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n. PML HUMAN — Mass: 97489  Score: 185  Expect: 1.8e-013 Matches: 16
Protein PML 05=Homo sapiens OX=8606 GN=PML PE=1 SV=3
RECA ROSCS  Mass: 37935  Score: 48 Expect: 6.7 Matches: 5
Protein Rech 03-Roseif lexus casterholzii (strain DM 13941 / HL08) OX=383372 GN=rech PE=3 8V=1
IF5A PYRMY  Mass: 14588  Score: 47 Exoect: 11 Matches: 4 === ~ °
Translation initiation factor 5A 0S=Pyrobaculum meut rochilum (strain DSM 2338 / JCM 9278 / W245t EEQJ/ \QEODIJ Z I\
MADD CHLL?  Mass: 22438 Score: 44 Expect: 20 Matches: 4
Probable nicotinate-nucleotide adeny |yt ransferase 05=Chlorobium limicola (strain DSM 245 / NBRC 10380
RNST0 HORSE  Mass: 23926 Score: 42 Expect: 89 Matches: 4
Inactive ribonuclease-like protein 10 03=Eouus caballus 0¥=9796 GN=RMASETO PE=2 SY=2
MJRC IDILO  Mass: 52994  Score: 42 Excect: 39 Matches: 5
UDP-N-acety muramate--L-alanine |igase 05=Idiomarira loihiensis (strain ATCC BAA-735 / DSM 15497 / L2-

TROME HI WA Mace- 1 Qenca- A1
Unfarmatted sequence string: 882 residues (for pasting into other applications).
Sort by ® residue number O increasing mass O decreasing mass
Show @ matched peptides only O predicted peptides also
Start — End Observed Mr(expt) Mr (calc) Delta M Peptide
o - o 8 -33 2882.5000 2881.4927 2881.3777 0.1150 2 R.SPRPOUDPARPOEPTMPPPETPSEGR.Q
=1 l_ W %LJF 34 - 44 1182.4400 118B1. 1.5¢ -0.1345% 0 R.QPSPSPSPTER.A
@EQJ/ \og ;7 J = 45 - 56 1423.5200 1422.3 79 -0.1632 0 R.APASEEEFQFLR.C
t —ao)'l‘%ﬁﬁ 61 - 170 1191.5000 1130. L8520 -0.1592 1 K.HEARFLAELR.N
08 - 315 1000.3300 999. L3967 -0.0740 0 R.DYEEMASR.L
319 - 325 814.4300 813. .4708 -0.0481 0 R.LDAVLOR.I
359 - 372 1624.7400 1623.7 L8692 -0.1365 1 R.LROEEPUSLUAMVE.T
361 - 372 1355.5300 1354. .6841 -0.1613 0 R.OEEPOSLOAXVE.T
361 - 382 2550.3000 2549.2927 2549.2510 0.0417 2 R.QEEPOSLOAAVRTDGFDEFEVR. L
373 - 380 958.3500 957.3427 957.4080 -0.0653 0 R.TDGEDEFK.V
491 - 500 1165.3900 1164. L5081 -0.1253 1 K.MESEEGEEAR.L
504 - 515 1300.4700 1299. .6419 -0.1792 1 R.SSPEQPRPSTSK.A
516 - 529 1426.3700 1425.5 L7363 -0.1737 0 K.AVSPPHLDGFFSFR.S
530 - 555 2653.3900 2652.3827 2652.2780 0.1048 0 R.SPVIGSEVFLPNSNHVASGAGEAEER.W
574 - 594 2265.1100 2264.1027 2264.02392 0.0735 0 R.ELDDSSSESEDLOLEGPSTLR.V
595 - elé 2544.4100 2543.4027 23543.2908 0.1120 1 R.VLDENLADPUAEDRPLVFFDLK.I
5 No match to: 1320.4000, 1348.4100
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m PMF (Peptide Mass Fingerprinting)
MS1. RTFRE—ODEHEDEN S5 SOBERE

= Sequence Query
MS1PMS2D E—JIFRICHER WV AA R ZEIML TIRZR
fl) 1234.2 seq(n-AC[DHK]) seq(c-HI)
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(e ol ks O 1373.681 494.28934 8868.6732
-rawT —YZTOI S L 5 1403.722 505.77755 16079.047
1575 444 686.36334 22677.156
' 723.34797 36555.65
BRycT—7- (10e1) — - / ]Zi;-g}j 836.78635 6731.0498
: iz : 955.4842 2890.8536
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- BEH T 71V EWEB e - @ 3 S EFITMASCOT ServerA
TSI TIRE o] searhiite | ) 7Ot
- Daemon Craw7s —%% Database(s) “ Enzyme
BT s (3 Home -> Access MASCOT Server
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[ Filename: [C¥ProgramDala¥ atix Science¥ilas. ¥defallpar  New | Open l e | Save ds |I @ Mascot Daemon _ o X
Al Searches
Edit  Help

User name [<mascot_user_ful_name> User email [xmascot_user_email>

Search tille [dsskname> (cparameters>), submited from Dasmon on docalhost> s | Event Log |Task Editor | Parameter Edriw'
Reporttcp [AUTO hits (3:
Detabases [SwissProt Select Databases Protein mass [ Ysier =

@ [ =] DasmonTestl1

Enzyme  [Typsn

Fx 4‘ B
Select Modfcations T ettt (] Parameter set
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o [Oridaton () erage Peptidecharge [2+and3+ v
Pepidetclx og [0 =] #1C [0 <] [ Datafilelist

Drag and drop data files into the area
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G below or click on Add .. " Startat E1 94 2021 - 15:59 j
I

Taxanomy [Al

Mascot Distiller
ProteoWizard msConvert |

MS/MS lons search [~ Datz format IM scot gen d Instrument [Dofau | s -
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X fosslinking [jop, - .
=l " Follow-up Search priority m
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[ Value .
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12278
1.  Follow-up
T ol receptor spha vriable 262 05-Hormo sapiens OX=
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— 5-1 (P. 19"“)

(3)Search title

(4)Database(s) |SwissProt
UP5640_H_sapiens

(5)« Enzyme

(6)< Allow up to

Trypsin v

1 v | missed cleavages

(D¢ Taxonomy | All entries

(8)¢' Fixed |- none selected -—
modifications [T}
<]
Display all modifications (J
(9 variable [ none selected — |
modifications >
<]
(10)¢ '
Protein mass kDa (11)¢ peptide tol. +

(12Mass values ©MH*+ OM, OM-H-

® Data file| I7AILERIR | #RENTLFEEA
(19)«
O Query

Data input

(15)e
Decoy [J

(16)< start search ... ane

~
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Acetyl (N-term)

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

Carbamyl (N-term)
Carboxymethyl (C)

1.2 Da v

(13)< Monoisotopic © Average O
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et #ﬁ%/\"i%—&—%lﬁﬁl:jm—c
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1 Your name
2  Email

3 Search title
4 Database

5 Enzyme

6 Allow up to
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Fixed
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Variable
20 modifications

d1—H—% Protein mass
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Databases
Taxonomy
Enzyme

Modification

[F&AEDEREILConfiguration Editor
(Home -> configuration Editor) C{TL\E T, ZEXEE @I
[13. MASCOT ServerDARXIVAX(P.112~) | =BT\,

B MASCOT Server& |k

W G TA =Yk
TIRM
WryhT—7-
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 RE LD T 2BEDT — IR — R EBATAE

- AA : Amino Acid : P /BEEAECSI
- NA : Nucleic Acid : ZFEHEC5
ERL TV T —IR—XDEHCHFENILDatabase Manager| T
TF—IR—RITRNI VIS IE - RTFR IR DS
- A——DEUR T —IR—XZEBIRURITNIETRS R0
RS TTr
- 1st FaA/ X [IISwissProt ], »7/Z87@5UP_N_B|
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fEE:%BH : Predefined Database [CDL\T

B SwissProt : AA
http: / /www.expasy.org/sprot/
Uniprot 7—IAXR—ZADHED1 D FVINIBEHEEDH T —IRN—Z, ZFL M) —ICH LT,
BEBE - XA EE - ERR- NP b 3B -t T —IR—IADI VD e FFEINE
T/ T3 VBRI FR T EINTUVET BN TTREIE TS S EITEVWLDICHFEINTLT,
2025F 2T $I578 DT —INE K. mAICENT —IN—AEUVUTHRE T,

B Uniprot : AA — MASCOTF—%AR—XTl& UP_N_B &Rt (NIZES. BIZEWIE)
https:/ /www.uniprot.org/
FE7/T—3 SNz LEE UniprotlCHIZ . BEIN DIFEELDT —IN—ITrEMBL ZH# 7
T —IR—R, TrEMBLD A M SwissProtI CEEREFIIC T M —#1%<, 2025F 28K T
253,206,171 FDT—INE %, SwissProtDHIZLEARELHI D AN —EEMNEL . SwissProtDH T
VYFURBH 2125 A DRODERELICEE T 7272 UUniprotd RTHDI U N —TIIHENZ T EBDD T,
$MEZREL T —IR—RAZERFEUTENICHUTREZNTDIELHIE,

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

NCBI(National Center for Biotechnology Information) CARIN TSIV /INOBT—9XR—XRInr],
lnr]&lEMmon-redundant |DETI N EERICKIFEFCEIID T —INEZ<EHFRINTHY.
TNHERRIVN—BOERER>TVWET . IREIIFEAZHEIHLTVEEA.
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- RRBIDIRFRICDOVT
- SummaryH|[H]

- Protein View

- FEROIF7AIEA
WEEYV/INOE

HEETOUSL:
NAIVARX

FZBIDIRZRIC DL T

[ANF—5] — 6-1 (P.37~)
814.430

e
1000.330 -
1165.390 Database SwissProt

1182.440 Enzvme T 0 /P
1191.500 y rypsin/
1300.470 Allow up to 2

1348.410 -
1355.530 Peptide tol,* 0.2 Da

1423.520 Mass Values MH*

1426.570 . . . .
1624.740 Monoisotopic/Average Monoisotopic
2265.110

2544.410

2550.300

2653.390

[ART—/\—]

http: / /www.matrixscience.com/cgi/master results.pl?file=../data/F981122.dat
[O—AH—N—]

http:/ /localhost/mascot/cgi/master results.pl?file=../data/F981122.dat
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- SummarylH|[H
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MATRIX

S Mascot Search Results

SummarylE[E .. .. |

Peptide Mass Fingerprint Example
: SwissProt 2019_10 (561396 seauences; 201858328 residues)
Timestamo : 9 Jan 2020 at

T1:23:29 GNT
Top Score © 185 for PML_HUNAN, Protein PML 0S=Homo sapiens OX=9606 GN=PML| Score Histogram

Mascot Score Histogram

> ~~
6 - 2 (P . 3 7 ) 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).

B
5
- — H
| RERBRICETINZHRET |
ﬁﬁ%ﬁiwﬁgﬂ’(‘l\ 9)/\"9E®Zj7 Concise Protein Summary Report
£, BUICUZRPYTEINE R E——
SUNVBICET BERARTINET e D

T B | FINVEDER |

1. PMLHUMN  Mass: 97433  Score: 185  Expect: 1.8e-013 Matches: 16

Protein PAL 0S=Homo sapiens 0X=9606 GN-PML PE=1 SV=3

RECAROSCS  Mass: 37935  Sc 49 Expect: 6.7 Matches: §

Protein Rech 0S=Rosef lexus casterholzii (strain DS 13341 / HL.08) 0X=383372 GN=rech PE=S SV=1

IFSAPYRNY  Mass: 14588 Score: 47  Exvect: 11 Matches: 4

Translation ation factor 54 0S=Pyrobaculum neutrophilun (strain DSH 2338 / JON 9278 / V24Sta) OX=444157 GN=elF5A PE=3 SV=1

MDD CHL?  Mass: 22433  Score: 44  Expect: 20 Matches: 4

Probable nicot ide adenylyltransferas limicola (strain DS 245 / NBRC 103803 / 6330) OX=290815 GNenadD PE=3 SV=1

BNST0 HORSE  Mass: 23926 Score: 42 Expect: 39 Matches: 4

Inactive riboruclease~|ike protein 10 0S=Eauus caballus OX=9796 GN=RNASE1D PE=2 SV=2

WEC IDILO  Mass: 52994  Score: 42  Exect: 39 Matches: 5
-alanine | L (strain ATCC RAM-T35 / NSM 15497 /1 9-TR) (X=083942 (el PF=3 SV=1

o

FHEAMICTA  Mass: 33613  Score: 34 Expect: 2.5¢+002 Matches: 4
Prephenate dehydratase 0SMycobacteriun tuberculosis (strain ATCC 25177 / H37Ra) OX=419947 Ghispheh FE=3 SV=1

Search Parameters

Type of search : Peptide Mass Fingerprint
nzy:

e se St
fax Missed Cleavages
luber of averies

H Mascot: http://www.matrixscience.com/ \|




SummaryvE|[H : Score Histogram — 6-2-3 (P.39~)

BROMEENT -V EBAEECSIC
AAPEFOIINIENRHDINESH

Mascot Score Histogra

FIREEHE(E
Protein score is -10*Log(Plhere P is the probability that the obse
Protein scores greater thag 70 dre significant (p<0.05).

Nunber of Hits

0+ T T T T T T T T T
0 40 80 120 160 200
otein Score

148l : MASCOT Score
ks « Y2 INOBDEE

[/ concise summary Report

ummary Report (./data/2.. | BB -0 ® > A0 -7~ v-u)- @~

fitiiic/ Mascot Search Results

SMATRIX)

scizvers Mascot Search Results

: SwissProt 57.15 (515203 sequences; 181334896 residues)
: 7 Jun 2010 at 01:40:30
: 105 for OPSD_HUMN, Rhodopsin OS=Homo sapiens GN-RHO PE=1 SV-1

atabase : SwissProt 57.15 (515203 sequences; 181334896 residues)
imestamp : 7 Jun 2010 at 05:08:18 GMT
: 54 for TOPL_SALTI, DNA topoisome:

rase 1 OS=Salmonella typhi G=toph PE=3 SV=

Mascot Score Histogram
Mascot Score Histogram 8

core s -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 obscrved match is a random cvent. cotein scores greater than 70 are significant (p<0.05),

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

100
Protein Score

2 3 ) a4 ] 52 56
Protein Score.
I~

QuO—7L > NSFy I | REE—K: B9 4 -

~—oHERENELR @ O—7L A 57y b | REE—K: E) G v ®is% -

27 = E*ﬁ% - %E%O)*ﬁEIE
~, e ==
. | -)_
SummaryiEmE : ¥V /INTBD|5Hk — 6-2-6 (P.41~)
1. PMLHUMAN  Mass: 97489  Score: Expect: 1.8e-013 Matches: 15| ScoreMVFF TRREIN TSI V/INIEN
Protein PML 03=Hono sapiens OX=9608 GN-PML PE=1 Sv=3 MREY>VINIH]
RECA ROSCS Mass: 37935 Score: 49 Expect: 6.7 Matches: 5
Protein Rech 05=Roseif lexus castenholzii (strain DM 13941 / HLDS) OX=383372 GN=rech PE=3 SV=1
[FBA PYRNY Mass: 14588 Score: 47 Expect: 11 Matches: 4
Translation initiation factor 54 05=Pvrobaculum neut rophilum (strain DSM 2338 / JOM 9278 / V245ta) 0¥=444157 GN=eIFBA PE=3 3V
WAOD CHLLZ2 Mass: 22433 Score: 44 Expect: 20 Matches: 4
Probable nicot inate-nucleot ide adenyv|vltransferase 05=Chlorobium limicola (strain DSM 245 / NBRC 103803 / 6330) 0X=29031% GN=
RESTO0 HORSE Mass: 23926 Score: 42 Expect: 39 Matches: 4
[ractive ribonuclease-1ike protein 10 05=Equus cabal lus OX=9796 GN=RNASE10 PE=2 3V=2
Accession = T—HIR—RDIDMFTT. \IN—U20%ED)wD — FEULVERMNEEH SN TL S Protein View |
Mass FUNIVEDEE, T—IR—RIZEFIN TV SESIIERN SEHE
Score MASCOT Score. IFDRNIFFAEEEZBA TV\HEERLET,
BWEEEREEEAER LY KKV FLTWS I EERUETD,
Score L RIEEEEZ CECEHSNIZE, SVT LYY FIEORGE RRUT—IR—ZANEENSVD TV
Expect D—MEDM> TN EKRT THIFE]. AEEEFEBZ TL\BEHEN0.05(F IA I NREDIZE) KWINELRYET,
REEEERHE(E|L Significance threshold p<|DIEEEENLE T,
Matches RyFUE—08
28 Description F7—IR—XEILIVRI—DAYT—TICEREHINTVD, YN TBEDEEEICRET 51EHR




M4 MASCOT Search Results

Protein View: PML_HUMAN
Protein PML 0S=Homo sapiens 0X=9606 GN=PML PE=1 SV=3

Protein View

B MASCOT Server& &

o1 c
a : i
) 6 - 3 (P o 4 2 ~ ) Sequence similarity is available as an NCBI BLAST search of PML_HUMAN against nr.

Search parameters

B &S J4—< ke
T —AZHR

Trypsin/P: cuts C-term side of KR.
hed: 18

hed: 15

uence coverage: 23%

BRYrJ—

BREAE

7

B RR/INSA—5—

WS REmE
- RRBIDIRFRICSDOWVT
- SummaryH|[H]

- Protein View

- FEROI7AIVES

BEEYVINVE

B EETOTSL-
HRAIVAX

ININ—)2DDIT2D TS,
F2INOBEDAccessionZfH %
D)W OTBERTINDERT

FINOBIZDWT. YYF U
RIFRDBERREZHRTED

AEADFTERONZERDCDOVT,
LTS SICEHMRESAN DY XY

1151.5000 1150.4927 1150.6520
1000.3300  999.3227  999.3967
814.4300 813.4227 813.4708

1624.7400 1623.7327 1623.8692
1355.5300 1354.5227 1354.6341

1426.5700 1425.5627 1425.7365
2653.3900 2652.3827 2652.2780
2265.1100 2264.1027 2264.0252
2544.4100 2543.4027 2543.2908

3777 0.1150 2 R.SPRPQUDPARPUEPTMPPPETPSEGR.Q

2550.3000 2549.2927 2349.2510
955.3500 957.3427  957.4080
1165.3900 1164.3527 1164.5081
1300.4700 1299.4627 1299.6415

Protein View: Sequence coverage

1
51
101
151
201
251
301
351
401
451
501
551
601
651
701
751
B01
B51

MEPLAFRRSFR
EFQFLRCQQC
TEALDNVFFE
CFERHQWFLK
SIYCRGCSKE
DSAFGAVHRQ
VDRRYQRDYE
FLEQLLCELE
KLSPERRSTE
EVEVYAFSIK
LARSSFEQFR
EAEERVVWIS
ADPOAEDRPL
KREVSLEVGLO
QEATSGFLAR
RDLCRLLEVS
HNVSFMELLS
EGLLEGFRLA

POODFARFOE
QRERAKCPELL
SLORRLSVYR
HEARFLAELR
LCC3CRLLDS
MHAAVGILGR
EMASELGELD
QEEPOSLOAA
RDPIDVLDLPE
GPSYGEDWVSH
PSTSEAVSFP
33EDSDRENS
VFFDLEIDHE
HFLSFLSSMR
LPFLIREEVEG
BGEPOLAQHVY
REHRRDRQGGL
PAEGVSTFLA

Protein sequence coveragei230% |

Matched peptides shown in bold red.

FTMFFFETFS
BCLHTLCEGC
QIVDRQARVCT
NQSVREFLDG
JHSELKCDI3
ARRFTEELIR
AVLORIRTGS
VETDGFDEFE
EAERVEROVD
TTTRQKRECS
HLDGFPSFRS
JSREELDDSES
TOQHISQLLLV
RPILACYKLW
LSS5FELENLAE
PESSLQCFRS
KEKYSRYLSLQ
GRGLAERLSQ

EGROPEPEFPS
LEASGMQCEI
RCHESADFWC
TEKTHNIFCS
AEIQQRQEEL
ERVEOQVVAEV
ALVOBEMECYER
VELQDLS5CT
ALGLRERQEM
QTQCPREVIE
FVIGSEVFLP
EZSDLILEGP
NEESKFEWVI
GPGLEFNFFEL
QTYLARNMSE
LOPLVQRAVL
TTTLFERQER
Qs

FTERAFASEE
CQRFWELGARD
FECEQLLCRE
NENHRTFTLT
DEMTOALOEQ
RAQERELLER
SDQEVLIMEG
TOGKDARVSE
EVWVOSVEGRHE
MESEEGEEAR
RENHVASGAG
STLEVLDENL
QPEAFFSIYS
LEDINRLWEF
RIZMRLVLIM
PELERRLLAL
FNLOALGTYF

FIONVBERICHUTYYFURRTFRN
EDELIICHT=2DH, TICFDEIGIC
DLW THIERZERT

Protein sequence overage :

ERICHTBIVYFRITFREELRDEE

30

-0.1552 1 K.HEARPLAELR.N
-0.0740 0 R.DYEEMASR.L

-0.0481 0 R.LDAVLGR.T

-0.1365 1 R.LRQEEPOSLOAAVR.T

-0.1613 0 R.QEEPQSLOAAVR.T

0.0417 2 R.QEEPOSLOAAVRTDGFDEFKVR. L
-0.0653 0 R.TDGEDEFK.V

-0.1253 1 K.MESEEGREAR.L

-0.1792 1 R.SSPEQPRPSTSK.A

-0.1737 0 K.AVSPPHLDGPPSPR.S

0.1048 0 R.SPVIGSEVELPNSNHVASGAGEAEER.V
0.0735 0 R.ELDDSSSESSDLALEGPSTLR.V.
0.1120 1 R.VLDENLADPQAEDRPLVFFDLK. I




Protein View: matched peptides

gos TEsldles ﬁl : E
Unformatted sequence string: 852 residues (for pasting into other applications).

Sort by ® residue numb?ar Q increlasing mass O decreasing mass Unformatted l\'f/\°—'J 0Dy 73-5t\ EE;UE:' [=—
Show @ matched peptides only O predicted peptides also sequence L/"b3-< @5/\0_)‘73\‘553_353-0 {‘H_’,jolj 7‘5L\_C“
Start — End Observed Mr(expt) Mr(calc) Delta M Peptide string EE@JEE% bj’:\'\i%ﬁ[:ﬁ*u
8- 33 2862.5000 2881.4927 2881.3777  0.1150 2 R.SPRPOUDPARPUEPTMPPPETPSEGR.Q
34 - 44 1162.4400 1 -0.1349 0 R.OPSPSPSPTER.A | N = = =
45 - 56 1423.5200 1 -0.1652 0 R..Z.P:SEEZIQFLR.C Sort by JZFG)‘?EO"IEE?H;E° BEES. ﬁ;(DaE-HIIE/
161 - 170 1191.5000 1 -0.1592 1 K.HEARPLAELR.N [FIE HNEIRAT
308 - 315 1000.3300 -0.0740 0 R.DYEEMASR.L
319 - 325 814.4300 -0.0481 0 R.LDAVLQR.I IBAEEEAMEN VY FUIARTFRO» &
359 - 37 1624.7400 1 -0.1365 . AAVR.T e
1912 1303.5900 3 C0.1613 0 B, OERFOSLOWVRLT Show DARCRTS BN NYFLEN DT
361 - 382 2550.3000 0.0£17 2 R.QEEPQSLOAAVRTDGFDEFKVR. L BRE—OERAIEIHNEER
373 - 380 958.3500 -0.0653 0 R.TDGFDEFK.V
. . i p— <, e - =
A‘:?l - 500 ‘_15?.3900 : -0.1253 1 K.@:EEGKE}:_R..L Start-End @JI\OEQEI;B('f%?:/@%E%%
504 - 515 1300.4700 1 -0.1792 1 R.SSPEQPRPSTSK.A
516 - 529 1426.5700 1 -0.1737 0 K.AVSPPHLDGPPSPR.S °__ Al
530 - 555 2653.3900 0.1048 0 R.SPVIGSEVFLPNSNHVASGAGEAEER.V Observed E=JURRT7AILD m/z
574 - 594 2265.1100 0.0735 0 R.ELDDSSSESSDLOLEGPSTLR.V o — R
595 - 616 2544,4100 0.1120 1 R.VLDENLADPQAEDRPLVEFDLE.I Mr(expt) E—J1R I\G){Eb‘b§+§'¢'ﬂt:/\°7°9:l\0)§§
Fo match to: 1320.4000, 1348.4100 o= .
Mr(calc) BN S ESNIERTFROES

IYFURRTFRICDOWNT., Delta Mr(expt) — Mr(calc)
7/ @ﬁgl“ﬁ (7_:7 #Ib I“EQE) M Missed cleavage

=) S| —_—
[CBNTZIRFERT peotd KTF KRB, B AENBHAHET
ptide =5

31

MATRIX

HEERDODI71IVE S SCIENCE

Access Mascot Server REICTEEEEEE T o] =T

Bl MASCOT Server& (& s 6-4 (P.47""’)

Mascot databzse search = Access Mascot Server > Export ssarch results

. ﬁﬁﬁ\jj—V‘y I\ . Export search results

25
— g . .

T gﬂ}jﬁ& Concise Protein Summary Report B e

Significance threshold p<

—

FDnTlalAsI %on Search Results I ~ Hielg -

A\ —_ Max. number of hits [AUTO |
.;?\ J '\'j 7 . Significance threshold p< Max. number of hits [AUTO

N Min. number of sig. unigue seguences
*ﬁ% ’5 /£ Preferred taxonomy [All entries ~]

Include same-set protein hits
{additional proteins that span [J

. $ﬁ,§%§/ \°5>( _9_ rFormat AsJ a)ig*Rﬂi-t‘-‘ the same set of peptides)

Include sub-set protein hits

rExport Search Results| (acditional proteins that span [0 |

a sub-set of peptides)

Wi EE ZBRLESAT . . T~ S—
= %ﬁ{&”@*ﬁ%':j L \ T rFormat ASJ l‘k@ JE*$ l_l ga- * Occasionally requires infarmztion to be retrieved from extarnal utilities, which

- SummaryH|[H]
- Protein View Search Information

- FEERDI7AIitH Header

Modification deltas

. E/EEQ D/ \()O'gf Search parameters

Format parameters

sy, OD S N }:I:'JJG)? 7,\{}|/72'._7‘y I"("%ﬁ:\ Residue masses [
.jjgz %g{; = II:HjJIEE EJE;RLJ\ EE-FO) rEXport Protein Hit Information
Search Results |9 &g & g
7 7‘{)[/::'::7]73“ ﬁtni? Significance threshold

Expectation value
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BEESYVINVE

W EESOYS A
NRIRAZ

EEYINOE

"MASCOT WRFRIER T, EAMICIF 17848, — 8 (P.71~)
EEEEEZBA D AT ER DY VINIVENREY VINOE

FRUERTIDY VINOBEDORWVITER
PMFY 2V INVBREDXESD
AAT—IDRE

BCHUM ST O ERIEETR

NWFJERD7 . EIERAEE, HifFHE
AZ—0 /217 RTFR.IVINIBEDT I —T1E

B MASCOT Server&|&

B e J4—< ke
T —ZHR

LSV
RFRITE

B RR/N\SA—5—
WS RE

WEEYVINVE

-IVINVBERIEDFESD

- AT DAE

- ERFIN\ SRS NS IERE—2

- RYF T ERTT, EIEEEE,
HAfFE

- A= )T TRTIFR,
FIINDEDT I —T1E

B EETOI3 0
HRAIVAX

PMFYVINDBRIEDZFES) —81@.71~)

B PMFTIXTEORRTEANICT1EEDY VN IBHREINS

BANT =P IE—IERERE Y Y T T8 D 2 B FE T:E R - AR A
INs

W 207 CI3EREERAMED VY F U IEGVETHEUZHIET.
BLEELIIYFLTVS

B RFRFRZE CICRAEEEENSE NS AI7HEEEEEZ
HBATZRY VINOBZRIEE AT (SHEEILI5%)

B YN OBEETYIPEINTVWBRTFRIBRICTDFRELU TRERE
FRULRITNIER S8

B (RBRTEDT —IR—ZADER | ERERICAI<HET S,
- TEREHIDRWNY VNI B Y F UL ]
- [F=AIR—ZANKETTBERELICSLSLY]




AT =Y DRE

B MASCOT Server& (&
. 8-2 (P.71~)

B 5 J4—< k-

LR ANT YT THRE

AN
PRI 1BREE

S BEICHTBRBETATFROE—IE/EL /A X%
RINTX AYRUEEDEANT—9EL TSRS

BR B 2EREE -

BEY /(O intensitylFHRANE—V U RMTEENTL\ SBF, MASCOT Server
AR TOUSLICENT ANT =9 SHERBRICE S\ T10BEH0D
e . A Y IEYEANT—IEMERL, ENTNOY Ty MU TER
- E—DeDRYFIIETO>TRORAATHEAOTE T vh %

e RIS
- A==/ TNRTFE,
SINTEDT I —T1E

« MASCOT Server JO7 S AIF2EXIEE DUIEZITOEN
B S T055 - TTFIN., B<ETL1EBEBEORNEE L TE—oH#EN
HRZITAR TONTVWBRZEZRIRTY

EEHIMSITOIEREE—D — 8-3 (P.72~)

BRREFICIEBEL T —AIR—RICEFRINTLDIYV/NIBT1D1 DI/ LT,
B S JA—< v INSA—H—HEECBR/NRTFREFERUEFDEEEZHE
T I

B MASCOT Server& &

>ep | A0AOCAOHZT | TRGYS_HUMEN T cell receptor samma variable §
MLLALALL LAFLPPASOKSINLEGRTSYTRPTGSSAY T TCOLPYENAYY THHYLHOEGKAPTRL

. ;?\ W I\ J— 7 . L YDSYNSRVYLESG T SREKYHT YASTGRELIF ILENL IERDSGYYCATHOR
P
REE ‘\
2-18 1778.1070 0 LLALALLLAFLPPASQK
o— 2-28 2521.4632 1 LLALALLLAFLPPASQKSSNLEGR
[ | *ﬁ?ﬁi/ Vo X _9_ 2-27 2750.6058 2 LLALALLLATLEPASQRSSNLEGRTK
19 - 25 761.3668
19 - 27 990.5094 1
.“f‘i%@E 19 - 31 1433.7587 E 9//\950)
(=] 26 - 27 247.1532 o .
26 - 31 690.4024 1 FIE rﬁ/\ 709: l\ t— th‘J I\EVFEE
26 - 60 3886.9312 TRSYTRPTOSSAVITCUTPVENAVT TIWT T
— o 28 - 31 461.2598 0 svIR
. EE@ y/ \gg 28 - 60 3657.7886 1 SVTRPTGSSAVITCDLPVENAVYTHWYLHQEGK
~ © === 28 - 64 4110.0382 2 SVTRPTGSSAVITCDLPVENAVYTHWYLHQEGK
- 9//}\7%@/;&@%&&) 32 - 60 3214.5394 [ PTGSSAVITCDLPVENAVYTHWYLHQEGK
- AT DI 32 - 64 3666.7889 1 PTGSSAVITCDLPVENAVYTHWYLHQEGKAPQR
-~ EE?UD\BE-I-ﬁL\—né}Egﬁ{EE’_Q 32-74 4941.3821 2 PTGSSAVITCDLPVENAVYTHWYLHQEGKAPQF
e = 5 61 - 6t 470.2601 0 APQR
-NYFITERTY | AEEAEE, 61 - 74 1744.8533
HifHE 61 - 83 2685.3875 .
S A= /UTPRIFR 65 - 74 1292.6037 "
R 3 o 65 - 83 2233.1379 1
9//\7%0)7“/*7'ﬂ: 65 - 85 2490.2755
75 - 83 958.5447 o
75 - 85 1215.68 06
faras s — . 75 - 94 2224.1
. Efij Dg jL\ 84 - 85 275.1481 o
jjxgv,rz“ 84 - 94 1283.6146 02
84 - 97 1611.8257
86 - 94 1026.4771 o = o




B MASCOT Server& &

B S TIA—< Yk
T —ZHR

BxvrJ—7-
RFRITE

B iRR/INSA—5—

WS RIEm
BREYVINVE

-IVINVBEREDFEESD
- AT D=
- BRSNS ETEE NS EH/E—D
- YYF T ERTT, EIEEEE,
HAfHE
- A=—J[ITTPRTFE,
SV INBEDT I —T1E

B EETOI3 0
HRAIVAX

NWF DU ERD7 . FEEEE, BifFE

Mascot Score Histogram

— 8-4 (P.73~)
Protein score is -10*Log (@ vWere P is the probability that tl
Protein scores greater thf @ e significant (p<0.05).

PM. HMAN — Mass: 97489
Protein PML 05=Homo sapiens UNMaasei=r T

RECA ROSCS  Mass: 37935 Score: 49 Expect: 6.7 Matches: 5
Protein Rech 05=Raseif lexus castenholzii (strain DSM 13341 / HLOB) 0X=383372

Nunber of Hits

237 ()

FRIZRI NIV EBERHRANRY h)b&:@?‘ya’-yd‘f&éb\’éib\ ZA7HBWVEEMRARINVARLYYF,
FRHARIRIVEBRBARINVDIYF VIR VI LBRERTHDIEREZProE URIBEE. A7 (&
-10Log,,(Pro) &R I CENTEET,

FEEE(E(St)

REBICHEINIREEE, AEEELIIEHEEIS%EMmIZ T mIMETRIN, EICREREER>IZT—F
RNR=2DI V) —HZE[CEH AOAT7IUDOHKBRCERAEEEBEBARVRYZDYVINIENEE
INREIFHFRUEE A

HA%FE (Expect)
BREWEDT—IR—RBIC BARDS VI LIYYFETEIENRBFTIND I VINIBDOE, BHFED
0.05&YINEVRFRIEELE T,
A7 ERIEEHEME, HiFEDRR ey
Expect = 0.05 + 10 &Y

B MASCOT Server& &

B S TA—< k-
T—HLHR

BRYrJ—0-
RZREAE

B BR/INSA—5—
BiEREm
WEEYVINOE

-IVINVBREDFEESD

- AT DFE

- BAD SETE SN B RE—2

- RYF T ERDT . BIEEHE(E.
HATFE

- A=Y/ ITTPRIFR,
FIINOBEDT IV—TE

B EETO0U34:
HRAITARX

A=—5/ITPRIFR. IVINIEDT I —F 1t

— 8-5 (P.74~)

- FESIDSY VINVBITERT D

-SRI VINOBORDENNEZ DI,
HIBFUIC<VY/ TERL BFEZL)

*MASCOTOHRTIFEEMI VN OBEED LS ICUIELT
WA RASARLBETERIBUE T
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HERAA : 49V INVBORTFRU T PR EFERER 1

|| | |

832.662
903.342
1186.439
1403.722
1617.857
1727.916
1743.951
1759.966
1788.721
1818.963
2159.143 |
2174.812

2256.871 |

OPSD_CRIGR

TOPSD_HUMAN |DEZ TN BREHIDY 2V INOBN
MASCOTDHR TENKIICLUR—FENZIH 7 - R

40

R : 49V INVBEDARTFRI I PN EFEREIm 2

OPSD_HUMAN ass: 38866
S — OS=Homo sapiens GN=RHO PE=1 SV=1
Mass: 38947
TemmpePl OS=Phoca vitulina GN=RHO PE=1 S5V=1
OPSD MOUSE Mass: 33002
Rhodopsin 0S=Mus musculus GN=Rho PE=1 SV=1
OPSD_SHEEP Mass: 38866
Rhodopsin 0S=0vis aries GN=RHO PE=1 5V=2

Score: 105

Score: 45

Score: 43

Score: 43

LUXS2_ LACDB Mass: 17500 Score: 45

Score: 73

@ ass: 39071

o OS=Cricetulus griseus GN=RHO PE=1 5V=1
OPSD_CANFA Mass: 38936 Expect
Rhodopsin OS=Canis familiaris GN=RHO PE=1 5V=1

Score: 56

OPSD FELCA Mass: 338023 Score: 56 Expect
Rhodopsin OS=Felis catus GN=RHO PE=1 SV=1
OPSD RABIT Mass: 38968 Score: 56 Expect

Rhodopsin 0S=Oryctolagus cuniculus GN=RHO PE=1 SWV:
OPSD_SMICR Mass: 33037

Score: 56

Expect:
Expect:
Expect:

Expect:

2-ss: 39036 Score: 88 Expect:
RNodaoprs N OS=Macaca fascicularis GN=RHO PE=2 SV=1

Expect: 17 Matches: 4
S-ribosylhomocysteine lyase 2 OS=Lactobacillus delbrueckii subsp. bulga

Expect: 0.027 Matches: 7

1.6e-05 Matches: 9

16 Matches: S

OT&H30PSD_HUMAN & OMDOPSD_PHOVI
FIRIDTI—TELTEEHOSNDS
(OPSD_PHOVIIZOPSD HUMAN®sub-set)

28 Matches: 5

28 Matches: 5

0.00075 Matches: 8

OMOPSD_MACFA&OPSD_CRISR &2,
&L THlICERE . UNUEREIC
OPSD_HUMAN®D{t[COPSD_MACFAX®>
OPSD_CRIGRM)
MOV TIET—R INMT—X T HEFXLHE
VE<iaLy
X TRIOE—IDHANS VY LY F T B AREMEIEEE T

FHYICHICEENTLE

Nunber of Hits

10

0
50 7

et [score

Expect: 1.2 Matches: &

XA DIzHICIE?

MALDIDBIEETRA VhERD
RTIFREZRUELTMS2T—%%
AIEL CTMISZIT 272 RAIHDS
23y hH IR EMISKRZRZE £
TEINENDD




A C BEETOUSL-NRAIRAX ~ 121 @1067)

B MASCOT Server&|&k

W ST A~ *MASCOTTERL T\ ST —IR—X  RRERREZ
T — BIEYTIENTTIEENHDYERT
By T— ‘MASCOTCfERU TV S RBIEEZNRIVAIXTHEN
SV A ==
P Eyabn TTXT

B RR/INSA—5—

WEREE Database Status

BEEYV/INOE

W EETOITS L
HRAINAX

Search log

Configuration Editor

/| Database Status — 12-1 (P.106~)
B MASCOT Servere &

‘Home — Database Status CRI<EHE

- ﬁrﬁ;%;?\y I~ -SBEMEDOYICEAT BIBEMAD') 7%, MASCOT Server £ T
REEAARRT —IR—XICEHT BBRICOVTRRIINET

.;LfQ‘V |\ j 7 = {i.. Mascot search status page = O X

*ﬁ%ﬁii (@] A tFIUFRELL | 13630/mascot/x-cgi/ms-status.exe Y6 = @

MASCOT search status page
W IRR/\NSA—H—

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
78910 11 available, using: 01 234567891011 . [0 searches running]

Active databases: 3. Inactive databases: 0. Max databases: 256.

+\7 70O 4

WS REm

HSearch log Hmonitor log Herror IOQHEerr message descriptionsuDo not auto refresh this p_aggH

BEEYV/INOE

Nane = BRIDE Contaminants _ Family = C:/inetpub/nascot /seauence/PRIDE Contaminants/current /PRIDE _Contamirants
Filenane = PRIDE Contaninants_20160906.msp Pathnane = C:/inet pub/iascot /seaience/PRICE Contaminants/cur rent /PRICE_C
Mtz . , Satistics  Canoression waminss Recomress file
,‘-'_q o) 7\\_ ate lime i ri Aug N H s@arc es = B B
. e mapeed = N0 Reauest to men map = N Reauest uwap = N0 Men locked = NO
[ Eigj O34 Narber of threads = 1 Current = YES Type = Spectral |ibrary
o
jj 19?/{X Nane = SuissProt Fanily = C:/inetpub/nascot /seavence/SwissProt/current /SuissProt ¥, fas
Fllerae - Soissprot 0707 Fasta e brme s L S b ettt o eP ot 3007 02, Fasta
- Database Status Status. = In Statistice Unidentified taxonomy Recompress file
State Tine - Eés‘ Agg 13 00,3049 § searches - U o e oo < 1
- - o jem mapped = equest to mem map ecuest unmap fen locked =
Search log Norber of threads = -1  Current = YES Tope = Amino aci
- Configuration Editor
Neme = PS80 H sapiens  Fa = i /inetpub/mascot /seauence/UP5640_H_sap iens/cur rent \UPS640_H_sap ers*. f

mi
Filename UP5840 |_H_sapiens 20201007, fasta Pathnang = Ci/inet pub/mascot/ssauence/UP5640_H_sar iens/current UPS640_H_
Status = In atistics Recompress file
State Time = Fri Aug 13 02:30:49 §f searches = 0
Mem mapped = YES Reauest to mem map = YES Recuest unmap = N0 Mem locked = NO
Nurber of threads = -1 Current = YES Type = Amino acid

4 >




WESA : T —IR—RADTRTHNE

Hame = Fam = Cidinetpub/mascot /seauence/SwissP rot /ourrent /3wi s=Frot % 1

Filename = SwwssProt _2021_02.fasta Pathname = 0:/inetpub/mascot /seauence/Sw i ssProt /current /Swi ssProt 2021 _02 fasta
Status = In Statistics Unidentified taxonomy Recompress file

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

Mem mapped = YES Reauest to mem map = YES Reouest unmap = MO Mem locked = MO

Mumber of threads = -1 Current = YES Twpe = fmino acid

= o Request to MASCOT ServerDERE CTT —INR—RZEXE
HEETO TIN—ADER mem map DIZRvE DI TDEERHDRECHDN
MASCOT Serverfll CEEUL TS, 7L  Request MASCOTD OIS LMAE) EADTVEY

LErm pathib 1T 71 L DZERIL—ILDIER unmap SERSRT Bha%E FURRETHZH
RESER I N T\ B fasta I 71 ILDEFR, F—IR—ZADXEY EADYYED T EEE

Filename F—HR—ZDN—IIVEDHUET, Mem locked 1o 3 BREICHSTLBNESH
RERH SN T\ Bfastal TP MIVAEHNT RFRICERARTRER I P DERE  BH , Bl
Pathname WBpath pamber Of  REEEBERTSRECHIFERT-1IE

EN

Status F—=IR—ZADIREDIKR BEF—IN—ZBED TP ILANE U< 525
Current TS H

State Ti RERINTL\S Status ZERH LB
ate Time e = i L LAl Type EL5IDFEFEN Amino Acidh Nucleic Acidh

T=IR—ZAMREY LICY TENRET
Mem mapped 52

43

— 12-2 (P.111~)

Search log

B MASCOT Server& &

‘Home — Search log CHI<EHE
B ST A=Yk
TR *MASCOT Server C{TD/2 I AN TOREDOT ZFHE.

EREmERA<ENTEERTY
WxvhT—7-

BERTE BRRICHUBZ R T II— T RRSE B EETHE
W R/ S A—F—

MASCOT search log
. %{%%EE Version: 2.8.0 - mskk (YRNB-5YZ8-GFBC-TOW-CYNQ)
Sot/fitr | Log File: [_iogsissarchesiog | Start at: (-1=end, 1=start) i | how many: [0 | 273 in log, 273 after filters. Data dir GETs?:0)
Job#  PID dbase  User Name Email Ti  In  starttime Durati Status Prio Type EnzymeIP UserID Peak list data file
e e 5 ® o o o o o o o o o o o o o o o
. |E_| L—Eg > / \ 7%’ 0
— L I I J L [— N | |
1511 5436 UP2195_D Monitor Test DB O MS .  FriAug611:57:492021 1 Noemailsetu 0 MIS Yes 0 test_search.maf
1510 12840  UPS640_H be .  WedAug400:00:252021 410  Userreadres 0  MIS Yes 0 C:¥temp¥mascotsearchtest202
. ,':A:EE 7°D 7“5 A . 1509 14116 UPS640_H be .  TueAug323:49:122021 415  User read res 0 MIS  Yes 0 C:¥temp¥mascotsearchtest202
= 1508 2452 UPS640_H be .  TueAug323:38:022021 414  Userreadres 0  MIS Yes 0 C:¥temp¥mascotsearchtest202
j] 2 9 < ,r R“ 1507 6932 SwissPro Monitor Test DB O MS .  TueAug317:05:402021 3 Noemailsetu 0 MIS Yes 0 test_search.maf
1506 9944  SwissPro takaesu ly . Wedul1410:35:59 2021 23 Userreadres 0 MIS Yes 19 0 Lysozyme_2p2m)_1minute.ten
- Database Status 1505 716 SwissPro T . Thulul802:01:252021 17 Userreadres 0 MIS  Yes 0 C:¥temp¥iTRAQSplex6data¥fra
1504 18348  SwissPro T . Thulul801:57:292021 17 Userreadres 0 MIS Yes 0 Ci¥temp¥iTRAQBplex6data¥fro

- Search log
- Configuration Editor




Configuration Editor — 13 (P.113~)
B MASCOT Server& (&

‘Home — Configuration Editor CH<EE

B &S J4A—< ke

_\\_ m: - S\
T IRR "MASCOT Server CfEH Y S ZRBEERE - NAIVAX
BryhJ—2-
RERGE - -
Mascot Configuration
[ | *ﬁ?ﬁi/ \OX—5— Amino Acids Amino Acid Data
Madifications Maodification definitions
.%ﬁ%@@ Symbols Symbols used in chemical formulae
Linkers Linker definitions
— == o~ O Enzymes Enzyme definitions
u HEQ “ I\ Qg Instruments Fragmentation Rules
. Quantitation Quantitation Methods
. o
[ ] 'Eazigj Dg le‘ Crosslinking Crosslinking Methods
HRAISAR Configuration Options Global Optiens in mascot.dat
- Database Status Database Manager Sequence databases, Parse Rules and automated downloads

- Search log
- Configuration Editor

#EEMHA : Configuration EditorDFEBHEDNTEDAS

Amino Acids TI/BOEE.U,J,0 IC AVIFIVEREEH

Modifications E8h, P/ BOBENEL

Symbols %ﬁggg&%ﬁt:ﬁu VY T/zEES(Symbol) L ZNEEE
Linkers 0V DDERFEIEHET BLinker

Enzymes SIINTBHONRTFRICUMTH/NI—2

Instruments HEERAVEMS2 T ST X ME—I{ER DR BRI 2174 )—X
Quantitation YU INOBDEESRNT

Crosslinking ORIV IIRTFRIEER

Configuration Options ~ MASCOT Server DA 3>

Database Manager MASCOTTfERL TS T —IR—2X
46
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MISZZERELU T, IRTFRZREIVIVINOBZRET D
|| | |

832.662 -

903.342 m = - .

1186.439 m - -

1403.722 m -

1617.857 m - .

1727.916 m -

1743.951 1403.722&2159.143, 2DDE—IDENHFET &
fEER TS NIE, TOPSD_HUMAN IDFELRETE D

1759.966 £

1788.721

1818.963 m = .

2159.143 m =

2174.812 -

2256.871 m - .
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MIST —%HERK

MS1 : RTFRDEE(m/zEcharge)

e

: o
.
.
ey
3e43 .
w! o0
K

° °
°
L
%S o *0® o‘L
ﬂ\m."‘hﬂ'Qm.’H [ fg i) o

o 20

%0 600 0 1000 1200 1400

MS2 : JAXZEHYEUL. TTIT AU

HRDOE—U%:ER

— 3-1-2 (P.8~)

BEGIN IONS
TITLE=1: Scan 10 (rt=182.28)

PEPMASS=1403.722 123456
CHARGE=1+

566.70161 445127.71
734.56885 253205.82
1092.2019 445679.33
1226.779
1347.8916
END IONS

1569294.9
3574730.8
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@earch form defaults

MISIRZR VA

INTA—=F—[ZDVWTIFTRRSAR

@ | JR—

we o] » TN

MATRIX

SCIENCE

Access Mascot S

You can submit searches to this Mas
This is ideal for interactive searches,|
parameters. For automated searche:
Mascot Daemon on a Windows PC caj
searches from Mascot Distiller and m
applications

Peptide Mass Fingerprint|
The experimental data are a s of p
specifc enzyme such as trypsin

Perform search | Example of results

Sequence Query

One 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
ed on raw MS/MS df

Example of results

Save your preferred default settings

Mascot database saarch > Access Mascot

rver > MS/MS Tons Search

MASCOT MS/MS lons Search @

Your name

st D E—HIURN TPV ERE
@ TSI %ERIEMASCOT ServerA
IO

(3 Home -> Access MASCOT Server

Taxonomy [All entries

Enzyme |Trypsin

Quantitation [ None

@ TMS/MS Ions Search D
[Perform Search]

Crosslinking [None

Fixed [ none selected
modifications

v (B BRFRINTA—FATNT
ogiiztate (cnonessnced | A ) FE—R) e RE

reeeror: 1200 (0) Start Search WY CHRZREAIA

Peptide charge [2+

I7 A

Data file | 77 1)L

Data format [Mascot generic Precursor m/z

Instrument |Default v Error tolerant (]
Decoy [ Report top [AUTO v| hits

Reset Form

MATRIX
SCIENCE

ELLEN Access Mascot Server

Help Support« Training/ Monthly newsletter About

Access Mascot Server > MS/MS Ions Search

MASCOT MS/MS lons Search
(1) vourname [kaess ] (@ait |

(3) searcn titte [search test 01 20250301

(4) Database(s) |SwissProt (AA) UP5640_H_sapiens -
> UP589_M_musculus
=] UP625_E_coli_K12
J UP9136_B_taurus
Nucleic acid (NA)
Human_EST
Spectral library (SL)
NIST_BSA_lonTrap
PRIDE_Contaminants
PRIDE_E coli
(5] Taxonomy [All entries v
(6) Enzyme [Trypsin/P v (7) Atlow up to [1 v missed cleavages
8) itation [None v
C linki None v
©) ‘
Fixed [ none selected — = 1TFA (C-term)

10) modifications — ‘2PropGlyGIy (K)
53 |2TFA (C-term)
|6C-CysPAT (C)
6C-CysPAT (N-term)

O pisplay all modifications Acetyl (C)
(11) JE—— . o Acetyl (K)
Variable - none selected -— > Acetyl (N-term)
modifications = Acetyl (Protein N-term)
=] Acetyl (S)
Alexa488 (Q) D
12) -
Error tolerant () Automatic second pass search of selected modification classes
13) (14) (15)
Peptide tol. + 12 [Da_v]| #13c[0v] Ms/mMStol + 06 Da v
17) Dataflle [ J7 ()L &R | ERENTLELA
Data format |Mascot generic v
18)  instrument [Defaut v
19) rarget For [1% v

Machine learning & Refine results with machine learning (Percolator)

(20) (21)

Use features calculated by Mascot

(22) DeepLC model for retention times. [full_hc_unmod_fixed_mods ~
(23) MS2PIP model for spectral similarity  [CID v
Reset Form

(24)
i

— 4-2-2 (P.14~)




- ' RBINTA—S g o B2

Il MASCOT Server& |k
MATRIX e |
W B%AE SCIENCE L N

N, W > Access Mascot Server > MS/MS Ions Search
W &S 74—~ vk
= i Tﬁ;
7 gﬂ =

MASCOT MS/MS lons Search

BRZFR/INTA—5— (1) vourname famasss ] @) gman[
- *ﬁ% INSAX—H— —%‘—' (3) search titte search test 01 20250301 ]

- HRAIVA X BEERIEH (4) (AR) R UP5640_H_sapiens -
- F—HIR—=2 i}

UP589_M_musculus
UP625_E_coli_K12
UP9136_B_taurus
Nucleic acid (NA)
Human_EST
Spectral library (SL)
NIST_BSA_lonTrap

WiEREE

PRIDE_Contaminants

PRIDE_E coli
o —p W == &
. N j 9: |\ lE‘IKE (5) Taxonomy |All entries v —— Sopem
. o (6)  Enzyme (7) Atlow up to [T+ missed cleavages
B YVNVERE (8) Quantitation (1 2o lerant T Avomatc scond pssserch ofsleed modieaion clsses
(9) Crosslinking |None v (14) (15)
B MIS ®ZRDFA T3 10pmeais Etxed |- nono solected — B e ~| |(13)eptide tol. + [i2 ba v| =13 MS/MS tol. £ [06
modifications
) " gfé;g;m'c)) (16) Dpatafile [ J71)Lz&R |®RENTVERA
HEETO0JS A S Lo (17) pata format
- Display all modifications
HRAIYA X e Acetyl (K) (18) 1nstrument [Defaut v
11 Vvariable |- none selected — 2 Acetyl (N-term)
)quiﬁcatipns Acetyl (Protein N-term) (19) Target FDR |1% v
- )chhjng learning Refine results with machine learning (Percolator)

Use features calculated by Mascot

(2 1) DeepLC model for retention times [full_hc_unmod_fixed_mods v
(22) MS2PIP model for spectral similarity CID v
3) 4

B . RFRINSA—F—KIEBIZCDU\T
DTN O R E T

B8 HRDITRTDF/ S fp & (ofE
1 Your name d—H—% Fixed ol FEEEAE L RS FDRIE (qfE).
10 hodifications IJDL\'C? U= Welggéb\ Target FDR BEHE(IDefaltlETHD1%
. EFAX—J)b,{BUlocallR Tl sam = i
| e XEEUTHAIZHEARE |, Variable 585, RO/t~ E Mechine | eeEheen e
modifications DHRVW/NY—UDOmAEER 20 learning (Percolatort A1
3 Search title BRIV MS2Rescore D3EH)

12 Error tolerant HAR 2 BX PR R DENE

sgzroxmEcmsso 2 Deplomoe ERTUURARE So

S e e I | wlde L3CEEBRIFROMIE 22 MS2PIP model %Erz—tﬁ_g?l\lg()ff)j)&g
IR

= DAL BRRHRDT —IN—2 13  Peptide tol.*

6  Enzyme FVINDEDYIMTINEG—2 T2 X DR BIEE EERIE
15 MS/MS tol. £ e e

Enzymes¥R(c DU\ T, I8 23  Start Search REROFERE

7 Alowupto BEPICBRESNEERE PERFEATIRN D
S Bk BN 15 Peptide charge U NIERIFHRNEVIHAIC —

PRSCRAETRERETS HYUTSEEOWE 24 Reset Form Ry TR
8  Quantitation YUNVEDEESTE 16 Data file RARqueryEBRBANT
0 Crominang VYISKEEEETHE 17 Duamat  ANF-5074-Toh FELLF AU R

— R CERAA

BRI ST A IMEREITD
AV -ZADEHEL Y

18 Instrument
52
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MISIRZRFEER : Summary — 7-2 (P.48~)

J Proteins (1) H Report Builder ‘ E

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

|Accession v|| contains VH H Find | ‘ Clear |

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

Score Mass Matches Sequences
1.1 | #AOPSD_HUMAN I 295 38866 2(2) 2 (2) Rhodopsin OS=Homo sapiens OX=9606 GN=RHO PE=1 SV

Protein view )

¥ 2 peptide matches (2 non-
Auto-

Peptide view

Query Dupes Observed Mr (expt) Mr (calc) Delta M Score Expect Rank U Peptide
1403.2000 1402.1927 1402.6576 -0.4649 0 146 1.9e-12 pq U K.NPLGDDEASATVSK.T
2159.2000 2158.1927 2158.1067 0.0860 1 189 5.1le-17 p1 U K.SAATYNPVIYIMMNKQFR.N

A INDEICTTAIEINERTFRENZTNIC, AOAT7RHFENRTIIND
-Expect(HAFHE)D0.05LL TDAR T FRIFMASCOT CRE TCE e &AL T LKLY

54

MISIRZR#ER : Protein View, Peptide View — 7-3 (P.59~)

M5 MASCOT Search Results MRS Mascot Search Results

Protein View: OPSD_HUMAN Peptide View

MS/MS Fragmentation of NPLGDDEASATVSK

Rhodopsin 0S=Homo sapiens 0X=9606 GN=RHO PE=1 SV=1 y 5
Found in OPSD_HUMAN in SwissProt, Rhodopsin OS=Homo sapiens OX=9606 GN=RHO PE=1 SV=1

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 1

Taxonomy: Homo sapiens Protein view .

Sequence similarity is available as an NCBI BLAST search

Search parameters Protein @ACCCSSiOHE
e T s VIV T D ER<,
Protein sequence coverage: 9% PMFt |E_I U < EEQ y/ \oag[:

Matched peptides shown in bold red.

Peptide view :
Query&H=Z7')vI3 5 &M<,
E—JUXNEERIEDYYF T %
HEERATRE

,
bis)
big)

BET B L UHELLMER e O O O s v o

Label all possible matches O Label matches used for scoring ®

e

Sort by @ residue number ncreasing mass © decreasing mass Sll2 = b bt Isea| v N
Show @ matched peptides only O predicted peptides also 1| s7.0553 70.0287] 1150502 98.0237 N 14]
2 184.1081] 167.0815] 212.1030] 195.0764] P |1289.6220[1272.5954[13

Query Start - End Observed Mr(expt) Mr(calc)  Delta M Score Expect Rank U Peptide i
P I~ ims 1097 2 00860 T 189 5.1e17 1 T K SAATINPVIYDGEOFR.N 3| 257.1521] 280.1656| 325.1870| 308.1605| L [1192.5692[1175.5426[12]
1 1203 0.4648 0 146 1.9e-12 1 T K.NPLGDDEASATVSK.T 4| 354.2136] 337.1870| 382.2085| 365.1819 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] 595.2358 D | 907.4367| 890.4102] 9|
B0 Jm el [ R 7| 713.3101| 696.2835| 741.3050| 724.2784] E | 792.4008| 775.3832| 8
. g 1 8| 784.3472| 767.3206 812.3421] 7953155 A | 663.3672| 646.3406| 7|
§ =025 Tt mormoooooooooosonosoooiooooooos § 2w o| 5713702 e54.3527| 899.3741| 882.3476| 5 | 592.3301| 575.3035| 6
“300 - 10[ sa2.4163( o25.3898| 970.4112| 9533847 A | 505.2980] 4ee.2715] 5,

0.8 +— —— — ——— P T ———— S S
T T 200 vy T % 11[1043.4640[1026.43741071.4589|1054.4324| T | 434.2600] 417.2344] 4
rror 236 oo Mass (Da) KIS error 236 pon Mass 0a) 12[1142.5324]1125.5059(1170.5273 |11 v | 333.2132] 316.1867] 3|
131 42[1212.5375[1257.5594[1240.5328| S | 234.1448| 217.1183] 2
Reviewsd; 42 AR 14 « | 147.1128] 130.0863 1




