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2725 TRY, by 7= Mascot Server IWNEFOREX IR — AL T VR ATHZENTEET,

X 1 Mascot Server @ kv ITR—

€]
DA ME REE FnM BRCADE VD ALTH

(O - O -NEGe M-Pus

Mascot Server [ZEEELf=~IJLTR—
WET,

Sty LT

SCIENCE.

Welcome

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

{ PELAD [ g/ akismassot/ vl Pz Mascot Server ¥4 FAZEXF—T— FRERT H &M
¢ Google [Gl- v ERE DO D~ W Fbvhe ? [SE3N / @y TZEET,
MATRIX,

RD Mascot IERE— FEREM®IZ) I LTWET,
1. Peptide Mass Fingerprint (PMF &%)
2. Sequence Query (SQ#&%)
3. MS/MS lon Search (MIS &%)

If this is your first visit, please check fof browser compatibility Jsme-reschy ek 1
from Mascat in 3 publication, please cite SiEREr www matrEsCenee.com or Eletrophoresis, 20(18) 3551 67
(1899) {abstract).

Security

Mascot incorporates a role based security madel, 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 not enabled, which is the
default, the following links will simply confirm this.

Lagin
Log aut

Change password
Edit settings
Current session information

whether ar not Mascot security is enabled, in order ta comply with the licensing conditions, access to this
Mascot server must be restricted to authorised users. We strongly recommend that your server is protected
by a secure firewall. For mare information, start fram the WWW Security FAQ.

Mascot Utilities

Your system administrator may have restricted access to these u

Database Status
sEatus of all the sequence datahase
Search Lng

Mascot Server #FIFAJ 5 LTRELR TSI HDHEE
(Java Script, Table. 774 JLDEEA. Cookie) %
FIvITEHIENTEET,

tXa) T BENEMEE, 0S4 BTk
/i;{'j— FOEE, BERNBODEE, BEOEY Y3

VIEHRORER,. 1 —VHEROBRELEETSERICY
UHOLTWET,

Mascot Server MFIAT BHEIT—2 A—XADEEE
T2 LTVET,

Mascot RZER SV DE@EIZY) 2 LTWET,

management

Mascot Daemon

Mascot Daeman is & client application which automates the submissian of data files ta a Mascat server. It runs

Mascot Server DEEXEMEZEZEET H1=bDI1—H (>
A—TJz—XIZY Y LTWET,

), 2000, ¥P, or 2003,
Install | Upgrade | Troubleshoot

Mascot Documentation

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

(Release notes °F]
[

mainly of interest to system administrators
Setup & Installation Manual ™

Mascot Daemon M4 YR b—)LELKUVT v T L—F
ET53EHOR=JIZY VI LTVET,

Acrobat Reader M4 YR k—J)LENTWEEEE
[Setup & Installation] Y= a7IIARTEINET,

I@ http:/#saki/mascat/search_intro html

& Aubshoh

Acrobat Reader A Y X h—LEhTWBBEIEL M)
)—R/—bk] BEFRESNET,
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Bl 2 PMFi&Z%& (Peptide Mass Fingerprint)

PMF M2 TlE, ¥E L72EST —Z _X—2DH )b, MS F—4% (EREAZEZEM L TEONEXTF FD
BET7T—Z0ky ) vy TFT2EABEZRKEL, WEV VI VICEENIBEAERRELET,
-1 BREZHEZEEEADT VLR

Web 77 ¥ &EEI L, 7 FLAAJMRIC Mascot Server £ &G TeIRMDURLEZ AT L TL 2 &V,

http://7R X k4 /mascot/

Mascot Server TGS, LIRT hy I R=UNERENET, by I X=TMHEO Welcome DR
DITIZH B Mascot DY 7 F213_2— U LB D HOME | MASCOT | HELP ®H > MASCOT OV > 7 %
7V w7 LTLTEEN, 212777 Mascot Server OFZRE— NNl E Mascot Search i) NFERIN
7

l2 BEE— FEIRE

FrAILE =L ALY

FEB T - @lﬁ\@mﬁ @sfm[?\n @7 S| B SE-E
T 1LAD) [[#] rttee/ i/ mascot ssarch form_sslecthtrm| =] &t b 2| & -
MATRIX =

usami | Edit | Logaut

SCIENCE. HOME | MASCOT {HELP

Logged in as

Mascot Search

experlmenta\ data are a list of

« (Peptide Mass Fingerprint:Fhe

Mascot Help peptide mass values from an enzyl digest of a protein.

Mascot Ouerview » Example of results report

Smarch parameter o More information ZBBREE—FK (Peptide Mass Fingerprint, Sequence
reference

7| Query. MS/MS lon Search) 121 >4 LTWET,

. (Scauence Query}ne-or more e
with information such as partla\ or ambiguous sequence stri 1
Data file format amino acid composition information, MS/MS fragment iop-masses,
Scoring algorithm etc. & super-set of a sequence tag query.
» Ewample of results repart
= Mare information

. dentification based on raw MS/MS data from LCQ DTA A4S L (Icq_dta. exe/extract_msn. exe)
one or mare peptles — - |

Examp\e of results report: N NDI—HA B —T—RX YT LTWWET,

More information

Sequencs datsbases

. orvert Finnigan xcalibur RAW file into peak lists using
cg_dta.exe or extract_msn.exe and and load into an MS/MS o — — =)
search form. | | BENTGA—FDT I+ MEEZRET H-HD1—

o
VB —=Jx—XI[T1)2 Ly
Search Form Defaults:HFoltow tHis ink to save your preferred search ﬂ-/f 7 I J /7 LT i‘g"o

form defaults a5 a browser cookie.

Ltd. ll Rights Last Updated

Mascot Server [IIRD 3 DDOWMHEET— RKEVHR—HFLTWHET,

(1) Peptide Mass Fingerprint (PMFFRZR : MST— X 2> CERABZRET 2 LN TEEY)
(2) Sequence Query (SQWRZE : B4 ¥ ZIEHMARA L CEAELXRETHZ N TEET)
(3) MS/MS lon Search (MISFAZR : MS/MST — X 2~ CEBEZRETHZ LN TE £ T)

212777 Mascot Search M D —&& FDITIZdH 5 Peptide Mass Fingerprint DV 7 %7V v 7 LTL 2 &
31T PMF MRERIR RS E B A RN SAIVET,
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FLAD ] g/ shi mascot/cai/ smch formp P ORMVER=28SEARGH=PME ~ Bue v . .
Coogle |G~ P I DiE- lenowe - 1. Database (1% J HEIT—2X—X)
S 2. Taxonomy (%#1%5%8)
Frtutipl Home:mascoriee [ searcn = 3. Enzyme CGHItEEZR)
4. Fixed / Variable modifications (EHER{&{IEEH)
5. Allow up to (missed cleavages : RYIETH 4 ~%k)
MASCOT Peptide Mass Fingerprint 6. Peptide tol +/- (RTF FOEEREFH)
Your name usami Emall 7. Mass values (EFIKAR)
Search title 8. Monoisotopic/Average
Database MCEInr -
Taxonomy Al ertres v BETTHLLERDBRAZHDEHESRL TS
Enzyme Trypsin > Allow upto | 1 ¥ missed daavages Ly,
Fixed [acotyl ) ~ Variable [acaty (1) ~
modifications |acatyl [H-term) madifications |acatyl [Horerm)
acatyl [Protein -serm) acatyl [Protein -serm)
Amidated (C-term) Armidated (C-term)
amidated (Pratein C-tarm) = amidated (Protein C-tarm) »
Protein mass kDa Peptide tol. 2+ 12 Da
Mass values @ ape Om Om-n- Monisutopic (3‘- REZBOREBEBIIALTIR=JIZYVHLTVETD
BB LS| ~| T EOBENAOBRELTVSAVTSET S ENTE
Comarny EX
HB COrftents o
of this fiald
are ignared
a data file
is spechied,
Decay [ Report top |AUTO % hits
[ Start Search .. [ ResetFurm |
L] N3 iu et

2-2. BRERFHOEE

PMF R ClE, ROBRIRTRRGEEEZ AN EIILERT 2 ENTEET,

BRET X1 Query VA Y RUICEEEZ AT LETH, 77 A0 LTHEET 2541T Data file © [SH]
RE P HEERATLZ LB TEET, EHiITRKIME CRNEBIRT S Z e N TE £, HEROEH% %
RTDELEBLONER LB BRI 258133 —R—FD [Ctrl] F—2MLARRL~T AT/ Y v 7 LT

<TEEN,

B, BRBELMTEB X Mascot Server OWeb¥ A FHNIZHDL~NTX—=TIZY 7 LTEY, ZOMEKSE
BT 2 BRSNS E2L T4V TCERT D EMTEET,

BB EHA HERNE B EH]
Your name LR (2—HPH) ZASL TSN, usami
Email Email7” KLV AZ AL TLEED, support—jp@matrixscience. com
MBEHA MVEATLTLLEE, %H, | samplel, spot67, Trypsin,
Search title ZORBRHERICT 7 BALRLT <572 | 50fm, 2457-9001-125-afd
DICTEDLETHLVNEEANT D Z
LR BEIOLET,
HEEOEY T —ZX—ANt v b7 v 7 | SwissProt
Database SN TWDLEEIE BB LIDWESIT — %
N—Z2 &R LET,
Taxonomy ML LIWERREZBRIR L £, All entries
EAEEZMT B2 L72HbEE | Trypsin
Enzyme FEBBRLET, LETHIIT2—VER
DWW LR O ERTHI ENTEET,
Allowed up to [1-9] missed T\Ojo% F@?ﬁj{h:ﬂiﬁé%?‘éﬁ? LET. %Eéébi !
cleavages Yﬁ{@énfv\ét%zghé%é\u "0”
(Fa) Z@RLTIZEN,
Fixed modifications B2 EBIRLUET,IBE LT XTO (Fix | Carboxymethyl (C)
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ENT) 7T BRI L TEMiZEB LT
MBEEITWET, VAT A OFEMELO
X9 BRI SN AL ERmIC IS L ET,

Variable modifications

Bz LET, IBELET X/ BRICK
LMz EET 285G L LERVWEED
235V @ (VariableZp) MBEITWET,
W2 TV DO RITALVEL O BRI A4 B (B R
B 7R IEAOCFNRR IR B AR IS RTIS L E 9,

Acetyl (K)
Oxidation (M)

Protein mass

MREHH A FUEBELET, &2
IE, 7307 &4 L7255 A 13 30KDa D #iPH 12
H LR LT=T 2 S xS L LT
WMREITNET,

30

Peptide tol. +/—

RTF NEEDHRAZZ%Da, mmu, %, ppm
OHENMTHELET, 1.0Da%daE LI
Bl (RTFF FEE-1.0) Damp (~FF
NEE+1.0) DaD§if T v b3 57 F
REHRBELET,

1Da

Mass values

RTF ROBRAKE MH, Mr, M-H) %
BELET,

MH+

Monoisotopic/Average

BET—H4 O (Monoisotopic E7-1%
Average) HIREL F T,

Monoisotopic

MPIRABTNVERT —F 77 ANE [T 7

T—=2 7 7 ANVEIRE

cleavages

Data file ANDERN AT 7 2B THELE
D
594.5
649. 5
693. 3
BT — 5 2 AN LET, i
PMFRRSRCIEE ) 74 Y M e 7 HR A 106'0 8
Query FALET, BET —#06 210 OfE %l 1079'8
H 5icid, SEEOrY 7 b7 1116'9
L. Mascot DistillerZ2 F#F|H L TL 7~ ’
S, 1365.9
1726. 1
1748. 1
1851.2
2561. 8
Ty IR I AR TF 2w I THIEIL | Ry I R EeTF vl
Decoy X V. DecoyT — & X— AD[RIFHRE FE
ITLET,
Report top RBHRER LA — MIERTI2EAEOE | 20
BRI ET,
2-3. BEFHDHZEH
DEORBLEMGEHRE LTI,
BREH R EM EES
Your name (E=N =YL ET VT 7y N TAT]
Search title PMF test search # 1 |EA—/LT RLRAZT /L7 7y N TAJ]
Database SwissProt
Taxonomy All entries
Enzyme Trypsin
Allowed up to [1-9] missed i
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Peptide tol. +/- 1.0 Da

Mass values MH+

Monoisotopic/Average Monoisotopic
594. 5 BEE AT HRDVIZ, Data file @ [SHE]
649. 5 R H 27 B E B “mixtureSample.asc” 7T — X 7 7
693. 3 4 )b Mascot D A4 > A K — )LCD D HF D
756. 7 “ mskk¥sampledata ” 7 # /v X F£ 7= 1%
998. 8 “C:¥inetpub¥mascot¥mskk¥sampledata” 7 # /L
1060. 8 FZo D ET) ERAIAL T ENTEET,

Query 1079. 8 “ mixtureSample.asc 5 — ¥ 7 7 A VI IE,
1116.9 594.5, 649.5, 693.3, 756.7, 998.8, 1060. 8,
1365.9 1079.8, 1116.9, 1365.9, 1726.1, 1748.1,
1726. 1 1851. 2, 2661. 8DERENEENTNET,
1748. 1
1851.2
2561. 8

Decoy Fov 7L

Report top AUTO

2-4. PNF #R%EDET

MBS Wi A FIZd D [Start Search ..] R ¥ 2L TL 72& W, Mascot MBREMNIAE D . BB OHEY:

KRB PRRSNET,

el EBRE AT
OF: - O-H &

HRZADE
v @ (x-S

el AAT)

Four name [uzam

Soarch ttle [PUF tast rearch 81
Database |Sprot v
Taxanumy | A0 eriiriss.

Enzyme | Tryasn

4 PNF RFRDEIT EEBRTRT
3

L) bt fash et e for mp FFORMVER-ZESEARCH- PUE

MASCOT Peptide Mass Fingerprint

Email usamigmatristercs wen

Allowe up te L | missed deavages

Fiwe:
madifications |z

=0 (C-em)
Jamdatag {Frotein € -tarm) *
Pratais mass KDz
Mass ustuns e Om Omewe
Data filn
uery (5945
armigarad if | 756.7
2 data fils 9083
& specfed. |1060.0
Decay [

= Wariable Tiratyi 1) -
mndifications | scete| (N-term)
Scael (Aratai N-pafl)
midated [C-ta
amidated [Brérn C-term) i
Poptide tal. = fa =
Mannisatopic 5 Average
Report top AUTC ¥ s
Baseriamn)

N fubFslh

BRREUHOBRELHET—2DANFELIEET—42%28T
T7AILDIREMNTET LIz, [ Start Search -+ ] Ra2 v %
LTS, PIFRENBEFEY .. REOEBKENRT S

N, BRABRT I B ERRBRLA— FABRTENFT,

Finp BERE WAL EROANE G-nD addE []
Q-0 HE Ge([E- ow

FLA oSk maseot ook maccotaa ™ Sl LR
Gaogle |G- = A B UL R D EE- fervowo

fii Mascot Search

Licersed to: Matrix Science K. K., KN-Build. 8-10-12 Sotdands, Chivoda-ku, Tokyo, (1 processor).
Finished uploading search details,.,

2 ooelat e
cov T conelete
...... 9% com:lete

81— Wik sccernicaligh-rsicor ™l BMLTLET. [ & doksaak

WRERIER] (RRFBRICET HHEM) 12, MBICHEH L72ES T — X X—=2ADH A X (BT — & X— R &S
HEHEET L MU OKE) . missed cleavages DX EfH. Variable modifications D% EfE. Peptide tol +/— DR
EEREICEVRRVET, INOLOREMNBRKEL 2DITERBZEMDILND T2, MBERMIZEL 2D

E
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PMFR R T 95 &, MR %A /KT Mascot Search Results M A3 # /R S E$, Mascot Search Results
[Cfiafe e 5 ® Concise Protein Summary Report [H|[f] 6 @ Protein Summary Report [H[f D 2 DDFEI/RE
— R23H V. [Fomat As] REZ L DEFEICHDTNE DT A= a—NEERTHZENTEET, HOWKEREN
AHDIEX 5 ? Concise Protein Summary Report [HjfiCT9,

® 5 Concise Protein Summary Report [EE

Search title  : PMF test search §1

Probability Eased Mowse Score

Frotein geore i -10%Log(F), where P is the probabdity that the obsersed match is a random evest
Protein scores greater shan 67 are sigrefe st (ped 05

L

JrinE BRE ATW ERCADE U-ND AT x
OFR-0 BREGe - uw

PELAD g i caliice: resullzpi s . T sy Bt 0
Coogle G- “HELE O @D O ® Q62 lEnowe -
MATRIX,

{5 Mascot Search Results

User : usami

Email : mmamidmalrixecienoe . com

5 a Enoes ; 1
Timest £ 31 May 2007 at 09:04:04 GMT
Tup Seore S #0 for Miwiuee i, LAD BOVIN | BS147 HYCPA —

BRRELET—2XN—ZXDEEHE (COHEIL Sprot) EH 4 X (4
DINGBEDT U L) H=265950 ) TY,

by TTOTFADRATEHE DR VINVENRTESIET,

oF Kit:

135

FTHEERLTLEY,

10
L
o

Conciee Protein Smmmary Report

: I [(mET05> | HgmesraoAne

MAICHELCRER Q7 (FBEKEZNELT, COHER
67) Lz DEHHER (P=1/265950%0.05) Z#RLTWLET,

\

Concise Protein Summary & Protein Summary MEE &R %)
YBZDIENTEET,

BlE (HEKE) 2EEIHENTEFEY,

) (CFomatas ] [Concise Protein Summary

Significance threshold p< 005

| FeSearch Al | [ Sesrch Unmatched

AVWRXFTRRENET, #0 wrea

| EvrLEERENTOTA 6 Protein Summary Report EE
mombr S L2 AT IBCRFSWET L

N - — N AVE BRE WL AWM 3-AT skt
Impost et o ML BHEBLTOTAVRATE | | o e,

Somponents (only one family member shown for esch companent) s

LAF_BOWIN

LTiegigl ancinicrabial peptide precurscr - Soa taurus (Boviae|

302 ribMcmal protein 514 cype 2 - Mycobacteriun paracuberculcais

2. LAF_BOVIN
Licgusl antdpicrabial peptide precucscc - Bos taurus (Dovine]
LAE_BUDEY
Lingual ancimid
HV113_NUKAN
Ig ¥appe chain V-X region Fue - Homo maplens (Husan)

1.  Minture 1 Total soore: 201 Expect: 2.1e-013 Queries matched: 13
Mass: 7037 Score: 93 Ewpect: 3.3e-005 Queries matched: 7

AS14I YICPA  Mass: 6385 Score: 60 Expect: 0.003 [ueries matched: 6

Maps: 7037 Score: 99 Expeot: 3.3e-005 Queries matohed: 7

pE: 037 Score: 4% Expect: 3,3e-00% Queries matohed: 7
obial peptide precurscr - Bubaluz bubsliz |Domestic water buffalo)
Mss: 12119 Score: 42 Espect: 17 fuerics matched: 9

i

N b

Accession FBEEIXZDH 2/ BDFMIELR
%#%R9 5 ProteinView E@EIZ) > LTW

S Maseot Search Results

Preasin Ve

Cogle | G- L - R R = T auT-

-

e e Wi K 00 N A SN R TV E e e wbET IGAAEPORT- M0 oo [ M6 1

SETEY Mascot Search Results

Pralabiliey Based Mavwse Soore

Bretein seoen ir - M1LegPy, whers B o he prokakity tht te abored maich is 2 pazdom eveert
Frclein morse s thie 67 s agioa (540, 0%
P
S
'ixs

3

od 1. 1 .

3 . i

TR )
Srokaal it Saues Hous Sre
Protein Samnary Report
[Fomai £s | | Protmr Suememey - Fop
Sigriearen theysaid £ U1 Wiee e ofbis 200 |
Lugeimt s e B
Fe S3arh Al Seat Unmatcnzd |
[

Arerssiva  Mes Seere Dewcriplive
[e—— M LE

Lar pvin vy ows Elial el auseuraon

i
&

3 L pmw Toer o ek tae pracurzse

A RS ILWEOLR Gir es - Wk

AL WSaxWRIER a0 £iv A34 ToRe E - Mo

S 5% 308 riwcosml protein 330 bwpe T - Byrsbesiers
Benalis Lisk

B Miwture 1 Tobal scere: 200 Egerk: 3.15-333 Queries matched: 13

Comganente: 1. LA TCVIN Lingisl mrcimicrchial papeide pracuwssss - Ooa tauccs [Jovins)

| E4

g b2k
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X5 @ Concise Protein Summary Report HE CiX., bty FLIEHEA VY aT A AaTBIZER R LET
B, Fey h 77 ORBEABICRBETL2EET—FD5 L, 9 _XTELIT—EHOOERT — ¥ 2 FFOEHA
BraOLOOTN—FICEELEDTERRLET, HEXIX By VT U EINO, FERT AT AaT 201 %
Ff-> Mixture 1 121%(594.5, 649.5, 693.3, 756.7, 998.8, 1060.8, 1079.8, 1116.9, 1365.9, 1726.1, 1748.1, 1851.2,
2561.8) DT —XNFBLET N, 70T A AaT 80 &FFO RS14Z MYCPA (X Mixture 1 [ZIR@ T 2 &7
— X D—ERIIT Y725 (594.5, 1060.8, 1079.8, 1365.9, 1726.1, 1851.2) DEET —ZNFHEL TV ET,

1. Mixture 1 Total score: 201 Expect: 2.1e-015 Queries matched: 13
Components (only one family member shown for each component) :
LAP_BOVIN Mass: 7037 Score: 99 Expect: 3.3e-005 Queries matched: 7
Lingual antimicrobial peptide precursor - Bos taurus (Bovine)
RS14Z_MYCPA Mass: 6889 Score: 80 Expect: 0.003 Queries matched: 6
30S ribosomal protein S14 type Z - Mycobacterium paratuberculosis

2. LAP_BOVIN Mass: 7037 Score: 99 Expect: 3.3e-005 Queries matched: 7
Lingual antimicrobial peptide precursor — Bos taurus (Bovine)
LAP_BUBBU Mass: 7037 Score: 99 Expect: 3.3e-005 Queries matched: 7
Lingual antimicrobial peptide precursor — Bubalus bubalis (Domestic water buffalo)
KV112_HUMAN Mass: 12119 Score: 42 Expect: 17 Queries matched: 4
lg kappa chain V-I region Kue - Homo sapiens (Human)

(&)

3. RS14Z_MYCLE Mass: 6892 Score: 95 Expect: 8.8e-005 Queries matched: 7
30S ribosomal protein S14 type Z - Mycobacterium leprae
RS14Z_MYCPA Mass: 6889 Score: 80 Expect: 0.003 Queries matched: 6
30S ribosomal protein S14 type Z - Mycobacterium paratuberculosis
RS14Z_MYCSS Mass: 6984 Score: 65 Expect: 0.09 Queries matched: 5
30S ribosomal protein S14 type Z - Mycobacterium sp. (strain MCS)
(€1

4. RK14_COFAR Mass: 13568 Score: 42 Expect: 15 Queries matched: 4
Chloroplast 50S ribosomal protein L14 - Coffea arabica (Coffee)
RK14_NI1CSY Mass: 13569 Score: 42 Expect: 15 Queries matched: 4
Chloroplast 50S ribosomal protein L14 — Nicotiana sylvestris (Wood tobacco)
RK14_SOLBU Mass: 13569 Score: 42 Expect: 15 Queries matched: 4
Chloroplast 50S ribosomal protein L14 — Solanum bulbocastanum (Wild potato)
RK14_SOLLC Mass: 13569 Score: 42 Expect: 15 Queries matched: 4
Chloroplast 50S ribosomal protein L14 - Solanum |ycopersicum (Tomato) (Lycopersicon esc

(&)

R=UDERBRIIIZOBRBCTHER LIRS (Search Parameters) DNFERINFET,

Search Parameters

Type of search . Peptide Mass Fingerprint
Enzyme © Trypsin

Mass values . Monoisotopic

Protein Mass  Unrestricted

Peptide Mass Tolerance : = 1 Da
Peptide Charge State @ 1+

Max Missed Cleavages @ 1
Number of queries 13
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X 6 @ Protein Summary Report WH CliX. v ML EAEEZ V0T A v AaTEICERLET, 7.
by ML xOEAEICELT, R LTWHEET —# (Observed / Mr(expt)) &ZDHHE Mr(calc))
BILOES Delta) | BET—XITHIETDHXTF ROT 2/ EEES| (Peptide) & EEAENOALE (Start /
End) . RUIWrH A ML (Miss) 7e EDONE#HAFRTZ L E T, Concise Prptein Summary Report D £ 91T,

EAE I N—FI3E D EE A,

LAP_BOVIN + RS14Z_MYCPA
Lingual antimicrobial peptide precursor — Bos taurus (Bovine)

Lingual antimicrobial peptide precursor - Bubalus bubalis (Domestic water
30S ribosomal protein S14 type Z - Mycobacterium leprae

30Sribosomal protein S14 type Z - Mycobacterium paratuberculosis

30Sr ibosomal protein S14 type Z - Mycobacterium sp. (strain MCS)

Expect: 2.1e-015 Queries matched: 13
LAP_BOVIN Lingual antimicrobial peptide precursor - Bos taurus (Bovine)

2. RS14Z_MYGPA 30S ribosomal protein S14 type Z - Mycobacterium paratuberculosis
Delta Start End

4
48
32
42
42
35
45
59
58
61
59
58
26

Delta Start End

48
32
42
42
59
59

Miss

0

0
0
0
1
1
1
0
0
1
1
1
0

Miss

0

- O = O o

Comp  Peptide
2 K. FGLCR. |
1 R. CPGSMR. Q
1 R. NSQSCR. R
1 K. GICVPIR. C
1 R.NKGICVPIR. C
2 K. CGRPRAVFR. K
2 K. FGLCRICLR. E
1 R. Q1 GTCLGAQVK
2 R. EMAHAGELPGV
2 R. EMAHAGELPGV
1 R. CPGSMRQ1GTC
2 R. |CLREMAHAGE
1 R. LHHLLLALLFL

Expect: 3.3e-005 Queries matched: 7

Peptide

R. CPGSMR. Q

R. NSQSCR. R

K. GICVPIR. C

R. NKGICVPIR. C

R. QIGTCLGAQVK. C

R. CPGSMRQ | GTCLGAQVK. C

Accession Mass Score Description

1. Mixture 1 201

2. LAP_BOVIN 7037 99

3. LAP_BUBBU 7037 99

4. RS14Z_MYCLE 6892 95

5. RS14Z_MYCPA 6889 80

6. RS14Z_MYCSS 6984 65

Results List

1. Mixture 1 Total score: 201
Components: 1.
Observed  Mr(expt) Mr(calc)
594.5000 593.4927 594.2948 -0.8021 37
649.5000 648.4927 649.2676 -0.7749 43
693.3000 692.2927 693.2864 -0.9937 27
756.7000  755.6927  756.4316 -0.7389 36
998.8000 997.7927 998.5695 -0.7768 34
1060. 8000 1059.7927 1060.5712 -0.7785 27
1079. 8000 1078.7927 1079.5732 -0.7805 37
1116.9000 1115.8927 1116.5961 -0.7034 49
1365.9000 1364.8927 1365.6711 -0.7783 46
1726.1000 1725.0927 1725.8144 -0.7217 46
1748.1000 1747.0927 1747.8532 -0.7604 43
1851.2000 1850.1927 1850.9495 -0.7568 42
2561.8000 2560.7927 2561.4846 -0.6919 3

2. LAP_BOVIN Mass: 7037 Score: 99
Lingual antimicrobial peptide precursor - Bos taurus (Bovine)
Observed  Mr(expt) Mr(calc)
649.5000 648.4927 649.2676 -0.7749 43
693.3000 692.2927 693.2864 -0.9937 27
756.7000 755.6927 756.4316 -0.7389 36
998.8000 997.7927 998.5695 -0.7768 34
1116.9000 1115.8927 1116.5961 -0.7034 49
1748.1000 1747.0927 1747.8532 -0.7604 43
2561.8000 2560.7927 2561.4846 -0.6919 3

No match to: 594.

26

0

R. LHHLLLALLFLVLSAGSGF

5000, 1060. 8000, 1079. 8000, 1365. 9000, 1726.1000, 1851. 2000

.C

0K. S

QKSSW. -
LGAQVK. C
LPGVQK. S
VLSAGSGFTQGVR. N

TQGVR.N
No match to: 1998. 00, 3031.80

EBHEOT 7ty varvFE ey (FOEREO2=—2RID) OV 27 %7 YU v 73 25L Protein View [H [ H
FORSNET, Protein View M Tlk, TOEABEOFEMBF®R (KT I /BESIEe vy N LEEET —4 N0
SEEEHRE, T/ T — g UIER. NCBIY A F~D U oY) BFOR

HNR—=LTNBT I RISy .

LET,

Protein View

Match to: LAP_BOVINE Score: 99 Expect: 3.3e-005



WASCOT Server @ Fa—ku7n 11

Lingual antimicrobial peptide precursor - Bos Taurus (Bovine)

Nominal mass (M,): 7037; Calculated pl value: 11.25
NCBI BLAST search of LAP_BOVIN against nr
Unformatted sequence string for pasting into other applications

Taxonomy:Bos taurus

Cleavage by Trypsin: cuts C-term side of KR unless next residue is P
Number of mass values searched: 13

Number of mass values matched: 7

Sequence Coverage: 87%

Matched peptides shown in Bold Red

1 MRLHHLLLAL LFLVLSAGSG FTQGVRNSQS CRRNKGICVP IRCPGSMRQI
51 GTCLGAQVKC CRRK

Start - End Observed Mr(expt) Mr(calc) Delta Miss Sequence

3-26 2561.8000 2560.7927 2561.4846  -0.6919 0 R. LHHLLLALLFLVLSAGSGFTQGVR. N
27 - 32 693.3000 692.2927 693.2864  -0.9937 0 R.NSQGSCR.R

34 - 42 998.8000 997.7927 998.5695  -0.7768 1 R.NKGICVPIR.C

36 - 42 756.7000  755.6927 756.4316  -0.7389 0 K.GICVPIR.C

43 - 48 649.5000 648.4927 649.2676  -0.7749 0 R.GCPGSMR.Q

43 - 59 1748.1000 1747.0927 1747.8532  -0.7604 1 R.CPGSMRQIGTCLGAQVK. C

49 - 59 1116.9000 1115.8927 1116.5961  -0.7034 0 R.QIGTCLGAQVK. C

No match to: 594.5000, 1060.8000, 1079.8000, 1365.9000, 1726.1000, 1851.2000

T, HET—F (ERH) CrxoMmlloREEY Yoy M LUEEERES T 71X, BHESTHEARO
Xy U7 b—varh—7 (HEREHR CHELETd, BEHES T 7 EEBEOSY ) T L—Tarh—
TR LB, T OBEABIIEEYE (False Positive) DWREMNH Y £ DT, HET — & RHMB LM
ZEHRT LR D FT,

e z
= B 800 o m
0.8 e i
[=} o
o “
B B 000 = - - mmm s
_1 T T T T T T T T T T 1 _1500 T - T T T T T T T T T
800 1200 1600 2000 2400 800 1200 1600 2000 2400
RMS error 903 ppm Maz= ¢Da)  RMS error 903 ppm Mazs ¢Da)

2-6. BRFEHEROHN

MBEAERONEZ XML £721% CSVIBRO 7 7 A MCHAITEZ N TE LT, K8 ITRT X H1C, [Format
As] RE L DFIZHDHTNVE T A ==2—N05 [Export Search Results] Z334R L, [Format As] R&Z L ZHL
TLIEEW,

B8 Export Search Results M;&iIR

Protein Summary Report

| Farmat As I Pratein Summary =l Help

Protein Surmmary
Concise Protein Summar Dl morrber of hits I'ID
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IR T L) R EWE N FREINET, [Export format] DT NAEF T A=a—m6HHLIZWT
7 A NVIER ML E 721XCSV) 28R L%, BN T 2 EBEE %K 25 729 Ol ([Signifucance threshold p <], [Max.
number of hits]72 &) & AJ) L., WHEf FHIZH D [Export search results] R4 LT &N, K77
AL C:¥temp 7 A /VHIHRIRIDEFFD T 7 A V4 (F001234. csv X° F001234. xml) TERIFSINE T,

9 RRBRHAREER

2} Matrix Science — Mascot — Export search results — Microsoft Internet Explorer |:||E|E|
IR VB RERE JTA BRLCAG w-D sl qx

H = N A =Y | I, . A 7,

O Q KRG Prr Jearow @ (-5 B- )@Y

P PELAD |@ hittpe/ /zak i/ mascot/ogifexport_dat_2 pl?file= %2 Fdata¥2F 20070601 %2 F FOD2509 dat& REPTYPE=exporté_sial V‘ fEn G ULh ?
: Google G- v gz B @ Suhe-ae |Eh?ﬁ‘}’7?‘}‘7§ﬂﬂ Wrmh - ? OBE | -

~

{MA TRIX
SCIENCE HOME | MASCOT iHELP

I Mascot = Export search results

Export search results Help

Export format )
Significance threshold p<
Max, number of hits |AUTO

Include same-set protein hits
{additional proteins that span [
the same set of peptides)

Include sub-set protein hits
{additional proteins that span
a sub-set of peptides)

Search Information

Header
Yariable mod. info.

Search parameters

£

(vt ety | (1)

& —InFETENELE & 1hsRak

2-1. REZHBOEELBRRE

5@ Concise Protein Summary Report i DV MEX 6 @ Protein Summary Report Hf > [Re—Search
Alll F721% [Search Unmatched] "R& 24 Z L2k, PUIFBRLMHREREIZEY 90T, MRERMLEE
EHRLUTHRKRTH LN TEET,
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HEE 3 MSER (MS/MS lon Search)

MIS MR Tl $8E LI2BSIT — 2 R—2A0Hiph NSNS 7—% (RAEZERERMELL TELNE~TT
NICHRT D77 A M AVERT =20y b)) L9y T TLHXTFRERFEL, ~ v FLEATFER
WIRET2EABEEIT L LICE D, YU MCE TN EARERELE T,

3-1. REZHBEEE~DT V£ 10 WIS BROEHBEEE

S — N N - IrikE) EEE T EWIANG G-l Al [
Web7 Z U & EI L, 7 KL A AJMIZ Mascot - dwo. @05 8-

Qr- O KRAG )

Server Z] %@U‘{j( @URL%]\jj LT < f‘i é v N, TR | ] e Fusk s ot g search fompPFORMUER=2ASEARCHENE - .- 154 =
Coogle G vt B - Te-be B He B e |6
{,u.-am.f,r
SCIENCE. IHELP Search G

http://R X k4 /mascot/

MASCOT MS/MS lons Search

four name | [t3ru Usami ~

Email | usamidmatrsience com %

Mascot Server IZ#HEFt 4L, HUZRT by 7 R—T
MNERENET, by I X=2HED Welcome DIRD
72D Mascot DY 7 FiF~~A—T &K EBED
HOME | MASCOT | HELP @ 10> MASCOT DY > 7 &

-
Allow up to | 1| ¥ mssed deavages

a Warlable faeoryl (k)
modifications | acqt)

Uy 27 LTLTEE, 2Z7”k7 Mascot Server DR Quantitation | Hors 3
. N . Peptide tol. + |2 Da M gug 0= MS/MStol. £ 08 Da &
SRE— NI (Mascot Search Hifi) NFE/RIAIVE | sestitechorse (50 & L & e
Data file ]
j‘o Data format | Mascok generic & Precursor mfiz
2 @ Mascot Search WA D 3FBIZH D MS/MS [..m:.:::: ; = - m:::::: :_-c T
[Start Search .| [ Reset Form

Ion Search DV 7 %7V v 7 LTLIEEN, 10 (2
AT MIS RO RT A — X BEBENFRRINET,
PMF fR38/8T A — X B EME A & RIS, &/3T7 A—XIH
EIZ~VTEFIZY V7 LTWETOT, ZOHFWERE®RE A T4 TERTH 0N TEET,

& i

3-2. MERFHDERE

MISHRZE ClE, WD FNRTRE ST A—H e AN EITRIRT DN TEET,

BE&ET —#77A/L Datafile © [SB] RFLDBIREL TtiA A E T, EMiITRKIEE CRRFER 52
ENTEET, HHOEME BT 256 OB I EMiA R T 55 813 — A —RD [Ctrl] ¥—%#L2ib~
JATIY 7L TLIEEN,

BRER S

ELHRE

BB

Your name

Al (2—%4) ZASL TS,

usami

Email

Email7” L 22 AN LTS,

support-jp@matrixscience. com

Search title

BERZA PVEATLTIIZES W, #%H,
COMBRRIZT 7 2ALRST LTS
WIZTELLETFHELVWHNEEAT D Z
LaBELET,

samplel, spot67, Trypsin,
50fm, 2457-9001-125-afd

BB OB T —Z_X—2An Yy T v

SwissProt

Database SN TVAEAIL. FER L7 WESIF —
N—2ZBRLET,

Taxonomy REBRIGE L Lim WA ZSINL £, All entries
EAEZHET 572D L7kl | Trypsin

Enzyme FREBRLET, METHIVIHLEER &
EFRTDHIENTXET,

Allowed up to [1-9] missed | XT7'F FOE(LIREEZIEE L F9, LT | 1




MASCOT Server :

cleavages

HEEN TS EEZBNDHEIR0”
(Bm) ZERL TSN,

Fixed modifications

Bz @R L £ E LT~ To (Fix
SN 7 I /RIS L TEEMiZ BB LT
BBEATVET, VAT A OFEKLD
£ REM SN ERII IS LE T,

Carboxymethyl (C)

Variable modifications

[z IR L E 5, JRE L7eT </ RICK
LCEMiEZZET %G LARWVWEAD
2380 @ (Variable?p) M EITUWVET,
P TN DFTLEL OB TR AT BB
H 7 AEMCRHRRR IE AR IS RIS LU E T,

Acetyl (K)
Oxidation (M)

P TINCEENSEAEOEEMITT
DO L2l 5 VT TEL %

iTRAQ 4plex

Quantitation WIN L ET, BRI DI A >N Tnd T
;U IX Mascot Distiller & ifdh L CEIfE
THEHIT o TNET,
BCRINIIR Y — 2 i L= metEnH 5 | 1
#13C L el BIR L £ 9, [Peptide tol. +/-]

THRE LSO, 77 A1 £~
(F2DaD A A PEIR L TR LE T,

Peptide tol. +/-

TV H—Y A A EOFRRAE % Da,
mmu, %, ppm® HNLCHEEL EJ, 1.0 Da
ERE LA (X7 F FEE-1.0) Da
Mo (T F FEE+1.0) Dad#HPITE v
FBH_XTF RERBLET,

1Da

MS/MS tol. +/-

TT T A M A VEBOHFRREE
Da, mmuD BN THRELEI,

0. 5Da

Peptide charge

TV =P A X OBROMEEIEE L E
T T2 T 7 A VICEMOENLI S
TVRHAREREINET,

2+

Monoisotopic/Average

BET — X O (MonoisotopicE 721%
Average) ZHELE T,

Monoisotopic

Data file

MPRABTNVERT =2 77 ANE [T 7
ANDER]Z AT o 7 E2@ L THRELE
¥

T—H T 7 AINVERRE

Data format

HET—X2D7 4 —~v hERIRLET,

Mascot generic

Precursor

TV =Y A A DEEEEREELET,
F—=R T AN T ) I—H A F o DE
BOENTHEINWTWAESITER SN
E

T

Instrument

TV H—Y A A DR BET ST
FT A M A OFH) FEEICL 5T
Bip D=0 AIECHWTEERSIE O
MmN LET,

ESI-QUAD-TOF

Decoy

Fxv IRy I AT 2y I THI LI
£ Y. DecoyT —F RXR—RAD[EIRHHR & FE
1ITLET,

Fxzvr

Error tokerant

Frzv IRy I A%eF v r7TDHI LT
X v . BEMYICError tolerantfiiR & F1T
LT,

Frv7

Report top

MBEIZEDV ey FLEEAEOR Y
BIRLET,

20

Fa—ty7n 14
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3-3. BERFMHDREH

ROBFRNTGA—=ZEFHEL TSN,

BREH R EME ES
. A—PLZET LT 7y NTANLTLEE
Your name (A=Y N
Search title [ES=% o fRIAS < &5 7l ﬁ?‘ & 2L WS
= search #1 Z A) L T E &V,

Database SwissProt % 72 1%Sprot

Taxonomy All entries F 7 )L M

Enzyme Lys—C/P

Allowed up to [1-9] missed | F 7 )L M

cleavages

Fixed modifications A

Variable modifications L

Peptide tol. +/- 0.3 Da

#13C 0

MS/MS tol. +/- 0.3

Monoisotopic/Average Monoisotopic 77 4V MA
[(BRRIRZ &L T,
“C:¥inetpub¥mascot¥mskk¥sampledata” 7 # /L
A E 1= 1IVersion 2.2004 > A h—LCDD

Data file errorTolSample. mgf “mskk¥sampledata” 7 # LV Z T H 5

“errorTolSample.mgf” 7 —% 7 7 A NV EFRE

LTLESN, 2OTFT—F7 7 AT 3D
MS/MST —# W& ENTNET,

Data format Mascot generic F 7 )L Mi

Instrument EST-QUAD-TOF

Report top AUTO

3-4. MISRFEDELT

MR AR E B (X110) 22 FI2& D[ Start Search ... IR AL TIEEW, MISKRERDMAED | iR OHEHAR I
PN%FIRINET, MISRER CTII2BPEDORBIMTONET HANCT VI —H A4 LB RIZKL T Peptide tol +/-
BLO #13C THESNTEEHERICE ENOINTTFREMRLET, OB C, MBS~y F LI
FROTIBERLFIDRN DO ET O T, IRODBEETT T T A IA L DT — 23T BEESN—E T 20 E 9%
RBLET,

FRERIE (RFRICET D) 13, MBRISHEH L2BS T —F X—2 D% A X (BF|T — 2 ~— R Z T
HEHEET L MU OKE) . missed cleavages DFXEfH. Variable modifications D% EfE. Peptide tol +/— DX
EMERENZL VRV ET, TNOOREMENPREL DT EMBEMMPBIEN D7D, MBEFREFRITEL 2V
ESr N

PMERSE TIIARTFROEBANT IS T DEABEZMRER  FIET 2D L MISBRE TIE T 77 A A
Y OE AR A =BT DT F R et - FELET,

3-5. MEBERLA—+

MISKRZZ & T35 &, Mascot Search Results [ (ZYIV DY by LB ABE R T 07 A Aa 7 BIZFR RS
F9 (X11), Mascot Search Results H[[&ilZ1%. Peptide Summary Report [Hj[fi & Select Summary Report [Hj[fj®
2ODFRE—FRMHY, T—F 77 ANVIEENDUS/MST —X DY (/=) —%0) I[Z L > THEMIZY Y &



Y FET, 7 U —HM1000KHEDE A 1F Peptide Summary Report EfEAS., 10000k EOBAITHRFRNAED X

MASCOT Server :

Day Xy hELEOOHNT Select Summary Report B AHRANCFERENFE T, Z OMISEHRZEFTIX 3 HD

MS/MST —H GieT —X 7 7 A NEMHEH L THET DT, HANT Peptide Summary Report BiHiNFE R ILE
T, 2B, [Fomat As] RE L DEICHATNE T A =2 —nbEI N6 2 00F RE— REFAWIEIYEZ 3

TENTEET,

11 Mascot Search Results E# (Peptide Summary Report)

3
s P10 FLW  BRCADWE

om-O REGe H-Pux

REE W=D AT

FRLAD \ej http://saki/ mascat/ogi/master resultsplPile=. /data/20070723/F 002691 dat

P

v| B

MATRIX i
LGRS Mascot Search Results

User

Email
Search title
MS data file
Database
Timestamp
Protein hits

¢ usami

: usami@matrixscience.com

i MIS search #1

: C:\Inetpub\MASCOT\mskk\sampledata\errorTolSample
: Sprot 53.2 (272212 sequences; 99940143 residues)
: 23 Jul 2007 at 04:58:11 GMT

: ELM1_YEAST Serine/threonine-protein kinase ELM1 - Saccharomyces cerevisias (Bal

~

~mgL

Probability Based Mowse Score

Ions score is - 10*Log(P), where P is the probability that the observed match is a ran

MAHHICHBERA A Aa 7o ORI

1%£32) ZRLTCVET,

B (AEAKMEZ 5he LT,

Indiwidual ions scores = 32 mdicate identity or extensive homology (p=0.03).

Protein scores are derived from ions scores as a non-probabilistic basis for ranking protein hits. J

~

n

Mumber of Hits

w
A e AR T

S

bty NLEBREO QT A LV AATHAGS T 7T, Fasf A
ATEZOEABCRBT 27 F RO A2 a7 ORFHETT,
A A 227 OMIELY b/ASVTrT A 2 a7 ERdR e T
FRLTOVES, ZofITiE, BE32 K/h&akrurfr2arz
FFos w7 BT 24 PR Y B 32 28X Tk v b LIEAERER
HI1EH2DZ LR LT0ET,

= &0 0l
Probability Based Mowse Score
J

Peptide Summary Report

[ Format As I ‘Pepnde Summary "’l

Significance threshold p<

Maz number of hits I@

‘l
B

FoRE— FROBEORERE, RERONEEZELTH2DD
BAEASR LT, 3 L <IE~ V7 H (Help — Results Format — Format

gk
A

Standard scoting ® MudPIT scoring O Ions score or expect cut-

off |l Show sub-sets |0
Show pop-ups © Suppress pop-ups O Sort unassxg;ﬂed Require bold red [

Controls) # i 72 &0

Traport results into BT

[ Belect All | [ SelectNone | [ Search Selectsd | [JEivor tolerant E

1. ELM1_YEAST Hass: 72105 Score: 906 Queries matche

Serine/threonine-protein kinase ELM1 - Saccharomyces cere

[]¢heck to include this hit in error tolerant search or arc

Query
2

Observed Mr(expt}
1084.56  1083.55

Mr{cale)
1083. 53

ppm  Miss Score Expe

16.4 0 96

by hLEEEAEIR T A o Aa T EICERENET, Accession &
7 (ELM1_YEAST) (X VB DO FEMITE H A #7732 Protein View M (Z,
[Queryl3E5 (2) 1I~T'F FOFEMEH A "9 % Peptide View [ (2
Yo7 LTWET, [QuerylZEBD L~ T2 —Y L E2EDbES LR
oIy THENPERISIN, by NLEXTF RO B2 52 LR

2e-Obor

TEET,
- ‘I

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

ty FLEBAEIRBELARV NSNS F—# Dt v MEBRNY 2 5
RENET, ZOFITIE, ELMI_YEAST (278 L72V) Query 1 BL DN 2

NFERSINTVET,

Query Observed Mr(expt) Mr{calc) ppm  Miss Score Exp
1 748.43 747.42 747.40 36.4 1 11
3 1367.63 1366.62 1366.64 -10.03 1 8

J \

Search Parameters

Type of search : M5/MS Ion Search

COBRBTHMLMRF2ELDTHY £

Enzyme : Lys-CfP
Mass values : Monoisotopic
Protein Mass i Unrestricted
Peptide Mass Tolerance : % 50 ppm
Fragment Mass Tolerance: * 0.3 Da
Max Missed Cleavages 11

Instrument type : ESI-QUAD-TOF
Humber of gqueries ;3

Mascot: http/fwww matrizscience. com/

|~

| >

&l

&) AuhFrk

Fa—ty7n 16




Mascot Search Results HE CiX, By FLEEAZII T T A o AaTJEIZ) A MFERS, K121

WEEE L TNET,

12 v FLE-EBREDER

1. ELM1 YEAIT Mass: 72105

Zerine/threonine-protein kinase ELM1 - Saccharomyces cerevisiae

Score:

MASCOT Server

g5 Queries matched: 1

|Baker's yeast)

[Jcheek to inelude this hit in error tolerant search or archive report

Juery Observed Mr{expt)
2 1084.56 1083.55

HMr{calc)

X120 147 B OFRARARFIL, 1

=]

&) . Score

=U—%) .

1083.53

(UAPFFS) . EIMIYEAST (727t vvar&K5) | Mass :
196 (FuTArRaT AF AT ORBEE) | Queries matched 1 1 (EABICREET S
21THIXE BB (Serine/threonine—protein kinase ELM1 -

ppm HMiss Score Expect Rank Peptide
16.4 0 96 2e-008 1 K.RDFYTDGFE.L

Saccharomyces cerevisiae

(Baker’ svyeast)) . 41THLA&IL, Query (7 =V —%FK5. 2) . Observed (U I —W A F L EREDERHE.
1084.56) . Mr(exppt) (FVU H—HDOMrEBR{E, 1083.55) . Mr(cale) (7U I —HOMrEEFH{E. 1083.53) .

ppm (ZV A —PMr D EERE & FFRE DO ZE (ppmRR) . 16.4) . Miss (Missed cleavage®f. 0) . Score (A A

A7, 96) | Expect (HAF#{E. 2e-008) . Rank (1 &> 2 = 7NEAL, 1) | Peptide (7 3 / &A1, K. RDFVTDGFK. L)

<7,

1FEOT 7y a v &E (ELMI_YEAST) (Z1%Protein ViewHEIZ U » 7 NESLNTHY | BEEICET
HXVFHELWEREZR D ZENTEET, £/, Query (ZF =V —%F 5. 2) (FPeptide Viewd[HIZ U > 7 A3k
ENTEY , 7737 A MMAVERY =7 ZHIGT A4 4V ) —XO—FRIL 72 EEMS/MSARY "V T 5

TRT I T A MRERRPOMEGERT 2 LW TEET,

13 Protein View(Z) & Peptide View(f)

) A A6 /_nl* '--ss\.-;\;q'x-‘_'v‘. 'sﬂ

L0 | e ok rmmsrant e prmtain rimee i ime et ST FOOESAN bt =L N Y AS Tipom1 6 sarvee_rusdcit setchest | [ A

) ® A6 L .a;;\;@_'v‘. iy

L0 | e ok rmmsrant e paptide vvmee i ine et 0TI/ FOIGSAN casbepanry == Vi) MY AS T tienen | [ M

f5EE Mascot Search Results
Protein View

Fatcn ko: ELND YEAST Sooce: 98
Seeine/theeonine peotein kinase ELH1 - Saccharomgoes ceeevisise (Baker's yeast)
TOURG AN mEAreh o CiINATRUELNASCOT)MaKi, ARG LR0AT AL ATCOTTD LS8 I8 T

Romtnal mase (M5 720051 Caleulated pI valuer 8,36
a1 ELE:_VEAST spaiest =
ce mtring for pascing into other spplications

Takozowyi Saccharowyoes cersvisiae

APY curs C-term side of B
agm: 18

3 PTYS

151 ESGHEANFLE
21 KuCELGELGY

[ Sort Pepides By | (5 Tesidse Mumber (Increasing Mass (3 Decreasieg Mass

HESEY Mascot Search Results

Peptide View

ME/ME Fragmentaton of ROFVIDGFE

Found in ELMI1_YEAST, kinase ELM]I -

cersizae (Bakcar's yeact]

ery 3 1083 552704 fren 1084 560000, 14)
) Specum of a Frotonated Peptde (MH+=742 4%) whech 15 8 Candidate of Phosphopeptde by Dr. Hen-ich

Tele.
Toshing
Diata e ilnetpubBASC O Timsklisampie dataleeror TalSample. cgf

bk mewsn wiken plat anea be e m by Gt of e abeut that pomt

o, [[Pitwam | 1o |5 Dw  [FPulmng
3
- E 5
T T T ) T s | o

CFa—tryzn 17

72105 (4

Mennisntopic mass

nf meutral peptade Mricale): 108353

Start - End  Ohseeved Mejespl) Mejcalc)  pgan
W6 - 3 1ANA.3E 1OAD.BT 00333 15

Miss Sequence
DK AMPVTDGFE.L  [Tane scers S6)

Lens Score: 56 Espect: 2e-008

Matoher [Bnld Bedh: 0/$9 fragmenc in

* b b

1 157.11[140.08
277214255 11 254 12
3419.20 402,18 40119
45

W Seq
R

D 98
¥

R uming 0 west intenms pesks

7Y —=FKG (2) VAN —INaedbed LMIAIRT LI RRy 7T v THENER RSN, TD7 T
V=Rt y FLIERTF RO L, A A AaT N I0EOSTF RICET 2 E®R MS/MST— X T 5 =
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AV b AFRATHEE, A A A2 T EHHE, XTF RRRETIEAEOY X MEERT 7y Ve
YA, TSN E) EHERT DI LN TEET,

K14 vx)—0Ry T7y TEE

1. ELM1_YEALST Mass: 72105 Score: 96 Queries matched: 1
Jerine/threonine-protein kinase ELM1 - Saccharomyces cerevisiae (Baker's yeast)

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

Query Observed Mriexpt) MHMr{calc) ppm Miss Score Expect Rank Peptide

z 1084.56 1083.55 1083.53 16.4 o 96 2e-008 1 K.RDFVTDGFE.L
Top scoring peptide matches to query 2
Peptide mat| CID Spectrum of & Protonated Peptide (MH+=745.43) which is a Candidate
of Phosphopeptide by Dr. Een-ichi Yoshino
Query| Score greater than 31 indicates identity
1]
Score Expect pPpM Hit Protein Peptide 5
95.8 Ze-008 16.4 1 ELM1 YEAST K.RDFVTDGFE.L
Z2.1 0.45 16.5 K.RVYNEEFE.L
11.4 5.8 16.5 K.LEAALEFRYE.Y
Search Pard 5.5 g -40.32 E.ALSFALTYLK.K
9.9 g 16.4 K.DRFSFDLGE.G
Type of sea] ©5.8 10 39.7 K.RDDUDIHK.T
Enzyme 8.8 10 -36.62 K.RDLVPEDLE.EK
Mass values| &-8 10 -23.77 K.RDSSKLNHK.E
Protein Mas| 5.7 10 19.4 K.RSCKNVCFK. G
Peptide Mas| 7-% 14 22.5 K. LSLHNHMFE.T
Fragment Mal
Max Missed CTIEdTdygeEs L

3-6. RFEMEROHN

RS BONBEEXMLEICSVIER D7 7 A M 1T A28 TEET, #8EFEIE2-6. B RO
N BIEL TSN,

1. REREFEDEFLBRE
X15127%% Peptide Summary Report [Hi[ii?D[Search Selected]iRZ# > % #4-Z L2 LVWMS/MS lon Search®d iR 5%

PFROEBIH IRV ET O T MERMELHEL THRRTLIENTEIET,

15 [Search Selected]7R% AT S 1= Peptide Summary Report EIE

Peptide Smmmary Report

Peptide Summary ~ Help

Significance threshold p< |0.05 Max number of hits |AUTO
Standard scoring @ MudPIT scorng O Tons score or expect cut-off |0 Show sub-sets |0

Show pop-ups & Suppress pop-ups O Sort unassigned | Decreasing Score % Require bold red []

Import results into T
Select All ] [ Select Mone ] [ Search Selected ] [1Error tolerant Archive Report
1. ELM1_YEAST Masg: 72105 Score: 96 Queries matched: 1

Serine/threonine-protein kinase ELM1 - Saccharomyces cerevisiae (Baker's yeast)

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

Query Ohserved Mr{expt) Mr{calc) ppm Miss Score Expect Rank Peptide
z 1084.56 1083.55 1083.53 16.4 o 96 2e-008 1 K_RDFVIDGFK.L
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728, Protein Summary Report TH[fiiZIX[Search Selected]/RZ L 3N FH A DT, Peptide Summary Report (8]
1T 2 TLTEEY,

3-8. Error Tolerant Search

K11Z/RT X 912, Mascot Search Results BEIZFRINT-t v MEEEIZRE LRVNS/MST —# 1
“Peptide matches not assigned to protein hits” & LT, =YD FTHIZY A MERENET,
MS/MST — A MNFE/RENTWAHE vy MEHEIZRBLZVERBE LT, ROLSREEREZEZLNET,

(1) BEE—7 O¥HDVITRENRT5DOD AT MEN (Thr~ v F 7R3 Eonien)
(2) BIEITRIT DEEBRENRKRE N

(3) VI —VAF L DOERMPIELL 2

(4) BEHRELHIZ AW B R LS O FER R 22 GBS & TV D

(5) SRS & L THRIE LT LS DA LB ESf & 5 WITRIR R IE M N T 5

(6) KD DEFNNEFNT —F _—AFNAFAE L7

(D) OGE TR TT R, (2) OREDOEERZEN K EZ WAL, Peptide View 38X Protein View i
WERINDEREBRETTT7 (RTFRHDLWNIT T v T Ay "M A VEROREM & HREOZEE 7 1y b
L7er77) CREORE SEMAL, MBI A—F L LTHRE - BRBELZFETITHZ LI, ®HLT
EHILERHY ET,

WE, SV A=Y A A OBERIL, TV AP A A O~ FRETABICIRESNE TR, QDLD
WEFEMEDEW S o 2 BN ELNTLLEAIT. BX N2 TOEME LI LTE—27 U A ME{ERL,
Mascot MBEAEFATTHZ L THERE Y MBRELNLIHGERH Y FT,

54, (5). 6) DHEEIZX L TiX, Error Tolerant Search #{f - TG TE 285/ & D £9, Error
Tolerant Search Ti¥, f8/E L72EBREIIX LT, " TOREUWRE", "2 TOBM", "1 7 I/ BER”
EEBLTHRREEZFITLET,

[Error Tolerant Search ME{TH%]

Mascot Search Results [H[f D FK/RE— K% Peptide Summary Report /<12 L T<L 72 &V, Error tolerant
DF 2 IRy T A%F x> 73 5L Error Tolerant Search XA 72V £9 DT, #HV T, Error Tolerant
Search & FE{T LIWERABEARINT 272010, BABEMOTIZH D, Check to include this hit in error
tolerant search or archive report DF = v 7Ry 7 A&F v 7 LTL I,

16 Error tolerant Search #XE13 5-HDFz v IRy IR

[ Select All ] [ Select Mane ] [ Search Selected ]Turtulermlt Archive Repart

1. ELM1_YEAST Mass: 72105 Score: 96 Queries matched: 1
erine/threonine-protein kinase ELM1 - Saccharomyces cerevisiae (Baker's yeast)

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

Query Observed Mri{expt) Mr{calc) ppm Miss Score Expect Rank Peptide
Z 1084. 56 1083.55 1083.53 16.4 o 96 2e-008 1 K.RDFVTDGFE.L

[Search Selected] R ¥ LV ZH L T EE W R /NT A — XX TEMIH & A7 B 23K /R S3VE T 28, Error
Tolerant Search MDE— FiZ72 > TCWEFT DT, Enzyme (None) X° Database . Fixed / modifications 72 &
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DOBBEFIIEETTIZ, FOFE F[Start Search- ] AR X L TL 72 &V, Error Tolerant Search 73Bf
WBE, MENKTT 2 EMmBERPETRINET (K1)

17 Error Tolerant Search MiRFEHER

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

1. ELHM1_YEAST Mass: 7z105 Score: 232 Queries matched: 3

Jerine/threonine-protein kinase ELM1 - Saccharomyces cerevisiae (Baker's yeast)

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

Query Observed Mr{expt) Mr{calc) ppm HMiss Score Expect Rank Peptide

1 748.43 747.42 747.39 39.5 o 53 1 E.IPTPIK.A + [+79.97 at T3]

2 1084.56 1083.55 1083.50 50.0 o 96 1 E.RDF¥TDGFE.L + [-0.04 at C-term K]

3 1367.63 1366.62 1366.63 -6.49 o 118 1 EK.PSSPIMDRTVGK.R + [+79.97 at 53]

Possible Assignments:

. ) ) sulfo (8] [+79.96]
Search Parameters Phospho (ST) [+75.97]
Type of search : MS5/MS Ion Search
Error tolerant search : "ELM1 YEAST"
Enzyme : Hone
Mass values : Monoisotopic
Protein Mass : Unrestricted

Peptide Mass Tolerance : * 50 ppm
Fragment Mass Tolerance: * 0.3 Da

Error Tolerant Search Of#, (EffizkDEACESIDOETE & I Sz ~<7F RIZoWTIX, RERAHZOE
BELZORAELTER R LET, BREEARTEREICIS VR - =YV EFRED L, LVFELWERAR
O TT v TERENET, HITOBRBRERFIO Queryl BL T Query 3 TIE, FNFNAL A= (T) L&
U (S) WEEFE +79.97 Da DHINNE & 7= 55 AR Bk (Sulfo) F 7213 U > 1 (Phospho) IZ & - TERR S 4L
HAICEVENAaTRBEOND Z L ERELTHNET, Queryl BED Query2 DAY MLEHRBE, 7
U =P A A HEOE—2 L0 H 98Da /NI E ZAICBEDORNE—2 BE.HIL, 98Da D==— kT /L1
AP > TWVDBEBZTHBEOAATNIRBEL 2D, ZRHONTF Ri3 U UMb T2 alHerk:
MEWEHMT 5 Z N TEET,
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HEEEE 4 SQ&EZFR (Sequence Query)

TV A=Y A FUERET X BEINCETAE®R (7 BES, 7 Bk, 777 A M AVE
B E) BDHABRDLEINTZT —F KT HXTF RERBETHILICEOVRTF RHDL WX T E %A
ETDHEE SQRBLEFATHET, 73 BESNICEET 5 HEMILMS/MS A2 b Zfighr L TS L £T
GERIZELWT X/ BESIZRET 2OFFEFICH L BFIE 3N O A FEREORINICE EF 0 7).
SQ MERFIEIL BEMBL THIEIEEZ LT /e Mann ORI V—T I Lo T—ffbIhE Lz, HIE<7F
NOEEEEBIREDO T X/ BESICET 2 MOMAE b, T742bb, MS/MS AT ML AT L THE LI
T2 IR D 4 S DIFHR O,

(1) 7V h—V A4

@) fERENT=T I BRYNCHET 2 =7 O T ORYIO v — 7 B i
(3) R ENZT 2/ BRECHITEH

@) fRR ST X/ BESNCKHET 2 — 7 HOFOREZEO Y — 7 B

% TFE3 % 7 (sequence tag) | LEEL., ZHHDERIC BT HTF FHLIWIZTEREORR L L
L CHEHERDS &% 77 (standard sequence tag) MFRIS L ON Error Tolerant Ed% % 27 (error tolerant sequence
tag) MEBEOT N ITY X LERFELE LT,

Mascot |THEHERIS % 2 (standard sequence tag) MRZRIS KON Error Tolerant 24l % 7 %8 (error tolerant
sequence tag) MFEDOM T AV R—FLTWET, IHIT I /BBESNICET2ERE LT, 72/ BREAI7Z
FCide< TR, 7T AV M AVEREAERICHAEDETANT =2 L LTRITE S &
INTHEBB A LR L TV ET,

4-1. REBENSA—FABRTEEERA~ADTIER K18 SQRRED/INS A — 42 B FEE
Web”7 o a2 EEIL, 7 KL 2 ASMIC Mascot
Server 4 % & TeWkOURLE A LT 72 S0, Qb O Aae e N 00N N
g‘(ﬂﬁ’\?’k‘,ﬂt HOME | MASCOTIHELP B Saarrd rh Go|

http://7RRX k4 /mascot/
MASCOT Sequence Query
Mascot Server ZE&Ft 41, XUIRT b v 7P R—T
DERENET, by I X—THEE D Welcome DIRD
iTIZ®H 5 Mascot DV >V FTEN—VKEED
HOME | MASCOT | HELP @ 19> MASCOT DV v 7 % 7

Uo7 LTLIEEN, K2IZ7RT Mascot Server DR Quantitation Hane #
Peptide tol, £ 1.2 Da = MS/MS tol. £ 06 Dz ™
T — FE*RE@ (Mascot Search Eﬁ) j§§§‘77’{ éni ‘@"o Peptide charge | Mr v Muniselopic &) Average O
2 @ Mascot Search HE® 2 FHIZH D Sequence it
Query DV 7 %27 w7 LTLTEEN, 18 127”7 L= =
SQRRERD/NT A —HBEMEMNR R SNE T, F/3T A sl "'_:Jsmsem_" i —|‘“m;”"m

—ZIERB I~V TEHIZY 7 LTOWETOT, Z0ff
WHRBEWRE AT TERTE LN TEET,

4-2. SQDIEX & E1THI

MERANT A= FREMMED 7 ) —ANBE~ANT 272 ) —ZRO LS I 1T TRES N, TV V—HA
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A DBEELT I BESNCET RN OB INET, T A A OERBINAANNT =X En
WRE< 7 2 BEEANCBET 2 IIA 7Y a VAN T =2 TY, 72— ANBENIERD 7 =) —% AT
LZEMTEET,

M seq(“') comp(-“) iOl’lS("') tag(“') etag(“')

T MIFERM /LN A=A A DB E, seq(+) &7 I/ BERSIIEHR. comp () 1E7 I/
FRRSRRIE . dons () 1X 7T T AL MAFUAER MSNS 7T 7 AL A AL OEREA T ar b LT
DIEEFRE) | tag(--) IFEHERS| % 7 (sequence tag) . etag(---) 1% Error tolerant E24|%Z 7 T,

FTa v AT —=ETHD7 I BEINCEATIERIZOFEU LN OTHENENETA, b LEROE
YR & 7 “tag(-)” L —2LLE® Error torelant EiFI% 7 “etag(--+)” MMRIET HE1E4T Error
tolerant Bo¥l ¥ 7 “etag(--)” & L CHLBIENET,

FTa s AT —% ions(-++) . tag(--+). etag(-) 1Tk L IR 2 a7 ) o 7703 X AN HEIG
SNET, Thbb, I 2AFT7 v a  ANT—FDENPR LT F FMEERaTEE< R ET, £,
ZOXTF RIC—BLBWA T v a AN T—ZI3ERINET, —F. seq(-) & comp(-+) F7 45L&
LTHEELE T, T78bb, ZhbDF Ty a v ANT—2I—KTHXTF RBRFELRZWES, 20/
U— IS nET, MW ELT, seq(-:) & comp(-) BETL7 Y —%FETTHBIEERSLETT, &
B, oseq() IFIRE LT I BEINC T H57F FEHRE LETA, Blast BB ITRRY £,

SQOAESC 7 EICEET 53 LLNA T~ F— (http://7RA b4 /mascot/help/sq_help. htm| £ 7-1%
http://www. matrixscience. com/help/sg_help. html) ZZH L T 7Z &y,

MBRGEMREERHO 7 =) — ANBIZIRONEEAN L, SORBEEFEITL T EE0,

TAXONOMY=. . . . . . . . . . |obe-finned fish and tetrapod clade
REPTYPE=Peptide

TOL=0. 03

TOLU=%

ITOL=0.5

ITOLU=Da

CHARGE=2+

INSTRUMENT=ES |-TRAP

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

687.3 etag(782.3, NG[IL], 1066. 1)

TR L 2 oOBES X 7 Hv5 Lysozyme 3k v hLET,

1. 1A2YC Mass: 14260 Score: 76 Peptides matched: 2
|ysozyme (EC 3.2.1.17) mutant (D18A), chain C - chicken

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

Query Observed Mr(expt) Mr(calc) Delta Miss Score Expect Rank Peptide
1 877.40 1752.79 1752.83 -0.04 0 35 0.0021 1 NTDGSTDYGILQINSR
2 687.30 1372.58 1267.60 104.98 0 42 0. 31 1 GYSLGNWVCAAK

ZOMBETIL, HED 687.3 DLFF KA 104.98 Da DEREFAETE v 5720, VAT URAEY VLT
FMMEENTNWDLZ ERNEZLNET,
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EEEEE 5 Mascot ServerDEIRE

Mascot Server|IMFRiE ROl T — X RXR—A R P EHT L2002 —T 4 V7 4 L TOET,

5-1. ®&O4Y

Mascot Server® kv 7 _X—® [Searchlog] Vo 2% 27 VU w27 925h, URLELT
http://7RX 4 /mascot/x-cgi/ms—review. exe

RIET DL, MASCOTIE R 7 DU A MEENFRTRIINET,

Wi [ Job# ] IIMascot Server MWHRBMEHICAT HT AEAIDT, FAUCKHET AMBRHERBEIHIZY > 7 L
TVWET,

FIOFRE L (O) 1E, FMEICH -~ 2 BERICEIR L E 9, 3IRBIC [ Sort / filter ] RE &ML TLIEE
W, Fzvy Ry s a2 () 1F, T=v 7 ENFA MONBREFRRIEDHEEITERL T ZI,

Fxv IRy I ADTIZHDPHUILTINIREBEOANTA > RO > TWET, KR L72WITFIIE AT L,
[ Sort /filter ] RZ L #M LTIV, AJILFHNCE v b LIEMRBERERN U A MRRESNET,

a Mascot SearchLog - Microsoft Internet Explorer

IriE REE RTW BREANE Y-D AN o

O% - ©-F @G L fromco @ 2% H-L R

TRLAD) ‘@1 hittp://zaki/ mascot Ax-ceif me-reviemexe V‘ b3 IR R

Google |G+ v R D B~ Oy Pubv-be DiteTmeda | W rmd - (e kiR SEw -
~

MASCOT search log

Yersion: 2.2.1 - Licensed ta: Matrix Science K. K., KN-Build. 8-10-12 Sotokanda, Chivoda-ku, Tokyo, (1 processar). Lozzed in as Bost pame 75 smife - |ozoul

[CSerTHRET ] Lox File: | floms/ssarcheslos Start st (~1zend, 1=start) how many: 1162 in lag, 1182 after filters. Dot dir: | GETs?: [J

Jobk  PID dbase User Name Email Ti In start time Dur  Status Pr Typ Enzyme IP User ID

@ e} e} o o o o 0 o O oo O © O

O O

| N | || C ] | |

2612 LEE] WCBInr  Monitor Test DB .. Mom Jun 04 13:R2:23 2007 268 ha email setu KIS Yes 3

2 5418 Sprot doz B oo FrioJun 07 17:54:25 2007 10 User read res FMF  Yes 191028

2508 2080 Sprot torobee takaesulmatrixs , .o Fri Jun 07 16:56:21 2007 11 User read res FMF  Yes 191020

2508 5180 Sprot Walin_R . .. Fri Jun 01 16:55:54 2007 11 User read res FMF  Yes 191020

2507 5052 Sprot Warin_R B .. Fri Jun 01 16:50:14 2007 11 User read res FMF  Yes 19 1020

2606 5320 Sprot dog B .. Fri Jun 01 16:48:46 2007 11 User read res FWF  ‘fes 19 1020

2508 4300 Sprot saki B oo FrioJun 07 16:47:18 2007 10 User read res FMF  Yes 191020

2504 5492 Sprot tanaka tanaka@matrixsc . oo Fri Jun 07 16:45:42 2007 17 User read res FMF  Yes 191020

2603 544 MCBInr  Mascot Wizard B .. Fri Jun 01 16:36:57 2007 248 User read res FWF  ‘fes w1

2502 5048 Sprot usami usamiBnatrixsci . oo FrioJun 07 1821041 2007 18 User read res FMF  Yes 191020

2501 B020 Sprot Warin_R B .. Fri Jun 01 16:17:09 2007 30 User read res FMF  Yes 90

2500 BE20 Sprot usami usaniBmatrixsci oo Thu May 31 18014049 2007 11 User read res FMF  Yes oo

2499 4352 WEBInr  usami usami@matrixsci PM .. Thu May 31 18:04:16 2007 171 User read res FMF  Yes w0

2488 4632 Sprot usami usamiBmatrixsci PM .. Thu May &1 18:08:63 2007 12 User read res FWF  Yes o0

2497 BE3E WCEInr  usami oo Thu May 31 17:33:01 2007 220 User read res FMF  Yes W0

2498 4796 Sprot usamni oo Thu May 31 17:21:48 2007 & User read res FMF  Yes w0

2485 R348 Sprot usami oo Thu May 31 17:19:46 2007 & User read res FWF  Yes o0

2434 4440 Sprot usami oo Thu May 31 17:78:10 2007 B User read res FMF  Yes W0

2493 E0B4 Sprot usamni oo Thu May 31 17:14:18 2007 7 User read res FMF  Yes w0

2432 i Sprot usani .o Thu May 31 17:12:59 2007 & User read res FMF  Yes oo

2431 5524 Sprot usamni .. Thu May 31 17:10:53 2007 & User read res FMF  Yes w0 b
&) A-UNETENELE & fubSash

5-2. T—EAAR—REEEE

Mascot Server @ kv 7' X— @ [Database Status] Vo2 %27 U 73 25h, URLE LT,

http://7RX 4 /mascot/x-cgi/ms—status. exe
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ZIRTET D & MASCOT search status page MWERRINFET,
:@@ﬁf“li\ Mascot Server ZEEk L 7-B24T 5’\~X@«H( EAFRRTAHM, R T~V T
LEHROoTRELILET—m T ~DY I RHYET, i, T —FX—ZAONE G, = MV
H%‘bj(%foﬁi‘/ Y ORESL, EEOHBIE, FEMRICEENDLI = MR E) . (ATEEWICLD
AL I ARLEMFEFEEICBRFE I N TR W L ERRKO) R EYFE, Mascot ServerdD/X— 3 L
T4 v AER, BUEEITTTORE Y a 7HR EOBEROERT L N TEET,

3 Mascot search status page — Microsoft Internet Explorer [:”E‘El
FrLE REE FTW BRCANE V-D ANTH i
OO REG S dromcnw @ -5 By

T"Fl/?\@”@ http://saki/mascot/x-cei/ms-status.exe V| ?5?}] JEs &
Google |G- v BEROD B~ 3 Jobv-be DA TelarT | I - [ ROEE [OF =200

~

MASCOT search status page

Yersion: 2.2.1 - Licensed to: Matrix Science K. K., KN-Build. B-10-12 Sotokanda, Chivoda-ku, Tokyo, (1 Lozzed in sz Aosf pame is s@ile -
processar ), logout
? logical, 1 physical Intel processors (hyper-threading disabled in bios, dual core). CPlUs: 0 7available, usinz: 0 7. [0 searches running]

Search log monitor log |error log Error message descriptions Do not auto refresh this paze

Hame HCEInr Family = CI/IHETPUB/MASCOT/ cequence/NCEI nr /current/HCEI nr % fasta
Filename HCBlnr _Z007050E. fasta Pathname = CI/IHETPUB/MASCOT/sequence/HCElnr feurrent/HCBInr _20070506. Fasta
Status Hot in usze Statistics

State Time = Mon Jun 04 1335647 # searches = 0

Mem mapped = HO Request to mem map = YES FRequest unmap = N0 He
Humber of threads = 2 Current = HO

a Database statistics — Microsoft Internet Explorer

: = = = o i
Hame = HCBInr Family = co/lErsUsmsearss s ZPTME REE RTW BREAI@ YL@ ATH o
Filename = HCBInr_20070803. Fasta Pathname = C:/INETRUB/MASEOT/ Y - A @ o A T ] »
Status = In use Statistics Compressiof: GE%’ - ) lﬂ lﬂ 1 = < BRicAn £ - P
State Time = Mon Jun 04 13156249 # searches = 0 : d e > €’ = = L—
Mem mapped = YES Request to mem wap = YES Request unnar = HO M. . S
Numbeypzf threads = : Current = YES B i : TELAD |@ http://sak\/mascnt/x—cg\/ms—statusexe”.‘\umrafresh:fa\se+8hnw=STM"| f%ﬁ] 1 &
. Google |G- v BEO B @ Sem-ne P QEEr -
Hame = Sprot Family = C:/IHETPUB/MASEOT/ s =
;;Isname = Serob_52 4 fasts Pathname = C/IHETRUB/MASCOTI sl |\ o © Mom Hay 14 17730738 2007 s
stus = In use Statistics Unidentiti =
_ . - Time files compressed (int) © 1179131438
State Time = Mon Jun 04 09I53:01 # searches = 0 : ag-
- 2 _ Time / date of tasta file @ Tue Way 01 1313600 2007
Mem napped = YES Reduest to mem map = YES Redvest unmar = NO M
Humber of threads = 2  Current = YES Time of fasta tiles (intl © 1177334160
Huwber of residues © arsziadd
Wuwber of sequences : 265350
Nuwber with invalid residuss: 0
Hame = 1Pl _human Family = C:/IHETPUE/MASCOT/sdl Number of seauences too long: 0
Filename = IPI _human_2007040% fasta Pathname = CI/INETPUB/MASCH Length of longest sequence - 24350
status = In use Statistics Mawinum Aooession Length @ |
State Time = Mon Jun 04 09:52:43 # searches = 0 Version of Haseot Sz
Mem mapped = YES Request to mem wap = YES Reauest unnar = WO Ml version of this file I
Nunber of threads = & Current = YES Seas with invalid tason tree 0
Hum sequences for tamonomy © A1l entr les=263882
vy Hum sequences for tasonomy :  Archaea (Archasobacter ia)=1094
&) A-TiRTENLE Hum sequences for tasonomy :  Eukaryota (evcaryotes)=115336
Hum tor tsonomy :  Alveolata (alveolates)=6&5
Hum sequences for tasonomy :  Plasmodium falciparum (malaria parasite)=193
Hum sequences for taxonomy ©  Other Alveolata=438
Hum sequences for taxonomy ©  Metazoa (Animals)=74735
Hum sequences for taxonomy @  Caenorhabditis elegans=302
Num sequences for tasonomy ©  Drosophila (fruit flies)=3148
Wum sequences for taxonomy @  Chordata (vertebrates and relatives)=53257
Wum sequences for taxonomy ©  bany vertebrates=62720
Wum sequences for taxonomy @ lobe—finmed Fish and tetrapod clade=53521
Num zequences for tasonomy ©  Mammalia (mammsls)=52413
Wum sequences for taxonomy = Primates=21605
Wum seauenses for tasonomy ©  Home sapiens Chuman)=1B35E ~
&) R-UiETENELE O btk

5-3. REEZFHEDT 74 MEDERTE

H2DMiERE— NREHEE D [ Search Form Defaults ] V> 27 %27 U v 74257, URLE LT,

http://7R R 4 /mascot/search_form_select. html

ZIRTET D L Set Mascot search form defaults HE[ENFRRINFET,

COME TR, MEFMFOWHIE (F7 40 ME) ZHEETLHIENTEET, ZITHESNMEIZ. &
RGN E B P S ET,

PIHE S U TRIE LW RS2 E L. [ Save defaults as cookie - JRZ U ZHIL T Z&EW,  [Your
search form defaults have been saved as cookie] DA vt —UNFRIN, BMBFIOUEEIZHE S
ESr RN
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B, ZOREFCookieZFH L TWDTD, WebT T U HOREMIZRY T (RAedurltra—iFR
Bitrarta—Z FTREILEVeb 7 S U F TIIRKMENERTA)

a Matrix Science — Mascot — Set Search Defaults — Microsoft Internet Explorer L4l [z

oo VE REER RTW O BRANGE Y- D AgLHH

0= O HNRG P dromcn @ 25 B - Yy

: FRLAD) |@ http:/¥sak i mascot/ogisfor m_defaults pl V| iagh o ULh ?
: Google |G- vz By fem-ie ® Q#=E- | &

~

{ MATRIX

SCIENCE. HOME | MASCOT {HELP  Gol

I M E arch Defaults

Set Mascot search form defaults

Database | MCBINr s

Taxonomy |AII entries v
Enzyme
Allow up to missed cleavages

. Fixed [acetyl (k)
modifications || zcetyl (N-term) =
Acetyl (Protein N-term)
Lmidated (C-term)
Lmidated (Protein C-term)

>

|

NMariable |[acety (k)
modifications | acety| (N-term)
Lcetyl (Protein N-term)
Amidated (C-term)
Amidated (Protein C-term)

(918

£

Show all mods. []

Quantitation |Nnme V|
Peptide tol. + #13C
MS/MS tal. +

Peptide charge
Monoisotopic & Average O
Data format (MS/MS anly)
Instrument (MS/MS anly)

Decoy []

Error tolerant []

Report top hits

[ Save defaults as cookie ... ]

€l S ubShsk

5-4 Mascot Server DHRTEENLE

Mascot Serverid, J& 15, &, HLEESE, A4 T U—X | BT —F_—RA TR L, XU T7 #hE7 e
BRI DR 2 i Bl AR > QOVET, ZHHOFREIL, C:¥inetpub¥mascot¥config 7 4 /NVH (ZFET D% EY
FALDHFTEFRZIILIY, Mascot Configuration —7 U7 4 ZFHAL TR - fRETHZENTEET, Mascot
Server Dby 7 ~_—2dh% Configuration Editor V7% 2707457, URLEL T,

http://7R X k4 /mascot/x—cgi/ms—config. exe
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HIRET5EX2212787 Mascot Configuration ~—UNFRIINFET,

22 Mascot Configuration R—<

3 Mascot configuration — Microsoft Internet Explorer |Z||E‘E|
CorME REE RTA BRCADE YD ALTH) ar
. O Q KB G P s @ 2 L Ly
FPRELAD |féj http:/fzakidmascat/x-ceifme-configexe V‘ 280

Mascot Configuration Adrministrator

Elements Element masses

Amino Acids Amino Acid Data

Modifications Modification definitions

Symbols Symbols used in chemical formulae

Enzymes Enzyme definitions

Instruments Fragmentation Rules

Quantitation Quantitation Methods

Database Maintenance Sequence databases, Parse Rules and Options

Security Security Adrinistration Pages

T2 20X, BT EMiZBINU =W E1E Modifications Vo 27%271)> 71 TLZEWY, Mascot Configuration:
Modification ~_R—YNERENET DT, [Add new modification] RZLZML | EMFRE EFZL TTEEV,
Mascot Configuration “t—74UT (&> CIR O EMEHE RETLIENTEET,

(1) Elements
JRFDAREE )T AV N 7 B I ORI T A fmE T H2INTEET,
(2) Amino Acids
TUBIE AR T AN TEET,
(3) Modifications
EETE RO - FRE DM, B -HIBRTDZENTEET,
(4) Enzymes
THALEE R G RO M E - FRE DML, BN - HIFR T HZ LN TEET,
(5) Instruments
MISHRSE TR DA A L) — XD OB 5 - fdE DML, BN HIFRT D2 LR TEET,
(6) Quantitation
TERARHT FVE ORI - RO, BN -HIBR T 52N TEET,
(7) Database Maintenance
BF T —H _R—ADFRENFOME - FREDOM, BIN-HIFRTHZENTEET, F72, mascot.dat?dOptions&
rvar O EMZRE W5 LR TEET,
(8) Security
RN H S 2 —PIE ORI L - SO, JBN - HIBRS DI LB TEET

55, ALTADTHIER

AW ED - F5128% HOME | MASCOT | HELP 1> HELP Vo 2a 27Uy 757, URLEL T,

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

ERRETHE DEDIH7e Help Topic Index BHINERSINET, K4 DXANUITI L Z7ENTHET,



MASCOT - General

Instrument Specific Tips

Protein Identification

*Mascot search overview

+A History of Mascot and Mowse

+ASMS 2001 User Meeting presentations
+ASMS 2002 User Meeting presentations
+ASMS 2003 User Meeting presentations
+ASMS 2004 User Meeting presentations
+ASMS 2005 User Meeting presentations
+ASMS 2006 User Meeting presentations
+ASMS 2007 User Meeting presentations
*Mascot FAQ’s

Using Mascot : MASCOTOEWFEFEED THIET,
*Search parameter reference

*Error tolerant search

+Data file format

+Scoring algorithm

*Results format

*Result Interpretation

+Sharing result reports

+Exporting result reports

*Decoy Database

*Quantitation

Mascot System Administration :

*Sequence database setup

+ Applied Biosystems | MDS Sciex Analyst

+ Applied Biosystems Data Explorer

+ Applied Biosystems 4000 Series (TOF/TOF)
*Micromass Masslynx

*Thermo Finnigan Xcalibur

+Peptide Mass Fingerprint
*Sequence Query
*MS/MS Ion Search

Protein chemistry :
+Post translational modifications
*Enzymes

+ Autolysis

*Sequence databases

+*Nucleic acid translation
+Amino acid reference

+Contaminants

DBDYy N7 v T TiiEa EEDTHIET,

BHEREDRIRELELD THIET,

MASCOT Server

HEAERECHEETDEAEFECEL TEED THYET,

CFa—tryrn 21

ASMSZR ETRELE- T LB T —a BRI A BB L2 ENTEET,

B RESITEIOT —Z MBS 27 AEMASCOTDEHE H kA FLH THIET,
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*BLAST & FastA

Mass spectrometry : MASCOTOfEWFIZEIL CTEEDTHVET,
*MS/MS fragmentation
*Accuracy & resolution

*Quadrupole Ion Trap MS

Miscellaneous : ZDMOBIEFIEIZOWTEED THIET,
*Mascot brochure (PDF 2.7 Mb)
+PC Hardware for Mascot
*Privacy FAQ
*Browser Check
+Useful links

5-6. Mascot 77 3 ') —([ZBHT H&#FER

- DOWeb AT 7 EAL TLIZEVY, Mascot ServerD by 72— 7 RICH A0 %270y 7950, TRL
AR DOURLE A FTLTLIZEN,

http://www. matrixscience. com/

WHAT’ S NEW
N=2ar Ty THERT VAV = RE B DR i e Bl T T,

MASCOT
Wt 23 BAL TWABMASCOT Server T, B2 D BILR T H AR TR ORI A ELERFIZ2 N TV D IS T,

PRODUCTS
WA ORI E WA AT T HILNTEET,

SUPPORT
KB OB AT RE AF 2L TEET, o, AR EY Vo n— R4 528N TEET,
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EEEEEE 6. Mascot Daemon

Mascot ServeriIWeb— R BFITHESE SN T 7V r— a3 U TTDO T, Web7 7 UV EFIH L THRBZESEG DR
ERHRDOFE TIIWeb T Z UV FERALCTA V¥ T 7T 4 TIBMET 22 M TEET, —H T, 10007
— 277 A NEFRUBRERETHRRE LWL X, ¥ T 7T 4 7 Web7 7 U ¥ &EFIMT 254 Tl PCHEH
WAFE X0 T, 100EDRL LD REMEEITOMNERDH Y £,

Mascot Daemon|IMRIFXZ HEUL T A7-0D 7 FA T N 7 7 TF, 10 0HONST—H Z/8y F
MFELZ0 ., FBELZREICHREBZRGT 5 2 L3 TE £4, Mascot Daemon X Mascot Server (H—/3XV 7
FOZT) WCHT DI TFAT R Y7 Py T E LTEMELE T DT, @H I, Mascot Server MAA & h—
NLTHAHPCE Ry NT— 7 TR I NTZPCICA A b—/L L E T, Mascot Daemon %A A h—/LTX A0S
I%Windows 2000, Windows XP Professional, Windows 2003 Cd (DY —E 2y 7 N I TV D LB
DHLET)

6-1. 12X b—Jb

Mascot Daemon DA > A h— LEHE 7 7 A /L iZ Mascot Server WIZdH VY £9, Mascot Server D kv 7 _X—
(http://AH A M /mascot/) ZEAWVWTL72EV, by I R—=UOHEICZH D, Mascot Daemon DA > A h—/L
WZBE9 % install U2 %27 Y v 7 LTLIEEND,

Mascot Daemon

Mascot Daemon is a client application which automates the submission of data files to a Mascot server, It

trs-teher Microsoft Windows WT 4 (SP&), 2000, P, or 2003,
Install | Uparade | Troubleshoot

Installing Mascot Daemon D X—INPHEFIT DT, £ VA b— LV FHEEZ M, 5. Install Mascot
Daemon by clicking on this link] D®&IZ®H D Daemon.msi V27 % 27V 7 LTSN, [T7ANVDH
7 —RIOZA TR IIRERENETOT, [FATIRZ V2L, FillCRRINDFA T 0 7 ORNEEH
BIRD A VA M—)LiED T IZEW,

AVAR=ABKTLEL, [(AX— M=t X_XTHOT a2 T L]—[Mascot]— [Mascot Daemon] %27 U v 7 L
T Mascot Daemon Z#2E) L TL 7Z2& W, T Mascot Daemon # &35 &, Mascot Server @ URL ZH{ET
Bz ®D [Preferences] A T a ZRFRENFETOT, HlIT/ B > T Mascot Server @ URL (http://&A
M4 /mascot/cgi/) ZAJSIL. [Save]l RZ L ZM L TL 7Z&V), Mascot Server SIBIENTE D Z & NHERT
X 7~ 55T Mascot Daemon 2382 &) L ¥4,

6-2. Fa—kU7IL

HAFEF 22— ) 7HMIROER 2B L T IEEW,
http://www. matrixscience. jp/pdf/jap_2. 2_daemon_manual. pdf

kB, FELANVTN—F, Mascot Daemon ZEEE) L, [Help] A ==—n>5 [Mascot Daemon Help ---] % &R
THZEIWCLVEBRT A ENTEET,



WASCOT Server © Fa—bru 7 30

EREEEEEE 7 EEDOMTED&EE

BHESIHEHOT —Z WY 7 =7 L Mascot Server X H 5 Z LN TXx £4, 3£ L < %, Mascot
Server M~V 7 _X—2%H 5 Instrument Specific Tips DEEZHBRL T E &V,

7-1. Applied Biosystems

(1) Analyst
Analyst @ [Script] A = =2 —|Z&FFIN TS [mascot.dll] ZHEHL T, ¥—27 U A MEER L. B

BFEATTHZ EMTEET, /2B, mascot. dll OFHIL.
http://www. matrixscience. com/help/instruments_analyst. html
MHFTra—RTHIENTEET,

(2) Data Explorer
Data Explorer ®H R — h¥ A b A o — R T& 5 Visual Basic ¥ 7 & %#ffi- T Mascot Server & 4%

feroZenTEET, FLAL AT R=VUEBRLTIZE N,

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

(3) GPS Explorer
TS2Mascot = —7 1 U7 ¢ Zfi 5T, GPS Explorer ODF —Z X—ZA~T7 7 AL, B°—=Z7 U R F&{ERKL

T, MREFATT DI ENTEET, FLR, ~ATRX=UZRLTIES N,

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

7-2. Waters

MassLynx @ Sample List ¥$EEZFIH L T Mascot Server (ZH&fidTHZ M TEFEJ, FELLI TN T R—
VEZBL T EEN,

http://7R R k4 /mascot/help/instruments_mass!ynx. html
http://www. matrixscience. com/help/instruments_masslynx. html

1-3. BEH4ERT
Kompact 7>5 EEEMascot serverZf|HIT A2 N TE £,

7-4. Thermo Fisher Scienctific

Mascot Serveriextract_msn. exe (F7-1%lcq dta.exe) 7 a7 T A&EFHTHODO2—YF A L X —T =2 —
A (Fy T =V Mascot V7 — fFEE— NigiEm — LCODTA V7)) ZFfoTnET, REHFIE
BIXOHAFECEL UI~TX—=U 2B LTLEEN,
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http://7R R k4 /mascot/help/instruments_xcalibur. html
http://www. matrixscience. com/help/instruments_xcalibur. html
BARE<Y =27/l : http://www. matrixscience. jp/pdf/
jap_MascotAndDaemonSettingsForXcal iburBioworksInstalligOrUpgrading. pdf

7-5. BinNAT49/0>—X

FT— A Y 7 F =TI L o TMascot Server DIEHEIR AT 7 7 A MEXTH D mgf 7 7 A VHBERK S
NETOT, TOT 7 AN EH-> TRBEEETL T E SN,
7-6. Bruker Daltonics

BioTools®D X = 2 —/ 5 EE Masoct Server #FHT 22 ENTEFET,
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EEEEEEEE 8 {Jfx
8-1. BEHHRENIY ZD1

8-1-1. XL ®IZ

BEOWEHERAH LT, BBHZEEN DT F N2k T 54 4 OE# %2 JE L, NCBInrZEDOELSIT — #
R=2Zx L CRIET — X~ T AESNEZRBETHZ EICL Y, REHCE EN D EABAAT T ROF IE
WEHETHZLENTE D,

W, RBEXE RFEx Vv EEND Y7 Vo7 2035, NEkEEsE © EoE | 8
HARER] 72 EOMBEREO T T, 7 BESICEIER S O A S DRIIT — 2 = 20N LIET
— X ThOIERMIC—HT D0, ThbbZomI A5 EREMAHE LT, AN —8T 52 HREO
MWELRBHIEE, FNOERIRICHE T 2BEMEREIIRO, FERIES 2 b TEAEERET S Z
ENRTE D,

B VIR EMTH D720, RBHRITEET — 7 OCRBEMFITHRIEEIND, 2 T
DAL CWAEAEREY 7 b7 Y — &I LT, REEREEZ LV ERIITI Oy 24T
7

mk, BEREREREZ LV @O L57-01I3, BEANFOET =S NbDE/TA Y Py 7 RE—I D
FE, BT =2 N—=2ANIFET DEET — 2 I BT 2EAEORE, 7un7 A —LFERT 1t 2065
BT AT =27 /T —va VERENK LIeT — 2~ A =0 ZIC R DRELMAEDEDLZENKY
HETH D,

8-1-2. EMERZIEMIIIEZ OIC

MASCOTHZE TIEFIHFIC Fe RO O FIRRZIEMi 2 FEET 5 2 & A TE B8, BRI ISR E R OB MR 22/
DOWREBKRL, OEOOERT — X2 —HT 2RSS 570, HIHICA I 7K T L, BREEreE
WY 5,  Toxdation (W) ORMATIXIOWRE CTHERE y MABLNAERET —¥ty FTH, BlR%
MR ERZMEIC L TRET L L, FRERE Y MNIfGLAT, MERHE G100 L2 ET 5, LR ->T,
FHRR R AE A 1 T B AR IR D% B CMASCOTIR R &2 FATT D Z ENEFE LU,

8-1- 2. BEREHFHEI S 7OEMER

MBFERR—VICE RSN D EEMRFAEZ T 7 (Error graph) X, EANC—H L= EET — X ICB L CHERE
LIGREORREE RS D, BERES 7 7ITEESIFHOMMEELRL TNDH0L 1B LD T, HiR
7277 7 WEBESIEOEERAEREN AN TV D HEEIE, AERE y M EEDNDFERIZOWTHKRET
HMENRD D, iz, [Peptide tol. +/-] R [MS/MS tol. +/-] DEZEESHEFOE ERRERMEICIS U
BIZEFEL, BRRTLILAERE Y FRROND LD D,

8-1-4. NoneZFES5NDEH—F
lenzymes| 7 7 A )V CTESE LT MILEERZ OYIRIFFER K SN TWRWE ) 28 H 25581, TEnzyme)
DOFMND [None] ZBIRL, BMETDHIZEICEIVEER y FRELNDLZ ENH D,

8-1-5. IERELGE—V &t

EMERE /) TAY MY VERET —F 2> TRREIT ) Z EPEROGEHE L LIF 5 & RIRFT R ERIER O
HiAIZ 72D, Ffo, LOMS/MST — % DAL, B UEEEEZFFOT U I —FDMS/MSALY MTF —F EHN
WCHERE L ECE— B E T T2 2 Lick . EEESIOE v FERLT I ENTE B,

MASCOT Distillerid&# O — 7 BHEMEZFH LT/ T4 Y FEYIJRIEY 7 T Y —1LTHY,
ERHEREOEEE, MAERHEZLET S, AABIXAAEDOA VA ML —var~v=a T, ko
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A RPBAFTE D,

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

8-1-6. TaxonomyZ « JL &

TR E LI AMRBIZEEN TV AT OERAERN T — 4 X—AOHRIFEET. AEZE Y MAELR
2o 2A 1%, TaxonomydD T b AR L., TOAMFONEEZ GO THREZEL THD, 2.104/6/3 D
NCBInrs — & _X— A28} HPrimatesD x> U X

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

Thbd, T2& 21X, Fo0 =12k AL T0ther primates) ZEIRT D TiE72 <. [Primates)
BRI THRET2EHNOEAER v M T2 AHEENE L 7225,

8-1-7. BMER%EH — Unimod®F A (http://unimod. org/)

Mmod_file] IZEFR SN TWARWERRZEM 2\ 72 WA TUnimod) O 4 FZ2FATH L BNV
(http://www. unimod. org/) o UnimodiZFHFRIZMEMIIZRET 57 — 2 N—X 242t LTk . Fll e % &
ERERLTZD | OMASCOT— V388 LI RIRZEMiA LG5 2 L3 T& D, Eo, BRI L TV D
MASCOTHEZEWebH— "2 (http://www. matrixscience. com/search_form_select. html) TiZUnimodiZ & dk X T
WO EMZ BEER L TR0, HOMRBEMEZFMAT2 2 LN TE S,

8-1-8. 7—AaAA(=2Y

BHEOREMEZLZ LV @D D10, BROVFHBNHNIT2ET —FICEENLIE/ TAY FEY I
— 7 ORIENHR, H~7Uxh’ﬂmﬁéﬁag®ﬂm%%& 2, TaT A — NERICE D 28k 4 2 FHRSS
T)T—vaEREERML, T4V A =0 T A ENEEL RS, BHTIII 0L D REAEHT S
kb@T*&ﬁ@/7%717fMWMIM%mJ%_®%~)J%X¢5%Efk@o

< BEZIHR >
(1) Matrix Science Ltd. &#}, Top 10 Tips for Successful Searching, 2003



8-2. ERBEREMNIY D2

8-2-1. [FL®IZ

WEAEIC A X, WL CWABEREREY 7 h T Y —/L MASCOT 77 I U — ZfFlIIC LT,

BRIEZ & VIEEITIT ) 72D DY BT 5,

MASCOT Server

8-2-2. T5—+ FL T M&E : Error Tolerant Search

Error Tolerant Search I, MASCOT #iZE %

P

FATLTH

cFa—tyrn 34

£

A

1

Fohice vy MEAEMOT T, HELZEAEICHL

TETOEEYEFRHNE (Enzyme = none), 2 COMRZEMBLOETORAS Y FIa—T—varx#5[EL

TP IRRISRE T D0

B AT D MASCOT #i58 ©. (a) 1084.56 DU I —Pfli &> MS/MS & — Z /3

&7 A 237 T ELMI_YEAST IZ &

v h L, (b) 748.43 BL N (c) 1367.63 D7 h—H{HEFFOMS/MS T — X IIHFBEMRAIT T v b LAan-o

745,

[ Select All ] [ Select None ] [

1. ELM1 YEALST

Hass:
(P32Z801) PROTEIN EIMNASE ELM1 (EC Z.7.1.-)

Search Selected ] [JExror tolerant Archive Repart

72105 Score: 96

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

Query Observed Mr{expt)
2 1084.56  1083.55

Mr{calc)
1083.53

Delta Miss Score
.02 o

1]

Peptide matches not assigned to protein hits:

Query Observed Mr{expt)
1 748.43 747 .42
3 1367.63 1366.62

(b), (c)DMS/MS F—HNE v b L7AaWEEBE LT, 1.

Mr{calc)
747.42

Expect Rank Peptide

96 5.6e-009

[no details means no match)

Delta Miss Score Expect Rank Peptide

1]

.01 o

11 2.7 1 DLYPIK

L LT =2 X=X FE LR, 2. FEDOT X/ BOIFRRZREMiShT\5D, 3.
THRLEOEBENEZ S DD, EIMI_YEAST I2%] L C Error Tolerant Search Z#E{74+5¢ kU & M4 =
KT B U bERE L, ROBRERBIELND,

1. ELM1 YEAST

Hass:

(P32801) PROTEIN EINASE ELM1 (EC 2.7.1.-)

72105

Score: 234

[¥] Check to inelude this hit in error tolerant search or archive report

Query Obhserved Mr{expt) Mr{calc)
1 748.43 747.42 747.39
z 1084.56 1083.55 1083.53
3 1367.63 1366.62 1366.63

Delta Miss Score

0.03
0.02
-0.01

Expect Rank Peptide

Queries matched:

Queries matched:

1

1 K.RDEVTDGFK.L

INHOTFT—Z ST DT I BRECHI KRR R G
Ra—T = a VIMETE

[+79.97 at T3]

o 53 &.7e-005 1 K.IPTPIK.A +
o 96 9.3e-009 1 K.RDEVTDGFE.L
o 118 7.8e-011 1 K.PSSPLMDRIVGE.R +

[+79.97 at §3]

Possible Assignments:

Sulfation (3) [+79.96]
Phospho-NL (3} [+72.97]
Phospho (STY) [+79.97]
Phospho (ST) [+72.97]

MASCOT ##28 CILRIRFIC IR K 9 HOTRBEMEZIEET 2 Z LN TE D0, B EMREEOHEINIIIRERZE
MOWMKEBHKRL, 7V —VEEMEIZ BT 57 F REUIEINT 2720, fHmIcAa 73R T L, MR
Bl b & < 725, Error Tolerant Search X MS/MS ¥ — Xt v " OEEDEAEZUIV Hid =%, FDEH
BOMEFTREME AR LV EERLOICLIED | ZOREAEOHEEZMRFT 2720 DF N RRRFIETH S,
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8-2-3. T5—:+ LS b2 58%E : Error Tolerant Tag Search

MIS (MS/MS Ton Search) & Tk, 7'V I —VEHEMII KT HX7F FNHEOHRSL, 777 A M A
BEEIC T HXTF RefETdH, Thbb, TV —VHEEEEMHERT 27 I/ BROEEM & FREZE
fifi7Zg & OB RAEIC T DB HFIETH D,

—7J7. SQ (Sequence Query) ZE® Error Tolerant Tag Search &— K TiL. 7' U I —VEEMEDOIERE M
b, HBELILHETT —#X—2% [Hk) LTHLNIRTTF REOHFHNEL, X7 F REMkT 57
JBROFERE T T TA L MM A VERBEILY v F T XTI T RERBTHZENTED, LEEn->T, FR%
B 2—7 — v g VIxHGT D EEMENTRZE (FBRIE & BRRIEDZE : Delta) & L TRREND,

WOFM (tag BEL Wetag ¥—VU—R) 2> TSQMRREFEITTH L., 7 U I —HHE 687.30 DT F KiZ
104.98 DEEMAETE Y T 5720, VATAVREY VLT F LI TV L AN RB IS,

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

TOL=0. 03

TOLU=Y%

ITOL=0.5

ITOLU=Da

CHARGE=2+

INSTRUMENT=ES|-TRAP

871.4 tag(376.2, [ILI[QKILILI, 730.2)

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

1. L¥C CHICE Mass: 16228 Score: 78 QJueries matched: 2
(POOE9S) LYSOIVME C PRECURSOR (EC 3.2.1.17) (1,4-

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

Query Observed Mr{expt) Mr{calc) Delta Miss Score Expect Rank Peptide
2z 687.30 1372.59 1267.60 104.98 0 42 0.018 1 B.GYSLGHWVCAAK.F
1 877.40 1752.79 1752.83 -0.04 0 35 0.00019 1 RB.HTDGSTDYGILQIHSR.W

MASCOT Distiller @ Tag filitH3 X (' De novo DIEREAFAEHOE DL Z LICL Y., KLV BENLHMBTEL
0095,
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