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s) |SwissProt (AA) - Spectral library (SL) -
PRIDE_Contaminants
Amino acid (AA)
- UP5640_H_sapiens
EYiE
Taxonomy |- . . Mammalia (mammals) v
Enzyme Allow up to missed cleavages
Quantitation |None v
Crosslinking |None v
Carbamidomethyl (C) N mTRAQ (N-term) -
mTRAQ (Y)
mTRAQ:13C(3)15N(1) (K)
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Display all modifications [J mTRAQ:13C(6)15N(2) (K)
mTRAQ:13C(6)15N(2) (N-term
Oxidation (M) - mTRAQ:13C(6)15N(2) (Y)
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Data format |Mascot generic v | Precursor [ |m/z
Instrument |Default v Error tolerant [J
Decoy Target PSM FDR | 1% v




RERENIZE—IT — Y EEHERBINRTFREIIDERE— I DY F U T EHEtHY
PIVTVZLATEHEURTFRZRELE T FERIERTF DY VN IOBADRREFERZE
LEICREYVNVBZEYRNZY TUI——(THRRULET,

MAIRE. MASCOT Search Results

User
E-mail :
Search title : iPRG2008 SwissProt Mouse
MS data file : D:\iPRG2008\mgf\merged.mgf
Databases : 1: cRAP 20190304 (116 sequences; 38,459 residues)
2: SwissProt 2019_10 (561,356 sequences; 201,858,328 residues)

Taxonomy : 1: (none)

2: Mus. (17,083 sequences) ﬁ%j T’r)l/wﬂjj]

Timestamp :9 Jan 2020 at 14:12:31 GMT

@ All O Non-significant O Unassigned ~ #[help] | Export | As [XML v

Not what you expected? Try efthe select summary.

¥Search parameters

Type of search 1 MS/MS Ion Search

Enzyme : Trypsin/P

Fixed modifications 1 #iITRAQ4plex (K), #fITRAQ4plex (N-term), #Methylthio (C)

Variable modifications : fAcetyl (Protein N-term), £GIn->pyro-Glu (N-term Q), fOxidation (M)
Mass values : Monoisotopic

Protein mass : Unrestricted

Peptide mass tolerance : £ 0.9 Da
Fragment mass tolerance : £ 0.6 Da

Max missed cleavages o
Instrument type : ESI-TRAR—| Que ry &

Number of queries 133,191

P Score distribution
P Modification statistics for all protein families

» Legend

Protein Family Summary

Significance threshold p< Max. number of families
Target FDR (overrides sig. threshold) |[(not set) v |FDR type

Display non-sig. matches O Min. number of sig. unique sequences |1
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Show Percolator scores 0O Dendrograms cut at

Preferred taxonomy All entries — < o
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P Sensitivity and FDR (reversed prof | Proteins (480) RepCFEBEEEr—TT Uracegen tsus 79y § permalink

Protein families 1-10 (out of 448)
5porpase (] [a][a][2] 3]
[Accession ~ |[contains  ~| || Find

[ 1::sp|TRY1_BOVIN| [E_[E@Dl\oﬂg

A

b2 1 2::CP2CT_MOUSE ulus OX=...
4E 6 2::CP239_MOUSE 251 Cytochrome P450 2C3% 05=Mus musculus OX=...
7 2::CP238_MOUSE 150 Cytochrome P450 2C38 OS=Mus musculus OX=...
2 2::CP254_MOUSE 550 Cytochrome P450 2C54 0S=Mus musculus OX=...
__ _|j‘: 3 2::CY250_MOUSE 487 Cytochrome P450 2C50 0S=Mus musculus OX=...
5 2::CP237_MOUSE 338 Cytochrome P450 2C37 0S=Mus musculus OX=...
4 2::CP2F2_MOUSE 470 Cytochrome P450 2F2 OS=Mus musculus OX=1...
rrrrTyTTTTTTTTTpTTT T T T T T
::BIP_MOUSE 1302 Endoplasmic reticulum chaperone BiP OS=Mus .

b3 1 2: )
| : 2 2::HSP7C_MOUSE 362 Heat shock cognate 71 kDa protein 0S=Mus m...
3 2::HS71L_MOUSE 188 Heat shock 70 kDa protein 1-like 0S=Mus musc...
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Display non-sig. matches (] i numheW
Show Percolator scores O — -
Preferred taxonom All FDR 0)&1@’?’73@/"0)&‘1%%
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¥Sensitivity and FDR (reversed protein sequences)

Target Decoy FDR
Protein family members 302 11 3.64% FDR w&{ﬁb\‘iﬁtnij
[PSMs ~| above [homology v| 1821 18 0.99%
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Quantitation |None V|

Crosslinking

RERFIC 2 S —
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Fixed
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Disulfide bridge in Lysozyme

EDC MND1_ARATH+HOP2_ARATH
HSAXlink:DSS

Disulfide bridge in Elongation factor 2 in human
Disulfide bridge in BSA
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B MASCOT Distiller ¥
msconvert &L\o7z
raw 7 —YZ|TOT S LED
HEYC KD, raw T—YDEE)
R

B ERT71IVICSVIDEEHHES
B RREEI 7LD

JL—23 T —89R—21L
(VistaDB, PostgreSQL, Oracle)
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Eie Edt Hep
Status | Evenilog | JskEdiw | PasmetwEdie |
e Task Datsbats A Paranalac | Vaue

= @ 1: Sinple test search Data fle C\amphPRG 201 24S600VSE00T T171-2434 mgf

L 012600055k Search s Subsritted fiom Fie: fof PRG by Mascal Daemon on TE1-
-l 2 No ergyres folower Accession ALBU_HUMAN

W LCO_Digea03.0321 Protein M/ 69322
= @ 3 Tiypsin fest pass sean Ceoe 53

- ig-ng:g e Desciiplion Serum abumin 05 =Heeno sagiens GN=ALE FE=1 5Va2
@ _1_ s_tlTRd.D Distle Detabtse | Smf?nlz_ﬂ_S?.]S fasta . o
© @ 5 Analyst iTRAD [masec Resul e UAL hittp: /fbogong./ 2_3 02_G4/cgi _n
© @ B Menge SILAC for quar Search submitted  12712/2011 120059
5 [ 7 EST Human typsin Seaicheonpleted  12M2/2011 120613
+ & Oibatrap 31 1eal time n

S Oibatrap 82 real lime o
= @ 10 Fles for FRG

£ Mascot Daemon

EEX

| Paameter Editor |

Al Searches

Uset name [Lou Scene

Taonomy | Al erties
Database [TP1_mouse
modifications |

Vaisbie D»vdalwn ]
modifications |

MSMS

Ence todesant search [~ MS/MS tol = [03

Fie Edt Heb
5 @
' e Stans 1 Evenilog | TaskEduor
| Parameter sat
: Filename: [E\Frogriam Fies\Maix Scien. . Vowl pas New Open... | Save | Savess
Refre:

Search lle [Submated fiom <taskname) by Mazcol Dasmon on <localhost>

*  Decoydstshaze [

|NCBlr
SwissPot g s E
r enoisolopic rayme | Tippe -
Finsd [Corbomdomettyl ] s [Tyes =
Max mised cleavages [T =)

MS/MS lons search [ Dastaformat | Micromass [PEL) v
Da =

Useremal  [lou@aarenideds

=~ Repotop [AUTOD =] his

Protein mass | kDa

Select Modiacalions
Pepiide charge [2+ and 3+ |

Peptid tol £ [7 [oa =] m1xfo +]

Quantitstion  |More -

OS
.NET framework 4.6

XE) :8GBLL

T42X2 :10 GB UL

: Windows 11/10 ZF7zI& Windows Server 2008 SP2 L&
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BEoMEtVRXATLANSIER SN raw 7 —9ZANIEL T
MASCOT RBRZRICR@ERE—IUZNE/ERUET ., £z denovo
sequencing. ESMRTRERRA RNIBZEITVET

[ TR ]

£t BEDOMEE raw T—IERAKU mzXML, mzML Z&HAHFIRE
NIVFTOY I XRIEVIVFIT7HISIC L D ERUIE

ENHEI S RI—E—IADT 1T 1 VT IL LD ERBEERE— VB & ERIRE
MEIERE Sz m/z E—DURNT 741 IVDIERR

KRNI DIVINDE - RTIFROBEZEADISDO T4 TICEEAIRE

MASCOT Daemon EDEHC LY raw T—9ZBENIEER

[Search Toolbox] MASCOT Server #ZFRfERE raw T—YDIFHRDHFEH ED

S EfRE AIR1E

[Search Toolbox] denovo seaquencing IC&22BT—4972 U TCOEIIRE

m [Quantitation Toolbox] E£#EMT (SILAC, ICAT, Label-Free EE% &)

Wi I 71V

AB Sciex
Bruker

Shimadzu
Thermo
Waters
rali!

: Analyst (QStar, QTrap) . Data Explorer (Voyager, 4700, 4800)
: Data/Flex Analysis (yep) (Esquire). XMASS/XTOF (Reflex, Biflex, etc.)

Data/Flex Analysis (baf) (Apex, MicrOTOF). TDF (timsTOF)

: Kompact (Axima) .LCMSSolution (LCMS-IT-TOF). mzML
: Xcalibur (LCQ, LTQ, Orbitrap)

: MassLynx (QTof, M@ldi, TofSpec, Synapt)

:mzXML 2.0 and 2.1 (XML interchange format)

mzML 1.1 (XML interchange format)
Text (ASCII mass and intensity values)
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denovo sequencing

MASCOT Distiller [FEY21—IUIBE T, 3 ERED
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j MS."MS13650 m/z 614.848
= %% Denovo Solutions(Trypsin/P2+)
¥ TSPTGGI-uK 60
%% TSPTG[HC]ATIIK, 58
% TSPTGGiRRgR, 58
- % TSPTGGM[SHIiK, 56
- %a TSPTGGNP[SGJiiK, 55

- step1 : &KX + Daemon

- step2 : KX + Daemon + Search Toolbox

- step3 : KX + Daemon + Search Toolbox
+ Quantitation

% TSPTGG[SG][PNJiiK, 53
% TSPTGGN-PVIK, 53

% TSPTGING]igiiK, 51

%% TSPTGG[SG]qPViK, 51
¥ [NG)JNTGGNP[SGJiiK, 49

E SRR

SILAC, ICAT, Label-Free E&7:& . Precursor E— V8w F > 1= ZiEE=MRBHN
EWABETY [Quantitation T 1—ILAAMEBERYFET ],

€3 Mot Dt - G Tterales! Quart

x
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]

$Dioec

FHH T H
RRRRRRBEEEN

|

RITFRDEEME(LL)

B 10424

| I — .

®HEEN7z Precursor E—2,
Fragment E—2 (B9 31550

5 600 &N6 6210 mz

A=V BAVEI—F—DHEINR YD

(O : Windows 11/10

* Bt raw T —YHAAH ICVERERETOT S LERERA VA —ILLET
XE) :32GBLE GRIVIV-EEEHEZETIHEG 64GBLLL)
T4 :SSD, 100 GB L E
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Gene Ontology 1515 - &~

Pathway F—9XR—XADJY

B8 Spectral Counting (X%, Precursor Intensity ZFIBUZEEFEICE
— BBy

XD method sEakFiR—b & repository 1 M&ia#EED

XLS A=Y hTHRRATE LN

#{E Viewer VINIIT7ZEFE>TRRDIITHBESIC

Scaffold Q+S[#F2aV]IC&Y . EERNTRERDEXYIAH E RN ATHE

BRFIVIVDHERMYVIAHET I TIVEIDLLEFRIERK / Gene Ontology RS- R/R

- 5
Bio View: : S
Identified Proteins (32) L o ; . £

Etarred?

I%

o

)

=

g

P02470) Alpha crystallin & ch.. s taurus
2 I—l-nmm-h-—-—r—m GRBBI_BOVIN  2ikDa * Bos taur 32 33
B S| ~ ’ B3 (B.. CRBB3_BOVIN 24 kDa % Bos tauru 17 17

A JIN 8

4 nig gg 3 [C_GRBA1_BOVIN (.. 25 kDa * Bos taury Gene OntOlOgy 25 24
5 {P11242) Beta crystallin &4 (B.__GRBA4_BOVIN (. 24 kDa % Bos tauwrus 16 16
] (P02510) Alpha crystallin B ch_. GCRYAB_BOVIN 0 kDa Bos tawrus ® © 0O o [+] 1 1
7 (P02522) Beta crystallin B? (B._ GREB?_BOVIN 23kDa % Bos taurus o 14 14
g (P26444) Beta crystallin A2 (B._ GRBA2Z_BOVIN 22kDa * Bos tauwrus 11 1
9 (P02526) Gamma crystallin B {_. CRGB_BOVIN 21kDa % Bos taurus o o ~ .
10 (P48644) Retinal dehydrogenas... AL1A1_BOVIN B5kDa  Bos taurus o 27 )UREILLER
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Peptide Threshold.  108FDR | |

RNTFER/92INO80 FDR.
PHAIRTFRETDT1 IV —

Pathway 7—9X—2ZADU2Y

Protein Threshald: 1.0% FDR. v ‘Min # Peptides: 1 o

nm¥ =

Find pathways

Search for. Fabpl ALL SPECIES
HEmOogion il vEla [ Tip: uss AND, OR, °, ?, parenthesss or quotss

3 & Hemoelobin subunit alpha 0S=... P

15 pathways found

Pratein Information:

Lookup Identifier In: WikiPathways (eg. Gene Name) v

LU [T

Pathway ESEHIFADUYS | -

— —
IrCaMINGa) (WIS MUSCURis) i oz —

Stealosis AP (Hom

ARIMIVT—5 DIREE

IMVR—ZADR Y F 2 THER BRIEN—RDYYF > TR
— ZARIFIIR—ZADIYF —| BREAR—ZRDTYF VTS
v ——+—a—+L. 1 - — —_—
—k —t=n+16 — t + + + t Q——L—t+—o0—+—1— 2 BzeEm 2751 2741 0 16418 8214 16247 16237 1%
£ 75%] X i mnsan 3882 3872 | AS137 75714 14967 14957 12
g yizee [ 5162 5153 0 MAD0S 7008 [y13Nns i
£ a6t iz § 162030 6033 6023 5 M2726 6368 |0 0
e 50% b2 § WgABMW 3747 7313 7304 O 4ABSS 5033 1.468 4675 ¢
1 S 7 _WBITAN 4392 8604 8594 E 0515 5202 10404 10395 @
H VT v8 AT 611 8 9914 4962 G744 9734 N 8284 4647 90114 9104 7
o 26%7 b3 % yes4 vo 9 MA3ESI 5698 11215 11205 F  UB14AN 4077 7974 7964 &
3 oo 10 M@SESl 6343 12505 12495 E 66T3 6503 6493 &
L Jl T b (bS[| |pE I.H-‘*_T Al il i | 11 13646 WGBZBN 13476 13466 P | 5383 5212 5203 ¢
0% v N ¥ v M 121517 7563 14947 14937 F L4412 4242 41323
0 250 500 750 1000 1250 1500 1750 1816587 WB29MN 16417 16407 Mels 12941 2174 2164 2
miz 14 18048 9029 17878 17868 K 1471 1304 1294 |

RYBEES T IR/ IVEE O | b igzanr—s

SINOBE-RTFREURNTPYS

Venn Diagrams @

Counting unit: | Individual Proteins + | Evaluate based on: | Presence/Absence MASCOT
Proteome Discoverer

MaxQuant

1: Control v % Treatment ~ 3 | No Gategory Specified

Proteins  Total Unique Peptides Total Unique Spectra

Accession Protein Name

Control Treatment P12710 Fatty acid-binding p...
PO2083 Hemoglobin subunit H
PO1942 Hemoglobin subunit . PLGS-Identity
PO4264 Keratin, type O cytos .
PE2760 Ribonuclease UK11... w —
P62982 Ubiquitin-408S ribos.. mZIdentML -Z.Hjjj btﬁ%%%
P36627 Keratin, type [ cytos...
po17ss beyt-Coh-brdne o (PEAKS, Protein Pilot &)
P32020 Non-specific lipid-t..

A=V T BV I—5—DHEINR YD

OS : Mac (OS 10.9 L&), Windows 11/10, Linux (Ubuntu 12 LIE&, centOS 5.6 L)
XE :32GB UL F42AY :SSD (HDD &E&hET1TB LUIL)
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scaffo

ITRAQ, TMT, SILAC, Dimethyl SNV D= EREE =/
BROIT7MIZZITEY . EEEOBTE RN, 5 T7F N
Z{TDENTES Scaffold 5 DILFREI1—IVTT

\ [ 6 1REE ]

m FEOEEBRTY IV IT TIETRUNE R ERT —IDERCRETEMN. 57
FTEEEERUVET
BEBROBEREDERSBEULBITFEEDIEN: “Experimental Design Wizard”
INTARDY D JDINS AR YO DERERET T FI AR EE
&85, p-value. fold change TMHVIINVE HUOBEZ/T1I5Y—U20T HElEE
FONIVBRIFEDIES DI OT—YDEBERIICIIRIET ST
XLS 74—V THRRRBZEN
#E Viewer VINIIT7Z@E> TRRDIITHESIC

Time 1 Time 2

J

Relative Abundance Legend:
Log: Fold Change: 2
Log. Fold Change: 1
Log. Fold Change: 0
Log: Fold Change: -1
Log: Fold Change: -2

mbiguity

w
5

DY TIVEIDE

[EZERT

[0

N

Accessi \é
Maleculy m

E a2 = | & | :
........ 2 4w & | 1
620 Prulelns in 598 Clusters [ N =] £ £
Cluster of Uncharacterized protein {IPI00751742) IPID0751742 [7] 44 kDa 0.0099 20 22
Uncharacterized protein IPID0751742 44 kDa 1.00 — 24 237
Uncharactetized protein IPIOD480295 (+1) 42 kDa o024 —— 17 20
GClusterin-associated protein 1 IPI00277399 (+3) 42 kDa - ——— Modata Mo data
Gluster of Isoform 1 of Sienal transduction protein GBL-G (IPI00330742) IP100330742 [3] G0 kDa * 0.17 — 12 15
Izoform 1 of Signal transduction protein CBL-C IPI00330742 60 kDa * 017 e 12 15
Uncharacterized protein IPI00857432 80 kDa * No data Mo dat
: L P e 0 0 snusnccacia E0LD i bn bl o
Experimental Design Wizard
& Experimental Design Wizard *
1. Analysis Type Organize Quant Samples
2. Experiment Type .
3. Edit Sample Mames and Categories Unorganized Samples Organized Samples
4. Organize Quant Samples NaAme D MS Sample EBioSample Reference Treatment 1
5. fpprove Settings Quant 1 Quant 3

Quant 4 RE=T ARk R u =T Ta R P C N a1 =T TR =t T AP

Drag and drop samples or select

samples o be moveg and rght i on BRYUBURRQEY DT & EEENEERZE M <EZHATHE
| VIR I PN RERBICEUZRE FEERA

| Create additional Reference Alignment
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MASCOT Server,
Spectrum Mill,

MASCOT Distiller,
Protein Pilot, &

* BT FAICKVERVIAHRIRERY T T 7 ERRVIAADBELR T P IVNERUET

Proteome Discoverer, MaxQuant,

FINIBRREDIES DERT—INEERI CETHR1EI ST

Median/Density Chart

EEENPHEREI 5T CThiae
Normalization DZHRODIREE

R REHRITREZ YR—

Calculation type
Experiment median mean
Type Between- Mann Whitney test T-Test
subjects Kruskal-Wallis test ANOVA
Repeated Wilcoxon Signed-rank Paired T-Test
Measures Friedman rANOVA

*x FERICANA T Permutation Test [XFEICERERTAE

Statistical Test

() Mo Test Applied

[ZEIRERMIE]

* Benjamini-Hochberg correction
(BH 3% RAIODERE U THERR)

(®) Mann-YWhitney Test
Kruskal-Wallis Test

(O Permutation Test

Multiple Test Correction:  |Mo Correction P

* Bonferroni Correction

Significance Level p < 005 w

* Holm Step-down
* Hochberg Step-up

Fold Change
Show Fold Chanee by Gategory

Fold Ghanee Reference Category Reference
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B S EEROERNEHER/IET STRT
m Q+S &EENL T, BERERMID ES M
» T
Ascore iR 7))V T X L% E D 1= ERMF B MO STl FERD
Display Options: | Number of Madification Sites ~| Filters: 7 o || | Search--- o
. . Scores Modifications
P LT -Z‘ Acetyl Oxidation
over 95% =
80% to 94% £
- o
50% to 79% < ]
T £ %
2 3 =
0% o 19% B &) = i B
G o = = - —
= Q - 2 o =]
: & 3 % i i
o = H = ] @ @
5 = g 3 ' 2 £
4 in Protein Name Accession U% £ < [=} B B
fintigen KE-67 OS=Homa sapiens GN=MKIG7 PE=1 5 KIG7_HUMAN 100%  32% 22 s | 53
Neuroblast differentistion-associated protein AHNAK O.. AHNK_HUMAN 100% 8% [ | 100 18
cDNA FLJG1729, highly similar to Serine/arginine repetit.. BTZ7U0_HUMAN 100% 5% 1 .85 | 9
Tumor suppressor phi-binding protein 1 0S=Homo sapie.. TPRIE_HUMAN 100% 52] ﬂig ~ /\09 gf— ( —ﬂgﬁfﬁ' _— 88 | 15
Chromozsome alighment-maintaining phozphopratein 10 . GHAP1_HUMAN 100% it A J o ﬂ - f — _ -
|
Proteins (SRRM2_HUMAN) Serine/areinine repetitive matrix pr-- v | PTMSites T111 (Phospha)  « ﬁj& %ﬁﬁb‘it&)bﬂ%
Atiribute Frotein Sequence Goverags Gov % | Peptide Sequence Variable . T PEEMhdro.. Scaffo. NTT  Actual Mass |
MS Sample a7 ~  DYNPGGKEEIPGOR [T10 Fhospho 100% 1.000.00 105,52 4326 | 074 9 1562673 A
thelaphosp. [IIIIN  [HIEMET T T IR 98 DYHPGGREE 3PGORPAVTETHALAELNE|T10 Phospho 100% 17.21 20456 4818 || 99% 9 3223515
he n DYNPGGKEE 3P GORPAYTETHOLAELNE [T10 Phospho 100% 97.85 4401 1808 | [100% 3 3223515
DVHP GGKEE AP GORPAYTETHOLAELNE [T10 Phosphe 100% 50.65 20398 1264 | [100% 3 3223515
CWE L e Am\nuac\dcuverage 114242752 = 415 SORPAYTETHOLAELNE 87.09 | [100% 2 3143548
2Eleditiootion ) T8 Phospho 1008 15755 20874 1376 | 100% 2 2,566,186
KDVNPGG K[E E " T3 Fhospho 100% 145.78 373,17 3878 | [100% B 2,556,186
@p GQRPAVTE 120 T3 Phosoho 2556.186
>
THOQLAELNEK| 1m: Spectrum & Ascare Peptide Score :
Fhospho
KNERLRAAFG 140 ]
350 :
I SDSYVDGSS 150
o 300 H
FDPQRRAREA 160 ém |
£ 20 ) =73 (322.49)
kapPpaprPeEPP KBl 170 2 i ~-T11(244.33)
= i T13(225.03)
. N 1 -=T3 Peak Depth (3)
7 » 1
Ascore[#3R7 LIV XL]ID |
Y wy Y i
ﬁmthRE;I Jo 15 20 25 3‘0 35 4.0 45 5.0 55 8.0 85 7.0 75 2.0 B85 ELS 8.5 10,0 105
K K Mumber of Peaks per 100 miz
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& Scaffold PTM - Tutorial_4-Protein_Normalized.sptm - O X
File Edit View Experiment Export Help
' 1 R— kXN EERRIC if SO
DsEa el e aall BEFEMIEULTLUR—FEINEZERRICDULT Motif &M
Motif: Al Modification Types  ~ - dg Q Sequences:
b 4 - || Medification  Surcundine .. Accession  Kame Site Best fis.  Localizat.. [
Organize Modification Motif Seore #Match.. Enzyme EnE .
Phasshe R i " . [Prossho RQKDKF sPFPY |SRRM2_HUM. |Serne/areini..| S1188 | (12584 | 100% | |
""""" - Phospha IDTDSTsOGES [REP2_HUMAM|ES SUMO-pr..| S2831 23.98 99%
Phospho S=PP B4.16 16
Phospho [EDLFDGSNETY | TPE3B_HUM._|Tumor suppr. | S310 | (12632 || 100%
Phospho k_=PE 5059 B
— <FFF 5936 5 Phospha ETKEQNSALPT [SRRM2_HUM. Serine/areini..| $1227 53.49 100%
Phuszm G Far T50s m Oxidation [DRGDGHYKYE |FLNA_HUMAN Filamin-A 0..| M1316 | 1,000.00 | 100%
= e RTT o lrera E P e o v |[Phosoho PATSIPtPASF |REF2_HUMAN[ES SUMO—pr.| TISI7 || 60.50 | 100%
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e e == == _ =
= =58 ——F 8 — ——8 Vv_ I — _— a=— =__—E—m 5
< >

Q+S &EBNUIEERERMIDE EfZ AR

Quantitation:

Peptide Gluantitation (Protrin=Nrr malized)

(SRRM2_HUMAN) Serine/arginine repetitive matrix p--- « | Dizplay Optionz: | Log: Rat..

Quantitative Ch

PTM Spectrum Counts PTM Guantitation

{Protein—Mor malized)

artz (Fratein-Mormalized)
Peptide Spectrum Counts

_— 20 b Referen... Treatment 1
Q+S DTF—vYZ==ITHRY \j%ﬁfﬁnmuﬂy\;(\’ control treated
Cl N = —— A\ i H H
RIFRAIDEEMEDLLEZEIT>BH ETHE 4 | 8 &
m | S =
Ao SR e S ey S — £ & =
T st a o o
g o = = E ®
. g g g
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; K J ol |
: 0 3 3 i
. i - = ] P
a [ AN . | : _E E EE
i ! Best Localization = 8 2 i
LN ' i Ascore Probability 2 = b=
. a1 H
i | 2
= : I
b ozpho 158.98 100% [5.64] [251] 0439
i S — . . hospho 127.17 100% 600 | 22 | 0248
) . 53.57 100% — [£62] —
ozpho 114.24 100% [174] [-0.14] -
5323 Phogpha 93.29 100% [6.07] [4.62] -
T326 Phozpho 39.54 100% — — -—
5333 Phospho 47.96 100% [357] [1.05] -
5351 Phozpha 79.90 100% [+ 62 [1.18] 0439
5353 Phogzpho 130.85 100% [274] [1.18] 0564

A=V BAVEI—F—DHEINR YD

XE :32GB U E

—_—

F

OS : Mac (0OS 10.9 L&), Windows 11/10, Linux (Ubuntu 12 L&, centOS 5.6 L)
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scaffold
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L

[ E45E-1KEE ]

Scaffold YEERRI VI VDBRI7AIVEERYAH RKET —F & —EICFKR
Sequence coverage D FIVRILLER

Gene Ontology 18815 - =~

BERBROBERUERSBEULBITFEERA : “Experimental Design Wizard”
Z1EFES1E (spectral counting, precursor intensity) ZF>7/=fistiEfre
JZIFRR

XLS 74—V THERABZ T

m EE Viewer VINIIT7EFE>THRRDIITHNESIC

Scaffold PERERRIVIVDERI7IIVZERYIAH . KET—IZ—EICKRT

Display Type: | Logw Precurser Tntensi. | (7] Normalized  [] Log Intensities Golor Optione--»
; Gellular Gompon_ Molecular Funct__ Stage 1 Stage 2 IISETE]
Color Legend (Displayed Value} 2 E913 A0IT A0ON ETIIVAY. (1150 AD36
849 8 oy B
T.74 = = 2 |z |z
2 B = z o
g 5 2 E 2 5 % e = F ¥ 03 0y o
L e 2 £ 4 2 £8 H P& & £ = = 9« < &
35 2 £ 52 HEAE AR =
5 e £ 2 5B A |2 B 2 =2 =
. ] 53| & 2 < 2 88 858 § B s
2 8 ERN 2 z| 2 & <= = = < < =
R 4 2l § g L = £ & & & I
2 2 Z Protein Name £ 28 & 5 £ < < = -3 z z
o 1 Vimentin 0S=Homo sapiens GN=VIM PE=1 .. VIME_HUMAN 64 . ® Homo sa.. . . . 720 702 918 551|820 (846 | 4D ~

<]

Serum albumin 0S5=Homo GN=ALE.. ALEL HUMAN 69

] Hemoglobin subunit beta OS=Homo sapiens..HBE_ HUMAN 16 . @ Homo sa . 800 780 780 (857 906 842 898
4 Group of cDNA FLJ32131 fis, clone PEBLM. BIKPS3_HUMA @ Homa sa o
5 Kers IMAN 54 .. @ Hame sa.. . . Eﬁw-lj-yj")bw%b%

= ~ o a

8 Py IEIEQJ/\OE UMAN 5% . @ Homo sa.. GO lI‘EiE By S =

= Tuby UMAN 50 .. @ Homo sa.. . (Egﬁ_ dt Eim)

) Histol = = _HOMAN 11 .. ® Homo sa..
9 Group of Actin, alpha cardiac muscle 1 OS.. ACTC HUMAN . @ Homo sa.. L] . LI Tr==e ALy
10 Group of Filamin & 05=Homo sapiens GH=_. @GIFEG_HLMA @ Homo sa . * L 812 788 786 778 744 BE7 810
1 Group of Elongation factor 1-alpha (Fragme..Q63GE5E_HUMA @ Homa sa . L B96 573 545 [EEEN 793 7a0 Exyl
12 Heat shock protein HSP 90-beta 05=Homa.. HS30B_ HUMAN 83 . @ Homo sa L] L] 758 783 758 77 817 786 816
13 Malate dehydrogenase (Fragment) OS=Hom.. QTEMTI_HUMA.. 33 .. @ Homo sa. 803 Ba0 7EE B4 11 166 820
" Group of Tubulin beta-4B chain O5=Homao .. TBB4B_HUMA.. @ Homo sa.. . L 785 783 789 T4 791 769 784
18 Group of Actinin alpha 1 isoform 3 OS=Ho.. BITYI6_HUMA.. Homo za.. L] L] L] 807 B4 78R 84 176 818 828
16 Keratin, type [ cytoskeletal 18 OS=Homao =a.. K1G18_ HUMAN 48 . @ Homo sa.. . . 795 B45 7EQ 772 790 747 838
17 Annexin A2 05=Homo sapiens GN=ANXA2 . ANXKAZ HUMAN 33 . @ Homo sa . L Mis. Mis. [610 Miss 799 758 i1}
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21 16% e

2 7% ERNECFLQHK DDHNPHNLPRIDN 150
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(O ANOWA / t-test ﬂ >0 Stages Select a statistical test 1o view hypot
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Multiple Test G
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GO 188REYVINUEE I
RV ZEIRE -
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RN TIVOBEREEEICEEEEZEHUET,
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B st dooe
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- FASTA (EcHI7—9R—2X)
- DDA T—9RRFFERMNSAER INIZE—D IR NS1TS)
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- DIARZRRERMNSIERINZE—2/20YN51T351)
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EEEHBLEDRHEZEITDIZH. RESNLZBD TS ITXINE—INGETE
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PCA Z2CRIEET AT NV Al aE
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2.02 3 ® = g
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D B _ 2 o 5 ] ;] 8
# = & Protein Name £ 2 = a = =
1| M v AQUAISWATH HMLangeB  AQU.. 38 kD 30 2613 384 | T
2 AQUAISWATH_MycoplasmaSch.. AQL.. 36 kDa 2% 217993 268 313
3 [  AQUASSWATH HMLanesE  AQU.. 31kDa 22 205007 165 230
s AQUAISWATH PombeSchmidt  AQL.. 31kDa 22 203837 332 -
5 M A pOU. 20kDa 23 201845 369 72 T7IVED
s 2 ol ARIVINOE  Lou. sskos 24 198594 362 EEEZRT
7 A  AQUATSWATH MouseSabdo — AQU.. 26 kDa 24 104208 280 — |
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o Fragments E%E‘l‘%f\\li |:°—92F§,$o)
® Thermo RAW e HEEBITSREH,
- | TS5 T9AXIORE—29D
® SCIEX WIFF o BERREMAL, TSI
. g N\ | FIEET3759 XURE0
® 7 D M ProteoWizard 0 £ rmom f’ | EBRERHTNET,
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® DDA ZRIBMIVZ173Y) [blib]
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o[ | | comBRESYINoEEREREE
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' s | | I - e 3
| PCA | e 7 \
. vt E _ GO BEEHX LFEAY ST
| sERTtEmTE | . W e
el - tRE
B - ANOVA nE
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scaffold

BEOMT YNSRI FLEMERET DL EEIC. EERTZ
I2ENTETSEYIRIITPTY

[ E5E-1HKEE ]

B MS1,MS2 ZRIBIVTF—INSEDFILENZRE - EE

B ZEBROBREZEERT D Experimental Design Wizard [E2EEtEICFIA]

m RBTSVIOREBEISHIG (13C, PN, 80, 2H)

m NIST, METLIN, HMDB, Lipid Maps REICXT 18R [—EfA4 T3]

m ProteoWizard msconvert DFABICELY . FBX—H—D raw T—F5mHAH(C
X iy

B PR GHETERT S T S ORI EIRE

m XLS JA—V Y TRRABZLAN

FE - EERRERT

H Color Legend (Displayed Value)
2 ] =
& 2 £ Analyte Nams i = = E
= 2 Press F2 to expand £ £ ] 2
g 3 ¢ 2 2 S =
oS ¢ sER E 5 > :
2 & 5 2 2 o g g
2. & y £ % 4 476 % E E 5
r 2F 2 2 08 2 2 frale Mame £ 2 2 &
] o0 [l o080 oo W 092 599 535
£ 2 Gluster of Decylbenzenesulfonic acid GASNO: 140-60-3
0899 (100 (100 (100 086 Decylbenzenssulfonic acid CASND:140-60-3 CygHys0s5 2982 2425 . sm
0856 097 (085 091 [0E8 KDdia-PC CASND:#39904-34-4  CygHggNO P 7194 2425 (418) (3.46)
Gluster of Ala-Gily CASNO-687-69-4
0897 089 100 052 Ala-Gly (+8) CASNO:687-69-4 GgH, pHy04 146.1 446 539 549
089% (088 089 061 5-Methyl-5 f-Dihydrouracil (+ 1} CASNO:GIE-04-8 CgHyM,0, 1281 446
0897 088 100 (098 042 9-Af DEHMDEN3851 CgHy N, 1811 612
0894 (086 (180 (100 |085 Ui {&ﬁ?{ba&% SND:63-93-2 CgHN0, 1680 565
0894 098 (098 (100 088 Dod [=] SND:151-41-7 CyoHys045 266.2 23.76
0893 (087 100 (099 0492 0:149-30-4 G HghS, 167.0 2250
0891 (096 (099 (099 (086 Xanthosine GASNO:146-50-5 Gy gy N0s 2841 791 449 (3.26)
0839 (088 (088 (0089 (088 111-Undecanedicarboxylic acid CASNO:E0E-52-2 ©y5Hy0y 2440 2856 . 54
0886 089 (089 (098 086 p-Toll Suliate GASNO:1978-65-7 G;H,0,5 188.0 15.29 522 520
11 0887 (087 (088 (088 (086 L-Tryptophan (+1) GASNO:TE-22-3 CyyHyigNg0q 2041 12.00 621 633
12 0885 (100 (1000 088 084 Cholic acid (+1) CASNO:81-25-4 CaqHas 4083 2480 601 618
12 0085 (099 (100 (096 (089 cholesteral suffate RT1 HMDBHMDEN0EER CoHegD 5 4663 2074 653 669
14 0885 091 (099 (099 (062 DL-Phemylalanine (+1) GASNO:160-30-1 GgHy N, 166.1 959 573 586
15 088% (089 (1000 (006 |08% Gluconic acid (+1) CASND:E26-06-4 CgH, 05 196.1 455 I 7 T 507
16 0882 100 100 095 085 1-Stearoy-2-hydroxy-sn-glysero- 3-phosphoet.. GASNO:GI747-55-3 CypHgNOLP 4613 2530 632 640
17 0882 031 (088 052 1H-Benzimidszole-7-carboxamids, 2-[2R)-2-.. GASNO12444-00-9  CyghiN0 241 2227 437 (457
18 0891 089 1000 095 089 PECISI(9Z)A00) CASNO:BISTE-29-4 CogHagHOLP 4793 2511 579 524
19 0890 (097 082 (1000 081 Hypoxanthine (+1) CASNOGE-04-0 CgH N0 136.0 836 (457 Missing Value
20 0ss0 (098 1000 085 (089 cholesterol sulfate RT2 HMDE:HMDEN0653 CyrHyg04S 4663 3430 Missing Value (4.16)
21 0880 (089 (089 095 074 16-Hydroxwhexadecanoic acid CASNO:EIE-13-8 GygHyy 2722 2453 . s&® B
20 0880 089 081 (100 088 PECI6:0/0:0) TNGHIKEY P YMBNSKR.. Gy HagNO P 4638 2483 618 6.6
2 0880 1000 (1000 094 087 L-Glutamate GASNOEE-BE-0 CgHgNT 147.1 448 . s 575
2 0879 (096 1000 085 084 2.2-Methylene-bis(6-tert-butyl-4 methylphenol CASNO:118-47-1 CyaHagy 02 2659 435 508
26 0878 (0897 092 (099 092 Deoxyinosine CASNO:BI0-38-0 Gy M0y 252.1 1010 (458) Missing Value
26 0877 (098 094 058 5-Hydroxyindoleacetic acid (+1) CASNOG4-16-0 GioHgNOy 1911 2057 (4.36) (285)
27 0876 (0898 (089 094 074 1-Stearoy-2-arachidonoyl-sn-glycero-3-phosp. CASNO:132014-80-3  CyqHygNO; P 8115 97.76 457 (3.95)
28 0876 085 (089 (006 084 Lumichrame CASNO:1086-30-2 GyaH; g0, 2491 2996 (499) Missing Value
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Saving Indexed Feature Files
Saving Indexed Feature Files allows vou to bypass peak picking when loading the sa
(0 Save Indexed Feature Files
(O Don't Save Indexed Feature Files

Isotopic Label | 13C

Mazs Tolerance: 00013 |Da | v

RT Talerance: 1205 seconds v
[ Require [M+0] present in analogous labeled zample

[ Require incorparation number higher than 2 in analogous labeled sample

Uze only the mozt intense ion in each metabolite
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