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1 1 | crap [|_1500| 28266 47 7 2.86[ spITRY1_BOVIN]

2 1 Swisw 1332 61419 76 13 13]  2.00f Cytechrome P450 2C29 0S=Mus musculus 0X=10090
2 2 i 550 | 60887 27 8 8]  0.88] cytochrome P450 2C54 0S=Mus musculus 0X=10030
2 3 | swissprot] 487 | 61128 27 10 10§  1.20f Cytochrome P450 2C50 OS=Mus musculus OX=10090
2 4 | SwissPro] 470 | 59267 32 12 12]  2.11) Cytechrome P450 2F2 0S=Mus musculus OX=10090 G
2 5 | SwissProt] | 338 | 60590 22 8 8] 0.8 Cytochrome P450 2C37 0S=Mus musculus 0X=10090
2 6 | SwissProtl] of2::CP239_MOUSE 251| 60856 13 4 4] 0.37) cytochrome P450 2C39 0S=Mus musculus 0X=10090
2 9 RIS — us 0X=10090
L ARsvioEOUZN |2 [(REREN) ERICETAER O
2 21 Mus musculus
3 3 | swissProt] 571L_MOUSE 188 | 78552 13 13 4 4] 0.28] Heat shock 70 kDa protein 1-like 0S=Mus musculus O}
4 1 | swissProt] BS_MOUSE 1202 | 16817 42 42 5 s 3.08f cytochrome bs 0S=Mus musculus OX=10090 GN=Cyh
1 1 | swissprod] 1a1_MOUSE 1121 64694 53 53 16 16 2.54] Protein disulfide-isomerase OS=Mus musculus 0X=10(
6 1 | SwissProt] 1A2_MOUSE 1053 | 63034 38 38 10 10§ 1.31) Cytochrome P450 1A2 0S=Mus musculus OX=10090 ¢
z 1 | swissProt] PL_MOUSE 1008 | 103744 63 63 19 15 |dual] Endoplasmin 0S=Mus musculus 0X=10090 GN=HspoQ

Protein sequence coverage: 27%

Matched peptides shown in bold red.

1 MDLVVFLALT LSCLILLSLW RQSSGREKLP PGPTPLPIIG NFLOIDVENI 1lgﬁﬂi
51 SQSFTNFSKA YGPFVFTLYLG SKPTVILEGY EAVEEALIDR GEEFAGRGSF —— T ———————————— rep—— SN
101 PMAEKIIKGF GUVFSNGNRW KEMRRFTLMT LRNLGMGRRN IEDRVQEEAQ 98 - 105 577.9432 1153.8718 1153.6045 0.2673 0 35  0.0042 1 U R.GSFEMAEK.T
151 CLVEELRETK GSPCDPTFIL SCAPCNVICS IIFQNRFDYK DKEFLILMDE o8 - 105 577.9534 1153.6022 1153.6045  0.26770 38 0.013 L U R.GSEPMAEK.I
98 - 105 585.9050 1169.7972 1169.5994  0.1978 0 28 0.012 1 U R.GSFPMAEK.I + Oxidation (f)
201 INENVEILSS PWLQUCNSFE SLIDYCEGSH EXIVANFNYL KSYLLEXIKE 98 - 105 585.0135 1169.8125 1169.5994 0.2131 0 25 0.035 1 U R.GSFPMAEK.T + Oxidation (M)
251 HEESLDVINP RDFIDYYLIK QKQVNHIEQS EFSLENLAST INDLEGAGTE 98 - 105 585.9243 1169.8341 1169.5994 0.23470 25 0.029 1 U a
301 TTSTTLRYAL LLLLKYPDVT AKVQEEIDRV VGRHRSFCMQ DRSHMPYTDA 98 - 105 585.0384 1169.8623 1lL0udlllemmnllei2lullill nonn7e omee
B — - . . 98 - 105 585.9461 1169.8777 1
351 MIrfEVQRE,D AliP,SAF}VLAV TCDIKFREYL IPRGTTVITS LSSVLHDSKE s 100 ses.ones 11059306 1, BSFPMAEK. I + Oxidation [M}
401 FENPEMFDPG HFLNGNGNFK KSDYFMPFST GKRICAGEGL ARMELFLILT 08 - 108 586.0058 1169.0970 B © T - e T
451 TILONFRLKS LVHPREIDIT PVMNGFASLP PPYQLCFIRL 126 - 132 521.3753 1040.7361 luwu.vosu  woioui o ex TrETT—— T USTISCIOTET
145 - 157 868.6286 1735.2427 1734.8402  0.40250 61  2.4e-05 1 R.VQEEAQCLVEELR.K
—]r= A0 W 262 - 270 739.5419 1477.0693 1476.8108 0.2585 0 30 0.011 1 R.DFIDYYLIK.Q
EE/\ joa: I\ 262 - 270 739.5658 1477.1170 1476.8108  0.3062 0 20 0.027 1 R.DFIDYYLIK.Q
262 - 270 739.5844 1477.1542 1476.8108  0.3434 0 38  0.0026 1 R.DFIDYYLIK.Q
262 - 270 739.6176 1477.2207 1476.8108  0.4100 0 63  6.2e-06 1 R.DFIDYYLIK.Q
262 - 270 739.6731 1477.3317 1476.8108  0.52090 34  0.0055 1 R.DFIDYYLIK.Q
20821 £18.0392 1224 0638 12322304 0 23220 4 o.00s6 BALLLLLE
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_ 7,]7\97742?]@%1?@ SL : Spectral Library : E=2UX L /BEISEUVERTFRODTISZITAIE—D
S F—HNR—2Z
- 15t FaA X [ITSwissProt], »>7/Z8)’85UP_NNNN_BBBBBI]
. * Uniprot CAMBRICHIBNET—IR—Z
BXRTFREE
B 5 OERE ERUL TV T —IR—-XDEFHHFIENILDatabase Manager| T

B MIS BEROA T3V TF—HIR—R(TIEWNIINIB - RTFRIEREDHS AL
B EEITOYS A ) ) . 5
NAGIAX « A—H =BT —IR—REFRURIFNIERS RN

- BEN 5890~ RETHBTITS Predefined F—HR—2 Bt
ER/INTVBORE)
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#HE21AA : Predefined Database ICDL\T 1

Bl SwissProt : AA

Uniprot 7—9XR—XDHDT1 D Y VINIBEINEED T —IN—Z BL IR —ICHUT,

BEaE - B XA 8IS - B8R - /NP U b - BEER - fth T —IR—IADU D g & FFARINE
/T3 VBN FE NS IN TV BRSO RMEIETESZITREVWKL D ISEHEINTNT,
2025F 3B R T 57D T—I W &R RIISEN T —IN—REULTRE T,

B Uniprot proteomes : AA — MASCOTT—%YAR—XTCl& UP_N_B &KL (NIFHS. BITEWE)

FEH7/T7—3 NI LE UniprotlCilZ. BEIH DRBREELDT—IXR—ITrEMBL DABLHET
TF—HR—2R, TrTEMBLD AN SwissProtICEEAREEIRIC T ) —8h% <, 2023F 2R T
252,633,200 DT —INE K, SwissProtDHIZLEARELHI D A /N —EFEMN L SwissProt T
IYFURBHDTZIBEDRDEREICHRETT

B NCBIprot (IH&#F NCBInr) : AA

NCBI(National Center for Biotechnology Information) CARIN TS5 /INOBT—9XR—XInr],
Inr] & Mon-redundant ] DEETI A, EIRICIKIFIZFECEHID T —IHEZ<EFINTHY,
FNHEREI VN —BODERER>TVETIREIIFERAZHEHULTVEEA (2024F2H TEHIZLE),
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#EE1RH : Predefined Database [CDL\T 2

B XXXXX EST (Human EST’&) : NA

EST& [XExpressed Sequence Tag NDE T, cDNATA TS DERDBEINICHIZVETS
mRNALARJVTOEBERIIBEHRNAZENTVND T —IRN—IX T YIINIBT—IR—XTl&
RONSRBRVWEL DR TFREIVREDRE I NSEHNHAFINE T,
—ATYYVFUTERDATY T ITEH KW eoh. BIZE > THIAINSEZZHEHLET,

B NIST XXXX_YYYY (NIST_Human_HCD %¥) : SL
E—JURANGBEEISHEUVERTFRD IS T A NE—IDIER) T—INR—X T,
NIST (National Institute of Standards and Technology)|C C2ARELTWBEDTY,

B PRIDE XXXXX (PRIDE Human 73&): SL
E—OURNBEISHEUVERTFRDISTASE—DDIFR) T —INR—R T,
data repository site)PRIDE (Proteomics IDEntification database)|C C2AFUTWLSEDTT,




TREFRAIDE S - BARRIRIRFRTTIEDHERS

URL http:// /mascot/(index.html)
BT > — 5B raw — S TR

« OWEBJ S o Omgf « O&#H S mgf s [(FREIERLE]
e [1JDaemon * Lraw e [JProteoWizard
e OX—=H—D - OZOM  (Distiller

VIhOI7 (mzML7& &) . OF0fs

( ) « O KUSULR<KTRN ( )

(VI DS EERR)

WEBJ S — XAT1KF 9
Daemon — AT1F 10
A—H—DY)IrI1T7 > XAT1R 12

25

=l — 7-1 (P.48~)

Hl MASCOT Server& &

B ®REAE
—_ = =n 23
T—IZI UP2311_S_cerevisiae (6,091)
- CPTAC study6 Database Sigma_UPS (50)
WRZFR/NTA—F— Yeast + Contaminants (247)
BEREE Sigma UPS Enzyme Trypsin/P
el Fixed Modificati Oxidation(M)
- AR TFREL o ixed Modification xidation
CRRSIINOEG - query2
- BRI VINOBDEHFRNGAT 8,675 Variable Modification Carbamidomethyl (C)
-IVINDBICTHAIENTVS
RTFR — Peptide tol.® 20
- ARDMVERTF RERIED [ﬁiiﬂgu L L
RYFIY BENTFRE Fragment
- WRI7AIDLT 3,437 mass tolerance = LHD 2
WA TFREE RIEYVINOBEE : Missed cleavage 2
B 5 NNOBERE 863 (8207}1/_70) Instrument Default
W MIS REDOA T3>
- (AR —/5—]
W EETOISA: http: / /www.matrixscience.com/cgi/master results 2.pl?file=../data/F981142.msr

NAIRAX [O—HH—I—]

http:/ /localhost/mascot/master results 2.pl?file=../data/F981142.msr




ool ChEaa L7z \SE

W R [AA7—5]
S x Frh
W S JA—Y Y- 8,675 3
F— I 1. *ﬁ%queryiﬁ
(A=

ARERTFEE PHEHRG PP
ol B
- R query# E Vi — o~ ° “ o\ s
vyt et e 3. REYVINVE (T I —T)E
-%Egz/}\:;g(ﬁ‘)b—j’)@ 863 (8207)L—7)

4. AEYVINVBOEKNGEHAE

- AES YISO BQ BN BAE
5. 9INVBICT7HAINTVBRRTFRERRE]

W MASCOT Server& &

WRFR/INSA—5—

- AINDBICTTAIINTLS
RTFR

- ARGV ERTF RIEBHRIED
NVFIT

- BERIFPIVDOEA

6. ARITNIVERTFREFRED Y F IR
7. M EEDORELR—b
8. FERI7ZMILDEAS

BXRTFREE

B YIN\OBRE
W MIS REDA T3

W EE OIS
HAIRAX

BRRquery, FIEBDIZFT - 72 (P48~

REREm LA
ch Results
User  matrix
E-mail : support@matrixscience.com
Search title : Yeast example (CPTAC study 6)
3 MS data fill : kic_031308p_cptac_study6_68011.mgf
2 Databases : 1: contaminants 20160129 (247 sequences; 128,130 residues)
2: Sigma_UPS 20240812 (50 sequences; 11,863 residues)
3: UP2311_S_cerevisiae 20240811 (6,001 sequences; 2,950,884 residues)
Timestamp : 12 Aug 2024 at 11:09:31 GMT
© A1 Non-sntant O unssgned 101 | x | __ g
==ITe 5 ‘¥Search parameters
= | [H] Type of search : MS/MS Ton Search | —8. ﬁ%j?'f}l/a)ﬂjj] (1) | -
A Target FOR 1%
Ex gue aN Enzyme + Trypsin/P
Fixed modifications + #Carbamidomethyl (C)
R Varisble modifications :fOxidation M) P e e
o 4 Mass values : Monoisotopic
= 2 Protein mass : Unrestricted
=)= Peptide mass tolerance : + 20 ppm -
= A Fragment mass tolerance : + 0.6 Da " .
on Max missed cleavages  : 2 e = -
""m'ier?fq‘fe"a s 1‘ q.uely & | o : 135 L
miEd » Modification statistics for all protein famili
protein families = E ~,]e E d\ _jo & — ﬁ nB
" — 3.FAEIVINVE (T IV—T) = FaSREIE M
L
) Protein Family Summary (results refined with machine learning) ] Proteins (863) || Report Builder | Unassioned (4848) |
Significance threshold p< 001247 Max. number of families. Protein families 1-10 (out of 820)
Target FDR (overrides sig. threshold) [1% v FDRtype Sequence ¥ (10 viperpage 1[2][3l [ext|
A Display non-sig. matches [a] Min. number of sig. unique sequences. @ @ @ - e 9~ I\o g o) =] fs oI
v o (Focession—— [eortains < — 4.|= ) =L AT
Preferred taxonomy Al eniries ~]
Refine results using machine learning (Percolator)[help] >1 3:PO054
=] - Use features calculated by Mascot Z[help] 5> TS
- DeeplC model for retention times Zlhelp] [full_hc_unmod_fixed_mods > _E 2 32910501
- MS2PIP model for spectral similarity Z[help] 3 3::P16474
A
J —_— - — <
'l 2. @ i&ja’.h“ﬁ | — 5. 9VINVBICTH1Y
vsensitivity and Fl —> e o
A e— 4+ TNTVWBARTFR [BH]
2 3:P03965 © FF
I ] Target Decoy FDR [ e B B B R |
Sequences v | above homoogy v 3437 34 0.99% l #2085 F — 602/\"7'\}[/&/\" fa'—Is“
Details about ML model performance are available I\ the machine learning quality report. l >4 1 3:P00359 %{E 0) o ; ~ 7"
Decoy results are available in the El 2 s E I,— _\_?J ‘ { c
oEE H— e BB 521 )y
7. BT EDEELK I5ICUOEIIYY




A . Q.EE/\ojoa—_ P%& — 7-2-9 (P53~)

B MASCOT Server& &

B RESE “Sensitivity and FDR”% Vv I U TRHRATD &,
BEY VINVEE . RTFREEFDRAKRTEIND

B A IA =Y k-

TR . — .
- Target DBEBET—INR—R
WiRZ/SSA—5— Decoy : DecoyT —NR—X (14ih)
BEREm . . = <,
- esRquery Protein family members : EEY V/\NVBH
. ﬁi/\"jﬂsg( N
- BRI VINVE(TIV—)E — o S 5
RS NI BOBHERE Sequences : A—RTFRICVYFITIARINVZE
- SURIBEITHAIINTVD 1DICFEHTHIVR
RTFR — o .= ®
- ARDNIVERTF RERIED PSMs : A—RTFRICVYFITDRIARINVE
TYFIY = INRY G ~
hoZ 1DICEEHBNTHI VS
EXRTFREZE W¥Sensitivity and FDR (reversed protein sequences)
W YI\NVEEE Target Decoy|FDR
. . o
B MIS BEOA T Protein family members 863 29 3.36%
above homology v 3437 34 0.99%
W EETOJSA:
HAIIAR Details about ML model performance are available in #“the machine learning quality report.

Decoy results are available in «fthe decoy report.

| & | 3.FEEIVINOB (T IV—)Eg — 7210 (P54

l MASCOT Server& &
B ®ERAE

B &S I4—< Y-
TR

Wi/ SSA—9— Proteins NEADHDIEMADEENREESY VINVBE
BEREE [eotons o6 | ot e | unasioned cana | T T

- *Iﬁﬁz?\u;gﬁy Protein families 1-10 4out of szo)l

R e (0 )perpage 1 [2][3][a] 3]s

- EEQODIVQHU)Q{ZTEU@VEI@ [Accession v | contains v || Find [ Clear |

- IVINNVBICTHAIENTUND
RFFR 7] 9 NS ~)J\ C ), — isiae (strain ATCC...

S | .. out of N"ORFNDEES N TEDT N~ T | v

Zo7 el LISE T o

iae (strai...

. - zonrTooTT
ﬁ%j . {)I/O)H:’.jj 3 3::P16474 147 Endoplasmic reticulum chaperone BiP OS=Saccharomyces cer.
R e e e e i
BRTFREE e e s -
. 9 J/ \"Qgﬁﬁé b3 1 3::P07259 556 Multifunctional protein URA2 0S=Saccharomyces cerevisiae (s...
-l 2 3::P03965 135 Carbamoyl phosphate synthase arginine-specific large chain O...

LN N N N A A B B

W MIS B®RZBEDA T3

B EETO0I3 A »a 1 3::P00359 508 Glyceraldehyde-3 hate dehydrogenase 3 0S=Saccharo...
HRIIAR _‘—: 2 3::P00358 453 Glyceraldehyde-3 ydrogenase 2 0S=Saccharo...
3 3::P00360 161 Glyceraldehyde-3-phosphate dehydrogenase 1 0S=Saccharo...

80
60
)
2

0




| E n C 4.@@9 y/fggo)gﬁtﬂgmmg — 7-2-10 (P.54~)

B MASCOT Server& &
B ®RERAE
B S JA—< V-

TR | proteins (863) || Report Buider || Unassigned (4845) [RISEY /NI B E 104 Do Spermalink
WIRFR/INTA—H— Protein families 1-10 (out of 820) iﬁﬁ%l;g&i?gﬁqﬁg

10 v | per page 1 @ @ Expand all | | Collapse all

WERER

- BFquery%l [Accession + | contains v ]| | Find [ Clear |

- AERRTFRE , o

- ﬁliﬁ)/\"ﬁg(?)b—j’)i& »1 3::P00549 652 Pyruvate kinase 1 OS=Saccharomyces cerevisiae (strain ATCC...
= ~, 0. oo

= HE’S:J/\QQUJFTWE'\J@WQ »2 1 3::P10592 557 Heat shock protein SSA2 OS=Saccharomyces cerevisiae (strai...

= 9)/\9§IC?W‘¥DL’“TLTL\§> 2 3::P10591 554 Heat shock protein SSA1 OS=Saccharomyces cerevisiae (strai...
/\°j°9'— I\‘ 3 3::P16474 147 Endoplasmic reticulum chaperone BiP OS=Saccharomyces cer...

- AR NIVERTFRIEERED
IVFIT
- BERIPIIDEA

REYVINVENDSSE, YIPRITFRERD
YINOBETI—T 1k
po7259 | 3k )U—FHEIC DN TIEER o

1 3:
2 3::P03965 O

»3

BXRTFRERE

S s = s = S5 — “ HERE T
- BIVIDAY—0%EI)YITBELUHMLIE
= g [ RZ T R
| 93”7%@7@ _|—|: 2 3::P00358 453  Glyc yde-3-phosphate dehydrog 2 0S=Saccharo...
— 3 3::P00360 161 Glyceraldehyde-3-phosphate dehydrogenase 1 OS=Saccharo...
W MIS RROA T3y §VNYERI7HEVIEICERET.
IRRIMHIF ICIXT IV —TADRE R I7 ZHRA

W EETOIS A
HRITAX

—1 = ~ o ~ o O W
SummarylEH : 5.FREY V/INVBETPTAIRD
. °
. - . 7-2-10 (P.54~
(31 3::P00549 652  Pyruvate kinase 1 OS=Saccharomyces cerevisiae (strain AT... .
w2 1 3::P10592 557 Heat shock protein SSA2 0S=Saccharomyces cerevisiae (st...
_,_|: 2 3::P10591 554  Heat shock protein SSA1 OS=Saccharomyces cerevisiae (st..
3 3::P16474 147 Endoplasmic reticulum chaperone BiP OS=Saccharomyces c...

Threshold (0):[0 ][ cut |

Score Mass Matches Sequences emPAI
2.1 #3::P10592 557 69599 41 (41) 26 (26) 4.15 Heat shock protein SSA2 0S=Saccharomyces cerevisiae (strai...

2.2 #3::P10591 554 69786 41 (41) 28 (28) 4.44 Heat shock protein SSA1 0S=Saccharomyces cerevisiae (strai...

23 #3::P16474 147 74479 10 (10) 9(9) 0.67 Endoplasmic reticulum chaperone BiP 0S=Saccharomyces cer... IE,IE@ Dl \"OEO)'I‘%iE
= 4
Redisplay (:E|¥ lJ ‘I \Eiﬁ li{&iﬁ)

(Y59 peptide (49 non 10 )
Auto-fit to window
Query Dupes Observed Mr(expt) Mr(calc) ppm M Score Expect Rank U 1 2 3 Peptide
#364 380.7134 759.4122  759.4127 -0.54 0 23 0.0047 p3 . . - R.NSTIPTK.K -
£472 389.1940 776.3735 776.3738 -0.44 0 23 0.0046 p3 [} | K.MVAEAEK.F
£890 417.2091 832.4037 832.4039 -0.19 0 15 0.033 p1 [ B | K.DLSTNQR.A
#1012 426.2002 850.3857 850.3742 13.6 0 15 0.034 p3 u W R.MVEEAEK.F
+ Oxidation (M)
#1238 439.7519 877.4892 877.4909 -1.94 0 23 0.0055 p3 u W K.VAYPITSK.L
#1300 444.7366 887.4585 887.4600 -1.64 0 21 0.0083 p3 [ B | R.STLDPVEK.V
42222 490.7442  979.4739  979.4757 -1.79 0 25 0.0034 pq u B R.ALSSQMSTR.I
#2422 334.8570 1001.5490 1001.5505 <1511 19 0.012 pg [ | K. TKDNNLLGK. F
#3052 534.7619 1067.5093 1067.5135 -3.88 0 26 0.0027 p3 | B | K.ETAESYLGAK.V ﬁi’\oj’; I\“o)ﬁiﬁ
#4072 pg 592.3264 1182.6382 1182.6397 -1.270 35 0.00031 pj3 H B  K.FELSGIPPAPR.G = 7
#4199 599.3334 1196.6523 1196.6554 -2.58 0 21 0.0077 p1 u B K.FELTGIPPAPR.G (ﬁbb‘ﬁiﬁli{ﬁﬁ)
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SummaryldH : 5.BEY VINIBETFHAIRTFRE @

— 7-2-10 (P.56~)

Score Mass Matches Sequences emPAIL

2.1 #'3::P10592 557 69599 41 (41) 26 (26) 4.15 Heat shock protein SSA2 0S=Saccharomyces cerevisiae (strai...
2.2 #3::P10591 554 69786 41 (41) 28 (28) 4.44 Heat shock protein SSA1 0S=Saccharomyces cerevisiae (strai...
2.3 #3::P16474 147 74479 10 (10) 9 (9) 0.67 Endoplasmic reticulum chaperone BiP 0S=Saccharomyces cer...

[ Redisplay ] |E\ [ None Qy/fggg)Accession (ID)EBQEOU“Jgg'ac\:\ J:‘)Eﬁﬂitﬁ
HERNFR TSN BProtein View BEERD(RRAT1R)

BNDEDRIAT I VINIEICTHA TN TVWBARTFRDIon ScoreZH &[T
Score BHIN. ASVWEEGEEDESVWRTFRNZWCEERUE TN, IREDMASCOTT
[ZProtein ScoreZH & ICEAEYVINIBZHIETDEIILTLWER AL

Mass SINVBNEE, T —INR—RICEHIN TV SESIBRN SEHE,

Matches YINDBICT A ENIzquery$l. ORDEFIE. TEODHTREEEZEBZ TLDED,

Sequences que_ryU):)’SlEJUNT?Fﬁﬂ?UIC_Vﬁ‘_“JbeL\§W§E1’3[:&&:&)?7}"7)Fb7’:%030
OICDWTIEMatchesERIUKEIEEEZBA TVWDIEDDHFZENT Uk,

Ep'j;r;l Counting® 12 T&demPAL fENATVIFEENZ VN E VD HIBTDEAEE

AN o

emPAI
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. o NS MASCOT Search Results
PrOteln Vlew EE Protein View: P10592

Heat shock protein SSA2 0S= h y cerevisiae (strain ATCC 204508 / S288c) 0X=559292

— 7_3 (P.59~) GN=SSA2 PE=1SV=3

Detailed information about this protein hit is shown below. (help)

Database: UP2311_S_cerevisiae
Score: 557

Monoisotopic mass (M,): 69599

Calculated pI: 4.95

Sequence similarity is available as an NCBI BLAST search of P10592 against nr.

Search parameters

MS data file: klc_031308p_cptac_study6é_6B011.mgf

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

Fixed modifications: Carbamidomethyl (C) .

Variable modifications: Oxidation (M) Protein sequence coverage

Protein sequence coverage: 44% @El:ﬁ?%?‘y 9—_/\0709: F
Matched peptides shown in bold red. y%gﬁa)ﬁu%

1 MSKAVGIDLG TTYSCVAHFS NDRVDIIAND QGNRTTPSFV GFTDTERLIG

9 yl \"agl = —D L\T v“ } 51 DAAKNQAAMN PANTVFDAKR LIGRNFNDPE VQGDMKHEPF KLIDVDGKPQ
- S J 101 IQVEFKGETK NFTPEQISSM VLGKMKETAE SYLGAKVNDA VVTVPAYFND
b7=_/\°j°} F‘a).l\iiﬁf\ t‘\E 151 SQROATKDAG TIAGINVLRI INEPTAAATA YGLDKKGKEE HVLIFDLGGG
- =] N 201 TFDVSLLSIE DGIFEVKATA GDTHLGGEDF DNRLVNHFIQ EFKRENKKDL

EE% c‘\# ia‘ 251 STNQRALRRL RTACERAKRT LSSSAQTSVE IDSLFEGIDF YTSITRARFE
A — 301 ELCADLFRST LDPVEKVLRD AKLDKSQVDE IVLVGGSTRI PKVQKLVTDY
351 I NPDEAVZ AVQAATLTGD ESSKTQDLLL LDVAPLSLGI

401 ETAGGVMTKL IPRNSTIPTK KSEVFSTYAD NQPGVLIQUF EGERAKTKDN
451 NLLGKFELSG IPPAPRGVEQ IEVTFDVDSN GILNVSAVEK GTGKSNKITI
501 TNDKGRLSKE DI! KF! 5 QRIASKNQLE SIAYSLKNTI

551 SEAGDKLEQA DKDAVTKKAE ETIAWLDSNT TATKEEFDDQ LKELQEVANP
601 IMSKLYQAGG APEGAAPGGF PGGAPPAPEA EGPTVEEVD

Unformatted sequence string: 639 residues (for pasting into other applications).

Sort by ® residue number O increasing mass © decreasing mass
Show @ matched peptides only O predicted peptides also
Query Start - End Observed Mr(expt) Mr(calc) ppm M Score  Expect Rank U Peptide
summaryﬁllﬁlplﬁ\ Q ‘y} #4341 24 - 34 607.8089 1213.6033 1213.6051 -1.46 0 39  0.00013 1 R.VDIIANDQGNR.T
o #6135 35 - 47 729.3478 1456.6810 1456.6835 -1.710 29  0.0013 1 U R.TTPSFVGFTDTER.L
l 7—_/\"7 } I\“ ' - ﬁ?é; l') #6879 55 - 69 796.3790 1590.7434 1590.7460 ~1.640 32 0.00068 1 U K.NQAAMNPANTVFDAK.R
— - #6880 55 - 69 531.2552 1590.7438 1590.7460 -1.39 0 19 0.013 1 U K.NQAAMNPANTVFDAK.R
= » —_ eoes
= [ #6962 55 - 69 804.3763 1606.7380 1606.7409  -1.83 0 37 0.00019 1 U K.NQAAMNPANTVFDAK.R
n¥L/L\ B NIRRT ¥ oxtastion 0
34 #6963 55 - 69 804.3763 1606.7381 1606.7409  -1.770 20  0.0093 2 U K.NQAAMNPANTVFDAK.R




- N YN DBICTHAIENTVWBRTFR

[ | 2 erver& (&
MASCOT S — 7-2-10 (P.56~)

W iRFTA v59 peptide matches| QueryBSEWHEIWITBE ARV NVERTFRE
B ST A — v - Auto-fit to window SRBEQDNWF VI ZFEER CE D PeptideView BEIHERD
7—__9@%—@ Query Dupes Observed Mr(expt) Mr(calc) ppm M Score Expect Rank U 1 2 3 Peptide
-dae4 380.7134 759.4122  759.4127 -0.540 23 0.0047 pq EE R.NSTIPTK.K
W25/ CS X —— £472 389.1940 776.3735 776.3738 -0.440 23 0.0046 pq EE  K.MVAEAEK.F
£330 417.2091 832.4037 832.4039 -0.190 15 0.033 p1 EE  K.DLSTNQR.A
#1012 426.2002 850.3857 850.3742 13.6 0 15 0.034 u R.MVEEAEK. F
WEREm b " + Oxidation (M)
- R query#l #1238 439.7519 .4892 .4909 -1.94 0 0.0055 pq U B K.VAYPITSK.L
- AR TFRE
- RARYVINVE(TIV—T ) =
! M T
- AIINDBICTHAUE
9°J‘)I\7“§L_) FAUEINTNE Query®ES, MASCOT ClEANT—FICDVT RTF Mascot Ion score T, EERIENDMS2E— & HEH{E

NITFE - Query N EBICREULEINSVBECESAHVESNET, ST rovyFUsEALERLET.

- AR MIVERTFRERIED
YFUY RUATFRESICH DESCBHEAUERICVYF o FIEEEEEScoreh SHESNHIHE.
- BRI AVOES Uk queryld, 27 A BL B ODBRFSNEN Pt T4 ILMEREDHR0.05U T A5

Dupes  j5liEDupestlH#. Mo lEquery LI DFE &8 s ———————————

WATFRRERZ SN CLISHERLET, Rank I BRSNTUANTFREBIE DY F oI
m 5 - Observed ERBERIDANTFRD m/z, 2EDOFE TR TH D,
VINDBRE e o o
Mrfexpt) m/:EBENSHEINE RREADNTFROKE. U AR S
W MIS RROA T3 Mr(calc) EFINSEHEINSL BREADRTFRFOES, B TP — BT RIS IESEE LT
T 'S, #r WET, BEIN S DYV INIEBISHEURTF R
B EETOTSA- Delta Mr(expt) — Mr(calc)o FHAUENTNBZEERUET,
NRGTAX NP
M Missed cleavageDNEMEISER I N2E. Peptide &‘é I%l?; _é\_g;'jtmﬂ EEMCRIR D7 S/ BRTRE

MATRIX

A Mascot - 6 Z/\7 l\)ljt/\joa—_ I\“EE { 0)7\J9—_J9“ MRS Mascot Search Results

Peptide View

MS/MS Fragmentation of NSTIPTK

M MASCOT Server& |k Found in P10592 in UP2311_S_cerevisiae, Heat shock protein S$A2 0S=Saccharomyces cerevisiae (strain ATCC 204508 / 5285¢) OX=S51

Match to Query 364: 759.412248 from(380.713400,2+) intensity(61191.172) scans(1270) rawscans(sn1270) rtinseconds(1582.7146) ind|
Title: 545: Scan 1270 (rt=1582.71) [C:¥Downloads¥kic_031308p_cptac_study6_6B011.RAW]
B BEAE 5 7-4 (P.63~
. 35095
NSQL{{
S —Iwhk.
B &S JA—Y vk

Data file kic_031308p_cptac_study6_68011.mgf
= _ G Tﬁq
J 9 IR

BB/ NS AX—5—

WERET RIFRICDOWVWT ARIMILED
- BRquery® VYFIIRBRRE TR TEEXT

- AR TFRE

= SR o o\ . . i ) ety (6 By termini only)
- REYVINOBE(TIV—T) [Peptide view [H|[H]]
= o~ ) ° o
- ARV N TEDEENENE e -
- 9)/\"9%[:71"4):\:ntb\ Z 1| 87.0553| 44.0313| 70.0287| 35.5180(115.0502| 58.0287| 98.0237| 49.5155| N 7|
omP o I 2(174.0873] 87.5473(157.0608| 79.0340[202.0522|101.5448|185.0557| 93.0315| S [646.3770]323.6921[629.3505[315.1789) g
RITFR 3275.1350]136.0711]256.1084| 129.5579]303.1299| 152.0686|286.1034|143.5553| T |559.3450[280.1761[542.3164[271.6629] 5
Q o F RIBEA 4[388.2191(194.6132|371.1925186.0099]416.2140208.6106]399.1874[200.0074 1 |458.2973[229.6523[441.2708]221.1390| |
ARG PV ENRTF RIEGRIBD S 55 34 3155 o B O M S| e e B
IVFH 6586.3195(293.6634569.2930[285.1501|614.3144[307.6608[597.2879[299. 1476| T | 248.1605(124.5839[231.1339[116.0706 2
- ERIFIIVDEA 7 | 147.1728] 74.0600] 130.0663] 6554681
i
o — = X
WX TFREE :
ARADFKTERHONIZERD (DT TTETETRE
il fl=1 - N e o0

p
~,)\¢ Sl ~ | —= = » NCBI BLAST search of NSTIPTK
B YUNVERE LI CESICEHMEANRGYET e Sesp o oS, 32208, )
=) Other BLAST web gateways
All matches to this query

B MIS REDA T3 o

23.3 [759.4127]-0.0004|NSTIPTK
(0.7 [759.4126/-0.0004|SKAEPTK

BETOT S L 5 st oo
. E } J E] Y 7 L\ 6.9 |759.4239/-0.0117|NVITIGR
jj R g 7’( R 2.5 |759.4127|-0.0004|GGILTDGK

2.5 [759.4126[-0.0004[SNDALIK
2.2 [759.4127]-0.0004[NTGDLLK
2.0 [759.4127]-0.0004[LTNSPTK
2.0 [759.4239]-0.0116|NISAISR
2.0 [759.4126[-0.0004|NLSALDK
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Peptide View : AXTNUAR—ADYY F O HEER

— 7-4 (P.65~)

100 —

LHL0LS

e

s0-] 3
* ] :—2.0e+4 _
2 0 s S
g 5 ;—15e+4 %
] o o
;c\z “ ] F- 10644 =
zo—: e S & :A:G t1 o= e = & @ = = S—s.oua
: Soawn = 092, 222|253 57 | 28 % 5
e T 7T L Oy L By B R I S| T a080
100 200 300 400 500 600 700 observed
m/z
@ E @, € @ ¥ [1122 Jto[res4 | @
— N =
ANT=IDARINIVR—=RATRIEYYF T DHESIEm T,

EREE YT USRI R CRRSNE T,

Peptide View: IEERENR—RXDNYF TR

38

Annotated fragments: 45/72

)

Monoisotopic mass of neutral peptide Mr(calc): 759.4127
Fixed modifications: Carbamidomethyl (C) (apply to specified residues or termini only)
Tons Score: 23 Expect: 0.0047
Peak matches: 5/72 fragment |?Elusmg 6 most intense peaks

72 :
5
45

ADFIDS 5

ZEUEREINT
YFLizE—2

— 7-4 (P.66~)

BERlSnzeE—o

#

at+

a*

a*++

b

p++

b*

px++

Seq.

y

ytt

y*

yrH+

87.0553

44.0313

70.0287

35.5180

115.0502

58.0287

98.0237

49.5155

174.0873

87.5473

157.0608

79.0340

202.0822

101.5448

185.0557

93.0315

646.3770

323.6921

629.3505

315.1789

275.1350

138.0711

258.1084

129.5579

303.1299

152.0686

286.1034

143.5553

559.3450

280.1761

542.3184

271.6629

388.2191

194.6132

371.1925

186.0999

416.2140

208.6106

399.1874

200.0974

458.2973

229.6523

441.2708

221.1390

485.2718

243.1395

468.2453

234.6263

513.2667

257.1370

496.2402

248.6237

345.2132

173.1103

328.1867

164.5970

586.3195

293.6634

569.2930

285.1501

614.3144

307.6608

597.2879

299.1476

248.1605

124.5839

231.1339

116.0706

N[O N| D |W[IN| =

R O(=|H (0|2

147.1128

74.0600

130.0863

65.5468

HIN|Wd O[N] #

ATV —XBAIT

BREHIESN, X7V TICHIA
AF VI —RBMTREBESUTVEREHES A7 ADREN

m/zDEIEE L TIEF—BL TV
=B U TR, mgfAlICE—HIE—IhVRL

: MASCOTMNYF VI ZTIE, E—2VU ZMAIDZERIE 27Uz A7 T ICIERER
: MASCOTINYWF T E1TIBE E—01 AMAIDZRC R IEN BN T2 5D D,
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and FDR ( d protein es) — 7'4 (P.66~)

Target Decoy FDR
Protein family members 863 29 3.36%

Di::::o::u:;:::el';;:':;:;a;ce :::vail::le ir[ l:zn::achine learning quality report. Feat u re @Eﬁk‘\g © © “
Decoy results are available in #the decoy report. (SCO re )(\J % n L/{ 9+ 0) % g % 73\ (\: n 'g t
BRIA7VIJ(CREERIELED)

Overview Target-decoy evaluation Rescoring features

Overview  Target-decoyevaluation  Rescoring features

General statistics

PSMs

Peptides Individual feature performance

3459 E1000) The individual feature performance plot shows the 'strength'’ of individual features. For each feature, g-
individually used for scoring PSMs without any other information. Then, the area under curve (AUC) is ¢
function (ECDF) of the g-values. The higher the AUC, the better the feature is at discriminating betweer)

3866 (1200

information.

Identification charts . -

Score comparison R\‘eﬂ n ? me n}_'$ Bﬁ [ J: U“ Q
The score comparison scatter plot shows the score for both target (blu c\: n< ) LY E‘ E VAN 709: |\ %&b\

Dashed lines indicate the 1% FDR threshold for scores before and afte| predicted_retention_time_b:

Feature generator

-
=z} = spec_spearm
BXEH iony_ pearson, no W vascor
iony_abs_diff_Q3_nol W ms2pip

ionb_std_abs_diff_nor M deeplc

spec_pears

PSM type iony_pearst

target
decoy

Feature

ionb_abs_diff_

abs_diff_
iony_min_abs_
ionb_min_abs_¢

PSM score (after rescoring)

1000 2000 3000 4000
Q-value ECDF AUC

39

PSM score (before rescoring)

ISl s @RIPAOEN D ~rseesy

l MASCOT Server& &

n (NTFRR=2OTPANER |

W XS T4 —< b
F— 7SR ® All O Non-significant O Unassigned  «[help] I| Export | As | XML v‘l

epXML
MR (S X —5— Export DB CELT 2T 7( )L T4 —y R EBIRLIRS U BLET, ?nz‘?TmmeL
.ﬁ%mﬁ Export search results f Ea;\rg'ls': e

Mascot DAT File

- %R query#l Export format [CSV_ v
MGF Peak List

= ﬁﬁ'—:/\o 709’: "ﬁ( - . Significance threshold p< 0.01247 at Oidentity ®homology
= ﬂiﬁ)/\ﬁ%(ﬁ)b—j )%& Target FOR (1% v |
- E]Eg ‘J/\"OEG)EWE’\J@V\]{%? (overrides significance

threshold if set)

- IVINDEICTIAIINTLS
FF R FOR type [Distinct sequences v | =

- /;ia; II:JI/t/\°7°9'- HE%%EO) Display non-significant matches () EEH%—F%BIL 55 I-E\xport

IYFUS Max. number of hits [AUTO | search resultSJ m9y€*$a_

!ﬁgij 7,“ bo)ﬂ:‘.j] Min. number of sig. unique sequences [1 v |

Protein scoring OStandard  @MudpPIT

!
#EUW\TCIRNSEHE ¢Download |
Y=Y
!

- H—N— IO TP IR E
W MIS 1RFBEDA T Require bod red _
JE J Preferred Taxonomy ™ [ All entries v %0)7 7 4} I/o)g 7’(7 y I\/\o)

[ %EE?DD 75_& o Refine results with machine learning (Percolator) @yes Ono g‘rj y D — I\“ E;ﬁ&lﬁ\

HAIYARX Use features calculated by Mascot
DeepLC model for retention times | full_hc_unmod_fixed_mods v

MS2PIP model for spectral similarity |[CID v

= Occasionally requires information to be retrieved from external utilities, which can be slow

Include same-set protein hits

. /\0 707‘ '\“ |§_]IHE_| (additional proteins that span

the same set of peptides)

Include sub-set protein hits

. 9 )/ \09 g |§_]/’3§ (additional proteins that span

a sub-set of peptides)

e
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8FERD I 71IVt1 @ Report Builder

— 7-2-11 (P.57~)

RES VIS OBR—RDT 71 VHES

J Proteins (863) |I Report Builder II Unassigned (4848) I

Protein families 1-10 (out of 820)

[

[

1 —r—

[Columns]
[Filters]

: NI DEBZEHFEITD
: /R I DY VINVEICHUT, AO7X

PHAIRTFRERBRETRYAHG R E
52%

REEWOTMREZE R T 2FELFKET,

Report Builder 9 7 & 0w o935 E,
RN TROLDICYIVEDUTT

Proteins (863) || Report Builder || Unassioned (4848) | §_permalink
Protein family members (863 proteins)
» Columns: Standard (12 out of 16)
) Filters: (none)
Export as CSV
tFamily | M | DB Accession Score | Mass | Matches | Match(sig) | Sequences | Seq(sig) | emPAI | Description
1 1 [UP2311_S_cerevisiae P00549 652 54909 54 54 34 34| 13.67 [ Pyruvate kinase 1 0S=Sac
2 1 | UP2311_S_cerevisiae P10592 557 | 69599 a1 a1 2 26|  4.15 | Heat shock protein SSA2 C}
2 2 | UP2311_S_cerevisiae | #3::P10591 554 | 69786 a1 a1 28 28|  4.44 | Heat shock protein SSA1 C}
2 3 | UP2311_S_cerevisiae | #3::P16474 147 | 74479 10 10 9 9|  0.67| Endoplasmic reticulum chal
3 1 | UP2311_S_cerevisiae P07259 556 | 246198 40 a0 39 39|  0.96 | Multifunctional protein UR/
3 2 | UP2311_S_cerevisiae | #3::P03965 135 | 124465 1 1 1 11| 0.45| Carbamoyl phosphate synt|
4 1 | UP2311_S_cerevisiae | /3::P00359 508 | 35838 35 35 20 20| 12.15 | Glyceraldehyde-3-phosphal
4 2 | UP2311_S_cerevisiae P00358 453 | 35038 33 33 18 18|  9.33| Glyceraldehyde-3-phosphal
2 3 | UP2311 S cerevisiae P00360 161 35842 12 12 10 10] 223 Glyceraldehyde-3-phosphal

DZRDMERR SN, ZRRABECSVI 7ML TENTS

ENTEET ((Export as CSVIRT ),

Proteins (863)

Arrangement: [ Standard (default) v

Report Builder | [ Unassigned (4848) |

oteins)

Enabled

Remove [

[ Update |

csv
M| DB | Accession
1 [ UP2311_S_cerevisiae | «/3::P00549

1 |UP2311 S cerevisiae

£3::p10502

60500 a1 a1
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fESREMmE : X&E61

- 3ARYVIVEI - |

fEoREmE AP

PP ——
r FESREmE AR
| | pearave: ch Results

User : matrix
E-mail : support@matrixscience.com
Search title : Yeast example (CPTAC study 6)
MS data file : kic_031308p_cptac_study6_6B011.mgf
Databases : 1: contaminants 20160129 (247 sequences; 128,130 residues)
2: Sigma_UPS 20240812 (S0 sequences; 11,863 residues)
3: UP2311_S_cerevisiae 20240811 (6,091 sequences; 2,950,884 residues)
Timestamp : 12 Aug 2024 at 11:09:31 GMT
Re-search All O Non-significant O Unassigned ~ #[help] | Export | As [XML v |

v Search parameters
Type of search
Target FDR
Enzyme
Fixed modifications
Variable modificati

s | 8. BRIZTVORA (1) |

Trypsin/P
+Carbamidomethyl (C)
Oxidation (M)

Mass values + Monoisotopic
Protein mass : Unrestricted
Peptide mass tolerance  : + 20 ppm

Fragment mass tolerance : + 0.6 Da
Max missed cleavages  : 2
Instrument
Number of queries

|—>1. query%[|

» Modification statistics for all protein families

» Legend

Protein Family Summary (results refined with machine learning)

Significance threshold p< 001247 | Max. number of families [AUTO | #lhelp]
Target FDR (overrides sig. threshold) 1% v | FDR type | Sequence v
Display non-sig. matches ) Min. number of sig. unique sequences [1v |

Dendrograms cut at [0
Preferred taxonomy All entries v
Refine results using machine learning (Percolator) [help]
- Use features calculated by Mascot lhelp]
- DeepL.C model for retention times [help] [full_hc_unmod_fixed_mods v
- MS2PIP model for spectral similarity lhelp] [CID ~

Apply

eamsmroir| = 2. FRNTFRH |

Target Decoy FDR

Datainfamib ™

Sequences v | above 3437 34 0.99% I

Details about ML model performance are available |1 Zthe machine learning quality report. I

— 7. BFEDRELR—k

Decoy results are available in the

T Proteins (863) || Report Buider | [ Unassioned (4848) | § permalink
Protein families 1-10 (out of 820)
10 viperpage 12| (3] (4] [s|]6].. [82] [Next| T N =
= ~ sz
s o — 4.FEY VINVEDEFNLGAE
1 652 Pyruvate kinase 1 05~Saccharomyces cereviiae (straim ATCC
2 1 557 Heat shock protein S5A2 OS~Saccharomyces cerevisiae (strai
_| E 2 554  Heat shock protein SSA1 OS=Saccharomyces cerevisiae (strai.
3 147  Endoplasmic reticulum chaperone BiP OS=Saccharomyces cer.
2 2 < ] ° -~ J - -
— 5. 9VINVBICTFT1Y
g INTUVBRTF B
< \DN [FEE]
2 2 2 | < o o N
— 6. ARINVERTFR
* HEREDNYF T
aff 115 V)
4 —\—~(—|J~ OEOU g
T W
[RF®ISICUY |
» 3::P00549 652 Pyruvate kinase 1 0 =Saccharomyces cere
, FEoREmE FER:
fv2 1 3:P10592 557 Heat shock protein S542 05=Saccharomyct e ,
2 3::P10591 554  Heat shock protein SSA1 OS=Saccharomycf
E 3 3::P16474 147 Endoplasmic reticulum chaperone B 0= rank{u_lﬁgﬁﬂ1§
‘ BEYVINOBEDIER
Threshold (0): [0 Cut R J =]
Score Mass Matches Sequences emPAL
@21  £3:P10592 557 69500 41 (41) 26(26)  4.15 Heat shock protein SSA2 OS=Saccharomyces cerevisise (st
@22  3:P10591 554 60786 41 (41) 28 (28) 4.44 Heat shock protein S5A1 0S=Saccharomyces cerevisiae (st
@23 <3:Plea7a 147 74479 10(10) 9(9)  0.67 Endoplasmic reticulum chaperone P OS=Saccharomyces
Redisplay | [ All | [ None
I [—1 o W
RRENXTF R DIER
Auto-fit to window | /\ [Z]
Query Dupes Observed Mr(expt) Mr(cale)  ppm M Score Expect Rank U 12 3 Peptide
2364 380.7134  759.4122 759.4127  -0.54 0 23  0.0047 Py BB RNSTIPTK.K
@472 389.1940 776.3735 776.3738  -0.440 23 0.0046 py EE KowARAEK.F
0 417.2091 832.4037 832.4039 0.190 15 0.033 by EE  K.DLSTNOR.A
426.2002  850.3857 850.3742 13.60 15 0.034 p3 U W R.MVEEAEK.F
+ oxidation 00
439.7519 877.4892  877.4909 -1.94 0 23 0.0055 pj v W K.VAYPITSK.L
444.7366 887.4585 887.4600 -1.64 0 21 0.0083 py 1] R.STLDPVEK.V
4907442 979.4739 979.4757  -1.790 25  0.0034 b1 U M R.ALSSQMSTR.I
334.8570 1001.5490 1001.5505  -1.511 19  0.012 by EE  KTOMGIGKF
5307615 1067.5093 1067.5135  -3.880 26  0.0027 by mm  xEmESTIGAKY
592.3264 1182.6382 1182.6397  -1.270 35 0.00031 by EE  K.FELSGIPPAPR.G
599.3334 1196.6523 1196.6554  -2.58 0 21 0.0077 B3 U W K.FELTGIPPAPR.G




WS Mascot Search Results

’ ‘n . MS/MS Fragmentation of NSTIPTK

Found in P10592 in UP2311_S_cerevisiae, Heat shock protein SSA2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / 5288c) OX=5!

Match to Query 364: 759.412248 from(380.713400,2+) intensity(61191.172) scans(1270) rawscans(sn1270) rtinseconds(1582.7146) ind|
Title: 545: Scan 1270 (rt=1582.71) [C:¥Downloads¥kic_031308p_cptac_study6_6B011.RAW]
MATRIX Data file kic_031308p_cptac_study6_6B011.mgf

NGRS MASCOT Search Results Prot ein Vi ew

29
. - S
Protein View: P10592 EE[.;’&&K
Heat shock protein SSA2 OS=Saccharomyces cerevisiae (strain ATCC 204508 / S288c) 0X=559292
GN=SSA2 PE=1SV=3 »
Detailed information about this protein hit is shown below. (help) x s _
Database: UP2311_S_cerevisiae I 10 8
5 1na
Monoisotopic mass (M,): 69599 L
Calculated pI: 4.95 z
T
Sequence similarity is available as an NCBI BLAST search of P10592 against nr. ™ observed.
Search parameters
(1= @ Q@ R B[z Jomi )
MS data file: klc_031308p_cptac_study6é_6B011.mgf
Honoisot f nestral peotide Mr(calo): 759.4121
Enzyme: Trypsln/P cuts C-term side of KR. E:E‘::':E ;"‘fé-i et iy o i ied resicoes or termini saly)
Fixed :a:‘zﬁh; S 3;"3??9' ions using 6 must intense veaks
Variable modifications: Q)sldﬂ.u.o.m(M) :
i =@ =l B [T =) prevr o v [ v v
Protein sequence coverage: 44% 1| 87.0553 44.0313] 70.0287| 35.5180]115.0502| 58.0287| 98.0237| 49.5155] N 7|
§ . 2[174.0873| 87.5473[157.0608] 79.0340[202.0822[101.5448[185.0557] 93.0315| S |646.3770[323.6921(629.3505[315.1789]
Matched peptides shown in bold red.
3[275.1350]138.0711[258. 1084 129.5570|303.1299] 152.0686|286.1034|143.5553| T |559.3450[280.1761542.3184[271.6629| 5
1 MSKAVGIDLG TTYSCVAHFS NDRVDIIAND QGNRTTRSFV GFTDTERLIG 4[385.2191(194.6132[371.1925[186.0999[416.2140[208.6106[399.1874[200.0974 1 |458.2973(229.6523[441.2708[221.1390] 4|
51 v KLIDVDGKEQ 5[485.2718[243.1395[468.2453(234.6263[513.2667257.1370[496.2402]248.6237|_P_| 345.2132[173.1103(328.1867|164.5970[ 3
101 NFTPEQISSM 6[586.3195[293.6634[569.2930[285.1501[614.3144[307.6608[597.2879]299.1476| T | 248.1605[124.5839[231.1339[116.0706 2]
151 INEPTAAAIA HVLIFDLGGG 7 K | 147.1128] 74.0600[130.0863] 65.54681]
201 TFDVSLLSIE DGIFEVKAT DNRLVNHFIQ
251 IDSLFEGIDF YTSITRARFE H
301 T ke
351 AVOARTLTGD
401 IPRNSTIPTK NQRGVLIQVE ) u I I I )
s o e 0 15 ervar 1163 5 [t
151 I b ILNVSAVEK GTGKSNKITI
501 TNDKGRLSKE DIEKMVAEAE KFKEEDEKES QRIASENQLE SIAYSLKNTI NCBL BLAST search of NSLIPLK
551 (Parameters: blastp, nr protein database, expect=20000, no filter, PAM30)

Other BLAST web gateways
601 TMSKLYQAGG

. All matches to this query
Unformatted sequence string: 639 residues (for pasting into other applications).

Delta
Sort by @ residue number O increasing mass O decreasing mass 23.3 [759.4127]-0.0004|NSTIPTK
Show @ matched peptides only O predicted peptides also 0.7 [759.4126]-0.0004|sKAEPTK
lo2_[759.4239]-0.0116|NGKGGSLK] . .
Query Start - End Observed Mr(expt) Mr(calc) ppm M Score  Expect Rank U Peptide 5.5 7594239100017 T P t d ‘,
1381 24-34 607.8089 1213.6033 1213.6051  -1.46 0 39  0.00013 1 R.VDIIANDQGNR.T s Tr54127 00004 ep 1ae 1ew
46135 35 - 47 729.3478 1456.6810 1456.6835 -1.710 29 0.0013 1 U R.TTPSFVGFTDTER.L 2'5 759.4125 o.onm
#6879 55 - 69 796.3790 1590.7434 1590.7460 -1.640 32 0.00068 1 U K.NQAAMNPANTVFDAK.R s -4126]-0.0004|SNDALLK
46830 55 - 69 531.2552 1590.7438 1590.7460  -1.390 19 0.013 1 U K.NQAAMNPANTVFDAK.R 2.2 {759.4127-0.0004|NIGDLLK
46362 55 - 69 804.3763 1606.7380 1606.7409  -1.83 0 37 0.00019 1 U K.NQAAMNPANTVFDAK.R 2.0 |759.4127)-0.0004|LTNSPTK
43 + oxidation (M) 2.0 _[750.4239-0.0116NISAISR
46363 55 - 69 804.3763 1606.7381 1606.7409  -1.770 20  0.0093 2 U K.NQAAMNPANTVFDAK.R 2.0 [759.4126]-0.0004|NLSALDK

Mascot

¢

=
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N

o W=l —1
NITFREE =1
B MASCOT Server& &
B A — 9-1 (P.76~)

b et

R VI OEQRE

BRR/INTA—5—

[HERE]

W REE
BATFRER | FEHTOREYS |

- MASCOTI®RFR
- Refinement, X7

- - - 1. MASCOTIRZ - RIESY VINOBDOERNIL—IU
WYY UHRE RTIFRECFIDIRTR
LY INOBEDERYUIR N

B MIS ®RZRDA T3 .
- + 2. refinement, BXI7J25

ltnggg/?%ju - MASCOT score LI DR EXRZ
HARATEBRATI T E,

IEfR/ RIEfR RTFROBEDHREL




MASCOTHRZR : RTFREFREDHE

W MASCOT Server& (&

B RFTE

m st RITFREIERET DAE

S-S
WRR/NSA—5—

S IEE
BERER . = ln\/n\L/ .
AT - denovo sequencing

- MASCOT#&R
- Refinement, BXI7J T

B 5N UERE -,‘QEPJ 35 (,)

/ln\

SN

W MIS ®RZFEDA T3

W EETOIS A . °—7|JZ ~

/\
\\

NRIYAX

|BoAT YD SRS N ERE—D

\ -EICMASCOTTHIBIN TR A%
F—HN—ZDEFIHN SEH TSI AR E—2
CGEEIFRZRL)DINY— =R

MASCOTIRZ : EEEtR. R TFRD I III—U20T 9.3 (P.77~)

o LNEBE=5 e — =
~RITF R RIF ROBEEEM R TISIAS Query CH23f
DBAD s | (B 1632.866 + 0.2 Da) — Pk o B 3| AT NLED
FI)\UE BEatE = [C&EDRTF RDH T st Y| IvF,
— KIJqILF—U>D " a7
b y
. MGLSDGEWQLVLNVWGK
myoglobin Q M
—193197 — 229.118 E 1533.802
MGLSDGEWQLVLNVWGK 300.155 A 1404.759 .
VEADIPGHGQEVLIR LFK VEADIPGHGQEVLIR 415182 D 1333722 =
GHPETLEK FDK FK HLK ’ - 528266 1 1218.695 :
SEDEMK ASEDLK K GHPETLEK 625.319 P 1105.611 S
HGATVLTALGGILK K K 91046 682.341 G 1008.559 | ¥=*
. 819.399 H 951.537
876.421 G  814.478 :
. NSQWWSAAHCYSG'QVR 1004.478 Q 757.457 o
ProteinB — 513307 1133.522 E  629.398
MATR IK ISSCIENK : 1232.591 Vv 500.356
MNPEQMPEFIQLR ISSCIENK 1345.675 L  401.287
NSQWVVSAAHCYKSGIQVR # — 102153 1458.759 1  288.203
LGEDNINVVEGNEQFISASK
SIVHP a MNPEQMPEFIQLR o R 7SI
SV & \ b y
ProteinC 246.09 N 1501.747
46 343.144 P 1387.704
47219 E  1290.651




refinement. X720

B MASCOT Server& &

T B MASCOTO#ER IR TFROYIB L Z2HNFE Z I 8B
m 55752k (core feature)ZEIC. BXO7) VT EERD&E(L
- (refinement) =175
WIRF/NSA—5— . o . —
o H refinementzXEkEd5707 340
- - Percolator
g - MS2Rescore
- -- DeeplLC ({RFFHFREITHI)
S -- MS2PIP  (MS2ZXRZJ KL
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Individual feature performance

The individual feature performance plot shows the 'strength’ of individual features. For each feature, g-values are calculated as if that feature was
individually used for scoring PSMs without any other information. Then, the area under curve (AUC) is calculated for the empirical cumulative distribution
function (ECDF) of the g-values. The higher the AUC, the better the feature is at discriminating between target and decoy PSMs without any other
information.
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RTFREDRA7, EEE#, FDR(F/z[Xg-value)

Normal,Decoy BFEFER(RTFRERFE) = ERORVIBEISEE THEARS

Sequence Score NorD Nt D&t FDRID/N] (%)
NAGVEGSLIVEK 52 N 1 0 0
VGEVIVTK 51 N 2 0 0
TLNDELEIIEGMK 34 N 118 0 0
MATRIK 33 D 118 1 0.847
ISSIQSIVPALEIANAHR 31 N 119 1 0.840
VGLQVVAVK 19 N 512 5 0.977
TAKAESK 18 D 512 6 1.171
LSDGVAVLK 17 N 513 6 1.170
SCAFFLDK 16 D 513 7 1.365
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- Fragmentation (CID,HCD)

- MS2 analyzer (linear ion trap,Orbitrap,QTOF)
- cutting pattern (tryptic,non-cutting)

- label (TMT,iTRAQ)
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% fREEFRLDYVEZ

Protein Family Summary (results refined with machine learning)

Significance threshold p< 0.01247 Max. number of families \AAUTO \ “[help]
Target FDR (overrides sig. threshold) [1% v| FDR type | Sequence v |
Display non-sig. matches O Min. number of sig. unique sequences [1 v
Dendrograms cut at 0 |

Preferred taxonomy | All entries v
Refine results using machine learning (Percolator) [ help]
- Use features calculated by Mascot “A[help]
- DeepLC model for retention times #[help] |[full_hc_unmod_fixed mods v
- MS2PIP model for spectral similarity #[help] |CID v

| Apply |
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2 RIFRENEZ S
Target FDR (overrides FDREYE(E (Percolator) o
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W5/ (S5 X—5— A=—ORRERTFRMTIDULET 1
BiERER
BXRTFREE

o T PR B Protein FDR 1% M&EECMD23EEH S
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B Protein Score [ERIEREZE(CfED>TLVRLY

B Protein inference : LSV INOBIOERVUKRLY
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YONDBREIERESYVINOBEDT IV — - 9-6 (P.80~)

B MASCOT Server& [

. *ﬁ%ﬁ;ﬁ ~ (e] (e} \\: \:
Bl . 79 INDBDORTFRITZINR
B S TA—< v
F—9LHR
W2/ VS X —5— RTFR HINOE
,,:é: E o W
S NTFRE A B CDETF G
BXRTFRERE
W YN BRE p5 LVQDVANNTNEEAGDGTTTATVLAR HE B B [
- AERYVINOBDOEHE
- BUYVINOBDTIV—T1E
p4 ALMLQGVDLLADAVAVTMGPK H H B B [ |
B MIS MRZEDA T3
B SETO05S A p3 ISSIQSIVPALEIANAHR H B [} H
HRITAZ
p2 VGGTSDVEVNEK [ ]
pl NAGVEGSLIVEK [ |

R : 79 VINOBDRTFRIIPINREFEREM 1 — 9-6 (P-81~)

*p5, p4, p3, P2, P1 EYYFURRTFR
proteinA : pS> p4 p3

proteinB : pS p4 p3 proteinA() same-set

teinC : pS p4
PSSR © B 12 proteinA(d) sub-set

proteinD : p4 p3 sub-set, same-set MY\ E(E
, TR — T E S N—EC

proteinkE : pS RS

proteinF : p3 pl

AF.G O INoElXTFamily

proteinG : p4 p2 Proteinl&LTEEHEND
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R : 7Y VINOBDRTFRIU I IR EERER 2 — 9-6 (P.81~)

v 1 ProteinA 249 descl
_|—|: 2 ProteinF 148  descs
3 ProteinG 136 desc7
T T T T ‘
o g o o o o ~ =7 N° w ﬁ ~ o g
g & 8 2 8 JITPRTFREFOYVINIEIL,
» — * RN —
‘ TIV—TEENRT BUEZEIC
T RIBICER
N NG
Threshold (0): /0.0 ‘ Cut ‘ / ‘*Jb T EE'
Score Mass Matches Sequences
1.1 “ProteinA 249 9096 31(3) 3 (3) desct
P 1 sameset of ProteinA
1.2 #ProteinF 148 12054 2 (2) 2 (2) desce
1.3 “AProteinG 136 11389 24(2) 2 (2) desc7
‘ Redisplay H All ‘ ‘ None ‘
¥'5 peptide matches (5 non-duplicate, 0 duplicate)
Auto-fit to window
uery Dupes Observed Mr (expt) Mr (calc) Delta M Score Expect Rank U 1 2 3 Peptide
A1 608.3099 1214.6052 1214.6506 -0.0455 0 75 2.8e-08 p1 u [ ] R.NAGVEGSLIVEK. -
A2 617.2857 1232.5569 1232.5885 -0.0316 0 76 2.7e-08 p1 U B R.VGGTSDVEVNEK.N
#3 960.0327 1918.0509 1918.0636 -0.0127 0 85 3.1e-09 p1 | N | ISSIQSIVPALEIANAHR
74 1057.0537 2112.0929 2112.1323 -0.0394 0 116 2.6e-12 p1 Un - .ALMLOQGVDLLADAVAVTMGPK .M
A5 854.0588 2559.1545 2559.2413 -0.0868 0 74 4.3e-08 p1 ] B K.LVQDVANNTNEEAGDGTTTATVLAR.I
I P 3 subsets and intersections (3 subset proteins in total) I
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R : 79V INVBDORTFRIUTPINRESEREMR 3 — 9-6 (P.82~)

Score Mass atchac Senuancasc
1.1 ZProteinA 249 9096 A=—ORTFREHED Protein A,F,G i
w1 sameset of ProteinA 13§7_]__\
“ProteinB 249 9855 . .
1.2 #Proteink 148 12054 2(2) 2 (2) descé
1.3 #ProteinG 136 11389 2(2) 2 (2) desc7
| Redisplay || Al | None | Protein BI&Protein A Mlsamesetli& L
THHERE TRRINGRLD, 21y o URRR
gDEFRN
¥ 3 subsets and intersections (3 subset proteins in total)
Score Mass Subset of
“ProteinC 177 9288 1.1 desc3
“ProteinD 146 9947 1.1 desca
“ProteinE 116 11608 1.1 desc5

Protein C,D,E [&Protein A(LEEH Tl
1.1&KIR) Dlsubsetl&E U THIHAERMET
RLSNBRVWD, VUV O UEBRT S ERT
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- RTFRECHIDIRFR T oEnTuwnIX
Y UINVERE
+ 2. refinement, BXIA7JY
- MASCOT score AN DEEXRS - FERI D INOB DRV
HAAATTBRO7PU T E, EENANE
IEfR/ ARIERE RTTFROBEDBREL
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B MASCOT Server& &
B RERAE
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F— 5%
WRFR/NSX—5—
Wi REE

BEEYVINOE:
BEEXRTFR

W MIS ®RZRDFA T3

H EETOIS L
NRAIRYAX

MISIRZEDA 3> — 10088~

NETTBNUSAANEGRRE ZERDZVDHD
MZBRA T3 DVTITEBN

Spectral Library [EE—2JXSA TSR

Quantitation [E=H#HT]

Crosslink [POXJ IR TFRI&ER]

Error Tolerant Search [{haR2EXFEIRZR]




= MR AR I IV S TSRS

Bl MASCOT Server& &

_ ~ Mame: STPAYLAETLYYAMK/3
- - 10 ]‘ (P83 ) M 2021.08207391015626
B ®ERLE Comment : Spec=Consensus Mods=2/0, ", iTRAD4p e

— — Parent=674.70% Mreps=3 Naa=15 MaxRatio=1.000
B T4 — 2w k- B ARTBIIVSA TS IIREDIRZANR: el talas=0,00 € uster c-5250e056-codi~4477 ¢

- ~ = = 0 rotein=s

T — I X EE?UD“DE‘I‘%L\'“EEE’%K—7 Mum peaksp:) 9 -

3 ° °__ 19| 114.111 757.8
O FEHRRINV (E—T1UZR) 1IE 108 810771
116.111 850.41
— L0 e
.1\|:] |_| . .
, B ARIMIIVSATS)IELL T 258 EN AT RE e
I@E?‘{/\‘?%i- 737147 78779
FRATFE - BEOMASCOT Server T o e RRBERD 5 5. Do I0 or.te
=l J]|® =4 = EEAN = il

B MIS BEQA T TAIVE—1) DT FEISEEG U queryDE—D1) A~ gg%% ;ggg
-E—9URNSATTY . _ . . .
emmn - BREYA R TABEINTNBE—IRRT—IR—2 gez.Jor oo,
- OORUIIRTF R (PRIDE, NIST) 246.22 72.4
- Error Tolerant Search 422,267 104.24

(HRAR2ERFEIRFR) 429.089 26.44

B 5|7 —9IR—ABBREEHFENET 444 417 149675
W EETOIS5 A4 FAT2ENTTHE 403903 53.71

485377 7768
: 512318 5.05
NRAINAR 513.317 320.81
< sve, . 51437 83.07
B #®3RT I : MSPepSearch [NIST] P18 555 66 B
640 335 743
656 357 1.07
676.331 177.41
§77.333 33.07

BRI\ S X—5—

= RN R R AR - 102 P87~

Bl MASCOT Server& &

. L Score  Mass Matches emPAI 114/113 115/113 116/113 117/113 118/113 119/113 121/113
[ | *ﬁ%ﬁ;ﬁ 1.1 #2::CO4B_HUMAN 164342 217600 3818 (3818) 103 (103)  48.75  1.033 1.070 1.045 1.016 1.155  1.051 1.055  Complement C4-B 0S=Homo sapiens OX~|
1.2 £2::CO4A_HUMAN 163856 217680 3814 (3814) 102 (102)  44.57 1.036 1.073 1.044 1.019 1.159 1.052 1.060  Complement C4-A 0S=Homo sapiens OX-|
Redisplay | [ All | | None
B T A—y k- ———
7—_\\_ 4 E?ﬁ r3926 peptide matches (363 non-duplicate, 3563 duplicate)
~ 9 Auto-fit to window
Query Dupes Observed Mr(expt) Mr(calc) ppm M Score Expect Rank U _114/113 115/113 116/113 117/113 118/113 119/113 121/113 1 2 Peptide
.*ﬁ%/ \"5)(_9_ #52618 517.3046 1032.5946 1032.5983  -3.52 0 22 0.026 b1 0,909  1.155  0.945  -0.096  1.064  1.202  0.791 | M K.GQAGLOR A
#58552 b1 53372931 1064.5606 1064.5703  -0.64 0 30  0.0079 b1 17084 TTiTZe0 T1lZ85 T 1l150  1.313 7 10346 1.099 W M K.AAANQMR.N
58697 533.7829 1065.5512 1065.5543  -2.90 0 24 0.012 p3 0.973  1.420  0.857  0.963  0.734  0.820  0.850 [N M K.AAANQMR.N + Deamidatd
.%i%ﬁﬁ 62050 ba 548.3186 1094.6226 1094.6238  -1.080 29  0.0047 b1 0.864  1.101  0.889  0.795  1.075  0.821  0.879 M K.LTSLSDR.Y
ma 270950 P4 598.2969 1194.5792 1194.5792  0.033 0 17 0.024 b1 0.959  1.120  0.871  0.952  1.154  0.969  0.880 M R.VQQPDCR.E
75303 419.2471 1254.7195 1254.7140 4.380 29 0.015 b1 1.006  0.954  1.220  0.793  1.234  0.837  0.896 M R.EFHLHIR.L
e #81345 Pg 634.8576 1267.7006 1267.7014  -0.57 0 32  0.0014 p3 1.171 1.311  1.458  0.999  1.210  0.912  0.953 [ W R.GQIVEMNR.E
.H/E9 AN 9,%: . #81352 P12 423.5749 1267.7029 1267.7014 1.180 35  0.00061 by 0.93¢  1.581  1.814  0.721  0.943  0.883  0.946 [ M R.GQIVFMNR.E
[E_li/\oj‘}'\\ #81457 P27 635.3070 1268.5994 1268.5989 0.460 24 0.023 by 1.030  1.090  1.039  1.069  1.396  1.159  1.218 | W K.FACYYPR.V
81483 P2g 423.8742 1268.6008 1268.5989 1.510 36  0.0022 b1 1.015  0.846  1.267  0.816  1.345  1.500  0.890 | M K.FACYYPR.V
82476 639.2738 1276.5330 1276.5339  -0.68 0 25  0.0043 p1 0.856  1.140  1.163  0.848  1.046  0.802  1.121 [ M R.CCQDGVIR.L
o~ = 52812 427.2265 1278.6577 1278.6722  -11.40 33  0.0083 p1 0.902  1.574  2.265  1.076  0.999  -0.023  0.921 [ M K.VVEEQESR.V
W MIS *ﬁ%@ﬁ’j 3y £82947 640.3463 1278.6780 1278.6722 4.550 27 0.012 p1 0.477  1.157  0.977  0.581  -0.042  0.379  0.62¢ MM K.VVEEQESR.V
- K_QIJX ’\5{ jfl) £24000 b1 428.9072 1283.6998 1283.6963 2.71 0 37 0.003 p1 0.835 1.173 1.298 0.742 1.371 0.851 0.700 [ M R.GQIVFMNR.E + oxidatic
P 84556 P19 429.8967 1286.6683 1286.6674 0.640 51 3.8e-05 pby 0.462  1.002  0.608  0.683  0.581  0.628  0.43¢ | M R.QGSFQGGFR.S
- EEMT 84560 b7 644.3420 1286.6694 1286.6674 1.550 27 0.0036 p1 0.962  0.973  1.054  1.009  1.089  0.941  1.073 [ M R.QGSFQGGFR.S
- ORI ORTFRIGZR 284743 430.2239 1287.6499 1287.6515  -1.230 16 0.03 b1 1.088  0.862  1.202  0.761  1.443  0.960  0.979 M R.QGSFQGGER.S + Deamid
- [DrweE Melemm: Semadn £84744 430.2240 1287.6502 1287.6515  -1.00 0 26  0.0037 p3 0.752  0.994  0.973  0.686  1.281  0.681  0.845 | M R.QGSFQGGFR.S + Deanid:

(HRAR2ERFEIRTR)

- b — OB o = RIEE B AR X
. 12U, —I\—8h & Distiller [+8EU1—/vite] B CEHERTAEASENRL S

Server BRTEEREE - MS2DE— 58 % > /=84, iTRAQ, TMT &

Distiller fff TErERIEE : MS1E—U58E Z D72/, SILAC, SNV I — gE




NSSSES BERFR VORI IRTF R

Bl MASCOT Server& (& T N 10_3 (P.9 1 N)

S BATF R A — T ARERA T
W S T4 —< Yk BRSO TVDT—YDIRZRNATHE

F— 52

WSS/ — 2T S
YUINOEN

BRI\ S X—5—

aE Aol el e = o L@ e L L e o
WERE®E >IN ER e - z
= | Zovoon| Tir0w R AT R ) (e s (A
S, — o W 3[308.1241] 154.5657] 200.1135] 145.5604] S [2322.1482[1161.5777]2305.1216[1153.0644[2304.13761152.572410]
BEEY/CHE- - Loopt&i& (BA—XRTFRA) D Eoen v oA [ ;
AlEY / =] . . . S| #7225 01| “wozio mosi @ g [
5 A oS = v - =
RERTFR - Monolink (FANHRES REBEEDEMERL) | oo :
o 77203 392158 50397 430703 59 2097 430200 v [17wcoee| sz vl o] o744 E
R  [1eez 0] 553 158 e 753 2 5003 g
5 = oo & | 2o 100] 1as007] 27| e E
SES s a7 oos s 57 o[ iso 6] & | ot vdo] 100575 2011254 11065 3
B MIS RROA T3 z e e | .
- E—HYRNSATS 601.9731 1802.8976 1802.8886 4.961 - 88  4.7e-08 Py U BT T e e T e e e T T T
e - O < M
- EER 601.9737 1802.8993 1802.8886 5.951 51 0.00015 B3 mm |[eere — - -
~ o~ 902.4572 1802.8998 1802.8886 6.231 - 90  4.2e-09 S[inien o5 3559 < rsfion sisosreeieozrssaofsiazess] 5|
- OORUVORTF g% b o oo TR+ s oo o e o
a0 . o 607.3057 1818.8953 1818.8835 6.461 - 42 0.00015 b1 U W |Sunrwwemlmsersrsivm oee o] s vl e as o 7
- Error Tolerant Search e o e ] . ]V | 7744 e T .
o R 607.3058 1818.8954 1818.8835 6.5¢1 - 40  0.00019 P1 LY Mieers 5 504567 @ | 672:3790[337 1938] 5 s
“ N7 8| 2068.957¢ A | 545.3194[273.1634] 528.2920[264.6501] 4|
(HEER2BRFEIRR) 701.3372 2100.9899 2100.9794 4.980 0 16 0.035 By um
: : : : 9| 090(2237.0266(1119.0170( W | 474.2823[237.6448| 457.2558(229.1315] 3
526.2548 2100.9899 2100.9794 5.000 0 52 1.4e-05 p1 U B[]z sen]zsicen|is iz o] s 1 | 26z scsi] 21 vesle o1 2
B EETOI5 A = he - . A K. CKGTDVQAWIR. G CI<—X1ink Disulfide—>CL R.CELAAAMK R
HRAITAR 9 JI\OEWO)U Z)bj’f I‘% =) R.CKGTDVQAWIR.G C1<—Xlink:Disulfide—>Cl R.CELARAMK.R
oj"a—_ F WV o)gﬁa t R.HGLDNYRGYSLGNWVCAAK.F C16<~Xlink:Disulfide—>Cl R.CK.G
N GYSLGN CAAK R.NLCNIECSALLSSDITASVNCAK.K + C3<-Xlink:Disulfide[T]->C7; Nethylm
.
CELAAAMK 0)1 %E h\%’éb z L\é R.GYSLGNWVCAAK.F CY<—Xlink:Disulfide—>C1 R.CKGTDVQAWIR.G
e _ R.GYSLGNWVCAAK.F C9<~Xlink:Disulfide—>CL R.CKGTDVQAWIR.G
636.3175 2541.2409 2541.2256 6.010 1 101 3.32-10 Py ] R.GYSLGNWVCAAK.F C9<-Xlink:Disulfide—>CL R.CKGTDVQAWIR.G
862.4229 2564.2460 2584.2712  -5.39 1 1 17 0.028 b1 T m K.VEGRCELARAMK R C5<—Xlink:Disulfide—>C1 R.CKGIDVOAWIR.G + Oxi
647.0693 2584.2480 2584.2712  -8.96 1 1 27 _ 0.0028 P3 um K.VFGRCELAAAMK.R C5<—Xlink:Disulfide—>CIE CKGTDVQAWIR.G + Oxi

u - ' BNRR: Error Tolerant #8538 [HhaRk 2 EXFEIRER]

Bl MASCOT Server& &

Score  Mass Matches Sequences —> 1 0—4 (P. 97 N)

. 2.1 #PPB1 HUMAN 499 58259 31 (31) 16 (16) Alkaline phosphatase, placental type O:
| *ﬁ%ﬁ/ﬁ 2.2 ZPPBN_HUMAN 352 57626 25 (25) 12 (12) Alkaline phosphatase, germ cell type OS=Homo sapiens OX=9606 GN=ALPG PE=2 SV=
2.3 APPBI_HUMAN 70 57119 8(8) 7 (7) Intestinal-type alkaline phosphatase OS=Homo sapiens OX=9606 GN=ALPI PE=1 SV=2

B &G J4A—< vk Redisplay

F— 52

Y34 peptide (34 i o 7 )
Auto-fit to window

BRI\ S X—5—

e Expect Rank U 1 2 3 Peptide

b (1Em- 77 =
Tme . =~ / 1.1e-05 R.GSSIFGLAPGK.A
- B2t (Eah- 73 BXx e, &
3 U R.GSSIFGLAPSK.A
WEREE L L
| =53 545.6818 1089.3491 1089.5819 -0.2327 0 54 0.014 p3 MM R.GSSIFGLAPGK.A + [+57.0215 at S2] I
265 567.6566 1133.2987 1133.5499 -0.2511 0 45 0.007 D1 B W W R GNEVISVMNR.A + Oxidation (M)
==~ o = i
.H/T:g >l \gg e ;!'56 614.2001 1226.3856 1226.6329 -0.2473 0 28 0.039 :1 U K.LGPEIPLAMDR.F + Oxidation (M)
— 1 ro— © 100 653.2101 1304.4057 1304.6837 -0.2780 0 87  3.6e-07 Py B K. GNFOTIGLSAAAR.F
RERTFR g 52 =

t 1418.4324 1418.7154 -0.2829 .5e-06 P U B M W K.ANFQTIGLSAAAR.F
E N D + [+100.0160 at N-term]

S 1450.3465 1450.6477 -0.3011 69 7e-06 b1 [ R.NWYSDADVPASAR.Q
P )~ =
W MIS 1‘%%0)7.'-7 >3 #4133 499.1349 1494.3828 1494.6694 -0.2866 0 89 .3e-06 1 B W L.DPSLMEMTEAALR.L + 2 Oxidation (M)I

- b—guxhi»fjal) 136 754.6864 1507.3582 1507.6691 -0.3109 0 43 0.36 | 30 [ I | R. NWYSDADVPASAR. Q

°

®

a7 + [+57.0215 at N-term]

- Ei%#*ﬁ #145 526.1538 1575.4396 1575.7780 ~-0.3384 0 81 5e-05 p1 B R.ALTETIMFDDAIER.A + [-48.0034 at M7]
- OORY VIR TFRIGZ - Snc Bmes L izow gran dvmcmmra o ammemic i Eesa & Se S A .

- Error Tolerant Search

(R ERREARTR) iRy VN OE] 1EEORRCRIEREEZBAZYVINIBDH
[HiEEN Zquery]  1EBEORRCRIEEEISHIZBH Dfequery g AT

UTD3RICONT, RADIRFREL VN R Z LT TEERIC2EIBDIRRZITD

- EROEFTUMSNART TR
- BEAOES (EINTIEET)
TI/BOER BERIIDSEE. BA - RKRICEXIL)

B EBEIO0I3A:
HRIYAR
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Bl MASCOT Serv

W T ‘MASCOTCHRUTWART—IR— BEERRE %

S e BT AENTCTIEEABYET
‘MASCOTCHERUTCLVBRIEEHZNHAIVAIRATIEN

WRZR/I\SX—5— T“::' 353-

WERE®

WEEYVINDE-
BEXRTFR

S Database Status

mEETJOUS A
HRITA X

Search log

Configuration Editor

Iy = Database Status — 12-1(P.106~)

Bl MASCOT Server& &

‘Home — Database Status CHI<[EE
B RFRAE
B ST e -BESEDOOJICEEYT DEIHRAD!) VI3, MASCOT Server LT

> o7 REERARERT —IN—RICEY SIRKRICOVTRIRINET

MASCOT search status page

WIRR/INSA—5—

Version: 3.1.0 - MSKK (CLW7-X3C6-FBUB-VZXN-TNJZ) Licence Info
24 logical, 1 physical Intel processors (hyper-threading enabled, 12 core). CPUs: 0123456 7891011121

+ 14 15 16 17 18 19 20 21 22 23 available, using: 01234 56 78910 11 12 13 14 1516 17 18 19 20 21 22 2
.%EI EE . [0 searches running]
Active 1 27. Inactive 2. Max 1 256.
BEEIVINIE- [search log|monitor log]lerror log|Error message descriptions|[Do not auto refresh this page|
—] = 0 —F o
= aminants T i ¥,
RERTFR |lename - Contninants 2016070, B pathuane e e eont st oo oot eom e 20160130, fasta
=In Remmss_ﬁ.lg

tus
ta(e Time = Wed Feh 12 18:50:56 # searches =
lem mapped = YES Request to mem map = YES Request umap = N0 Mem locked = NO

. l\/II *ﬁ%@j J JE J umber of threads = -1 ~ Current = YES Type = Amino acid

Name = %W ani /inetpub/mascot/sequence/cRAP/current/cRAP *. fas
lenane = chap 207 = bt ] inet o/ nascot/ Sesvence/chAb current/ChAp 20150505 fata
s 7 = tote Tine - iad Fab 12 18:60:56 # searches 0
| B IED 73> o napped = YES Reayest {0 ref iap = VES. Reauest umap = N0 Ven locked = N0
jj]@?/{]“ unber of threads = -1 ~ Current = VES Type = Amino acid
Name = Human EST Family /inetpub/mascot/sequence/Human EST/cur rent/Hunan EST * fasta
- Database Status lenone = Hunan ESTT03Fosta Pathnan etpub/mascot/Sequence/Human EST/cur rent/Hunan EST 143. fasta
=In S.La%sms Unidentified taxonomy Recomoress file
= . tote Tine < Wod Feb 12 18:50:56 # searches
- Search lo fen napped = YES ' Request {o mem map = YES Request unmap = NO Mem locked = NO

umber of threads = -1~ Current = YES Type = Nucleic acid

Name = {H Runan BTt =
{ lename = unan asta Pa‘hname =
srane 2

tate Time = Vled Feh 12 18:50:56 # searches =
lem mapped = YES ~Request to mem map = YES Request uwnao =NO Mem locked = NO
unber of threads = -1 ~ Current = YES Type = Amino acid

onfiguration Editor
= ;!ne{nu%msca{fsenuem;};} R\mn;currsnmg{ Ruman ; ggs}a "
inef E“ mascot/sequence; \uman/cur ren \uman asta

/inetpub/mascot/sequence/Mouse/current/Mouse . f
/inetpub/mascot/sequence/Mouse/current/Mouse 20220623 fasta
Recomoress file

Family =
use 623. fasta  Pathname =

tatus, n use i
tate Time = Wed Feb 12 18:50:56 # searches =
lem mapped = YES Request to mem map = YES Request umlan =NO Mem locked = NO
umber of threads = -1  Current = YES Type = Amino acid

Name = ami =
Filenae = %nm 2T Taste” Pmore
Status, =1In

{ate Tine = ted Feb 12 18:50:56 # searche

Name
ilename

/ine;nuh/mascut/se,uence/N(BInrut/current/N(BInmt *, fasta
/inetpub/mascot/sequence/NCBIprot/current/NCBIprot 20220501. fasta
Com 9s  Unidentified taxonomy Recompress file




WESA : T —IR—RADTRTHNE

Hame = Fam = Cidinetpub/mascot /seauence/SwissP rot /ourrent /3wi s=Frot % 1
Filename = Sw i SSP rot _2021_02.fasta Pa’( hname = C:/inetpub/mascot /seauencesSw 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 Reauest unmap = WO Mem locked = NO
Current = YES Twpe = fmino acid

Humber of threads = -1

MASCOT ServerDERE CT —IN—R %

Name F—HR—ZDEHF ﬁi‘::e;g? ;;:E;; [CVVEVITREERHBRET
5 N
. AICE 5. 07 R
Family NI P ORI SRR, Request  MASCOTOTOITLIXTUEND
BRI N T\ Blastad 7 LB unmap ahL o SmEE TLEAE
Filename F—IR—ZDN~TIV DY ET . N A DAE LAy E
Mem locked 4 et — = LS
Pathname }Ermu?ék'\'ﬂf\,\5fastat7ﬁ’f)|/73\ 73‘1’17( (lock)a'ﬁﬂkﬁuﬁkﬁ’)_(b\éb‘t373‘0
_— . . "“"“ "“""C -1]
Status FT—INR—ZADIREDIK R, thresholds ﬁTo
WIET—IR—REHED T 71 IV EUL 05
State Time IERIN TS Status ZE2:# U= B, Current '\'TLZC_L\57J‘ "
T—IR—AMPAE) EICRY TENTZIRET Type ELHIDFEFEN Amino Acidh Nucleic Acidh'.

Mem mapped
69
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B RERE
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TR

WRZR/INTX—5—

Search log

— 12-2 (P.111~)

‘Home — Search log CHI<EHE

*MASCOT Server C1T 272 R TDRFREDOT EFE,
AREEmEH<ENTEET

-BEERRICHUEZ P T(IVI— I IRRIE DI EEERE

WEREE
— S 5 1D
BEEY>VINVE: ' MASCOT search log
BIERTFR f
| Version: 3.1.0 - MSKK (CLW7-X3C6-FBUB-VZXN-TNJZ)
B MIS *ﬁ%@z"jofjﬂ W, | [Sort/fiter | Log File: [_/logsisearcheslog | Start at: (-1=end, 1=start) -1 | how many: [E\ 794 in log, 794 after filters. Data dir:_ | GETs2:(J
L Job# PID dbase User Name Email In start time Durati Status Prio  Type
i
W EBTO0IS5 A 8 5
ARITAX \ | I ) [ | | B | ] | | I—]
- Database Status 2104 10872 SwissPro Co . Fri Feb 14 14:08:10 2025 10 User read res 0 MIS
- Search log ! 2103 8368 SwissPro Co 5, Fri Feb 14 14:07:27 2025 11 User read res 0 MIS
. . . 2102 15872 SwissPro mg .. Thu Feb 13 15:08:29 2025 12 User read res 0 MIS
- Conﬁguratlon Editor 2101 8656 SwissPro mg .. Thu Feb 13 15:07:48 2025 17 User read res 0 MIS
2100 18124 SwissPro  takaesu DIAsearchtest D: &, Sat Feb 1 16:37:54 2025 104 User read res 0 MIS
2099 19924 SwissPro  takaesu re 5 FriJan 31 18:29:45 2025 70 User read res 0 MIS
L, 2098 15600 SwissPro  takaesu &, Fri Jan 31 18:06:31 2025 71 User read res 0 MIS
2097 18028 SwissPro  takaesu topdown test research . Fri Jan 31 17:59:44 2025 62 User read res 0 MIS
2096 15784 SwissPro  takaesu C: & FriJan 31 14:55:26 2025 4 User read res 0 MIS
2095 12864 SwissPro  takaesu C: 5, Thu Jan 30 17:19:27 2025 18 User read res 0 MIS




Configuration Editor — 13 (P.113~)

Bl MASCOT Server& &

B &FTE *Home — Configuration Editor CRI<[EH

. *MASCOT Server CfEfI g 2 SBRELE - HRIVIX

WRFR/INTAX—5—

BERER Mascot Configuration
Iﬁﬁgf;;:\:g Amino Acids Amino Acid Data
Madifications Madification definitions
W MIS BZ=DA T3y Symbols Symbols used in chemical formulae
Linkers Linker definitions
W EET0O 7:‘51\' Enzymes Enzyme definitions
NAIARX Instruments Fragmentaticn Rules
PRI Status Quantitation Quantitation Methods
- Search log
- Configuration Editor Crosslinking Crosslinking Methods
Configuration Options Glebal Options in mascot.dat
Database Manager Sequence databases, Parse Rules and automated downloads

memo
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