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1. PHL HUbd Mass: 97439 Score: 18h Expect: 1.82-013 Matches: 16
Protein PML 05=Homo sapiens 0X=9606 GM=PML PE=1 3V=3

RECA ROSCS Mass: 37335 Score: 49 Expect: 6.7 Matches: 5
Protein Rech 05=Roseif lexus castenholzii (strain DSM 139471 / HLO8) 0X=383372 GN=rech PE=3 SV=1

[Fb4 PYRMY Mass: 14588 Score: 47 Expect: 11 Matches: 4 =] == ~ ©

Translation initiation factor BA& 05=Pyrobaculum meut roehilum (strain DSM 2338 / JCM 9278 / V245t4 EA_EQJ/\OEO)IJ Z I\
MADD CH L2 Mass: 22438 Score: 44 Expect: 20 Matches: 4

Probable nicotinate-rucleot ide adenv|vltransferase 05=Chlorobium limicola (strain DSM 245 / MBRC 10380
RMS10 HORSE Mass: 23926 Score: 42 Expect: 33 Matches: 4

Inact ive ribonuclease-|ike protein 10 03=Eouus caballus UX=9796 GH=RMASET0 PE=2 SW=2

MURC T0TLO Mass: 52994 Score: 47 Expect: 39 Matches: 5
UDP-N-acetyImuramate--L-alanine |igase 05=I1diomarira leihiensis (strain ATCC BAA-735 / DSM 15497 / L2-]

TEEWE HI hddk Mace- 13377 Srore-_41 |
Unformatted sequence string: 882 residues (for pasting into other applications).
Sort by ® residue number ) increasing mass ) decreasing mass
Show ® matched peptides only O predicted peptides also
Start — End Observed Mr(expt) Mr (calc) Delta M Peptide
8 — 33 2882.5000 2881.4927 2881.3777 0.1150 2 R.SPRPQUDPARPUEPTMPPFETPSEGR.Q
RIESYVINDBEICNYFUIE |- oz e o csi o 2gsesmn s
s == 45 - _'_:u _4£:..32|:I|:I 1422 . 5127 _4.ﬁz.’f: 79 -0.1652 0 _-& .—'.:.'J.E-?:_;:_]F'L:f C
t_gw'l‘ﬁ$& L6l — 170 1191.5000 1190.4927 1190.&520 -0.,15%2 1 EK.HEARPLAELR.N
08 — 315 1000.3300 9%, 3227 995, 3957 -0.0740 0 E.DYEEMASE.L
319 — 3:E §14.4300 813 .4227 §13.4708 -0.0481 0 E.LDAVLOR.I
359 - 372 1624 ,7400 1623.7327 14/23.8892 -0.1365 1 R.LEOEEPJSLOAMVE.T
361 - 372 13535.5300 13354.5227 1354.4841 -0.1613 0 R.QEEFQSLOAXNVE.T
el — 382 2550.3000 2549,2927 2549,2810 0.0417 2 ER.QEEPOQSLOAEVETDGFDEFEVE. L
373 - 380 a58.3500 957 .3427 957.4080 -0.0653 0 E.TDGFDEFE.V
4%1 — 500 1185.3%00 1144.3827 11s54.35081 -0.1253 1 H.MESEEGEEAR.L
504 — 515 1300.4700 1299 4627 1295, 6410 -0.179%2 1 R.SSPEQPRPSTSK.A
File — 52% 1426.5700 1425 5627 1425.7365 -0.1737 0 E.AW DGPEEPR. 5
530 — B5E 2633.3900 2632.3827 26352.2780 0.1048 0 E.SPVIGEEVFLENENHVASGAGEAREER.W
574 — 59& 22658.,1100 2264,1027 2254.,0292 0.0735 0 ER.ELDDSSSESSDLOLEGESTLR.V
a5 — Rlé 2544 .4100 2543 .4027 2543.2%08 0.1120 1 R.VLDENLADPOAEDRPLVFFDLE. I
Ho match to: 1320.4000, 1342.4100
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_\\ L_ Access Mascot | Protein identification software for mass spec data
Tﬁ @ C localhost/mascot/search_form_select_windows.html fé fé °

“ESNyEp MATRIX

N
*ﬁi } ﬂ Access Mascot Server [EREIELEEEEEEETG N Tod
AR e
LELLERlAccess Mascot Server BERBEREREIRY /=< cot database search = Access Mascot Server > Peptide Mass Fingerarint

- ;?\ ‘y I\ Ij — 0 J:T“ MAS COT Mascot database search > Accass Mascot Sarver
Server%?'é@ MASCOT Peptide Mass Fingerprint
. Access Mascot Server = o =
= g *)ﬁaj.j 74) I/%WEB YOH can submit ;earche.s to this Mascot Server usi Your name | | Email | | @ j 7 Ij -Ij- E E:Fﬁ = MASCOT Server/\
TS50 TR Dramaters. or tometet senchee of o of | Search tite | | POt R

M kD Wind pPC be found
ascot Daemen on a Windows PC can be found on) Database(s) [Human EST . ’Trypslrl—v|

- D ae m O n T\\ raw 7—_\\ 9 E sea F.ChE‘S from MES(DtD\Sti”Er and many instrume; Prrsferstioteereestsbond, Seedt Zsequeﬁces"r
Allow up to missed cleavages

® E=JURNT 71 IV E%E R

applications.

TproteinsForManual
Eigiﬁ;% It Peptide Mass Fingerprint zﬁfmnﬁprmm =
= \_ jj *ﬁﬁlﬁx\ _ j] _ 0) \The: expenmental data are a list of peptide mass ] Taxonomy |A” entries v‘
VIRDIT7H S EEIRR p—

3 Home -> Access MASCOT Server

e such as trypsin.

Perform search lf Example of resylts report | More s | : ii:g: E:{'e'm) - @ rPCptide MaSS Flngerpl'intJ O)
Acetyl (Protein N-term)
- Amidated (C-term)

Amidated (Protein C-tarm) rPe rform SearChJ

— Sequence Quer
. / \O — — 9 R Y ) . Display all modifications O Ammeonia-loss (N-term C}
71 J One or more peptide mass values associated with Carbamidomethyl (C)

sequence strings, amino acid composition informa Variable [ none selected — N Carbamidomethyl (N-term)
super-set of a sequence tag query. modific Carbamyl (K) O = W[ —
Perform search | Example of results report | More Carbamyl (N-term) @ ;| % @/ \ J X ; EO IL_
%:l: e Carboxymethyl (C) - —_ =
WERER s T ANT—IZIEE
] n MS/MS Ions Search Protein mass kDa Peptide tol. + |1.2 Da EE
Identification based on raw MS/MS data from one Mass values @Myt C)Mr COM-H Monoisotopic ® Average 9]

Perform search | Example of results report | Mora - o . w -
.lﬁliﬁg)/ \OO’E ® pata file| I7 ALDBR | 77 MLFBRENTOE A @ Start SearCh 7 \9 J?*ﬁ%ﬁﬂ&é

O
Search form defaults Query

Save your preferred default settings as a browser
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Report top | AUTO v | hits
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Data input
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File Edit Help

Parameter set

All Searches

Status ] Event Log | Task Editor

Parameter Editg

User name |<.mascot_user_fu||_name >

2

5\(

EHEIRZR_

— 4-3 (P. 16~

Filename: |C:¥ProgramData¥Matrix Science¥Mas.. ¥default par I Save Save As . I

User email |<.mascot_user_email>

Search title |=:taskname> (<parameters>), submitted from Daemon on <ocalhost:

Taxonomy |AII entries j

Databases

SwissProt

Select Databases

Decoy r

Fixed
meodifications

Select Medifications

Monoisctopic o

modifications

MSIMS
MSIMS lons search [
=

ariable |Oxidation (M)

Average lﬁ

Reporttop | AUTO ~| hits
Protein mass kDa

Enzyme [Typsn 7]
Max. missed cleavages |1 -
Peptide charge |2+ and 3+ -

Peptide tol. + ||}_5

Data format IW
MSIMS tol. + [0.6 Da

@-} Mascot Daemon
dit Help
vert Log I Task Editor | Parameter Editor

- O X

Instrument | Defautt

Quantitation | Mone

rosslinking |None

pe = #13¢ [f

Led Lo Lo

| Walue

G Task Database Parameter
=-& 1: Tutorial Search 02 Diata file
-] DDA-Plasma_S5ng-mL_0 Search Title
| DDA-Plasma_25ng-mL_{ Accession
1| DDA-Plasma_50ng-mL_{ Protein MW

=] DDA-Plasma_blank_011 Score
S| DDAp-Plasma_bng-mL_| o

| DDAp-Plasma_25ng-mL_ escription
i 2] DDAp-Plasma_50ngmlL_ vatabase
--glleuiun'amz Resutt file URL

C¥temp¥DistilerDataFilder¥DDAp-Plasma_Sng-mL_014.m:
20210310 Tutorial Search 02 by Takaesu (C:¥temp#Distille
TVAZZ_HUMAN

12278

16

T el receplur alpha varnable 26-2 05=Homo sapiens OX=

hitp: /ﬂo(‘dlndhnmfnghma results_pl #il
il il il

& 3: Tutorial 03
Cache folder

Search submitted
Search completed

Last event

< > <

Refresh (F5) Filter...

C:¥ProgramData¥Matrix Science¥Mascot Daesmot
2021/03/11 10:50:50
2021403411 10:51:22

2021/03/11 10:51:15 Search completed

@-} Mascot Daemon

— O

Mew | Run

Edit Help
us ] Event Log JTask Editor § Parameter Editor ]
@ Task
J |DaerncnnTestE"l
Parameter set Data import hilter

C¥ProgramData¥Matrix Scienc.. ¥default.pan

N

Data file list

Drag and drop data files into the area
below or click on LAdd

YD installer¥ MASCOTWin2 70¥mskk ¥sampledatadbILA

Delete Add Files . |

[ Merge MS/MS files into single search

|— Mone —

Mascot Distiller
ProteoWVizard msConvert

|21 98 2021 - 15:59 =

" Start at .”
(" Start on cOmpletion of |H|:| running batch tasks J

" Real-time monitor

" Follow-up

Actions

BAuto-export ...

Search priority |0 -

| Externzl processes .. ‘

Follow-up

|ND follow-up required
[
[

| 1 J |l:|a;-$

¥ |— None —

Ll L

X
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MASCOT Peptide Mass Fingerprint

(1)<Your name

(3)Search title _

(4)ﬂatabase(s)_

(7)< Taxonomy

(8)¢ Fixed
modifications

<9)“Variable
modifications

(10)«
Protein mass

— 5-1 (P.19"")

| (2)¢ Email |

SwissProt
UP5640_H_sapiens

()¢ Enzyme | Trypsin v

(6)<' Allow up to |1 v|missed cleavages

All entries

v)

--- none selected --- -

Display all modifications O

--- none selected --- -

kDa

(12)Mass values
(14)¢

Data input

(15)«

Decoy

a0

Acetyl (K)

Acetyl (N-term)

Acetyl (Protein N-term)
Amidated (C-term)
Amidated (Protein C-term)
Ammonia-loss (N-term C)
Carbamidomethyl (C)
Carbamidomethyl (N-term)
Carbamyl (K)

Carbamy! (N-term)

'Carboxymethyl (C)

(11)¢ peptide tol. £ [1.2

|Da v

®MH+ OM, OM-H-

(13)« Monoisotopic @ Average O

® pata file| T7ILEEIR | BIRESNTWEEA

O Query

O

17e Reset Form
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EnzymesXEIC DV T, YIMFERTEERE SN
EifrE RELERURTFREFR T HEN
TEMN AEFITRATCEZFFRIT DN

EHIERY A

8 NBEDTATOPI/BICONT
EEUENACERNEE

&, B8N DINY—EDHVRL)
INI—2DEAZERE

12

13

14

15

16

Protein mass

Peptide tol.*
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Average

Data file /
Query Data
input

Decoy

Start Search

Reset Form

ICDULC

LE_IUII:I

HA
YINOBBEED LRE

SSRfE & EERIE DR ZEHEH

I )—DEE—UM MH*HM-H-H\.
HDNIM AN ERULTCLWRVWES

[CREINIZEDRON (M ZEIEE

7 /BEDBE=EETHE%Z Monoisotopic
TITDOH\ Average C{TOH

BRFRqueryE XD T —YEIEE

BIEFRDIRIEICHNER [FDRI%
BHII3ENTETETINPMFClE
HEVUEOHNTLEE A,

e

INOA—I—REET I# VNIRRT



B MASCOT Server& &

OSSN IA—< ke
T —AZTHR

Wy hD—7-
R

B RF/INTA—5—
- RRBINOA—HF—&
- WRIYA X \]gERIEH
F—INR—2R

WiEREm
BEEYINOE

B EETOJSA:
NRINARX

NRAINA X EgE7RIA

— 5-4 (P.33~)

Databases
Taxonomy
Enzyme

Modification

F&EAE DEEEILConfiguration Editor
(Home -> configuration Editor) C{TL\EX T, R EHHE (X
[13. MASCOT ServerDHNRAIVIX(P.112~) | = _&E/ZE
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B XIS JA—< k- s REL DT TC2EEDT —INR—R = EE

> Gzt
R - AA : Amino Acid : 7= B8
R - NA : Nucleic Acid : ZE2ECS

B RR/NTAX—F—

- RBNSA—5——B fERALU TS T —IXR—RDEFHFRENMIL Database Manager| T
- WAV A X gE/RIEE
CF—HIR—2

WS RIEE
BEEYVINVE

[T —=IR=R[CBRWIVINTE - RTFRIERDONS7%N
- A——HEYR T —IR—RZERUR T NIER SR
«  Uniprot CEYRERIIC A FoNT—HIR—X

B %Egjolj 7‘5A . Nld&HS. BldEMER
NAINAR - 1st FaA X (I[SwissProt], »/T=H7STUP_ N B

- MASCOT (iU TL\BPredefined T—39XR—XZ B 3(CRE)




#H/E:%AA : Predefined Database [cDUL\T

B SwissProt : AA

Uniprot T —9R—2ADHDT1D YV NIBEIERHTzT —INR—R FLI K= [CXHL T,

HEE - RXA & 880 - NP D b~ B XIBER - fth T —IR—ZAANDU D R EKFEINI

7/ T3 VEENFE CHFINTVET, EAIDTTRIEF TESEITEVL IIHEINTLTC,
2021F3HMRT 565,254 fFDT —I &K RSB NT —IN—RELTHETI,

B Uniprot : AA — MASCOTT—%9/R—X Tl UP_N_B &3RECD (NIXHES. BIXEMIE)

FH7/T—3ENTZLE UniprotlTINA . BEID DOREEULDT —IX—IATrEMBL ZHTE 7z

T —INR—RX, TTEMBLOD A H SwissProtCEERFEEINICT M) —8H %<, 2021FE3 B8R T
219,174,961 DT —IHDEEk. SwissProtDHIZEEARBLIID D IN—EFENEL . SwissProtDdH T
NYFURD TG E DROBEIRERICEHEE T I . 7272 LUUniprotd R CTHOI M) —TIIHENLITTDDT,
EMBZEREL T —IR—RZE[FGU TENICHU TIREREZNTDEZHEE,

B NCBIprot (|[H&#%; NCBInr) : AA

NCBI(National Center for Biotechnology Information) CARIN TSI /INIBFT—IXR—Xnr],
[nr]&lEMmon-redundant |DBE T AN, EERICIXIXIXFB UEIID T —IDNEZ<FEEHZINTH Y.,
TNHRRKEI N —BOEBERE R O>TVET . BEEFEAZHESHLTVEE A,



http://www.expasy.org/sprot/
https://www.uniprot.org/
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- Summary|E|[H

- Protein View
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814.430
958.350
1000.330
1165.390
1182.440
1191.500
1300.470
1320.400
1348.410
1355.530
1423.520
1426.570
1624.740
2265.110
2544.410
2550.300
2653.390

BIDEZRIC DL T

— 6-1 (P.37~)
Database SwissProt

Enzyme Trypsin/P

Allow up to 2

Taxonomy all

Peptide tol, = 0.2 Da

Mass Values MH*

Monoisotopic/Average Monoisotopic

[2AFRT—/\—]

http:/ /www.matrixscience.com/cgi/master results.pl?file=../data/F981122.dat

[O—AILH—IN—]
http:/ /localhost/mascot/cgi/master results.pl?file=../data/F981122.dat
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Summaryl&|H
Protein View
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— 6-2 (P.37~)

NS Mascot Search Results

User

Emai | :

Search title : Peptide Mass Fingerprint Example

Database : SwissProt 2019_10 (561356 sequences; 201858328 residues)
Timestamp : 9 Jan 2020 at T1:23:

29 GHT o
Top Score : 185 for PML_HUMAN, Protein PML 0S=Homo sapiens 0X=9606 GN=PML Score Hlstogram

RRERICRTIINSERED

Mascot Score Histogram

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

Number of Hits

T T
120 160 200

RERFL DR Y VINVBOARTF
S ETICURRNPYTENT
YN OBICEHT BN RTINET

Concise Protein Summary Report

‘ Farmat As | [ Concise Protein Summary v | Help

Significance threshold p< Max. number of hits

Preferred taxonomy [ All entries

YNV B DR

Re-Search All ‘ ‘ Search Unmatched |

1. PML HUMAR Mass: 97439 Score: 185 Expect: 1.8e-013 Matches: 16

Protein PHL 03=Homo sapiens OX=9608 GM=PML PE=1 SV=3

RECA ROSCS Mass: 37935 Score: 49 Expect: 6.7 Matches: ©

Protein Rech 03=Roseif lexus castenholzii (strain D3M 13941 / HL08) 0X=383372 GN=rec# PE=3 3V=1

IF5L PYRRY Mass: 14588 Score: 47 Expect: 11 Matches: 4

Translation initiation factor 54 03=Pyrobaculum neutrophilum (strain D3M 2338 / JCM 8278 / V24Sta) OX=444157 CGhl=elFbA PE=3 8¥=1
HADD CHLL 2 Mass: 22438 Score: 44 Expect: 20 Matches: 4

Probable nicotinate-nucleotide adeny|vltransferase 0S=Chlorobium limicola (strain DSM 245 / NBRC 103803 / 6330) 0X=290315 GN=radD PE=3 SV=1
RMS10 HORSE — Mass: 23826 Score: 42 Expect: 30 Matches: 4

Iract ive ribonuclease-|ike protein 10 03=Fquus caballus OX=8796 GN=RNASE10 PE=2 Sv=2

MURC 1DILO Mass: 52894 Score: 42 Expect: 39 Matches: 5

UIP-N-zcetvimiranate--1 -alanine |izase 05=Idiemaring loihiensis (strain ATCC BAA-730 / DEM 1549 | 7-TRY 0¥=233947 Gh=murl PF=3 SW=1
T TERTEATE YT AT ASE Do =MyCOaC TET Ta DO T T T Do 7 T ASTEaT T TToT 7 0= TUZ00 =R R TT= =

PHEA MYCTA  Mass: 33612 Score: 34 Expect: 2.5¢+002 Matches: 4
Prephenate dehvdratase 03=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) OX=419947 G=phed PE=3 SV=1

Search Parameters

Type of search : Peptide Mass Fingerprint
Enzyme : Trypsin/l

Mass values : Monoisotopic

Protein Mass : Unrestricted

Peptide Mass Tolerance : * 0.2 Da

eptide Charge State : 1+

Max Missed Cleavages

Number of aueries : 18

” Mascot: http://www.matrixscience.com/ ||
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: Score Histogram — 6-2-3 (P.39~)

Mascot Score Histogray ﬁigiﬁﬁﬂ

abere P is the probability that the obser ﬁ@ﬂﬂﬁ*lj")‘—yéﬁiﬁt:?) I:
re significant (p<0.05). ZAPER/DIVINIBHHZHESH

Protein score is -10*Log(P,
Protein scores greater tha

Number of Hits

T T T T
50 120 160 200 5
Protein Score &

: MASCOT Score  BTEAD | o

|(§ConcisesummaryReport(..!data,f... ‘_| Mo~ - [ dm v S—T{P) v B—TIFs(S) v Y—LO) - @~ 7

ficEd : 52 INOBDEEL 3

s Mascot Search Results

User

Email

Search title

Database i SwissProt 57.15 (515203 sequences; 181334896 residues)

Times tamp : 7 Jun 2010 at 05:08:18 GMT

Top Score : 54 for TOP1_SRALTI, DNA topoisomerase 1 OS=Salmonella typhi GN=topA PE=3 SV=

Il < s5cA0 |35

‘EConcwseEiummaryReport(..!data,’z... ‘_‘ B~ v [ mm oy A=) > E-IFA(8) - Y-ILQ) - @~

il
&

iinvcrs Mascot Search Results

User

Email

Search title

Database : SwissProt 57.15 (515203 sequences; 181334896 residues)
Timestamp : 7 Jun 2010 at 01:40:30 oMT

Top Score : 105 for OPSD HUMAN, Rhodopsin OS=Homo sapiens GN=RHO PE=1 SV=1

M tS Hist
Mascot Score Histogram ascot Score Histogram

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

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

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

Humber of Hits
I
o

Number of Hits
a

| I

Protein Score

T
100

52 56
Protein Score
] ]

N—SEERENELE G O—7L > F57y b | REE—F: Bl G v | mis% |v] |

< |

N—ShERRENELR @Ol 1> hSay b | BEE—F: 8 fa v ®115%
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SummarylBIH : ¥2/\VEDE#Hk — 6-2-6 (P.41~)

1. PMLHMAN  Mass: 97489 Score:|185| Expect: 1.82-013 Matches: 16| ScoreMFEF CREINTVSIV/INIED
Protein PML 0S=Hormo sapiens OX=9606 GN=PML PE=1 Sv=3 REY2VINTH]
RECA ROSCS Mass: 37935 Score: 44 Expect: 6.7 Matches: &
Frotein Rech 05-Roseif lexus castenholzii (strain DSM 13941 / HLO8) (X=383372 GN=rech PE=3 3V=1
[FDA PYRWY Mass: 14588 score: 47 Expect: 11 Matches: 4
Translation initiation factor BA 0S=Pyrobaculum neutrophilum (strain DSM 2338 / JOM 9278 / V243ta) 0X=444157 GN=eIFDA PE=3 SV
MAOD CHLLZ Mass: 22438 Score: 44 Expect: 20 Matches: 4
Probable nicot inate-rucleot ide adenylvltransferase 03=Chlorobium limicola (strain DSM 245 / NBRC 103803 / 6330) 0X=290315 GM=y
FhS10 HORSE Mass: 23926 Score: 47 Expect: 39 Matches: 4
Iract ive ribonuclease-1ike protein 10 03=kaguus cabal lus OX=9796 GW=RMASETD PE=2 5V=2

Accession T—IR—=ADIDNRT I\MIN=) 0% D )T - FULVBEHRDECE SN TLVB [ Protein View ]

Mass FIINOBDEE. T —IR—RZEFHFIN TV IEFERHNSEHE
Score MASCOT Score, InFDFRRITEEREZBZ TS EEERLET,
SWEEEREEEIMEN LIV ILKIYFLTVWBRZEEZRUE T,
ScoreE AEREEEE L EICELEINIE, VY LYY FREOIZBA . REUVET —IR—INSENSLD I
Expect =R DN > TLB3NZEFRITHFHE] BIEEEEZBZ CTLVBEHEN0.05(F JAIVRREDNDHZE) LWUINELRYET,

RERERHE(EILI Significance threshold p<]DIEEEEILE T,
Matches RVFUIE—8
Description 7—9XR—XZFLIK)—DAYT—TICEHIN TS, YV N\NIBEDHKEEICET D15k
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Summary|H|[H]
Protein View

fERDI 7L

BEEYVINOE

HEEOJSA
NRAIRAX

Protein View

— 6-3 (P.42~)

Nis MASCOT Search Results

Protein View: PML_HUMAN

Protein PML OS=Homo sapiens 0X=9606 GN=PML PE=1 SV=3

Database: SwissProt
Score: 185

Expect: 1.8e-013
Monoisotopic mass (M,): 97489
Calculated pI: 5.88
Taxonomy: Homo sapiens

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

Search parameters

Enzyme: Trypsin/P: cuts C-term side of KR.
Mass values searched: 18
Mass values matched: 16

ININ=D)2DDIC8D TS,
A2 INIEBEDAccessionZp 0%
21w DERTTNDIEMR

ANDEBICDWT.YYF U
RIOPFRDIBHRREZHERTETD

Protein sequence coverage: 23%
Matched peptides shown in bold red.

1 MEPRFARSPR POUDPARPUE PTMPPPETPS EGROPSFSPS PTERAFASEE
51 EFQFLRCQOC QARERKCPKLIL PCLHTLCSGC LEASGMQCPI CQAPWELGAD
101 TPALONVEFE SLQRRLSVYR QIVDRQARVCT RCKESARDEWC FECEQLLCAK
151 CFERHOWFLK HEARPLAELR NQSVREFLDG TRKTHNIFCS WENHRTETLT
201 SIYCRGCSKP LCCSCALLDS SHSELKCDIS AEIQQRQEEL DAMTQALQEQ
251 DSAFGRVHAQ MHARVGOLGR ARAETEELIR ERVRQVVAEV
301 VDARYQRDYE EMASRLGRLD AVLORIRIGS ALVQRMECYR EVLDMHG
351 FLRQALCRLR OEEPOSLOAA VRTDGFDEFK VRLQDLSSCI TQGKDAAVSK
401 KASPERASTP RDPIDVDLPE EAERVERQVQ ALGLAELR AVVQSVEGAH
451 PVEVYRFSIK GPSYGEDVSN TTITAQKRKCS QTQCPREVIK MESEEGKEAR
501 LARSSPEQPR PSTSKAVSFF HLDGFPSFRS FVIGSEVFLF NSNHVASGAG
551 EAEERVVVIS 33ED3DAENS SSRELDDSSS ESSDLOLEGF STLRVLDENWL
601 ADPQAEDRPL VEFDLKIDNE TQKISQLAAV NRESHKFRVVI QPERFFSIYS
651 KAVSLEVGLQ HFLSFLSSMR RPILACYKIW GPGLPNFFRR LEDINRLWEF
701 QEAISGFLAAR LPLIRERVPG ASSFXLENLA QTYLARNMSE RSAMARVLAM
751 RDLCRLLEVS PGPQLAQHVY PFSSLQCFAS LQPLVQRAVL PRAREARLLAL
801 ENVSFMELLE RHRRDROGGL KKYSRYLSLQ TTIL ENLQALGIYF
851 EGLLEGPALAR RREGVSTFLA GRGLAERRSQ Q5

2

ARADETERONIZERDICDUVT,
LI TE SIS RSRALR DY XY

Unformatted sequence string: 882 residues {for pasting into other applications).

Sort bv@ residue number (Vincreasing mass ) decreasing mass
Show ® matched peptides only O predicted peptides also
Start — End Observed Mr (expt) Mr(calc) Delta M Peptide
8- 33 2B52.3000 2861.4%27 2681.3777 0.1150 2 R.SPRPOODPARFQEPTMPFPETPSEGR.Q
34 - 44 1152.4400 1181.4327 1181.5677 -0.134% 0 R.OPSPSPSPTER.A
45 - 56 1423.3200 1422.5127 1422.6773 -0.16532 0 R.APASEEEFQFLR.C
1el - 170 1191.5000 1190.4%27 1190.6520 -0,1592 1 K.HEARPLAELR.N
308 - 315 1000.3300 999.3237 999.3967 -0.0740 0 R.DYEEMASR.L
319 - 325 B814.4300 813.4227 813.4708 -0.0481 0 R.LDAVLOR.TI
353 - 372 1624.7400 1623.7327 1623.8692 -0.1365 1 R.LROEEPOSLOAAVR.T
381 - 372 1555.3300 1354.5227 1534.6841 -0.1613 0 R.QEEFQSLOARVRE.T
361 - 382 2350.3000 2349, 2545.2510 0.0417 2 R.OEEPOSLOAAVRTDGFDEFEWR. L
373 - 380 938.3300 937, 937.4080 -0.0633 0 R.TDGEFDEFK.V
451 - 500 1165.3%00 1164, 1164.3081 -0.1253 1 K.MESEEGKEAR.L
504 - 515 1300.4700 1299, 1299.6419 -0.1792 1 R.S3PEQOPRPSTSK.A
516 — 529 1426.5700 1425. 1425.7365 -0.1737 0 K.AVSPPHLDGPPSPR.S
530 - 555 2653.3900 2652. 2652.2780 0.1048 0 R.SPVIGSEVFLPNSNHVASGAGEAEER.V
574 - 594 2265.1100 2264. 2264.0292 0.0735 0 R.ELDDSSSESSDLOLEGPSTLR.V
595 - BlE 2544.4100 2343, 2543.2508 0.1120 1 R.VLDENLADPOAEDRPLVEFDLK.IL

o MAteh 1o Toci oo, Tofo.qroe

T T S
8 . g
- 5
=50
5 6.1 - 5
b . 5 -100
P r - — T T
800 1200 1600 2000 2400 2800 =) 1200 1600 2000 2400 2800
RHS error 90 ppn Hass (Dad  RHS error 90 ppm Hass (Dad
hn] EMI._HUMAN Reviewsd; 882 A2

AC P28580; ESFBR7; F28581; P29592; P209553; Q007557 Q1595%; Q5% QEWURD;

RO Q96541; QOB5PW2; QSBWPT: Q9BIXe; QSBIXT7; Q9BZX3; QOBIZX3; Q9BIYQJ; QSBIYZ;

2~ ~novs




Protein View: Seguence coverage

1
a1
101
151
201
231
301
351
401

451
301

a5l
601
631

751
801
851

701 ¢

MEPAPLRSFER

EFQF LECOQC

SIYCRGCSKP
DSAFGAVHAQ
VDARYQORDYE
FLEQLLCELR

{(RSPEAARSTP
EVEVYLAFSIE
LARSSFEQOFR
EAEEERW
ADPOAEDEFL
KLNVSLEVGLO

7Ts

—

RDLCELLEVS
HNVSFMELLS

Protein sequence coverage:

POODPARPUE

MAFAECBEETLT

el D Dl

E SLORRLSVYR
¥ HEARFPLAELER

LCCSCALLDS
MHALVGOT.GER
EMASELGRLD
QEEPQSLOAR
ROPIDNVDLPE
GPSYGEDVSN
PSTSEAVSPP
SSEDSDAENS
VEFDLKEIDNE
HFLSFL35ME
LPLIREEVPG

PGPQLACHVY

23 %0

Matched peptides shown in bold red.

PTMFFFETPS
PCLHTLCSGC
QIVDROEVCT
NQSVEEFLDG
SHSELECDIS
ARAETEELIER
AVLORIRTGS

=

tl

-
b = I I e B

KTHNIFCS
RETOQROEEL
ERVEQVVAEV

ALVOBRMKCYR

I |
1

i
I

VETDGFDEFE WERLOQDLSSCI

EARRNVEROVO

TTAQKRECS
HLDGFPPSPRS
SSEELDDS55
TOKISQLALWV
BEPILACYKLW
ASSFKLENLA
PFSSLOCFAS
KEYSRYLSLQ

GRGLAERASQ

ALGLAFAQPM
QTOCPREVIE
PVIGSEVFLP
ESSDLULEGE
NRESKFRVWI
GPGLEFNFFRA
QTYLARNMSE
LOPLVQLAVT
ITTLPPROPA

Q5

PTERAFPASEE
COAPWFLGAD
FECEQLLCAK
NENHRTPTLT
DAMTQALQEQ
RAQERELLEA
SDQEVLIMEG
TOGKDALVSK
AVWOSVEGAH
ME SEEGEEAR.
RENHVASGAG
STLEVLDENL
QPEAFFSIYS
LEDINRLWEF
RSAMARVLAM
PEAEARTLAT
FNLOALGTYF

SINIBERICHUTYYFURRTFRM
EDEIICHIZDDD HUICZDEIGIC
DLW TDRBERT

Protein sequence overage :

ERICWITBDVYFARITFREEHDEAES
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Protein View: matched EeEtides

Unformatted sequence string: 882 residues (for pasting into other applications).
Sort by ® residue number ) increasing mass ) decreasing mass
Show ® matched peptides only O predicted peptides also
Start — End Observed Mr(expt) Mr (calc) Delta M Peptide
8 - 33 2882.5000 2881.4927 28B1.3777 0.1150 2 R. SFRPOODPRRPOEFTMPFPPFETPSEGR.Q
34 - 44 1152 .4400 1181.4327 1181.5677 -0.1345% 0 R.QOPSPSPSPFTER.A
45 - 56 1423.5200 1422.5127 1422.6779 -0.1652 0 R.APASEEEFQFLE.C
161 — 170 1191.5000 1190.49%27 1130.8520 -0.15%2 1 EK.HEARPLAELR.N
308 - 315 i000.3300 99%9,3227 999%.3%687 -0.0740 0 R.DYEEMASR.L
315 - 325 514.4300 B13.4227 513.4708 -0.0481 0 R.LDAVLOR.I
359 - 372 1624 .7400 1623.7327 1623.8692 -0.1365 1 ER.LROEEPQSLOAXVE.T
361 - 372 1355.5300 1354.5227 1354.6841 -0.1613 0 R.QOEEPQSLOAXVE.T
36l — 382 2530.3000 254%,.2927 2549.2510 0.0417 2 R.OEEPOSLOAAVETDGFDEFEVE.L
373 - 380 958.3500 957 .3427 957.4080 -0.0653 0 R.TDGFDEFK.V
4%1 - 500 1165.3%00 1164.3827 1164.5081 -0.1253 1 HK.MESEEGEEAR.L
504 - 515 1300.4700 1299%.4627 1299.6419 -0.1792 1 R.SSPEQFREPSTSK.A
516 - 529 1426.5700 1425.5627 1425.7365 -0.1737 0 EK.AVSPPHLDGPPSFR.S
530 - 555 2653.3%00 2652.38B27 2652.2780 0.1048 0 R.SPVIGSEVFLPNSNHVASGAGEAEER.V
574 - 594 2265.1100 2264,1027 2264.0292 0.0735 0 R.ELDDSSSESSDLOLEGESTLR.W
5%5 - 616 2544 .4100 2543.4027 2543.2%08 0.1120 1 R.VLDENLADPOAEDRPILNVFFDLE.T
Ho match to: 1320.4000, 1342.4100

IYFUIERTFRICDUT,
7S JEEREIE (74 IVNERRE)
[CHENRTZU AR ERT

Unformatted

sequence
string

Sort by

Show

Start-End
Observed

Mr(expt)
Mr(calc)

Delta
M

Peptide

INMIN=D20 D00 )y IgdE BchleIE—
LI <BRIR—INFASTEIMTOTSLT
Bz R L WS EICEF

ZRDIVIEZTEE. HERS  BEDFIE/
REIE HLEIRE]

IBGEE EAENTYFURRTFROM# %
ZRNCHRIRIEBIH. VY FULH DTz
B — IR EBINZER

YONIOBERICHITEVI/BHRERS
E—=JUXLT 71D m/z
E—JUXLDENSEHBESNERTFROESE
BEOUDSEtBESNIERTFRDES

Mr(expt) — Mr(calc)

Missed cleavage

[T R BRI EENSBAE T
7N
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Mascot database search = Access Mascet Server = Export search results

. i{fﬁﬁszl'—V‘y |\ . Export search results

_\\_ W
T 9&1:71?% Concise Protein Summary Report Export format [CSV

Significance threshold p<

<

Format As | |Export Search Results | | Help
\ -
.*\J |\ Ij 7 . Significance threshold p< Max. number of hits

N Min. number of sig. unique sequences
*ﬁ/ S 75 /f Preferred taxonomy [All entries - |

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

Max. number of hits

Include sub-set protein hits

B 855 X —— [Format As| DR T e s

[Export Search Results| e pretens et <o

. %ﬁ%@ﬁ E%*R LJE 5 i -“t\‘ - Preferred Taxon om',-" [ All entries
. %‘%7_?\15”0)*%% (COLT rFormat AsJ I_I_\g J E?$ b ij * Deeasionally requires information to be retrizvad from extarnal utilities, which

- Summary|E|[H
- Protein View Search Information

= %§%0)77’f)|/:jj7] Header

Modification deltas

. EEQ y/ fgg Search parameters

Format parameters

S5 s HAD TP TH— Y MO
.ﬁigggg\ 7A ll:l:lljJIE E Eg?RL/\ EE-FG) rEXpOl’t Protein Hit Information
Search Results [Ny &9 & o
77'{”/::'::7]73‘\ 1?3“353- Significance threshold

Expectation value

O = e =
(]

<]

< [ < I < I <

O

<]

(< [ < I <.
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Protein score is -10*Log (7 vWere P is the probability that t
Protein scores greater t @ e significant (p<0.05).

EML HMAW  Mass: 97489 Score 185

Protein PML OS=Homo sapiens Ui ST
RECA ROSCS Mass: 37930 Score: 49 Expect 6.7 Matches: 5
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OPSD_HUMAN OPSD_PHOVI OPSD_MACFA | OPSD_CRIGR

832.662
903.342
1186.439
1403.722
1617.857
1727.916
1743.951
1759.966 B
1788.721
1818.963
2159.143 H
2174.812 O

2256.871 - u |
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OTH»30PSD_HUMAN & ONDOPSD_PHOVI
ass: 38866 Score: 105 Expect: 1.6e-05 Matches: 9 (1111LL0)7“)|/_7°2: L/Tié.’.&b%ﬂ%
I Q0 Homo sapiens GNOREO BESL sV (OPSD_PHOVIIZOPSD_HUMAN®sub-set)

@ Mass: 38947  Score: 45 Expect: 16 Matches: S

---- I OS=Phoca vitulina GN=RHO PE=1 5V=1 | |

N

iisz MO }TSEOS MMass: 39302 _ Zf:orz; issv 1 Expect: 28 Matches: 5 O@OPSD_MACFA&:OPSD_CRISR (3:211'[\
noaopsin =Mus musculus GN=KNno = e 1 —_— —
& Matches: 5 31&&: L/Tﬂ”[t.*ﬁ%o L/b\LJ%B%'EIL_

OPSD SHEEP Mass: 38866 Score: 43 Expect:

Rnodopsin 0S=0vis aries GN=RHO PE=1 5V=2 OPSD_HUMANG)fm[:OPSD_MACFA’(‘)

2.ss: 39036 Score: 88 Expect: 0.00075 Matches: & OPSD_CRIGRh‘\‘ $%l:3“l:a$n-tb\7&
NACUOPEIN OS=Macaca fascicularis GN=RHO PE=2 SV=1 MOV TIE—R /\‘4’/7_2'6\ Egl;%i

LUXS2 LACDB Mass: 17500 Score: 45 Expect: 17 Matches: 4 ——
m— Go— V<70

N

S-ribosylhomocysteine lyase 2 OS=Lactobacillus delbrueckii subsp. bulga
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3. @ ass: 39071 Score: 73 Expect: 0.027 Matches: 7
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OPSD_RABIT Mass: 38968 Score: 56 Expect I 1 v
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Iy = Database Status — 12-1 (P.1067]

B MASCOT Server& (& -Home — Database Status CH<IHMH

N ZT’* Zij};ﬂ,?\y - -ZREIFMEOOTIZRET DIFHRAD!) DX, MASCOT Server £ T

IREERRIGER T —INR—RICEATBIBHRIC DOV TERRINET

.* \y |\ Ij S 7 ° h_. Mascot search status page - O X
.
*ﬁ%ﬁ)ﬁ & @] A tFIUTRELL | 13630/mascot/x-cgi/ms-status.exe 16 o= z
O MASCOT search status page
o — .
B RR/I\NTX—F— e |
L Version: 2.8.0.1 - mskk (UC2H-LHC6-Z3V8-W62R-K3M8) Licence Info
' 12 logical, 1 physical Intel processors (hyper-threading enabled, 6 core). CPUs: 0123456
.%ﬁ%ﬁ 4+ 7891011 available, using: 012345678910 11. [0 searches running]
1
Active databases: 3. Inactive databases: 0. Max databases: 256.
Search Iog,Hmonitor IogHerror log H Error message descriptionsHDo not auto refresh this page
BIEYVINOBE
BEEYV/INDE
Name = PRIDE Contaminants Family = C:/inetpub/mascot/sequence/PRIDE_Contaminants/current /PRIDE_Contaminants
Filerame = PRIDE _Contaminants_20160306.msp Pathname = C:/inetpub/mascot/seauence/PRIDE Cortaminants/currert /PRIDE_C
gta}(us_r‘ = % A 13 02:30:49 X S‘(atéshcs Compression warnines Recompress file
— ate Time = Fri bug searches =
. ’IIQEE jOD 0\\ Mem mapped = M Reauest to mem map = MO Request urmap = N0 Mem locked = NO
E Mumber of threads = 1 Current = YES Twpe = Spectral library
W
jj 1974Z HName = SwissProt Family = C:/inetpub/mascot /sequence/3wi ssProt /cur rent /SwissProt % fasta
Filerame = SwwssProt _2021_02 . fasta Pathname = C:/inetpub/mascot /sequencesSwissP rot /current/SwissProt _2021_02 . fasta
- Database Status Status = In Statistics Unidentified taxonomy Recompress file
ﬁta‘(e Timg = géé Aﬁg 13 g2t30 49 ¢ seargEgs F_QO ; 0 M lodked = MO
= em mapped = equest to mem map = squest urmap = lem locked =
SearCh 1Og HNumber of threads = -1 Current = YES Type = Amino acid
- Configuration Editor
HName = UP5640 H sapiens Family = C:/inetpub/mascot /sequence/UPD640_H_sapiens/current /UPDE40_H_sapiers_*.f
Filerame = UP5B4U _H =sapiens_ 20201007, fasta Pathname = Ci/inetpub/mascot /sequence/UPDE40_H_sapiens/current /UPRE4T | H
Status = Statistics Recompress file
State Time = Fr\ Aug 13 02:30:49 # searches = 0
Mem mapped = YES Reguest to mem map = YES FReaquest urmap = MO Mem locked = KO
Mumber of threads = -1 Current = YES Twpe = Amino acid
] »
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= C:/inetpubs/mascot /sequence/SwissFrot /current /SwissProt % fasta
SwissFrot 2021 07 .fasta Pathrname = C:/inetpub/mascot /sequence/SwissProt Acurrent /SwissProt 2021 07 fasta
Unident ified taxonomy Recompress file

Mame = SwissProt Fami |w

Filename =

Status = In use Statistics

State Time = Fri Aug 13 02:30:49 # searches = 0

Mem mapped = YES Reaquest to mem map = YES Request urmap = NO Mem locked = NO
Mumber of threads = -1 Current = YES Twpe = dmino acid

IC]=E

Name

Family

Filename

Pathname

Status

State Time

Mem mapped

ZhBEH
T—HIR—ZADEFR

MASCOT Serverfl CEELTL\D., T7T1ILD
pathit N T 7AILDZFRIL—ILDIEER

EET_ u\uﬁk+ﬂTL\5fasta774Jb®%ﬂo
T—IN—=ZADIN—=I3ENDMFXT,

WEEESR SN CLW\BfastaE T 7MIVHAEHNNT
L\Spath

FT—HAR—ZADIREDIRR
IHETRINTUL\S Status 328Uz BHEF

T—IR—=ZAMAE) LY TENTZKRET
HdN

Request to
mem map

Request
unmap

Mem locked

Number of
thresholds

Current

Type

MASCOT ServerDE&E CT —INR—RXZEXE
JICNYYE DT T BEEHADERE CHDH

MASCOTD O 7‘5A73“X:EUJ:/\0)7‘J >

T—IR—=ZADAE) EADTYE DT EERE
(lock) g DIRREICTRDTL\BDHEDH
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Search log

B MASCOT Server& &

*Home — Search log CH<EIE
B G IA— Y-
T —IEHR *MASCOT Server C{TD72 I R TDREDOT T,

ENEEZR<SEN CTIHY
BryhJ—7-

RERAE JEBRICHUOBEZ D TAIIY—) TR RIEDZEEAEE
B iRR/INOA—F—

MASCOT search log

=+
. ,Sftl:' || E Version: 2.8.0 - mskk (YRNB-5YZ8-GFBC-TOW9-CYNQ)

Log File: Start at: (-1=end, 1=start) [-1_ | how many: 273in log, 273 after filters. Data dir | GETs?:0

Job# PID dbase User Name Email Ti In start time Durati Status Prio Type Enzyme IP User ID Peak list data file
2 - o ® O (@] O (@] O (o] o @] O O O O (o] o (@]
. [=] J / \ E o
RES 7] R R — | [ i [ O I B
1511 5436 UP2195_D Monitor Test DB 0 MS . Fri Aug 6 11:57:49 2021 1 No email setu 0 MIS Yes 0 test_search.mgf
1510 12840 UP5640_H be . Wed Aug 4 00:00:25 2021 410 User read res 0 MIS  Yes 0 C:¥temp¥mascotsearchtest202)
. ’.IQEE jOD 9“5 { . 1509 14116 UPS5640_H be . Tue Aug 3 23:49:12 2021 415 User read res 0 MIS  Yes 0 C:¥temp¥mascotsearchtest202)
E 1508 2452 UP5640_H be " Tue Aug 3 23:38:02 2021 414 User read res 0 MIS Yes 0 C:¥temp¥mascotsearchtest202)
j] Z 9 7 “ 1507 6932 SwissPro  Monitor Test DB 0 MS - Tue Aug 3 17:05:40 2021 3 No email setu 0 MIS Yes 0 test_search.mgf
1506 9944 SwissPro  takaesu Ly . Wed Jul 14 10:35:59 2021 23 User read res 0 MIS  Yes 19 0 Lysozyme_2p2mJ_1minute.ten|
= Database Status 1505 716 SwissPro iT . Thu Jul 8 02:01:25 2021 17 User read res 0 MIS  Yes 0 C:¥temp¥iTRAQ8plex6data¥fro
1504 18348 SwissPro iT . Thu Jul 8 01:57:29 2021 17 User read res 0 MIS  Yes 0 C:¥temp¥iTRAQ8plexbdata¥fro

- Search log
- Configuration Editor
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B oS TIA—< Y - -Home — Configuration Editor CR<|&E/MH

T — YR *MASCOT Server C{EF T S RBRERE - HAIVA X

BryhD—7-
Y apra

Mascot Configuration
] *ﬁ%/ \ O X—5— Aminc Acids Amino Acid Data
Modifications Modification definitions
BESREmE Symbols Symbols used in chemical formulae
Linkers Linker definitions
— = s~ , 1O Enzymes Enzyme definitions
= HXEQ JINT g Instruments Fragmentation Rules
Quantitation Quantitation Methods
N 'qugj Dg TA y Crosslinking Crosslinking Methods
jj]@?zfz‘ Configuration Options Global Options in mascot.dat
_ Database Status Database Manager Sequence databases, Parse Rules and automated downloads

- Search log
- Configuration Editor




st : Configuration EditorOFIEHE DN T EDSAR

Amino Acids PI/BEODEE,U,J,0 IC AVIFIVERESLH

Modifications Zen. 7 /BROBEDEIL

Symbols TR FDEEICEY HT/ZES (Symbo ) ZNEEZ
SICT2EMm

Linkers 20X D DEEEICEET D Linker

Enzymes HIINDBENORTFRICYIMT S/ —

Instruments HERHEMS2 TSI X U hE—O{ER DR BRI 514D ) —X

Quantitation S INOBDE=RRT

Crosslinking ORI IONRTFRI&ER

Configuration Options  MASCOT Server D743

Database Manager MASCOTCHERUL TS T —FIXR—2
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832.662 = - - -

903.342 = - = .

1186.439 - = =

1403.722 ] -

1617.857 H = .

1727.916 H =

1743.951 14=03.7222:g 159.143,.2D0M l’—o_773“ﬁﬁ73‘|2f7£3“5t
R CENIE, TOPSD_HUMAN | DFREEHFETED

1759.966 k

1788.721

1818.963 u m .

2159.143 ] -

2174.812 -

2256.871 = = .
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MS1 : RTFRDEE(m/z& charge)

BEGIN IONS

TITLE=1: Scan 10 (rt=182.28)

PEPMASS=1403.722 123456
CHARGE=1+

566.70161 445127.71
734.56885 253205.82

. o 1092.2019 445679.33

! 1226.779 1569294.9
Do . 1347.8916 3574730.8
“l e adbont .‘,,:,:ﬁl',f,rx 4'3.'1._:.7_@;' P END TONS

MS2 : JARZNYRU. TDTT X
H¥EDE—0 %8R
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localhost/mascot/search_form_select_windows.htm 16

MATRIX
SCIENCE

RO Access Mascot Server| m

Mascot database search > Access Mascot So

Access Mascot S¢

You can submit searches to this Mas
This is ideal for interactive searches,
parameters, For automated searches|
Mascot Daemeon on a Windows PC ca
searches from Mascot Distiller and my
applications.

Peptide Mass Fingerprint

The experimental data are a list of p
specific enzyme such as trypsin.

Perform search | Example of results

Sequence Query

0One or more peptide mass values as
sequence strings, amino acid compo
super-set of a sequence tag query.

Perform search | Example of results

MS/MS Ions Search
dantification baced on raw MS/MS d

Example of results

@earch form defaults

m Access Mascot Server [EREIELELEECELW N T e v:Tud

Mascot database szarch > Access Mascot Server > MS/MS lons Search

MASCOT MS/MS lons Search @

Your name | | Email | |

D =R TP I B

Search title |

Database(s) |2sequencesT (AA)

@ TS5 EBEIMASCOT Server/\
TIOtR

Taxonomy |All entries
Enzyme | Trypsin A
Quantitation |Nons

i = @ MS/MS Ions Search D
[Perform Search ]

(3 Home -> Access MASCOT Server

modifications

Display all

s O BRRINSA—=TWUIC
ANT—YZIEE

! = [12 [Da | YIS
Peptide charge ’2+—V| @ Start SearCh / \9 Jt\i*ﬁ%ﬁﬂtﬁ

Data file | 77 TLOER | 77 A LDEREN LS TA

Precursor [ |m/z

Data format | Mascot generic v

Instrument |Default v Error tolerant [
Decoy [J Report top [AUTO v | his
————
| Start Search ... ‘ ‘ Reset Fcrm|

©

— 4-2-

MASCOT MS/MS lons Search

(D<Your name
(3)<search title

(4)atabase(s)

SwissProt (AA)

(2)¢ Email

INDAX—=F—[CDVTIPRRSTR

(5)<Taxonomy
(6)<Enzyme
(8)Quantitation
(9)«crosslinking

(10)< Fixed
modifications

(1D¢variable
modifications

(12)¢
Peptide tol.

(15)e
Peptide charge
(17)¢ Data file

(18)pata format

All entries
Trypsin v
MNone

None

--- none selected ---

A

(7)< Allow up to

Display all modifications [J

--- none selected ---

1.2 Da
2+ ~
J7 )L EER

Mascot generic v

(20)Znstrument | Default
(92)« Decoy U
(24)<' start Search ...

#13c|o v

(14)«
MS/MS tol. +

(16)<Monoisotopic

BIRENTLWERA

(19«

Precursor
(21)« Error tolerant

(23)«Target PSM FDR

(25)

2 (P.14~)

Spectral library (SL)
PRIDE_Contaminants

Amino acid (AA)
UP5640_H_sapiens

1 v | missed cleavages

Acetyl (K)

Acetyl (N-term)

Acetyl (Protein N-term)
Amidated (C-term)
Amidated (Protein C-term)
Ammonia-loss (N-term C)
Carbamidomethyl (C)
Carbamidomethyl (N-term)
Carbamyl (K)

Carbamyl (N-term)
Carboxymethyl (C)

0.6 Da

® Average O

m/z

0

' Reset Form
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HECR NI AR BT

1

Your name

Email

Search title

Database

Taxonomy

Enzyme

Allow up to

Quantitation

Crosslinking

J1—t—%

BFAX—)U,1BUlocalhlik Tl&
XEELTERAREE

BNV
BREFENRDT —INR—2R
EVERY A

52 INOBDYMINE—

Enzyme&i(«__jl,\? )iy
BEfEERESNIZEMRZ
RBUEZLUIERTFRZE
ERR T 2N TESD AIE
FCREITCEZHBTISH

YONVBEDESERE

UON—XIIHEREETHS

UleRTF R

MIStRZR/\ T X

10

11

12

13

14

15

16

17

18

Fixed
modifications

Variable
modifications

Peptide tol.*

#13C

MS/MS tol. *

Peptide
charge

Monoisotopic/
Average

Data file

Data format

_g__E’:

8. HEDITRTDFI
B2ICDULWTIsEL W{e‘l;
BENLTE

&8, B8N DI — &
DHRWINY—VDmA%E
ZE

NRTFRDRAfE I
AR SR

EH=I0)

13CEEONRTFROFIE
TSI XNDORAEE
IBRIE DR Z=ERH

[ERIEFERATNZNIE—D
| Z S ICERFERDR N
ZRICEIVHTEHERDIER
TIBOBEEHRZ
Monoisotopic T{TD H\
Average C{TOH

MRqueryERBANT—F

ANT—IDITA—T Yk

19

20

21

20

23

24

25

— 5-3 (P.27~)

Precursor

Instrument

Error tolerant

Decoy

Target PSM
FDR
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MISTRERFESR : Summary — 7-2 (P.48~)

J Proteins (1) Report Builder E

Protein family 1 (out of 1)
per page 1 | Expand all | ‘ Collapse all

| Accession v || contains VH ” Find | | Clear |

w1 OPSD_HUMAN 295 Rhodopsin 0S=Homo sapiens 0X=9606 GN=RHO PE=1 SV=1

Score Mass Matches Sequences

1.1 #OPSD_HUMAN 295 38866 2(2) 2 (2) Rhodopsin 0S=Homo sapiens OX=9606 GN=RHO PE=1 SV-
Protein view
¥ 2 peptide matches (2 non-d__ , , )
Auto- . :
Peptide view
Query Dupes Observed Mr (expt) Mr (calc) Delta M Score Expect Rank U Peptide
el 1403.2000 1402.1927 1402.6576 -0.4649 0 14de6 1.9e-12 P4 U K.NPLGDDEASATVSK.T
A2 2159.2000 2158.1927 2158.1067 0.0860 1 189 5.1le-17 p1 U K.SAAIYNPVIYIMMNEKQFR.N

B INDBIZT A IINIERTFRENZNIC, AAPCHFENTRIIND
- Expect(8FFHE)DN0.05LL TDOAR T FRIIMASCOT CRIE CEREHRLTLL




MISHRZRFEER : Protein View, Peptide View — 7-3 (P.59~

MATRIX

N¥ERE MASCOT Search Results i Mascot Search Results

Protein View: OPSD_HUMAN Peptide View

MS/MS Fragmentation of NPLGDDEASATVSK

Rhodopsm Os=Homo sapiens 0X=9606 GN=RHO PE=1 SV=1 Found in OPSD_HUMAN in SwissProt, Rhodopsin OS=Homo sapiens OX=9606 GN=RHO PE=1 SV=1

Taxonomy:

Homo sapiens

Database: SwissProt Match to Query 1: 1402.192724 from(1403.200000,1+) index(0)

Score: 295 Data file opsdhuman2seq.txt

Monoisotopic mass (M_): 38866

Calculated pI: 6.21 ]

Peptide view :

Query%%’é_:7u w93 ER<,

. — AN EEREDV Y F T %
) TJEE%E\E_[HI:.

Sequence similarity is available as an NCBI BLAST search

)

Protein view : Poverreresci
Protein (DAccession% 10
21092 ER<,

PMFERIUKEIESY V/INVEIC

bis
bis)
bi7)
big)

Search parameters

MS data file:
Enzyme:

opsdr
Trypsin: cuts C-term side of KR unless ne

123eg.THT

Protein sequence coverage: 9%

% of base pealk

Matched peptides shown in bold red. —_ 2 -
AR [T T[T T
= A : . ; ;
200 400 600 800 000 1200 observed
m/z
= @ @, & to 135758 | )
Label all possible matches O Label matches used for scoring ®
Monoisetopic mass of nqutral peptide Mr(cale)> 1402 6576
lons Score- 146 Expect: 1. 83e-12
Matches - 12/7% fragment ions using 12 mest intense pesks Chelp)
. s . * * *
ncreasing mass O decreasing mass i 2 a - = B Y Y &
) predicted peptides also 1| 87.0553| 70.0287| 115.0502| 98.0237| N 14
2| 184.1081| 167.0815| 212.1030| 195.0764| P |1282.6220(1272.5954(13
Query Start - End Observed Mr(expt) Mr (calc) Delta M Score Expect Rank U Peptide
4z 297 - 314 2159.2000 2158.1927 2156.1067 0.0860 1 189 5.le-17 1 U K,SAATYNPVIYTMMNKOFR.N 3| 297.1921| 280.1656| 325.1570| 308.1605| L |1192.5692)1175.5426)12
41 326 - 339 1403.2000 1402 _0.4645 0 146 1.9a-12 1 U K.NPLGDDEASATVSE.T 4| 354.2136| 237.1870| 382.2085| 265.1819| G |1079.4851(1062.4586|11
5| 469.2405| 452.2140| 497.2354| 480.2089| D [1022.4637|1005.4371(10
; 6| 584.2675| 567.2409| 612.2624| S5¢5.2358| D | 907.4387| 890.4102| 9
8 =0 Fe--e-eececceccemcnccccenciceccicccciccncoaes & ° i 7| 713.3101| 696.2835| 741.3050| 724.2784| E | 792.4098| 775.3832| 8
5 g ~100 " """"""""""""""""""""""""" 8| 784.3472| 767.3206( 812.3421| 795.3155| A | 663.3672| 646.3406( 7
< < b |
§ 0EBFoommmoTmTmToToommoom oo oo 5 =200 F-- - - e 9| 871.3792| 854.3527| §99.3741| esz2.3476| S | 592.3301| 575.3035| 6
S 10| 942.4163| s25.3898| 970.4112( 953.3847| A | 505.2980( 488.2715| 5
ST 7T T T T T — T — T T T T T T 1
1500 17% 2000 1500 170 2000 11(1043.4640(1026.4374|1071.4589|1054.4324| T | 434.2609| 417.2344| 4
RHS errot P Mase (Da)  RHS error P Hase (Da) 12(1142.5324(1125.5058|1170.5273(1153.5008| v | 333.2132| 316.1867| 3
13(1229.5644(1212.5372|1257.55941240.5328| 5 | 234.1448| 217.1183( 2
D Reviewsd; 14 K | t47.1128| 130.0883( 1
tegrated into UniProtKB/Swiss-Frot.
gequence version 1. B ettt 2 -

227 1 § T e
= \E o .ea - - R Rt SRR \g :
oE I e e e

GH .

o3 0,01+ T T T T T T T T 0.1 + T T T T T T T T T 1
- 200 400 600 B00 1000 1200 200 400 L) 800 1000 1200
04 Craniata; Vertebrata; Euteleost Mammalia; RIS error O ppo Mass (Da> NS error O ppr Mass (Da)
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