEEW, 2B, MBRKMRE—
< [Your name]. [Emaill, [Searchtitle] CAJIL7=PN% L [User Name]. [EmaillB X OMTitlelflicFDE LM ENET,

39 MASCOT search log R—<

' @ http://localhost/mascot/x-cgi/ms-review.exe?CalledFromForm=18&logfile=..%2Flogs 0 ~ B & X & Mascot SearchLog

| MASCOT‘search lo R ERDIEE (o
LEAREY | | BROII7ALOEE | AFATHNIT 9T
Version: 2307 — Licensed to: For MSKKl/n"&(ﬁal use only, (2 processors). Li=T—8 £25ATHE)
Log File: ./logs/searches.log Start at: (—1=end, 1=start) =1 how many: 50 7296 in log, 26 after filters. Data dir: GETs?: [
Job# PID dbase User Name Em Title In start time Dur St Pr Typ Enzyme IP UserID |-
© © ® (@] ® © ® € ® ® @
)| | ] - D D -
usami example - — —
20468 4832 SwissPro‘t usami us Error tolerant search example I FIEMD ., BIECDERRRS DA RE Y |
20467 3580 i ! Erear tolarant search example & Ii = 5 ) 0
20305 114 Sc:;-ﬁlljkjﬂfﬂ( BXFI T L5 e _ Tue Jul26 185251252?1‘19%1—71}; X JYZSX 5 0 i
20303 14204 SwissProtAc usami us  MS/MS Example . Tue Jul 26 183855 2011 10 Us MS Yes 0
20301 12832 SwissProtAc usami us  MS/MS Example . Tue Jul 26 1802:31 2011 10 Us MS Yes 0
20288 13908 SwissProtAc usami us  MS/MS Example . Tue Jul 26 173708 2011 10 Us MS Yes 0
20274 9956  SwissProt  usami us  MS/MS Example . Fridun101812:111 2011 8 Us MS Yes g
20273 8500 SwissProt  usami us  MS/MS Example . Fridun 101758282011 10 Us MS Yes 0
20261 9484  SwissProt  usami us  SILAC example: NG108-EphB2 fro . Fri May 13 17.07:43 2011 22 Us MS Yes 0
20260 5268  SwissProt  usami us  SILAC example: NG108-EphB2 fro . Fri May 13 17.05:23 2011 23 Us MS Yes 0
0

20255 6368  SwissProt  usami us  SILAC example: NG108-EphB2 fro . Mon May 02 16:33:46 2011 29 Us MS Yes

IMASCOT search log] ~<— 1% C:¥inetpub¥mascot¥logs¥searches. log 7 7 A VOWNAEZKL TWETHN, No s 7 v/
Lica 77 7 AN ERBRERT 7 A VEFEE L TMASCOT search log] R—JIZFKRIEHZ L b TEET, o, FEHHOEK
TRICFHE C:¥inetpub¥mascot¥config¥mascot. dat 7 7 A /L [Options]& Z 3 3 24 % [ReviewCo IWidths] THRE S Tk
V., TX¥A T ¢ ZE7/-(Z[Configuration Editor] #FH L TEE 5 Z LR TE £1,

8-3 EEFIT—H\—REEIKR : Database Status

Welcome] kv 7~—® [Database Status]V > 7 %7
Uy B A KOURLIET 72 LT &L, 40T R e

WASCOT search status page) ~— 32 ShLE T e

€« C | @ localhost/mascot/x-cgi/ms-status.exe ¥ E A
2 FREE N uiiilcom 0 zoteTvsT—5

http://7RX k4 /mascot/x-cgi/ms-status. exe

MASGOT search status page i ERERRT A LN TEET,

ascot ServerdD N N—U gL S4B AfE | EIN:i=VA Version: 2.3.02 - Licensed to: For MSKK infernal use only, (2 processars).
M M - N 7/]) rﬁ%&\ *JFHTHB £ 4 losical, 1 physical Intel processors (hyper-threading enabled, dual core). CPUs: 0 f 2 3
available, using: 2 3. [0 searched runnins]

m

A= yﬁ‘ﬁ@ﬂﬂu fﬁ?ﬂ?ﬁ;ﬁ]@i&OTb‘éﬁﬂﬂ?’“ﬁh\vwxﬁ \iarch logllnonitor losferror loglError fessase descriotions|Uo not auto refresh this pase
2 BEER SN TODRST —Z =27 7 A )L, BHEDRK tane

p Fanily =0 /\nztpub/maacn(/Esquzrvts/hap/curr&n(/hap .
gli\?nams oh o201 T006 . fasta Pathnape t pub/mascot /sequence/hsp/current hsp ZEHHEIEIE fasta
ey 178 2 3 Bo Y S Tine = Fr Bec TBNG:00:33 § coarchi—d
BRIt (StatustT23 [n use) THAUEHHFTHRE) . Mk ([E i i e ) 53@; P hen Jocked = 965
umper o reads = Urresd =
| 7—45 R— N weatiha ([Statistics] Vv 7 . 3 -_—_—
ATF—s~=RA1Y 7). #attEal 1 W BALEBES I TORE |,
§£gﬁ\ T ]\ U ﬁ\ %%)j(% fii:/ ]\ U 0)&‘%%&\ %%@]ﬂj gl\;z:ms : ?:\iirnt 2077 _TTx.fast &Eaﬁ?é : tb§f§$T° issProt Z[IH _11x.fasta

State Tine = Fri Dec 16 15:09:21 # sear

", ", N Hen mapped = YES Request to mem map = Request unmap = WO Wem [ocked - TE:
B, SEYRICEEN = NI R E 2RI A EN Nunher of threads = 4 Current = VES
S 1 = [Pk Fanily = Gt/instpub/nascot /s IPT human fcurrent /IPT_hunan_# . fast
T&EET, Filonans = P hunan 38T Tasta Pathnane otpub/nacrot fosavence/ 1P Jumandcurront /P Juman 3 81 fasta
SLateTine - Fr1bec 18 15:08:52 f soarcheb s B
. = N =i e (85D searches
$7-. ka7 ([Searches log] U v 7)., =F—nu 7 ([error Wem nappod - YES Request Lo maw nap o JES. Reausst unnap = NO Nem locked = NO

Hunker of threads = 4  Current = YES

log] Vv )T 78 AT HZENTEET,
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8-4 ZTE{EZE : Configuration Editor

Mascot Serverif, JRTDE &, Effi, WHILEEHR, A
Frv ) =X BBNT — XA E BT IR B
T O RREE > TCOET, ZNHOREMIT.

41 Mascot Configuration R—

s |

0 CHET) O

\\(-)i P 3 localhost/mascot/x-cqi/ms-config.exe

C:¥inetpub¥mascot¥config 7 4+ VA IHFIET HRE T | £} Mascot configuration
. . Mascot Configuration Itaru Usami [ Logout |
FAILDORTEFREINI Y . Mascot Configuration 9
Y . . Elements Element masses
EditorzF|H L CH%E - fREETHZ LN TEET, Amino Acids Amino Acid Data
Modifications Modification definitions
’—we | comeJ }\ o 75/\3_ f/@ [Conf | gU rat | on Ed | torj . Symbols zymbols;s:q;n chemical formulae
nzymes nzyme defnnitions
U N 7 ;PZ 7 U > 7 »?—‘,:) n &@URLE:? 7 A LT < 7'—: Instruments Fragmentation Rules
N Quantitation Quantitation Methods
- H H o33 Database Maintenance Sequence databases, Parse Rules and Options
é v \° 41 ck"/j—\”a— TMaSCOt Conf I gurat I Onj ~ ‘/73)%’% Security Security Administration Pages
RENET,

http://#R X k% /mascot/x-cgi/ms-config. exe

=& z2I0E. Bil-reEtizBm L 7-WiAit Modifications] V> 27 %227 U w7 LTL &V, [Mascot Configuration:
Modification] ~—URFRENET DT, [Add new modification] W& Lz L, EMifFREZEFRL T EEW,
Mascot Configuration EditorZffi~ CROFRCMEZME « WET D LN TEET,

(1) Elements

TEHEDLHEE ) TAY MY 7B OPHERERET I N TEET,
(2) Amino Acids

T BERERETSZENTEET,
(3) Modifications

EAMEROML - fREDM, BN - HIFRT 2 2 LR TEET,

(4) Symbols
B REMET 22N TEET,

(5) Enzymes

THLEESR TS RO - LM, B - HIFRT2Z LN TEET,
(6) Instruments

MISRER THERT 54 A v ) —XOMEEORE - fifEofh, BN - HiRT 52 &N TEET,
(7) Quantitation

TERMATFEOMT - IREOM., B0 - BT 25 Z LB TEET,
(8) Database Maintenance

BB T — 2 R—ZADOBRENEOME « EOM, B0 - BIBRT 25 Z &N TEET, £/, mascot. datDOptionstZ ¥ a D
REMZME - wET L ENTEET,
(9) Security

Mascot securityfB§RERN AN/ > TV DGAICERINET, B — IS 2 —FHEREZFHT L ENTEXET,
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8-5 F¥allr~«

Mascot Server [T % =2 U7 4 B — WIS 2 —PEIEEL VAR — L TE Y, Mascot Server ~D 7T 7 A (—H4 &
NAT— REHERINET), Mascot RFBOFFA, FHT — X X—ZAOFMFFA], v OB A7 &, ke Z2EBICXL
TT 7 B2 Ef 5T LR TEET,

FELIERO~=a T Ve ZEHI &N,

http://7/R X 4 /mascot/pdf/manual. pdf
http://www. matrixscience. jp/pdf/jap_security. pdf

8-6 REBERMHDT I+IVNRTE

Web™ 7 v DCookietht 2 FIIFH L THBR G OWIMIE (7 7 4V ME) & ET 5 .
LMW TEET, [MWelcome] kv 7 ~—® [Mascot]V 2 —[Search Form 42 Set
Defaults] U > 7 DNEIZZ U v 7357 IROURLIZT 7 AL TS IZE W, K421T7R D B £
4~ TSet Mascot search form defaults] ~—VBERENET, :

{MA TRIX
SCIENCE.

http://7R X 4% /mascot/cgi/form_defaults. pl e

Set Mascot search form defaults

P & U CRRE LIV E BB 2 @ IRET2IIA N L, X—=Y T HICh 5 [Save

Database [ET7a - |
defaults as cookie... ]/ R Z &L T 72 &V,  [Your search form defaults have Eﬁfﬁﬁ
been saved as cookie] DA v E—UNERIN, MRFIHFOVMIEE L TRES L oo 5
ES e s
B, ZOREINDT T T YRR~ F LT B CookieDEEREZFIH LTV 5 7= moifcatons m 3
. Mascot Serverfll Cld72<, 7 IA4A T NV 7 b7 ThHDHWeb7 T 7 HHID E::‘;:_Ezliﬁ}vmwv =
CookieDRiE & L CREFSNET, HEVE LT, ZORELRAD RS 42— el
B ta—y LB LiNeb” T U PRI S NEEADT, febT T 74 e
FRICRE LTSN, Quantitation None .
Peptide tol. + 10 ppm v #13c o0 ~
ws/MStol £ 05 Da ~
B . Peptide charge 1+ 5
81 T>—R7 ommet.—ec—
Mascot Server OBIEIZEEH 2 =7 —i%, C:¥inetub¥macot¥logs¥errorlog. txt~” 7 m‘l’:’: S‘ - R
S MeTT—n 7 e LT ERTWET, =T —n /2 MET 510307 7 4 1 =
=Ry ROESRTF A h2F ¢ 2 THL b, Melcome] kv 7=
[Database Status] V> 27 —[error log] V> 2 %2V v 7 LTLEEW, o o T e

T =IO &S pENTHAENET,

Error [M0O0422 - Job -16 - X00308:compress] — Wed Aug 17 15:08:09 2011
- Accession [gi|323714265] is a duplicate, database file name: nr_human_20110817x. fasta

7 —HNOEHEICEE I TN D N00422) (=T —F S TT, =T —BTONKE NTF TN a—T 4 VT aHERT HIT
1. Welcomej kv 7— D [Database Status]V >~ —[Error message descriptions] V> 7 %27 U w7 LTLZEV,
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8-8 Ny 7y

Mascot Serverlid C:¥inetpub¥mascot 7 # /L ZIZA A h—L &, K16 1TR-T L9 7 # L EREEEZF > TWEd, Mascot
Server PCAIKD RO b7 7 /WA X 2 EHIH KT 2. EHIANZ C:¥inetpub¥mascot 7 4 V& & RIDFIBLEEIZ NNy 7 T v 7
LTLESW, FITARBEEGE, 2Oy 77 v 7 &2o TR I T ARAEROKREIZRT ZENTEET, NXv T v
FRBEEOLBAREDOMETCT RTOT A VT DNy 7T v TRELWGEAE, D72< &b config, data, logs 7414
BNy I T T FTHEICLTLES N, 2ONY I T v T 2o TR I I ARAERTER L L D REMERERICR T Z &N TEF
D
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