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Load Raw Data: B2 &ET—2 774 J)LDEM

General 2 7, s Ot et x
« Name 74 —JL RIZAALT. HiEEHLET, e e
c EF—ATFA) EFyITO—KLET, R —ee— :
- wiff EFIEwif2 AVTFFIFALDHERRLET, S
ZenoTOF 7600 Y A T LMD T—2 =09 HHEIE. wiff FilesFolders: [20210203 Adalimumab ryplic 2ug ECD_A w2 | |5
I7ANTREEL Wil 77 A LOBEEBLT LS, T ST |
- RALLHOWHI7ALEBIRLEVNTLESL, -
Name 3 items
|?J 20210203 Adal!mumab try-pt!c 2ug ECD_‘I_tir_neseries_datax
Fu210203 Adalerumab typtc 2ug ECD_ 12/ ® % ol | o

- WIffL F=Ewiff2 a>TFRD T 7 ILERTRT BIZIE, wiff £Ff=1F wiff2 a>TF
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BHAA T 7AILDYVRA STy TA—KTE3774ILEEIRLET, SCIEX
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Load Raw Data: 7 #4—< v k

o Wiff £FF=EX Wiff2 A>T FTFRDELRDYS L TILIT7A4ILARILLRITHDHEEE. Auto Detect
AT aVEFRALGBVLTLESL,
* Experiment Table [CEIBEDY > TILEHFELE L. Review Results IZ&H 2 TILOE LWLWERR
BMARTEINDZEZTHRT DHICIE. ULTOFIRIZHEVNET,

1. Format FOw &2 1) X T, Sciex Wiff £1=1& Sciex WiffTwo OWWFhh Z#BIRLFET,
ZenoTOF 7600 A T LATEGF LF=T—2 L wiff2 DA ZEFERALET,

2. Use File Name as Sample Name F v Ry I R%EFIZLET,

2y Experiment Table x
EYTA -0

& 2 MName M5 S
| [20210203 Adalimumab ECD
[] = 20210203 Adalimumab ECD

-

(@) Load Raw Data - Settings x

General Advanced Display

Name: Peptide Mapping Extended

Format:
Fies/Folders:

20210203 Adalimuma b tryptic 2ug ECD_4.wiff2
20210203 Adalimumab tryptic 2ug ECD_5.wif2
20210203 Adalimuma b tryptic 2ug ECD_B.wiff2

E [>¢ @ | <

3items

oot [ o

] = 20210203 Adalimumab ECD

A3 0ZTOTZSIOR ., ThU Feb UF U, S0eX WiTT TWo

&5 Experiment Table x
EYVQ|sE-0-0W: 5 d

& = Name

| 20210203 Adalimumab tryptic 2ug ECD_4
4 20210203 Adalimumab tryptic 2ug ECD_5

@) Load Raw Data - Settings X
General Advanced Display
Name: Peptide Mapping Extended
Format: iSciex WRfTTwo (%, wiff2)
Use File Name as Sample Name
Enable Numbering of Samples
Enable Raw Data Parsing
Files/Folders: (20210203 Adalimumab tryptic 2ug ECD_4 wiff2 =
20210203 Adalimumab tryptic 2ug ECD_5 wiff2
20210203 Adalimuma b tryptic 2ug ECD_B.wiff2 X
[ | .
mmmmm
o] [ FI
35 ZUZIUTZTIOR . ThO T ai CEX VWITTTWO

[

4 20210203 Adalimumab tryptic 2ug ECD_S/ 7
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RT Range Restriction - Setting X
* Load RawData 72 T4 ET4/—FZ%ZEfTL. (G e
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X
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Data Preparation: 1%/ 4 XDFE - 2k

N © FIFLID/ A RBRENHLT EZBEDH, COREE
Data Preparation [Container] %E Li'd—o %@Eﬁﬁ%lj%ﬁ[i;ﬂ@& 33 [,) 'Cé'd"o
—E (+1) FEEZE (+2) AEI FRF—MNoDEBRERMCAEAE—S.
FIXEMDEEEY SR —D o DEEBERMEE—Y DEX,

@ Peak Desacion gﬁﬁ%ﬁ':m[l\ (:]:}"E@E RT) |:°—7 0)7_'_)'/0)i@§|17d:j3 v I“ero

, Chromatogram
MS/MS Peak Detection @ Singleton Filter @ Chemical Naise Subiraction

(¢ Chromatogram
Charge Aog - nﬁ; RT Alignment

Chamatgam
sotope Clustering

MS/MS Deisotoping

Process MS2 Information

() Chromatogram Chemical Moise Subtraction - Settings X

General! advances d  Display

Chromatogram Smoothing
e S - s BHMDY S REZ—IEEEXZI(T-Y. LEEDEK S LEAFREL
E—o OEBEMNAEZEICENT-Y 3 515E1L. Quantile &
50% 1 EDELMEIZZRE L TL LY,

Threshold: |14 [Intensity]

@ty Cancel Apply Sc I Ex
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Data Preparation: 1t/ 4 XDFE - RT Window

Data Preparation [Container]

@ Chromatogram
% Peak Detection

Chromatogram
Isatope Clustering

MS/MS Peak Detection @ Singleton Filter

Charge And &

M8/MS Consolidation

oee

MS/MS Deisotoping

Process MS2 Information

m Chromatogram
Chemical Noise Subtraction

. '1; Chromatogram
= U@ RT Alignment

moval

General! advanced Display
Chromatogram Smoothing
RT Window: |5 Scans

Estimator: Moving Average

Chemical Moise Subtraction

RT Window: | 201 Scans

Quantle: |60 %

Method: @) Clipping () Subtraction
Threshold: |14 [Intensity]

oy [o ] o

() Chrematogram Chemical Noise Subtraction

s T—AtYy FADERRKDE—IMS0 - ¥ UERBDGEIL.
RT Window Z/N& < LET (1A IX101 RF¥v U F=IE

151 RF¥ ¥ IZLFET)

- #EBA|E. RTWindow [FT—4%2 vy FORKE—V %S Xx ¥
DBV EL 2BTHBIRETT,

- Settings X
[ - .
- . | EEAFICRSART D
—1
ADD'Y miz 6435 644 5445 845 5455 548 B46.5 54T

3000
2500
2000
g
g

15004

1000

AExvy VEIMERET HFIEIZLUT

DEBYTY,

1. 4172y TDHFT, thoieLY b
RUORT THRUTWAHEEDRE &
BLET,

2. BEEAMICRSAALT, M4+
Hav NI SLEERLET,

3. A A IO TS LDI 4R
DTHEY v L. Profiles ZZFERL
ES 2

Advanced Filter Tool T EfEAL
T. E=JDORTHEAZRRLZET,
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Data Preparation: {t2¢/ 4 ADFE - L =L ME

® e

M8/MS Consolidation

5 MS/MS Peak Detection

MS/MS Deisotoping

Data Preparation [Container]

@ Chromatogram

% Peak Detection
Chromatogram
Isatope Clustering

@ Singleton Filter

Process MS2 Information

Charge AndA@duct Grouping  §2 Chromatogram
- F@ RT Alignment

Chromatogram
Chemical Noise Subtraction

moval

General! advanced Display
~ [#] chromatogram Smoothing

RT Window: |5 Scans

Estimator: Moving Average

() Chrematogram Chemical Noise Subtraction - Settings

r Chemical Moise Subtraction
RT Window: |201 Scans
Quantle:  |60%

WMethod: @) Clipping () Subtraction
I

Threshold: |14 [Intensity]

Apply

X

/4 XL ANJLH Chromatogram Chemical Noise Subtraction
TOT4ET 1« THEANIFKE LT Threshold fEE RECER
bizEIE. COREZERELFT,

JAXULRNILFRIFEL., @Y7 Threshold s8EEFRET S

FlEX, ZDODEEY T,
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T—ILICEBELEY,
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Data Preparation: Chromatogram Peak Detection

* RTARMELDBLERSDODE—V X T v M, BEIZIE
CTEMTEET,
- RTYy rEFEDTIZIX, Gap/Peak Ratio # K= LET,

(&g Fruizes - RTYy bOREEZ LEIFAHIZIE. Smoothing ZiE oI h . F=IFHIE
LEI,

Data Preparation [Container]

@ MSMS Consolidation Qo matogram
Isotope Clustering
_om

Chromatogram

B s

Use Peak RT Splitting

MS/MS Peak Detection l V ;} Singleton Filter

Chemical Noise Subtraction

Intensity Profiling:
a R — - Chromatogram man srrss ‘
@ MS/MS Deisotoping Charg ct Grouping RT Alignment - ¥ Gap/Peak Ratio:

Smoothing Algorithm:

Maximum () Sum

@)

Moving Average
5

RT Window:

Process MS2 Information 2moval Use Peak RT Splitiing
@ Chromatogram Peak Detection - Settings x W5 s 0w i s vii| IntensityProfiling: @ Mamum O Sum T S PN A
Gap/Pesk Ratio: @
Peak Detection  Display
Smoothing: loving Aver:
menen RTWlndnwb Scans J—
Summation Window: |6 Scans H
[ Peak Detection Use Peak RT Splitting
Minimum Peak Size: 5 Saans v
Intensity Profiing: @ Maximum () Sum
Maximum Merge Distance: |4 Points
Gap/Peak Ratio: 15%
Merge Strategy: (O Boundaries () Centers PP -
Smoothing Algorithm: ]
[ Use Peak RT Spiitting
Intensity Profiling: (@ Maximum (7) Sum . —
G K Rt 159% B 189 17 171 172 173 174 175 1718 177
2D R ° %9 17 m 172 173 174 s 176 mr 7s
Smaothing Algorithm: L Moving Average ~ - -
RT Window: |3 sScans S 1
@ &y Cancel Apply
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Data Preparation: MS/MS Consolidation

Data Preparation [Container] . . .
ull -/ .

@ Chromatogram
% Peak Detection

Chromatogram
Isatope Clustering

| ! MS/MS Consolidation
R

(=3
WSS Rasecion (T Snoetn Fier cwomawgram  |® CDTITAETa/—FlE, ElLGEE—V EUVSREI—IZFET-
N\ 5% MSIMS 7—5 £3—S LT
N I —~ Consolidation [Z& Y. MS/IMS ARY LA ESN, LYEDRETE
[P M2 ) Comslitation: Settige vy MAEEEICBRY ET,

B . -  MSIMS XRJ MILHOEBERT F 535 AL, Consolidation [Z & > TG4
Vel Fesiees (i) S d b NTEET,

Observable: Max. Intensity ~

Consalidation: Merge
Level: One per Cluster M|

| mv\\° Across Chromatograms 2<% —23 54 7> a Vb YU ET,
a0 - ZhIZKY, FUZHLLTIUS—FTORIEIZHT HEEESARELET,
A - BROY YT ILORIOBEEEFET 2158, «
o | SO AT vEERLENTESL, | j
@ ty Cancel Apply ' SCIEX
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Peptide Mapping: SXE %175 (1)

ZC,) Peplide Mapping General & - | - —

N > - mj tew | @ + -4 8
. RN RBRERICISCTREIRLET
Instrument: ¥ 275 EERE(HIZIG = o -
H = Defautt instrument SYSTEM
-~ —_ . i z
- - LEa—FfI3E8HT BI2IE. File > Tools > = S —
Peptide Chr tog R t Displ - /8 Resource Status Peptides
eptide Chromatograms epor isplay -
General Sequence Modifications Glycosylation Disulfide Conjugates In Stru m ent Ed |tor (»*z@] L/ 35 ; o €3 searches §1°chi',°§; :‘ol’vb'v b0, v, ¥, O
Mass Tolerance: |8 ppm ~ 8 mess Caladator Glycans
i Uibrary Browser Fragment lons: b,Cy.2
- [ MS/MS Identification » B Intemal Fragments: ves
—> Instrum, Max. Ceavage Count: 3
Instrument: EAD L ) Modfcation Editor Max. Crossng Cleavages: 1
m/z Tolerance: 0.95 Da @ Ereyme Edor mﬁ .

Min. Score: a0 15/ Package Manager Glycan Fragments:  yes
o Lo y * m/z Tolerance:
Mass-only Matches: | Discard al v )

v - TIJ#AILHE (095Da) &, MSNEEREEZRELI-EDTIEHY FEA.
oot Gorrge Dt e MS/MS DHETILEN miz 125X 3EEMLEEFREMT S5-I, AED=®HIC
ATREALEIRBFR A O LT NET,

ZenoTOF 7600 Y AT LZ#FRA L TER L -T—2 209 H&EEEL. m/z Tolerance %
© — 1 20 ppm [CTFIFEF, m/z Tolerance &, #hD MS AT LEZFRAL TER LT —2 & 0H
TE5HBEL20ppM ITFIFRZENTEET,

m/z Tolerance # FIT5 &, ABHEOCERERLZT7/ T—2a v OERBMNHIBINETS,
- ERE. TADORENANLWNGEELRLE.
WHEIZHRLTT IV MEZRELTHIENTEET,

SCIEX:
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Peptide Mapping:

=
=374

E &

/—~

172 (2)

Peptide Mapping

Sequence 4 7:

1. PepMap - Settings

Peptide Chromatograms
Modifications

Report
Glycosylation

Display
Disulfide

W
=L

~
LVESGGGLYQPGRSLRLSCA

C

DIQMTQSPSSLSASYGDRVTITC

=TRY

IQVRLGEHNIDVLEGNEQFINAA

HKRTYLMACLVLALAAGASQAI
v

@8

Enzymes; Tryp:
Max. Missed Cleavages: |4
Min. Peptide Length: |5

(@) 1. PepMap - Settings

Conjugates Peptide Chromatoarams

Modifications

Report
Glycosylation

X

Display
Disulfice

GIn->pyro-Glu (N-term Q)

>

* Sequence(s): TF¥FR LELTEBYFIFEHD. FASTAZ7AIILELTT VT

“ A—RKLZET,

BROBFEE. RELEZARORRH. RIMRTITFFRISBDEICHELCTHABTEET,

* Enzymes: VATLMNRELI-BRLEI—YV—FEEERD) X FERTT SHIC
. H®D + AL T Select Entries ¥4 7045 #f& £ 9,

Modifications & 7
e AM + Z{EMAL T Select Entries #4704 %< &.
Fixed FEf=I& Variable {E8fiDE##E") X FHARTESNET,

- KK FEARATHEMI. EOTAAVERRTEZELERICAY
[ZEBEMTEEY,

- TFILFINEDOBRRZEZSHT HIZIE, PRATA UG EDEWN

Sequence Variants:  No Variants

I Maximum: 3 perPEptldEl
@t cance

73/ BIZx LT Variable IZ7IILFILIERZELASZTFLE T,

LoD | R % %
< >

SCIEX

The Power of Precision

ccccc




RTIFRIVEUSI—H20—0O— B HA KSM4

Peptide Mapping:

BREZITI (3)

. . I Uibrery Browser 2 File System kY
F'eptlde Mappmg GIyCOSyIatIOn 9 7: d e e‘@ @|®up\oadﬁles
* Library: YRTLDRELIZSA TS, FE1—YV—FEDS — -
s e o 173V EBRLET, Somem
ihﬁ:mmsmmu% - MESATSUZELEaL—FIIMEHT HICIE. File>Tools > « E—
Library Browser > Resources [Z#81 L £ 3,
* Max. Number of Glycans per Peptide : IRRZHEOH SF=-DIZHFRAI SN D HEEHERTF FMEMEED
LEMEAHY FT (FHEIREZSE) .
— : _ - Allowed Sites: Only N-linked: —fgI=. XTF kH=YDa vt o4 RARFIDEMHEDLELDT,
N-#EHEAMORRIE—MRITEREFHICH LT LI VARG BY ET,
N-EERHEHEE L RIF FHEYRKIABETHESNLES,
@t e [ o RELU-FROCALEHOBIIERBHEICEEEE5ZXFT,
5 Edit Instrument DRE T, ¥R - Allowed Sites: Only O-linked: ¥ XTOEYVERALA =2 (S &T) HEE O-HEHMAMOIZH
7F F® Glycan Fragments # &%) LTI,
=9 5. MALRMERIBRL 2 DEERMBHESCEVNRTF KiE, HEBRTF FERRE TORODEBMICASARES
BN EMEEINET, ExEd
CID E— FTHE L | @ cditinstrument x \° N = > g
PNt [ =& ZIE. RPIKP CHEAHIBENGNE SIS Y TOU P 2BETIHE. BURTF RIS 28
G|ycan Fragments Peptide Fragments: %%ﬁmj—é & ~ *%%H%Fﬁﬁéiilﬁﬁ L/\ 1';*ﬁ®£ﬁ§&§%”l‘ﬁj—éa)':1ﬁﬁ% i?-o = i
%ﬁ;‘jﬂ:?—é - tb‘\ Glycan Fragments: [ ]
wEShES, SCIEX
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Peptide Mapping: X Z 1T (4)

FUFLUTHEELETS R LT FD o#a®  Glycosylation 2 7
REEICH L THBESh ERROMEAEDE DA  IESFHERFMASOE THTERATF FERHMZELR L. EREED

Size of glycanlibra 675\ t j 7b\€lkE L i’d_o
Enzyme: b T Y Glycans/ 9 v o o o N
Missed cleavages: 1 peptde | 3 4 5 6 7 - MHEHSIATIVIZEENSIBEEHOH (EREZZD) .
3 vivIiv I v | v - BMOBEZSORNMDSIATZIVHAXZEZFEALET,
4 viviv|v |k Filter for Core Structures Ei,_%ﬂ'd’é L. EBERETCTEET,
- RIFEHEYDHEEROERHRE.
A A 0 NETEESNBEEBABVESICLET, BENSCTHE, EYKREHS
6 x | x | x | x | x 4TSV EFERATE, TOFELRKRTT,
7 N PP P P - RITF FLOERM L FEHE A NERLL,
ChIZE, REL-AROBLEEBZDEEENTELET,
oo snvagen 0| s | STV 2 OHORRAS A — 1k, 2EORREMFSLET
e - RTETOBMEESTAICE. UTFEFVET.
} i A R Edit Instrument ME%E T Glycan fragments Z&EMICLE T,
4 |V |V I|VI|VI|VY RIFEHEYDALEEHEZOHERMILET,
5 viiviiviv I RIF FORIMNRERKICLET,
e 71 v v el RTIFEHYOHEEHZERSLET, P
BHSATS)DYA XEMMNET, y gl \p)
[ el ~SCIEX/

25 © 2022 DH Tech.Dev.Pte.Ltd. The Power of Precision
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Peptide Mapping: X Z172 (5)

E Peptide Mapping

Conjugates

Peptide Mapping - Settings

Peptide Chromatograms |
General Sequence  Modifications  Glycosylation | Disulfide !

Peptide Mapping - Settings

Conjugates | Pephide Chromatograms

General  Seauence  Modifications  Glucosylation  Disulfide

Connectivity: | Fixed ~
Bonds: HC:22-HC:97 ~
HC:147-HC:203
HC:223-1C:213
HC:229-HC:229
HC:232-HC:232
HC:264-HC:324 v
Max. Peptides: |4
X
cncd | [ rom

P

Report  Displav

Report  Display

Chromatogram of : | All Peaks

> |

RT Range: Extended Peak Boundaries

0.1 Minutes

~

Intensity Profiing: () Maximum (®) Sum

@t Carc

Conjugates

Peptide Mapping - Settings

Peptide Chromal

|:| Show Coverage per Experiment
’VPrEsanca Thresheld: (1.0

x

General  Sequence  Modifications  Glycosvlation  Disulfide

tograms Report | Display

[%% Intensity]

Quantification
Observable: Volume ~
Condensing Method: | Sum -

Chromatogram Thumbnail Size: | Medium ~

Cancel

Apply

Disulfide & 7"
o FEEFTY L TILDIFZAE: Connectivity & Fixed [(TRELET, =&

ZIXHC22-HCO7T D &SI, BEESNEHDRAILT 1 FEEZIEL

IMEXTHEELFY,

- $HDATHNL. Sequence F JTHRELEZEDE—HLTWVWEIRED
HYFET,

EBILY Y TILDIB A Connectivity % None IZERELZE T,

Peptide Chromatograms % 7

NOEDEBFEIF. COTFTITAETADHERERTT HEORTF
KOOI NTSLDLATD REHlIHTHEDTHY., EET S
EIHYFEEA

Report 2 7

QTOF AT LZFERALTEREFLET—2IZDULTIE,
Observable [Z Volume ZEXET A L ZHRELFET,

SCIEX:
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Review Results: &8 E #4175

Review Results
3

Sequence(s):

Review Results - Settings

From Text

Seguences:

£

=HC

=LC

=TRY

QVTLRESGPALVKPTQTLTLTCTFSGFSLSTAGMSYGWIRQPPGKALEWLADT
DIQMTQSPSTLSASVGDRVTITCSASSRVGYMHWY QOKPGKAPKLLIYDTSKL,

IQVRLGEHNIDVLEGNEQFINAAKITTHPNFNGNTLDNDIMLIKLSSPATLMSRY,

canc

Apply

Sequence # 7:
* Sequence(s): TFRFELTEEYFTI+SHH. FASTA D 7
AINELTTyTR—KRLET,

- Peptide Mapping 79 T 4 ET « / — K & Review Results
TO9T4ET4/—KTRIL FASTA 2 /N EES| % EH
LEd,

SCIEX:

The Power of Precision
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Review Results: RTF K< v E:

VIDERELEL—T D

Review Results
g

* ReviewResults 79 T4 ET«4/ —FZ#HE.

ERHID Peptide Mapping 7 %

TAET14/—FEAEDLEBREZLEL—LET,

&) "WF3-WFStesting

7 *Review Results X

5 Peptide Map x| A, Peptide Chromatogram X
Pl o = W ss F o=y
— ]

DVAnn'vnQ;vcxcLtwvs;\‘lrlnscnln;
Aosvsckrtisubquust;LQMISLnAt;)
.Avv.uuv:;VLsrASSL.:;“cQﬁerrvws:
SAS‘I‘KGPSV:FVPI.A,S.KSTV;}GGTAALGCL:;

7 Peptide Table X " Modifications Table X | Y\ Peptide Chromatogram Table X

EY?"~' x @)= ~|Hd

v X Range  Peptide

Tl 16] FVQLVESGOLYGPGR
v 2HC[1-16] EVQLVESGGGLVQPGR
v 3HC[1-16] EVQLVESGGGLVQPGR (+356.21558) [Q3]
v 4HC[1-19] EVQ.VSGGG.V@G&SLR Glu->pyro-Glu [N-term E]
. v
v 6 HC[1-38] EVQ.VBGGG.V@@SLRLSCAWYWWVR arbamidom... [C22]
X 71{[1 38] EVQLVESGGGLV@GRSLRLSCAASGFTFDDVAM‘!WVR arbamidom... [C22] [M34]
2 . Carbamidom... [C22)

<

1. Review E— FZEHIZL. BE&E
TEHEITRTOE—YIZDWLV\T 1D
DT/ T—a0&2HFTET,

2. XTOMORREGET7/ T—ravld

et Péplld E_‘V_‘Q_‘l_‘v E Sdb_‘( lx_‘l_'V_‘L)-.I R =
£ 1500

2 1000
[}
=
£

500 7442

|
2141 T2 2l e
L™ Lkl 200, 241,
T T T T T v
miz 500 1000 1500 2000 2500 3000

v | | 20210203 Adalimumab tryptic 2ug ECD_4: Match_169

Modifications Mod. Locations Glycans Calc. Mass Ha:

Gu>prro Gu [Ivtem el 1~ T 160555 N
1623.86

1980.07 ()
1962.06
1980.08
4195.04
4211.03
4676.3

.

T Fragment Spectra Table X
fD-0c s &

EYY
& % Groupld Experiment

T

IARTHKFELET,
Save 7 ') v LTEERxEA
LES,

TO9T4ET4/ —FKABEEERTS
, N, RT7F FOHEH BENICHET

3.

387 rows (1 selected)

Showing 1 of 581 rows (1 selected)

Peptides c[Data [Qunthes | Coverage [Sunmxy[

28

EhET, —
/SCIEX)

© 2022 DH Tech.Dev.Pte.Ltd. The Power of Precision
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Review Results: Z4 A DRI

eammmwm * EAD #EHL71- MSIMS 2#Tl&. ZHBORE IS T A2+
A UDNERESN, 73/ BEEOEEFRBEANIIEEIZLZY I,

- — a4 Ly (Lew) EFERAVALLY (le) OFER. UFDLSIC
. f LTHRLET.

s000 A-29 D N ° - - s N

o] @  — - WEREEF AFIEMSIMS AR MLTwW, Fldw, E7/T—YarvEhTh
g o s f 4
£ w0 23+1 o

1000 wab 3522 [~ < A-43 Da D>

EDD 333215 wdion [ N - D/r:/‘/ﬂﬁﬁ\j—é z+1 471"/75\'9 43 DaO)FﬁFE°/7 I‘ibf: Wn’f7j"/o

o, 2t ‘ \‘ a1289 ‘ e R R _.
miz 330 335 340 345 350 355 ®O “ . Lz&;; _ ’I"/D’f‘/‘/ ;(w\.-l.,;[':—\-g—%) Z+1 ’rj_sjb\b 29 Daa)gzyj F%L’T: Wn ,rj_yo
» so5 257 e
49574 503.256

g e = TARAINT I UEE (Asp) FzlEA VT RIS HUEE (IsoAsp) DFFE
R [Ty T [E. LTO&SICLTRBLET,

z3+1
[N289] 1718 T AF 2IE MSIMS AR ~LT ¢, +57 EJ=ES z,t1-57 &7/ T7—3 >
B"” | Asp -> IsoAsp 25+1F;jﬁr)"i’ﬁj‘rz‘;’;":‘;\K é *L—C l"i‘g—o
E"“ D283 P o — 3, N
Pl s L. - MSMS RR% hLTT7/ F— 3 vahtz ¢, +57 Ezld 2,-+157 4 4 VI,
. 260,162 27;":45 33"5’]‘1"73 » /r T R <3 f\’)ﬁ?@ﬁ& %:%z\u* L 35-3_0
0 Bl mg T : 20 Dé\algl;ﬁLK o= A o —F > N - C =
Y TN TS eyt - TRINSFEUBIE, RTFRBRIZAFLIUVENGZWN=H, ThoDZEE
! 920.442 936.558 gs3.494931.0'17 W%B 7 3 7\ } ) |~ ,r T > % Ejﬁ L iﬁA/o
A REGEREFDH-OIZIE. Peptide Mapping 74 74 E ' SCIEX
T4/ — KT <20 ppm ® m/z Tolerance #fFEAL T2 LY,
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- BEARDOHER (BlREEET S FME)

Review Results

Review Results
3

J % Peptide Table x | =" Modifications Table X | {/. Peptide Chromatogram Table x

h i ?L’KHﬁEReview o X {3|n n|u i

ks

X Range
39 TRY[45-54]
40 TRY[55-62]
10 HC[278-291]
29 HC[413-419]
32LC[45-57]

12 HC[278-291]
11HC[278-291]
13HC[278-291]
17 HC[305-320]
18 HC[305-320]
20 HC[305-323]
21HC[305-323]
22 HC[305-323]
14 HC[292-304]
15 HC[292-304]

7HC[252-258]

8 HC[259-277...

Peptide Disulfide Bonds Modifications
LSSPATLNSR

VATVSLPR

FNV/YVDGVEYHMAK Asp-=Isohsp
LTVDKSR. Asp-=IsoAsp
LLIYDTSK Asp-=IsoAsp
TPEVTCVVVDVSHEDPEVK =\VSVLTVLHOQDWLNGKEYKCK HC:264-=HC:324  Deamidated
FNWYVDGEVEVHMAR Deamidated
FMWYVDGVEVHMAK Deamidated (IsoAsp)
FNWYVDGVEVHMAK Deamidated (IsoAsp)
VWSYLTWLHQDWLNGK Deamidated (IsoAsp)
VWSVLTWLHQDWLNGK Deamidated (IsoAsp)
VYSYLTVLHQDWLNGKEYK Deamidated (IsoAsp)
VWSYLTWLHQDWLNGKEYK Deamidated (IsoAsp)
VYSYLTVLHQDWLNGKEYK Deamidated (IsoAsp)
TEPREEQYMNSTYR. GOF
TKPREEQYMSTYR GIF

DTLMISE. Oxidation

! Mod. Locat...

[b283]
[P418]
P49]

N318]
M28g]
MN279]
M28g]
N318]
N318]
N318]
N318]
N318]
M300]
[Nz00]
[M255]

T—RALEL—%BFHITT 55
2. EET LEMZRETEEFT .
15

- Asp — IsoAsp

- BTIR

- BR7 = F (IsoAsp)

MS/IMS ZARY MLIZEEN DK
BHRE IS A MMA U EFER
LTRIEZHEEL. BHEICIHLT
#ER % Accepted E£71=1E Reject &
LFEI,

SCIEX

The Power of Precision
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Review Results: h XA L LA T FDIER

RELELATOLED VY TRET S, FLEEARAAFT,

N v -
7 pestdeMao x| LA Peptde Cvomatogram | Review Resuts F Modications Table B x Wros. x| WM. x Wews. x WM. x
[ - [ + % 0B o>» O vYve J
locaton  Modfcaten 2021 02102 N

uRggsp

E8B8EEHEREE

mz 100 200 300 400 500 600 700 800 900
20210203 Adalkmumeb ECO: Maich_0590

X Fragment Spectra Table X

des Data. Q
vy LTData? 7DV 4 FOEYYBLET,

Ol =

e BERAVIFUIYEEL THLWMEFRIZ K Y
*XUUTEFET,

s YIYBEL=RA VAR XU T ENB
Blx. FLWVRY Y XA THRIARTEINET,

s £+ <y T% Peptides 2 TIZHBET S
&, LTFOFIEICHELET,

] : ;| e | 1 paasTEERL. FAavEsUvsLT

KKK o ’ Data # 7D 4~ Ry YBELET .

AL SEem| 2. AUy T Data BT T4 Y RIDRA Y
5::1” :‘: [ s et . FyF> T %R L T Peptides 2 D
) — LWMBRRIZ RS v I TEET,

* BRICAYDLATI FEREFELTEL
T, LA7O 7400 TIERY
BLEMNTEFEY,

SCIEX
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LR—k XFvToay bELR—FDRELXEZE

5T %

c MRERFI D IANLT—ZEFIRLET,
* 2HEHBOERNMREINTET,

Snapshots:
- RFwTTavbE, PREKBRE sbf 774 E LTEAMICRELLE:
HDTY,

AIEBEAT—ADRESNDRAF v TP 3w kI, Chromatogram
Chemical Noise Subtraction D#ZIZE S NI-FEER. LUV
Chromatogram RT Alignment NREFESNFE T,

Review Results DEICRFEINDIRAFT v T a3y MM, #EDT / T—
DAVEEUIRTCOFREBEHRSREINETT,

PDF Reports, CHIZIZUTAEDIAENTWNVET:
PDF F¥a A2 b,
- TA ARYa—3aVIZLKBRARY MILEREEL Excel 774,
- FHEROARICHERT LHIHREZED. Executed 7—2 70 —T 74 )L
xml Z74I) o

xml 7 7 4 JLZEI < [ZI&. Biologics Explorer 7—% J A—®NDHR—LXR—T
ITFRSvy & FRYIFLET,

Save Pre-Processed Snapshot - Settings

Export Folder: |BPepmapSimpIe Pre-processed | =

’, Define Destination

[] Expart as Folder

Cancel Apply

Save Annotations Snapshot - Settings

’, Define Destination

Export Folder: |=PepmapSimple Annotated | &

[] Expart as Folder

Cancel Apply

SCIEX

The Power of Precision
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LiR— k: PREERERTFIT S

Data Preparation [Container] ® '7_7 7 D_éﬁsgﬁ L—C\ Etﬂ:é?b 7__ 'f 5\7_' ’f / - I‘\\O)?ﬁ

v
Save Pre-Processed Snapshot (‘ I:P Fﬂﬁ%% 51%?? L 35 j— ©
eptide Mappirts - Save Snapshot 7 7 TA t7_' 4/ — f‘(jk MEEJ§}}‘7_'_9 ODLZ\%U 70

&
’ ANT4ZELT74)L (sbf) ZERLET,

. BEINET—4EEDT B

Pepmap_ReviewSnapshots 7—% 7 B—® Load Snapshots
Export : S ; T e — o

@ PE;)F Report Exportto Sciex 0S Save Annotations Snapshot 77 7—_ 'f t - ’f / . |~ —Cg Sbf 7 7 ,r )Léﬁ%i—d—o

- Save Annotations Snapshot ™5 X+ v T3 v b EHEHAAA T, R
CLT—42ty b oDfERZLEA—LET,

- Save Pre-processed Snapshot Wb R+ v T 3y hEHRAAAT,
BRANYTFOREREAMLET,

Load Snapshots with Annotations o 'if:\ 1%7$ L,T: Sbf 7 7 /r )l/(j:\ Eo)'j_b 7 I:I___G:E, Load

RawData 779 T4 ET 4/ —FRIZHEAFALZENTEET,

- Save Annotations Snapshot M5 RXF v T 3y hEFRAHRAH, RT

I Review Results from Same Batch

Load Snapshots

Display and Review Results

- Input sequence _) Review Results

@ &

E T Boot o FEIVEVTITRER/ —FUNDTRTOT I T4 ET 1 Z/1NA
ot gesnaons RALT, SWISEMT 2RREBOLET,

_SCIEX/

33 © 2022 DH Tech.Dev.Pte.Ltd. The Power of Precision
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L 7R— k: Export PDF Report

Elements:

General Elements

Export PDF Report - Settings

Excel Display

@ Review Results
v

Export
PDF Report

@ Exportto Sciex 0S

[ Pepmap_Extended
Review Results

Coverage

Disulfide Bonds

+- [ Peptides

o Feature Quantities
(7 Glycopeptides

Modifications

Table

E Protein

M Location

HF Modification

! Experiment

M Relative Intensity

[57 Peptide Chromatograms
“..FH Images

+

+

e

Apply

Elements

Q, Enter filter text

Q, Enter filter text

#1-[57 Introduction
+- D Pepmap_Extended
+ E’ Load Raw Data
#- Jfw RT Range Restriction
-l& chromatogram View
D Data Preparation [Container]
ng.., Save Pre-Processed Snapshot
E 1. PepMap

Execution Details

+

5

+

Settings
Inputs
Results

= 3. Wildcard Mapping
Review Results

- Export to Sdex 05

ng.., Save Annotations Snapshot
-] Export PDF Report

-[# Summary

-|#% Activity Setting Changes

+

5

+

+

+

+ D Pepmap_Extended
= 5 Review Results

Coverage

[ Disuifide Bonds
Peptides

Feature Quantities

- |7 Glycopeptides
Modifications

-3 Table

H Bf Protein

ﬂf Location

! Modification

E Experiment

H .. ! Relative Intensity
= E: Peptide Chromatograms
.. Images

OK

Cancel

General # J: T RAR—+rF 5L
"—rFOREXEEELET,

Template # 7: LIR— FORNE%
NAETAXLET,

Excel 2 J: LiR—k&—#EI2TH
AR—FTE2REHDRITAXL
*9,

SCIEX:
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L 7R— k: Export to SCIEX OS

Review Results
v
@ IEBpFogepon @ Exportto Sciex 0S

© Export 05CIEX 05 - Sestings <1 * General 2 7:

[Gereral] conpgates | Dy - LEaA—#HROREXZERELET,

e N - RERE BUN—TIIRELRI SR —ORBE, THRAKR—LDE
S HezEELEFI,
i oo OremeEe | e Exportto SCIEX OS 74 T 4 EF 4« / — KiZ Wildcard Mapping
e o : TFOTAETa4/ —FEMAELETHERALLGWLTLIZELY,

e & — = —  Wildcard Mapping 72 T4 ET 4/ —FKI&, BE&E3TH57—9 70 —T/N

ANRTEZEY,

¥: Exportto SCIEXOS 77 T4 ET 4/ —RTIYRAR—ShHBEHUELR, 2 /0 ETIHEL,
RTF RIZHTBHERLETT ., =& ZIE. DTLIM]ISRIZ, M255 TlE# < M4 &£H Y FET,

/SCIEX:
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J—92J0—¢&F7T)r—3Yy

BEMHLOERTFRFOTYvESYD—4 J0—
DHA K54 >

/SfIEX)
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~SCIEX:
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SUTNGERTFREIVEV T I—0 70—D— MG HA F

DUOTINERTFRKIVE

N2 %
o

O —4Ho0— THA4 Y

Load Data and Select Useful Range

Analyze and Annotate Features

- Peptide Mapping: input required
- Input Snapshots destination

Display and Review Results
- Input Seguence

Export Results to POF
- Input destination

Peptide Mapping
Simple

Load Raw Data

RT Range Restriction

@ Chromatogram View

Data Preparation [Container]

ﬁﬂl@

Save Pre-Processed Snapshot

=

Feptide Mapping

(g

Review Results

Expart
PDF Report

@@ﬂb

Exportto Sciex 05 Save Annotations Snapshot

Pepmap_Simple

© 2022 DH Tech.Dev.Pte.Ltd.
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SUTNERTFREIVELT D= 70—0—RHGHA K54V

DUOTINERTFRIVvEY

JgNJ—49 70— HBE

Use Consensus Sequences:

Filter for Core Structures:

Substituents:

Max. Substitutions:

Max. Number of Glycans per Peptide: |1

Cancel Apply

Peptide Mapping - Settings x
Conjugates Peptid ] Report Display
General  Sequence | | Glycosylation  Disulfide
Fixed: Carbamidomethyl (C) +
Variable: Deamidated (NQ) al [+
Masimum: 2 per Sequence
Allowed: Anywhere =
Unmedified: & not Required
Allow Glycosylation: true =
Gln-=pyro-Glu (N-term Q) =
Masximum: 1 per Sequence
Allowied: Anywihers . . .
Unmodified: i not Required Peptide Mapping - Settings x
Allow Glycosylation: true
Lysoss (Protein C-term K} Conjugates Peptide Chromatogram: t  Display
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