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Automated Deconvolution - Settings X ° ﬂﬁl /7 0) 7 T ,r E T ,r / I\ )€D -%— O) L: ) L\
Deconvolution Options | RT Ranges Display TlE. 274> 20)vw o LT Eﬁﬁ'ﬂ'% AL

Mode: Automated ~
=< ey
o tiss: [0 | om TITR=TBBELTLLIEEL,
N A )
Mass Step: | 1.0 Da
[ | © inactProtein- SCEXBE20De: X | =+ - 0o x
Visible Ranges: Only Full Rang- &« C B hups//expressionistgenedata.com/display/SN20/Intact +Proteir A s
Filter RT Ranges — @ Saveforlater @ Watch & Share .
> Howto -
Eagerness: - Actvities it rotein
S ——— » Alignment activities
Meﬂ.lod: Maximum Entrmy Deconvo ~ Bioanalytics activities Nolse Intact Intact Protein
= Deconvolution Reduction Protein Sereening
Iterations: 20 .
* Intact Protein
Deconvalution Quality: St + Intact Protein (Deprecat:

Sl BroteinSons ex) The Intact Protein activity deconvolutes intact protein data to provide mass spectra of protein species. Three methods are available for deconvolution:

o . Funciion ‘
: rotc * Peptide Mapping
Ionization: (@) Protonation (0 Depro pude Mapping + Maximum Entropy Deconvolution — This method uses a Genedata proprietary algorithm based on the MaxEnt algorithm!"] to find the best
* Peptide Mapping View Input deconvoluted mass spectrum using a probabilistic approachlZ]
o G * Harmonic Suppression Deconvolution — This method uses a Genedata proprietary algorithm that suppresses false signals resulting from mass
Activity settings values that are multiples or fractions of the correct signals.
> Protein Mapping View * Legacy Maximum Entropy Deconvalution — This method uses a maximum entropy method that uses the Harmonic Suppression and
- Wildcard Mapping Output MaxEnt" algerithms.
. o [1] Ferrige, A. G, Seddon, M. 1. Jarvis. 5. Skilling, J. & Aplin, R. (1991). Maximum entropy deconvolution in electrospray mass spectrometry. Rapid
OK communications in mass spectrometry, 5(8), 374-377,
» Calibration activities

[2] Marty. MT. Baldwin. AJ. Marklund. E.G.. Hochberg. G.K. Benesch, J.L. & Robinson. C.V. (2018). Bayesian deconvolution of mass and ion mobility spectra:
from binary interactions to polydisperse ensembles. Anal Chem. Apr 21:87(8):4370-6.

» Combinina activities
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UV Processing [Container]

. Feature Filter
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Load Intact Protein Data; 7 #—<w b (B&&HL)

Load Intact Protein Data - Settings x

General ¥ 7,

General Advanced Display

MName: I Intact Mass Analysis AN e
Format: |AumDehect ® Name 7 ’r _)L I\ “—Ajj L/T\ ﬁ*ﬁ%E% l-/ i‘a_o
Files Folders: (12 me |Culor | ~

Sample001_MNIST_1000ng_2900P_01.wifi2 #286dde

s £ET7—XT7AII =7y FO—-FLET,

: - wiff FE wiff2 A>T F T 7MILDHZEIRLE T,

ZenoTOF 7600 ¥ X T LHh 6 DT —R =Dt 9 dimald. wiff2 7 7
1INDHFEFEALET (Wiff 771 ILIKERLEBEVWTLLETW) ,

- BELCATIDEB 7 7ML EBIRLBEVWTLIETLY,
VIE Kadcyla 20161101 .wiff2

EEY W I

Litem

o el | sooh

2 Server File System X
2 :

e e‘ @ @ | (3 Upload Files | Download Fles

5 Sharedintact protein/Raw/ 5008 Herceptin_Kadola/Hercentin-kadoja Whole and Suburit

Q Search

Name ‘ Size ‘Las{ Modified Type

Description ~
[1 170109_Trastuzumab_Emantidine_1ul-ug_03.wir.scan 146MB 0710612020 1656 SCAN x D H ti Kadcovla 20161101 iff
[ 170109_Trastuzumab_Emantidine_1ul-ug_03.wiff2 332.0KB 07/06/2020 15:56 WIFF2 AB Sciex WiffTwo Erl:e p In_ a E]III E WI - SEE rl
[1170109_Trastuzumab_Emantidine_1ul-ug_10.wiff.scan 22 7MB 07/06/2020 1556 SCAN
[E170109_Trastuzumab_Emantidine_1ul-ug_10.wiff2 584.0KB 07/06/2020 1556 WIFF2 AB Sciex WiffTwo
[1170109_Trastuzumab_Emantidine_1ul-ug_11.wiff.scan 22 6MB 07/06/2020 1556 SCAN
(g 170109_Trastuzumab_Emantidine_1ul-ug_11 wiff2 588.0KB 07/06/2020 15:56 WIFF2 AB Sciex WiffTwo
[ 170109_Trastuzumab_Emantidine_1ul-ug_12 wiff scan 11.7MB 07/06/2020 15:56 SCAN - - ~ — \
(@ 170109_Trastuzumab_Emantidine_1ul-ug_12 wiff2 332.0KB 07/06/2020 1556 WIFF2 AB Sciex WiffTwo — ffl i T_ ‘i ff2 | ' , % Fﬁ L i % d) @ J 7 4
(1170109 Trastuzumanl] o o, Wi - wi / F A J
rver File System x
@ 170109_Trastuzumah o . . \ \
e I — Ve RTRI BICIE wiff RTclEwiff2 A>T F 25 TILD
=] t ptin_Kadcyla Herceptin-+adcyla Whole and Herceptin_Kadeyla 201611011 v
Name Size Last Nodified Type a £ IJ 1\
M / o
| | & Herceptin 1pmol_uL [2] 5

Lout of 12 selected.

() Herceptin 1pmel_uL [3] 5]
_ | | (1 Herceptin 1pmol_uL [4] 5]
(7SO ENERRG W Herceplin Deglycosylated fpmol uL (5] WS Close

[ Herceptin Deglycosylated 1pmol_uL [6] us

BORAAT 7LD D ET
LE9o

Vv IO—F337 71 I)L%ZFER
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[} Herceptin Deglycosylated fpmol_uL[7] L

W Kadcyla 1pmol_uL [8]

() Kadcyla fpmol_uL [9] [E
l 3out of 62 selected.

@  FiefFoider Name  Herceptin 1pmol_ul [1)" Herceptin Deglycosyiated 1pmol
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o wiff £/II wiff2 AV TFRDELZ DY > FILT 71 ILHEI L &R TH B5EIE. Auto Detect
72 arEFERALBEVTIIETL,
* Experiment Table ICEE DT> FILEHEFEE L. Review Results ICET > FILDIELWVWEER

WMARTEINBZEZHERTAICIE. UTOFIEICREWLWE T,
Format ROw &> 1) X T, Sciex Wiff £7=1& Sciex WiffTwo OWINHZZBIRLF I,

ZenoTOF 7600 A 7 ATEIE L Te T —RICIE wiff2 D& ZFRAL £,
Use File Name as Sample Name F v IRy IR ZAICLET,

1.

@) Load Intact Protein Data - Settings X
General Advanced Display
@) Load Intact Protein Data - Settings ¥ s ntact Mo Araives
Gerersl | Aebvareed | Dy Formakt Sciex WiffTwo (. wiff2)
(7] Use Fie Name as Sample Namel
Name: Intact Mass Analysis
[] Enable Numbering of Samples
Format: | Auto Detect |
S— Enable Raw Data P:
> : (20210203 Adalimumab ECD_4 wiff2 = ki
- 20210203 Adalimumab E£CD_5 wif2 == Fies/Folders: [20210203 Adalimumab ECD_4 wifi2
&y Experiment Table x 20210203 Adalimumab ECD_6.wiff2 x & Experiment Table X | 20210203 Adalimumab ECD_5.wifl2
= = = R 20210203 Adalimumad ECD_5 wifi2
EYVO|#-0-0m|* S i EYVE i-O-lc s d
Fe) ame Type ]&- < || Name
e IM| 20210203 Adalimumab ECD_4 -
[] ] 20210203 Adafimumab ECD iffTwo |[E]  J20210203 Adalimumab ECD_S
I -~
[ =l 20210203 Adslmumab Eco ok ] oy ifFTwo | = Jz0210203 adolmumab £cD_6 / % [ ]| coea
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RT & m/z DEEFEDHIFE

e Load Intact ProteinData 7271 ET+4 ./ —RKREZET
L. T—2DFHAIAADTT LIESHETEYT (T

g1)w) .
Load Intact Protein Data
p—— lf

- BROBH BT —ANEET BRFEE (RT) CEEE

fatk (m/iz) OEEZFELF T,
NILTDYIDBEZ DS LHZICELBE JETD"?%I}%:Eijo

DEEEEICEELE I,

BEBEOHERD I VX IICEALHBRVED .. SFI3ER
XONTEDOBHEBHICBEL TS IZTW
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RT & m/z DEEFEDHIFE

RT Range Restriction ° %Eéhﬁ:ﬁﬁa@ RT & m/z d)%ﬁ%/_\jj Lij‘o
ARy I ZADBEROZE. RTEIE miz DLEBEHLMER

miz Range Restriction éhijo

RT Range Restriction - Settings
{General! Display
RT Minirmum: | 3.2 Minutes
RT Maximum: |4.2 Minutes

Apply

m/z Range Restriction - Settings
{General! pisplay
myz Minimum: | 1000 Da

myz Maximum; Da

Apply
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m/z Grid

° @%&@7—_‘_&7 7,]/“/%1:&5%%‘;\ m/Z Grld 777__’( t\j_'»f Pre-processing [Container]

L
J—RZFERALT. IRXRTDOT—EZT7AIHEL miz iIET
TN E-JBREENSKLIICLET,

miz Grid
3

° 7__‘\7 7.1-)1/ I‘Eﬁfﬁti Adaptive Grid —C\\B—o @ Spectrum
Baseline Subtraction
- COTVYRET—EEEICEGLET, ‘

- CoORER. BERROLVY S FLEMTEHBAIERALET. ® iz - eange

{General! pisplay

m/z Grid Method: | (@) Adaptive Grid (O Equidistant Grid

* Equidistant Grid 8%E . BT TN YO TFILREF I SE—

JARXDZEVWE—TZFCT— R 20T 25EICERLET,
- Equidistant Grid BifeZ &@EEICTE LT, REEBE—7ZF—-N—TY ey Cancel Apply

X

Bction

TV27932 <. BROEBEEL—JIC+RRT—2 R > FHREH
SNEI,
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Spectrum Baseline Subtraction

* Spectrum Baseline Subtraction (&, NV I ZU >R /A X%ZBREL. AR a—>arvIniT—
RIIBITBIHYTIAME—TVDERZFIBET I ICED. 7AVRa—>a 2R ELET,
s ZDT7VTAETa/—FRIE. 7AVAR) -3 RBIFERBLTIE—IVRHEERETDZIEHTEXT,

Spectrum Baseline Subtraction - Settings >
@ Pre-processing [Container] Peak Detection [Container]
General Advanced Display 3 — e
bd A 0
: @)
Method: || Quantie v |
Quantile

Penalized Least Sguares

myz Window: |10.0 Da ~
miz Grid
- Spectrum
@ g Cancel Apply Baseline Subtraction

@& FeakDetection

Spectrum
Baseline Subtraction Specirum

. Quannleﬂl% IEITRTDESICHERZEZ T,

%@ﬁ@ZA DUTIRIEEAERETY,
- BT —AR2 TERLIEEA. Penalized Least Squares & D IEZDMCEE TS,

- 4>§7F§§>N7§®ﬁﬁTH\%%@%5%%%@£L@M$5\ﬁ%bTﬁ%?%%gﬁﬁoiﬁo
* Penalized Least Squares /BE 3. EBEDEESDHICHEZEZX XY,
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Spectrum Baseline Subtraction

* Penalized Least Squares (5. KETBRE—JHBOARDEIZRP»IESDT, 7aAVAR)a—3Y
SNTEART NILDY T4 bE—IODRDLET,

#5(C Time Resolved Deconvolution EHE T 3565, BOBEEDT—4 (HT7AZv b TSIXV MR
Y) EATIEEIFE. BRI DZIEHLHD XTI,

* Eagerness OEHNFHL (90%U L) HB&IX. Chromatogram Chemical Noise Subtraction 72 5« £
T4/ — R TKIBEL Smoothing Z1T5HELRH D £9,

E—ry TORENRAL—D VTR HAHRAUBIRERZ R IIHEIE. Eagerness fEZ/NE LFE T,

. =
B X Eagerness
Eagerness : Bz hE<T3

95%

Eagerness i ‘/
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Chromatogram Chemical Noise Subtraction

© Chromatogram Chemical Noise subracion .. X | Chromatogram Smoothing (& E—2J D RT 7O7 7 (I ZHET B8
General Advanced Display ‘g_ﬁ ﬂq L i 3— °

_Rw_Ch:mlamjmmsmm"gs * Eagerness DEAEWVIBEEILHFIC. Penalized Least Squares

B > (Spectrum Baseline Subtraction) DHBICRL—S VI HETSHRBERHD £,

— [~ chemical Noise Subtracton ————————————— ¢ EStimator:

&7 Window: (101 e - Moving Average I&. RT Window RDT—2RA > cOFIREZFERL T, BMOT—2RA > b Z4ER
Quantle:  |40% LEd. 207D, BWMEZRET DL, E—VRIEFKELABDETH E—IARVa—LRFRESINET,
Method: (@ Clipping () Subtraction - Binomial {¥. Moving Average D REFRXT. E—JBADLENDBRWVWEETT,

Threshold:  |14.0 [Intensity]

Chemical Noise Subtraction (&« U TFDZ IR IIB X,
o XA T4 )T —ATLLBEENBLVWE—2oOYIT—IlDOE—IU&ERTETET,
e oA hE—2U%HFEIL. TRD ICKBAE—IBHEHZERLEEIEEF T,

22222 1 - RTWindow: fBEZKE< T3, BETET—XHVERLBEDET,
- Quantile: fEZ NS TR, HETEZT—EINDERLLABEDET,
F A - - Threshold: /A XLARNILEREL. BYIRBEBERELE T,

1. BEARIV MNLOEBE#HEZ. /A XLRIDFEOZLSICBEZETRI VI L TERT SN
V= LN—DTA AV THE U ZFHSHER T —ILICEBL £, «

2. TFF—VY—I+T/AILRILOBEERAELET, SCIEX
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UV Processing: UV Manual Peak Edit

CDT7ITA4ETAE. TTAILNTIINANZIEINE T,
UV Manual Peak Edit ZEHd2 . UV 2OY NI S LHADE—U1&

HZRDEXSICLTFITRDACZENTEE T,

UV Processing [Container]

\ Ze

-— E El\J d) B —_— 7 d) tﬂﬁ % (®) Intact_TimeResolvedDeconvolution_MS+UV: UV Manual Peak Edit (Optional)
A Mass Spectrum x
RET 3 sa@a

- BERDODE-IE—UERET B,

Qi—.“.._wlwgmmuum‘_u.—' -

- FfBE—J%ZBEIHT,

- REHE—EEIBRT B, i =
/

verage
YL uvTraces x A Peak Table
ETVE|
Name  Intensi intensity Width RTMn R Ma
Peak_1 3 0.27% 2 67252  0.1483 6.6867 6.8350
|Peak 5 8162.5¢ 37.2564 4 7.24%  0.5075 6.9723  7.4798
69568.8..] 328.0306] 16.5..| 7009 0.6503] 7.4833] 8.1417
ak_4  429.9207 54009 0.7120 8.6206 0.3417 8.5917 8.9333

* UV Manual Peak Edit |£. RZt7E— 2 D UV Peak Detection /N\T X —&X %

ALY 31O DEFGRBEFREED T,

_SCIEX
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Chromatogram View

e Chromatogram View (&. &5 > FILOFINIEZITORIED TIC 7OX S L%ZAR1LT5H
DT,

e Oy hETHIU YOI BE. Experiment List £, UV Processing 175 811D
UV Chromatograms IC7 72X TE X,

@ veact Admaevcr 1 Ovomatogram View %

= At e e BB o wow gl ow v oA B
L] Ol O wa2e217_20220217 4 s 071
Chromatogram View o LS — Juv
12907 \ W Tacs.. | a
. o I 411
I = ;
“:;""':‘ ";: P
s v CHO-H- DEX
e I eee) & & tame  Experment voe A ]

* Experiment List SBED IO I T L% ‘% vvelm o o[
BRL. BRADELOREIELOLTE e
TJ—Ea—Z&ERTETEI,

< \
/SCIEX)

24 © 2022 DH Tech.Dev.Pte.Ltd. The Power of Precision



AR NT—=07O0-D—REBRAI R

Feature Filter

° Feature Fiter 72757« ET« ./ —FREZ{EFEHALT. S03—7D#H=HFIE

LT, RbEEEOREVWE—TDAZERL. /A XICEKTBE—T %K
NTBZEHARETT,

- E=007«IILR) IR RELRIBEIL. Bypass 7 AV THEAZFIRL £,

Valid Feature Filter - Settings x Highest Feature Filter - Settings s
General Display General Display
Data Type: Auto Detect ~ Data Type: Auto Detect ~
Feature Type: Peaks ~ Feature Type: | Auto Detect
Validity Threshold: | 150 Max. Intensity ~ Cbservable: Max Intensity -
Presentin at Least: |1 Intensity Keep Top: 40
Max. Intensity

Volume
%e Intensity

%% Max. Intensity

Valid Feature Filter Highest Feature Filter
- BE—INRFENTLRLHIESINDOHICTE - FEINLHERTHET. 2%
ZLTLWAITNEGSBRVRNDE—TBE L E—0D5BWD2ZLKR—FrTF3
REBRON—E>T—OZF&KLET, heERLEXT,

@]

pectrum
aseline Subtraction
ectr
al

@

El
B
Sp
& Pe

um
k Detection

Valid Feature Filter

o ole

Highest Feature Filter

SCIEX
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Protein Mapping: Bc%!]

s ZUNVEDERINEUTOVWINADT #—< v b THEEL XTI,

From Text: & > /NV B DEY)% Sequences Ky ¥ A TIEE
From Fasta File: BERDEHZ ZE fasta 7 71 IL%Z 7

From Global File: 88O > ) ZFDfasta 77 Iz 7w FO—

fEAS 2 EHIE. YROUDSERTEET,

BMORY 7

VAV E

L&Y,
‘/70|:|_ I\“L/i—a_o

FLEI,

Protein Mapping - Settings X Protein Mapping - Settings X Protein Mapping - Settings X
Disulfide Coniugates Annotations Report Display Disulfide Coniugates Annotations Report Display Disulfide Coniugates Annotations Repart Display
General Sequences Modifications Glycosylation General Sequences Modifications Glycosylation General Sequences Modifications Glycosylation
Sequence(s): J| From Text 1 v 2 Sequence(s): ffrom FastaFie § Sequence(s): J| From Global File vl =
Sequences: [=Fd' Sequence File: |[JlgG_mAb_Sequence... L3 Sequence IDs: | mah Global.fasta | |2
EVQLVESGGGLYQPGRSLRLSCAASGH =
=Fc I @) 1gG_mAb_Global X
(GPSVFLFPPKPKDTLMISRTPEVTCYW| [ Enzymatic Digestion aemen
=LC Q Fiter D column.,
DIQMTQSPSSLSASVGDRVTITCRASY Consensus Sequence(s): | From Text
D Sequence
Seguences:
LcHr DIQMTQSPSS
HCMHr EVQLVESGGGL
< b3 LcHu DIQMTQSPSS
HCHu EVQLVESGGGL
o Lofct DILLTQSPSSL
|:| Enzymatic Digestion HC/ct QVQLVESGGG
o LCi DIQMTQSPST
Consensus Sequence(s): | From Text []Enzymatic Digestion HCMN QVTLRESGGG
Sequences: Consensus Sequence(s): || From Text
1 ||8rows
Sequences: e —
v ele s
o | ]| | @ =] ]| | @ s
oK Cancel

SCIEX:
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Protein Mapping: Modifications

Search all combinations
’VAddiﬁunal chains: |3
Unpaired Cysteine Modification
’V Cysteinyl (C) v

() Protein Mapping - Settings (1) (@) Protein Mapping - Settings (2)
Disulfide Conjugates Disulfide Conjugates Annotations Zeng) Risala
General Sequences General Sequences Modifications Glycosylation
Fixed:  [GIn->pyro-Glu (N-term Q) N - Type: | Glycosylated -

= Library: | CHO N-Glycans smal > |
. ites: Only N-Linked v
Vot [yziom Proten Ciem ) : MonedSies
Maximums 2 per Sequence Use Consensus Sequences:
Allowed: Anywhere =
Unmodified: is not Required Filter for Core Structures:
2 Substituents: +
Ma. Substitutions: 1
Maximum: 3 per Sequence
- [ petect Clipping L
% et | [ || | @ty ol | e
@) Protein Mapping - Settings (3) (@) Protein Mapping - Settings (4)
Modifications Glycosylation General | 2ouence Modifications Glycosylation
Annotations Report Display Disulfide Canjugates Annotations Report Display
State: || Fully Connected 3 Conjugates: Table v
TR Mame | Gain | Loss | Delta |
Unspecified w + -

1.

Fixed & Variable ® PTM Z$8E L %9,

N Kif E ZHD4¥ /NI BERSTIE. BEFEENZERICHS C
CIFBEWVWEFRINBZD T, Glu-pyroGlu (N Kif E) %] Z{E8H
ELTHRETACZHEOHLET,
METEHMIN S X —R2ZIBELEX Y,

Type %Z Glycosylated & 7:|& Deglycosylated ICEREL £,

Deglycosylated (&, IATO N-#EHEHLAMI> I T
7S RIEARY P ERBEELTVWAD T, IREME L TR S
FEEIBETHIBEIEIHD T A,

Glycosylated |ICERT2MEEZ 1 TSV ZFEIRLET,

DRATA VEGMEORBEZIEELE T,

T/ 70—-FI e z0ERINTWARWG T2y bOFEA

IC—#EICT7 /) T—2a>ETO5CNTERY, BHEAT1Y

ICx L CRIZERIERREMZRE T DA TET XD,

BHNR NI BHNMEEMESERDIZEIE. EEK

DEFEREEELET, o
SCIEX
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Protein Mapping: Detect Clipping

Protein Mapping - Settings X

Intact Precursor Required: [

’— Detect Clipping
@

uuuuu

Sequ
Disulfide e

Glycosylation

Repart Display

State: || Fully Connected - I

Fully Reduced

Partially Reduced

Type: IgG1 ~

[[] 5earch all multi-specific combinations

Unpaired Cysteine Modification
’7 Free Cysteines ~

N

\I( — \]I/\ ’

1 \;r

* Detect Clipping #gElZ. 7V v EY T OEREMENH S (in silico) BE .
T—EADBRELIEE—0UEITYFUILET,

* Modifications % 7 T Detect Clipping #i&IR9 3 &. FEDEIINIE TRE
LIEBE—DIVyEYTARYMIBERXI S MSE—JZRAET D EHNTE
x9,

CDFRETIE. P RILT 1 REEED Fully Connected %7-13 Fully Reduced T#H %%
ERAHDET, FHOHICETINLEY Y FTILORIFIETHR—EEINTUVEEA) o

-«  Detect Clipping #8ElZ. Sequences % 7 M Enzymatic Digestion gt ¥ $iAEHHE
TERATEFEE A

* ERCNIERZEFNTOHEAEHLEDAREEDOH ZHIRTIVENDD I,

BEENLZTEZL. UTORBRVELIENDL DD ET,
-8 T TO0-OUEHENR BB, FRIET—YTIO-ERT ETERAITEIEL,
- A\ BBEORENS . BREBT—FLE1—DBEICB D,

SCIEX:
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Protein Mapping: Detect Clipping DHESEE

il

7N

s BEMNLPP—JICERZY T UIEERTERMZGHIETATODO—MMNERT1H > X,
- Dy EITARY MIHXTBABEEMEVWVE—T ZRET BICIE. Feature Filter 7257« ET 4 /—RZEFERLE T,
- ID)wEVTARY FORIBEEINMBEVWVE =TI ZHIFRY BICIE. TRD 7—7% 70— T Manual Peak Edit Z{ER L £9,

- FEIZICHHSNTVT, ZEBETEET IEMOAZRRLE T,
BRLIZSATZ) ORIZEHOB L EHEOBMERNRICHZAE T, 1AL BEHTOT 71 IILOKERT (95%) ZEHDBHE

BoszadhErT.
Y —— x| i Detect Clipping |&. Protein Mapping #R38 T Lys-Loss (% >/\J8 C Kif K) H"E#ic LTH
| P FNTLBHA. CREBUDVOEKEERLT/T—>a> e LTLE—FLET,
Disulfide Conjugates Annotations Report Display
State: | Fully Connected V| ® Detect Clipplng 2: DISquIde & 7E§E@l%ﬂ%~ébﬁo
Connectivity
o s - DRNTa RBEELIEEYNVEICHERT 2 EREZHRE T 313,
EEENT @I General Sequences Modifications Glycosylation Y N
’VAddiﬁonaId'lains: 1‘ 1 DiSUdeI Conjugates AHH:IZUOHS ReporL wDISDIE‘;' UnSpeCIfled i Tl: Li IgG ?ﬁﬁ'l‘i_& FU”y ConneCted %%?R L/ i 3_0
e T E Intact Precursor Required Z &R L 7c3Z& &, Search all combinations % ER
Cysteinyl (C) | g8 ~ 9 % & Additional chains & 0 L:%Ejé%gb{% DFEI,
T — Intact Precursor Required %R LA 7% &1E. Search all combinations
%Zi®IRT % L Additional chains Z 0 £7cld 1 ICRETET T,
e Unpaired Cysteine Modification e — s —_ —an _ . "
om == O - BT IdeS EILMID SEIR DUy FEBIT BICIE. TNENOWAE

Map protein species to peaks in the deconvoluted spectrum. 1@ BIJ ‘: EJEIE 3_ 5 : (\:_ 7{)\‘*&& f_k h i 3_0

- ‘Detect Clipping" is only allowed for “Unspecified” and “IgG" connectivity. Sc I Ex

EE oot o
The Power of Precision




AR NT—=07O0-D—REBRAI R

Protein Mapping: Detect Clipping - Intact Precursor Required

Protein Mapping - Settings x
Disulfide Conjugates Annotations Report Display
General Sequences Modifications Glycosylation

~
- Detect Clipping
Intact Precursor Required: I
v
@t Gl | [ romm
Protein Mapping - Settings X
General | Sequences Modifications Glycosylation
Disulfid Conjugates Annotations Report Display
State: | Fully Connected ~
Connectivity
Unspecified ~
Search all combinations
(Addiﬁnnal chains: |0
Unpaired Cysteine Modification
[ Cysteinyl (C) ~
@ T

Intact Precursor Required ZERLTICS
HT—FFICH

Intact Precursor Required %Z3&ERL 7

a. BUEHzHOIEREE >V INIE
INIZEDH. Bz TCERIVNIEDRESNE T,

e RREEIFEML ETH. ®RE

MIEED L E T,

CO7ILIN X L. AEINEIANTOEMREN., E2ALETOIFEMEE L —
RT3 CEBERTZHNDTY,
FEEBOI Y F I D WERERIZHRINE T,

ntact Precursor Required & Disulfide X 7R EDHEAESH .
Intact Precursor Required I U TOWVWTNHEC—HEICERALF T,
Connectivity: IgG, Search all multi-specific combinations ZRE|Z5H L TEIRT

TFET,
Connectivity: Unspecified, Search all combinations %:#iRT 3154,

Additional chainsiZ 0 ICLE 9,

SCIEX
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Protein Mapping: B2 I3

® Protein Mapping - Settings X  BEXMEHITI. MSORBAOANIEY Ay b Z2ERTZT VT

G | Semns | Mottt | Gyamiaton. VAR T,
[ Mememateossien * Enzymatic Digestion #3##R L. Consensus Sequence %#3§%E L T.
Consensus Sequence(s): | From Text v

Sequences: (CPPCPAPELLG/GPSVF g \/ / \07 )jéi ? “/ to \/ 7\\ 0) E:ﬁ%nﬁ\\ % E% L/ i —a-o

- EBOISEIYRYA M EBMLEBA, TILTU XL
TRTOMBICHBEN 3 LEEL. TNESHRETHBC iy
LIS L E Ao '

Load Intact Protein Data

(Annotation Snapshot)

’ - ¥ 213 CPPCPAPELLG/GPSFV ¥ CPPCPAPELLGG/PSFV D &K )
© Crcd_| | opl SIS 120V Y IS OB THFFENGRENREZR
D1 3IClE. ENENEEIICERLET, ST S
Peak Detection [Containe] FREHICIF. 7—r70—%IBXEITL X9, Save Annotations
w Snapshot D5 OHAE. BRENTVWARVWTITAETa/—FE | oy
é@ Protein Mapping NANALTBOHTEED, > T
@ | Map protein species to peaks in the deconvoluted spectrum. (@) PeakDstection [Containen

- Enzymatic cleavages are only allowed for "Unspecified” connectivity. ° En Zy m a.tl C DI g estl 0 n @ﬁm H% ‘: . LX—F % f[i_ \J \ i '3—0
B . R . L . Protein Mapping
Map protein species to peaks in the deconvoluted spectrum, _ DISU Iflde & 7 _C\ UnSpeCIerd % LE:E*R L, i 3—0 @
- ‘Detect Clipping’ and "Enzymatic Digestion® can not be both activated at the same . . \ . . “
P ~  Modifications % 7 T Detect Clipping %3&RLAEWTKL

£E W, SCIEX
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Targeted Mass Search

* Targeted Mass Search BDA IS4 7 Z I, Excel THREARELAXZTIXTDDTFIAN T 71l

THBIVEBEENDHD XTI,

Targeted Mass Search

(@) Targeted Mass Search - Settings
{General! pisplay
Library: File (all entries) -
nElevacimmab_Library_TRD.brt | &

Tonization: Massless ~
Mass Tolerance: |50 ppm
I RT/RI Tolerance: (0.1 Minutes I

Limit to Best Match

Ignore Annotated Features

@ty e | [ ronly

Automated Deconvolution 7—2 70—®

T4—~X v b

- 158 (Mass) IZHABTT,

Time Resolved Deconvolution 7—2 70—

DT #—X v bk

- PO 2% (RT & Mass) (3BT,

File  Home Develoj Insert Page La Formuk Data Review View Data St Inquire Powerf Help 12 ©

X o S| Maw

<
Disulfide Bonds Madifications
2'55

rrrrrrrrr

e ————
T g &
£E >

Adalimumab Library TRD [ &

]

al D
B m @ -+ s

e MEIZIHL T, BETAHWIZHIBRLED.,. EMNMBEHRZIRHET A HICHZHBALIEDODLET,
e JOXRNIZT4—D2 T b EZRERLT. RT/RI Tolerance ZiAE L £,

SCIEX:
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Annotate UV Peaks from MS

s CDF7IVTA4ETA4TIE. MSDE—JIBHRZERALT. UV bL—XDOXWIGTBE—DIC7 /) T7—

AN EER
e WIHFTBRE—U M. FEE LT RT Tolerance RICAHTAIRERH D £3,

o Ff-. UV OWAEEHS. UV E—VDHEMNEIAEEINE T,
o UVIRMEDEZERILTZEHIC. IVNIVEBEINKRETT,

= \\ & =] — » — N[ - S5 N — Annotation Report Mode: | Manual v
* UVIEREFBEBDHAETETLRVWES. 79714 E7«0 /—RICEBOESHRR sotators [pro =
L__k m i 3—0 Glycosylation "
< >
* Time Resolved Deconvolution Tld. UVDIERLIFTET £ A,
* UV OIEFRLH Targeted Mass Search ICEFRATERLVDIE. CDT7I7T70ET+ @t - o
J—=RIZBRNITEEIHEENRVH T,
Q5 Experiment Table x | LA PeakTable X |
@ Filter Annotated Peaks sYVe|sE-O-0l| s Annotate UV Peaks from MS
T Bl [nr Start Time 13:28:14 0411122
> [R—— ﬁ Complete Time  13:28:14 04/11/22
( B .I) Annotate UV Peaks from MS z'(::’::d Time :l::ons
= Message The normalized UV absorbances could not be computed due to missing and/or duplicated annotations.

1row (1 selected)

Data @ | UV Quantities)| Summary

33
33

3

Annctate UV Peaks from MS - Settings

RT Tolerance:

Observable:

Mormalize relative to:

0.05

Volume

Minutes

~

Annotated Peaks

_SCIEX/

The Power of Precision
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L 7”R— bk : Save Snapshots

s V=070 DERBZIEZRAT -V DRICHEBRZ R

ZFLET,

- Save Snapshot 7771 ET 1 /—RlE. WBBEAHT—XDOHNE

BZONT 4 ZBECT71)L (sbf) Z1ERL F T,

s REINT-T—XZHEY BICIE. Intact_ReviewSnapshots
7 —4 70— Load Snapshots 727 7«4 ET« /— R TR
FEEhfcsbf 77V ZHTET,

Review Results from Same Batch
i.e. samples processed together
in a Be workflow

Load Snapshots from same batch

Review Results (same batch)

©®

[k

Load Intact Protein Data
RT Range Restriction
¥
miz Range Restriction
¥
Fre-processing [Container]

Save Individual Data Snapshot

Save Pre-processed Snapshot

Review Results from Different Batches

i.e. samples with different peak detection

The Review Results activity should he
deactivated when processing:

- Sequence-free snapshots (no annotations)

- Targeted Mass Search snapshots

©®

Review Results (different hatches)

[

© 2022 DH Tech.Dev.Pte.Ltd.

Load Snapshots from different batches [Container]

/SCIEX)
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L 7”R— bk : Save Snapshots

*c MRZRFIB 7 FINA—ZFRTED. L ET,

T 7 #)L FDALEIX. C:\ProgramData\Sciex\BiologicsExplorer\data\data\user T 9

Aty T3y MREOZT TS aVIBUATOEED T,

1.

Save Individual Data Snapshot: £57—% % sbf 7 #—< v MIZE#BL X9, BL wiff £7 Save Individual Data Snapshot
I wif2 A>T FROEBOT > T, ELUVE—7 2 HOEROERRIF. BRIDIF v
T3y b LTRESINE T,

Save Pre-processed Snapshot: 7 AR 2a—> 3 gid7—R91)—>7 v I RT 7 saue Prerproessed snapshl
FAX FOFEEREFRFLET,

Save Sequence-free Snapshot: Peak Detection, BIZHREFEIN. T AR 2 —> 3 080D Save Sequence-fies Snapshot
E—UBRERELET. 2VNIVBEOEIIIAETT,

Save Annotation Snapshot: L £ 2 — Ot XRICEREFESN. 71 IRV ITOFEIL Save Annotation Snapshot
Ea—DEREEHIC. BEET /T3 Y280 IR TOFEBERIMREINE T,

Save Targeted Search Snapshot: Filter Annotated Peaks D& IZfR1F I 1. Targeted Mass Save Targeted Search Snapshot
Search # B L T7/7T—>a &7 oBOE—VBEREZFEFELE Y,

Save Review Snapshots: Intact_ReviewSnapshots 7—2 7O—TL Ea—70O+€ X&RIC Save Review Snapshots
REINZE T, Save Annotation Snapshot X E#kIC. IRTDEREZFEFELET, SCIEX
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L 7R— k: Export PDF Report

* Export PDF Report 7774 ET+« /—Rld. UTFZERKLEFT,

Review Results - PDF RFF*FaX2hk,

o - FOAYRUA—3VICKBART RMVBEREST Excel 7741 )lo

P

Export - %%%@SEEEL:@%?%

PDF Report

FrOvFLET,

e General #7: TUVRKR—bFTBLKR—
FOREFELEEERLES,

* Template 7. L/ R—FORBZH R
BAIAXLET,

* Excel 7 L R—hE&—#EICTI R
R—FrT2EMDREHAHRZITAIL
7,

36

(@) Export PDF Report - Settings

General Elements Template | Excel Display I

Elements:

- [£2 Introduction

= [ Intact_TimeResolvedDeconvalution_MS+UV

[ia] Workfiow
=1 [ Pre-processing [Container]

=1 [ Peak Detection [Container]
[za] Workfiow
=B Chromatogram view
- 2] Results

REEZSL. Executed 7—270—T 7L (xml) o
- xml 7 71 IL%EB<ICIE. Biologics Explorer 7—2 7JO—NDHR—LR—=JICRT v &

o o=

_SCIEX/
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R—k:Excel 7271 IILDREFEXRIEIT I RR—

w

o £ ENTz Excel 77 MILICIE. E—VICBHET R EEBHRINSENTVET,
— Automated Deconvolution: EE2M A IERIE. Maximum Intensity & LTITYZXR—rEINZE T,
- Time Resolved Deconvolution: FE2M7R1E#HR%Z Volume E LTHALF T,

c MREZREFIB I AINA—ZFRTBD. ERLET,

~

Fle  Home Insert Page Layout Review View Help
AL = X ¥
A ) c ]

1 [Name J120220217_20220217_adalimumab_Ides-DTT.2 (2] ass AT

2 Peak 00| 3206, .38 5290895
3 Peak_nof 480. 41 5245409
4 Peak_01f 432.8087760 2522343 5.343585
5 peak 01 5228773926 f§ 75366.3 5351897
6 Peak_02f 7 76.16 5.344246
7 Peak 02| 1 06 5344819
8 Peak_02f 207.4940948 [P5142.44 5304126
9 Peak 02| 23351.86328 520428 5362964
10 Peak_02] 2 .36 5359016
11 Peak_0ef 26 38.63 5.337205
12 Peak_o4f 237139222 251366 5322132
13 Peak_04| 1393563265 f§ 25185.9 5364173
14 Peak_04 2314377747 [25250.44 5357551
15 Peak_10) 424, .39 5.85781
16 Peak_10) 6767854608 [3412.21 6.044723
17 Peak_10f 307.2645874 [ 254669 5.597263
18 Peak_11f 20643 47 6040324
19 Peak_11] B06. .23 6039181
20 Peak_11) 11192 .05 6.050581
21 Peak_11] 1122 35 6050805
22 Peak_12 4311587524 [ 2630.68 6056369
ST P ntact Mass Analysis D

E F
Mass Widt RT Height Area

1
12
12
18
15
15

G

0.448567  B.0742
028145 33774
0363408 44329
049255 8.8659
0351825  5.6292
0360617 5.40925
0.263867 1,319333
0433775 87955
0325433 2.278033
0325433 3,579767
0.272667 1.000667

04045 48552
0334233 2.673867
0158317  1.8998
0510142 10.71298
0.263867  2.3748
0.474958  5.6995
0.422183 4.221833
0.430983 4.740817
0430975 17239
0.395792 1,583167

H

O Comments

] K

Mass Min Mass Max RT Min  RT Max

253235
254885
25219.5
25357.5
24968.5
24994.5
25140.5
251945
25346.5
248325
251345
251785
25245.5
25198.5
23403.5
225435
23386.5
234205
23450.5
23462.5

253415
25500.5
252315
25375.5
249845
25009.5
25145.5
252185
253535
248435
251385
25190.5
252535
252105
23424.5
225525
233085
23430.5
23615
23466.5

5157967 5.606533
5157067 5.430417
519315 5562558
519315  5.6857
5.201942 5553767
5.201942 5.562558
5.201942 5.465808
5201942 5641717
5.201942 5527375
5210733 5536167
5210733 5.4834
5210733 5615333
5.210733 5.544967
5.78245 5.940767
5.826425 6.336567

5.8704 6134267

5.8704 6345358

5.8792 6.301383

5.8792 6.310183

5.882 6.318975
5.806792 6.292583

Excel File - Sequence-free

Export
Excel File - Targeted Search

- T 7#)LMDAIEIE. C:\ProgramData\Sciex\BiologicsExplorer\data\data\user T 9o

2022 DH Tech.Dev.Pte.Ltd.
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BE7 2R a—>3>T7—o70-DACRI1Y

H&h7 3 )= 70—

- THA Y

Load and Define Range of Raw Data
- Input useful RT range

- Input useful miz range

Data Pre-processing (Optional)
- Noise removal
- RT smoothing

Analyze and Annotate Features
- Deconvolutian: input required

- Peak Detection Container;
- Background removal (Optional)
- Peak detection

- Annotate Features (input required)
- Protein Mapping
- Targeted Mass Search

Display, Review, and Filter Results

Export Results to
- PDF

- Excel
- Snapshots

Input destinations required

Chromatogram View

@ Spectum View

@ PDF Report- Sequence-free
@ Excel File - Sequence-free

Save Sequence-fre Snapshot

Sequence notavailable

Intact Protein Analysis
Automated Deconvalution
MS-Only Data

Load Intact Protein Data

RT Range Restriction

miz Range Restriction

Pre-processing [Container]

Automated Deconvolution

Peak Detection [Conainer]

Protein Mapping

Review Results

Filter Annotated Peaks

Export
PDF Report

DR ROR IR ORO)

Save Annotation Snapshot

Sequence available
Build knowledge

®

Save Individual Data Snapshot

Save Pre-processed Snapshot

Targeted Mass Search

Filter Annotated Peaks

Export

PDF Report- Targeted Search
Export

Excal File - Targsted Search

@
@

Save Targeted Search Snapsnot

Sequence avallable
Apply knowledge

Intact_ AutomatedDeconvolution__
MS 7—=4270-

40

@ oudkGuide |

Load and Define Range of Raw Data

~ Input useful RT range

- Input usaful m/z range

Data Fro-processing (Optional)
|

- Nolse removal
- RT smoothing

UV Data Processing
- Editnodes within container

Analyze and Annotate Features
- Deconvolution: Input raquired

- Peak Datection Gontainer;
- Background ramoval (Optional)
- Paak dotaction

~ Annatate Features (input requirsd)
- Protein Mapping
- Targeted Mass Search

Display, Review, and Filter Results

with M8 Information

Export Results (o
- FDF

- Excel

- Snapshots

Input de stinations required

(g cromatooram visw

Qé ) Spoctium View

%j Excel File - Sequence-free
@ Save Sequence-ffes Snapshot

[ Ssuencs notavatabis |

utom
MS and UV Data

=]

POROOPY PO 0000

g P

\nal
onvolution

Load Intact Protein Data
RT Range Restriction
miz Range Restriction

Pre-processing (Container]

UV Pracessing (Container]
w
Manual Peak Edit (Optiona)

Automatad Deconvolution
Poak Detection [Container]
Protein Mapping

Revisw Results

Filtar Annotated Peaks

Annotata UV Paaks from MS

Export
PDF Report

Save Annotations Snapshot

Sequence avallable
Build knowledgs

@ Sava Individual Data Snapshot

@ Save Pre-processad Snapshot

[ z Targeted Mass Search

) Annctats UV Poaks from Targeted Search
7y

{®)

ort
POF Report- Targeted Search

Export
Excsl Fils - Targsted Search

Save Targeted Search Snapshot

Apply knowlsdgs

Sequence avallable ‘

Intact_ AutomatedDeconvolution

UvV+MS 27— 70—
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* Automated Deconvolution (&, SWRENIJOTV LT T T4 —NICK S TEINT
WARIEBICRE T,

* Biologics Explorer ¥V 7 b Uz 7. BEDG > TIN 2T HTART BHE
(NN Fo) « HFBOE—IBEREZERBLET,

- T/ T2 a eEELO—BEUERRIDLOHIC. BUITEZIT—X=2FERALET, tX
i IRTDAVEI R RIINTERIANTDOY T Ay b T—2Ey b DAZFEHTH
MLET

- E—UBENAKILKEFIIEHOY Y FILEDhd 35515, X T4 K‘Automated
Deconvolution: Manual RT Ranges’ C. 7—27 JO—H{HED&xBEILICEET 35z 2R L T
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Automated Deconvolution: Deconvolution Options

Automated Deconvolution

Deconvolution Options # 7 TE&REZITW 7AYR)a—>3>&
NIEZART MILOBEEY 2EEHF RO S a>azEEZLET,

’r [] Filter RT Ranges

Eagerness: | Standard

(8) Automated Deconvolution - Settings X
Deconvolution Options  RT Ranges Display °
Mode: Automated Fv] 2
pi—
Min, Mass: | 10 kDa
Max, Mass: | 160 kDa
Mass Step: (2 Da
Visible Ranges: ‘ Only Zoomed Ranges ~
L N Ll
Automated Deconvolution - Settings X o
- E Deconvolution Options RTRanges Display
Ea{  Mode: W 1w
— Min, Mass: |20 kDa
: Ma:
Rl ] Max. Mass: |30 kDa
Tter L4
Mass Stepr |1 Da
Deg
Visible Ranges: | Only Full Ranges ~
@ 5

Method: Maximum Entropy Deconvolution
Iterations: 25

Deconvolution Quality: | Standard

Ionization: (@) Protonation (C) Deprotonation

@t o ] o

EEHH:

- BROLCEBEDNIT3HEIE. BERSFARE - THIC. LUV
BEfHfEEFERALET,

- FUVWEHEHEZEERAL. B—0I> T 7+ (LEY)) ICERIEFT,

Visible Ranges (&, f&EROFRRAEZHIEL £,

-  [EU RT S#EICERDEDHIRE T NTHE (&, Only Zoomed Ranges %
FRLZEY,

TAVR) 2= a3 DR TE—=IDT—2KRA > MIHE LIS

3K S5% Mass Step EXEREL X9

- [EfIfEDET—20i%E1F 0.1 Da- 0.2 Da,

- BJazZwv b (BRfEET—4F) DHFEIE 1 Da,

- AVRUVRNRIUNVE (BDfHET—3R) OBEIE 2Da,

- T=RRA2 DB VEEIE 3 Dao
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Automated Deconvolution: RT Ranges

Automated Deconvolution ° RT Ranges & 7‘—6%5[?%«??\/\\ E E’\J (\: _a_ % RT ﬁﬁiﬁ%%fﬁ
Automated Deconvolution - Settings X L i 3— o

Deconvolution Options  RT Ranges  Display

’, Use Smoothing

RT Window: 3 Scans L/ i a o

e — - TIC: =&Y oO% NS LEFERLTRT
eotation Thesho: |5 Automated Deconvolution - Settings * %’E % %E L/ i —a—o

Deconvolution Options  RT Ranges  Display
Center Computation: Intensity-weighted

Intensity Threshold: ?0‘}_&: I uv o - Manual. RT ﬁ%$@]TE% L/ i _g_o

o - UV Wavelength: 230 nm . _ .
Boundary Determination: | Maximum Curvature I —_— I _ UV. UV 7_‘ — & 0) t" — 7 L‘_ EO‘ L\ —t RT gﬁ % A_I'E%
Min. Peak Intensity: 0.1%
’r Use Smoothing L’ i _g_o

RT Window: |5 s UV 7—2%ZERALTRT OEFAEZEET ICIF. UTOF
@ tg Canoe\] Peak Detecton: fcentiesed = “IE‘:?ﬁE LY i 3-0

" Apply Isolation Filter

Mol |

R - - Intact_AutomatedDeconvolution UV+MS 7 —2 7O—%FHAL T,
Center Computaton: | ocal Maamum °] - UV Wavelength #E&L £7,
Boundary Determination: | FUWHM V| - Use EXiSting UV Peaks %%?R L i 3'0 _ 0)& 7‘0)?&(\%0) B—ﬁ*ﬁﬂ:‘.?&
Min. Peak Intensity: 2%% /'_‘E_‘ ‘j:,ﬂg\*ﬁ. Z__k 7h i 3_0
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Automated Deconvolution: Manual RT Ranges

Q% Automated Deconvolution . /\ ‘/ 9,_ \N:[—t _lj_ Y, j}l/FlEﬁ —C /7 j—)bgﬁr b\j( = < Ei& 6

FETRT DEEZERZL T,
e 218 HRRIICHEREEDRIR T,

« RT Ranges # 7T Manual E—R%ERL £,

i 101 x
Q @I o+ o HE otic g wx P& 5 B3 M tx 1Y (@) Automated Decon «
210
Deconvolution Options
104
L5102 4 | Manual ~
[
i “‘ } ' ’ RT Ranges: RT min. [min] RT max. [min]
‘ o [ = 3 5.6 A
it H\ ‘ ) ‘ - 58 6.3
500 H ' - 78 5.4
200 +
100 H e
. m erril“‘"" V
P20
10
5 0 ft3 oK Cancel Apply
2 iz 600 800 1000 1200 1400 1600 1800

20220217_20220217_Adalimumab_IdeS-DTT [1]
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Spectrum Peak Detection

Spectrum

° 7__‘\7 7_"}[/ "@E&LA—'—E (Ascent-based l:°—7ﬁ|':|:|') ‘;\ ‘&(\:/U(\:.‘@ﬁﬁﬁﬁj—t“ﬂgi @ Baseline Subtraction
BETY,
. R 9 Spectrum .
* Curvature-based E—JRHZFERAL T, >3 —E—TZn#ELET, Peak Detection
- NTIA—BZDFMBEHBIE. T FAINILTZBRL TSI L,

(A) . (B)

” Spectrum Peak Detection - Settings =

Peak Detection  Peak Filtering  Display

e A. Curvature-based E— 7 #&H %

| \ ’, Use Smoothing

mieviedon: i [P ] FALTYaILA—E—0%%
BYBBICERTNETIVR

i I o S, =X T— o I\)l/
I\ e )1 /3/&_1!.;2/\7 °
GI0° AN TASNT ARSI 14810 TABI0F  148210° 149e1d° Refinement Threshold:
rraran

~ [ Apply Cansistency Filter B. Z/\°7 l\}LEPO)*\/E}Lﬁ‘—E_
Consistency Threshold: 7 %ﬁﬁgj‘ A1-®IcER LT

=
Center Computation: | Local Maximum v| A-EWJO

Boundary Determination: " Maximum Curvature ~ |

Peak Detection: | Curvature-based v
— [[]Perform Peak Refinement

savcen 3z

—
@t o || cws || mwy | /SC|EX)
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Review Results: 7/ 57— 3 > D= T AN E HEBR

* ReviewResults 77744 E7T 1/ —FZzHTET,
1. Review E—RZBMCL. BEETZIRTOE—TICDOWVWT 1207/ T7—>avaERIFHITFET,
2. FTOMDORARLT/T7T—>aVIdINRTHBRLE T,
3. SaveZzV Uy I LTEEZBEBRLEI. 7974 E7«/—RHABERTEIN. BENBFNICHEFED
nE9,

[
. . | [ i
2o Prot b4
Pratein Mapping ' proteins .
e =ET T \'\‘-) Review > x| ‘ - rs@
§ "”: +X  Range PeskId Protein Name Disulfide Bonds Modifications Glycosyation
Fow ®  Full Range 3 840 HerlLC 55 Cysteiny
w: ~*  Full Range 4 4171 HerHCHerHC... 16%5-5 2*Lys-oss GOF
i 25 +  Full Range 4 4188 HerHC-HerHC .. 1655 2%ys-oss 2"Man5
R EVIEW R esU lts »  Full Range 4 4189 HerHCHerHC... 16%5-5 2*.ys-oss G0 + GOF-GlcNAC

T ety

- Review Results (3. AR/ 12— > £ D2 NUBOHITP. AARMEAHIRY
AL (DAR) OEEELBHTB0ICEERRT Y TTY, SCIEX/
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Review Results: Spectrum Table

e Spectrum Table I, BHE TN RT D
HWEY. BEINERONIVEDESD
RT Center U A N7y FEINZET,

- RFEHERDOEXF v Z85tL. T3
YR a—23 2 LTS BART ML
ZERMRLFET,

{\. SpectrumTable x
Jsil" DN

=Y Ve |:x

& 2 Name

[l ~ FulRange1
[ ~ FullRange2

RT Center
4.59
4.99
5.48
6.65

b.'l' Range Experim
.50:4.88 Herceptin 1pmol_ul [35] (B]
.88:5.18 Herceptin 1pmol _uL [35]
.31:5.82 Herceptin 1pmol_ul [35] (B)
.54:6.90 Herceptin 1pmol _uL [35] B

ent Fla

1wmnum'muu
i

T
Tl ;
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Review Results: AR MILA Tty bE 21—

Y\ Mass Spectrum X

QA o+ e o B i s uuﬁhﬂ.rﬂt*{}@E

|ﬁsum-'r-u=x
=EYTE|E-D-0 ¢ S

& Name RT Center RTRange Experiment F
-

&
. Full Range 1 4,50 4,50:4.88 Herceptin 1pmol _ul [35] (B] 23557.27 99511.48 14B058.20
« Full Range 2 4,99 4.88:5.18 Herceptin 1pmol_ul [35] [B] HerLC HerHC-HerHC HerHC-HerHC-HerLC-HerlLC
a Full Range 3 5.48 5.31:5.82 Herceptin 1pmol _ul [35] 2*Lys-loss 2*Lys-doss

~ Filifanged ] 665654650  Herceptin lpmol_ul [35] [B] Cysteinyl Mans 2+GOF
745766 1505013 2967 3374371 49612.45 6436127 7659532  B6568.21 46.44 111648.58 126242.41 1433
. .

100

a0

a0

704

604

504

YiIntensity

40

304

204

o »24 (6715

- - —r - T T T T T -l I
Mass 10000 20000 30000 40000 50000 60000 70000 80000 90000 100000  1.4-10°  1210°  1.3-10°  14-10°  15-10°

104

/SCIEX/
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Review Results: AT M)LA—)

AN Ad=

49

{4 MassSpectrum X | i\ Mass Spectrum » Offset View X |

L e O e A A I R (-
55727 148058.20
[T s HerHC HerHG Herl G Herl C
eyt 2'Lysioss
1505013 -29.67 e 1433
ano
o i
o
S E o 5100
1118005 L B T S s 3108 Tus
2ec00 e o
saa s10*
-Iu 0* e
| Y Hor b e ek €
s10% % om
e s Wi
304 ‘ varase L2 e
‘ [
| e i T T R T T T T T
204 s I
3951148
- e 1 50 e HerHG HerHG
104 o 21ystoss 126242.41
Toritas l rete snssa.zt P
801341 55250.15 sa381.27 7148490 7914414 52951.66 4648 10559448 135490.01
bl Lol Lo L qeo0n2 jeselzes n 986413 deli, L L N 1 1 | 1648 121€80.38 N R i (b gs2ce2.04 15768620
T T T T T T T T T T T T ]
Mass 10000 20000 40000 50000 60000 70000 20000 20000 100000 1.1-10° 12-10° 13-10° 14-10% 1510°
[4selected
i\ SpectrumTable x Proteins X
YTT7O|dE-D-0mr 2 & T T Q| o Review
& & Name RT Center RTRange Experiment Range Peakld ProteinName Disulfide Bonds Modifications Glycosylation Unpaired Cys Flags Comment Calc. Avg.Mass Aug.Mass Delta [ppm] De : Experiment Range Peakld Protein Avg.Mass  Volume  Volume [%]
Elee= Herceptin_tpmal _ul. [35] FFull Range 1 Cysteinyl +Lys-loss GO-GlcNAC 18 9723667 97239.21 2619 | [Herceptin ipmol ul[.. Full Range 3 835HerlC + 2755 2343872 13825141 “0.72
[_[FulRenge3 | 4'« Ferceptin tomo o 351 || | LR R Lystoss Mans 1@ o7861 723821 617 Herceptin tpmol uL[... Full Range 3 23557.27 126336 5228
| [ulRenges | 5d8j531:582  erceptin tomo o 351 | |GNEE R 2ysoss Mans om 9950685 9951148 4644 Herceptin tpmol uL[... Full Range 4 146611.20 2444260... 113
[ JFull ange-‘l HEI(Ephn ipmol_uL [35] Ful Range 1 6520 HerHC-HerHC... 1655 PLysdoss GOF +Man5 om 14782783 14782246 3630 [Herceptin pmol_ul [.. Full Range 4 B0 TR T2
Full Range 1 6529 HerHC-HerHC... 16¥5-5 2ysdoss 27GOF 5] 148056.07 14804937 4531 Herceptin 1pmol_ul [... Full Range 4 147708.05 1601843.... 0.73
IFull Range 1 6551 HerHC-HerHC... 16¥55 2ysdoss GIF +G2F 5] 148542.50 148548.98 4362 [Herceptin ipmol_ul [... Full Range 4 147851.53 5251751.... 2.56
Full Range 1 6608 HerHC-HerHC... 16¥5-5 Cysteimyl + 3%Lysoss GO + GO-GIcNAC 1B 14395000 143952.18 1449 [Herceptin 1pmol_ul [... Full Range 4 147911.67 7386703.... 3.60
IFull Range 1 6608 HerHC-HerHC... 16¥55 3ysdoss G0 +Man5 1B 14395195 143952.18 151 [Herceptin 1pmol_ul [... Full Range 4 148058.20  8.67E7 47.10
Full Range 1 6616 HerHC-HerHC .. 16%5-5 Cysteimjl + 3%ysoss 2760 1R 150153.20  150158.16 3070 Herceptin 1pmol_uL [... Full Range 4 148220.29  B.O0E7 2921
IFull Range 1 6616 HerHC-HerHC .. 16%5-5 3 ysdoss GO-GIcNAC +G2. 1R 150155.14  150159.16 2673 Herceptin 1pmol_u [... Full Range 4 14838148 22667 1101
FulRange 1 6615 HerHC-HerHC... 16°55 Cysteimyl + 3=Lys-oss GO +Mans 1R 150233.23  150228.03 -2789 V| |Herceptin lpmol uL[.. FulRanged 4199 HerHC-HerH.. 19854260 5546397... 27
< 3| |« >
“4rows (4 selected) 50 rows 11rows

[ summary |
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1
TRD D—2 70— 741

& Quick Guide

Load and Define Range of Raw Data
- Input useful RT range

- Input useful miz range

Data Pre-processing (Optional)
- Noise removal
- RT smoothing

Analyze and Annotate Features

- TR Deconvalution: input required
-lgnore RT Ranges seffings tab

- Peak Detection Container.
- Batkground remaval (Optional)
- Peak detection

- Annotate F eatures (input required)
- Protein Mapping
- Targeted Mass Search

Display, Review, and Filter Results

Export Results to
- PDF

- Excel
- Snapshats

Input destinations required

Intact Protein Analysis

Time Resolved Deconvalution
WS-Only Data

Ghromatogram View

Wontage View

@ PDF Report - Sequence-free
@ Excel File - Sequence-free

Save Sequence-free Snapshot

Load Intact Protein Data

RT Range Restriction

miz Range Restriction

Pre-processing [Container]

PO

TR Deconvolution

Peak Detection [Container]

Frotein Mapping

Review Resulis

Filler Annotated Peaks

Export
PDF Report

PO ©E

Save Annotations Snapshot

&)

@ Save Indiidual Data Snapshot

Save Pre-processed Snapshot

Targeted Mass Search

Filter Annotated Peaks

Export
PDF Report- Targeted Search

Export
Excel File- Targeted Search

Save Targeted Search Snapshot

pep @

Sequence not available ‘

Sequence available
Build knowledge

Sequence available
Apply knowledge:

Intact_TimeResolvedDeconvolution
MS 7—270-—

[ @ cuick ke ||

Load and Define Range of Raw Data
- Input ussful RT range

- InpUL US eful Mz rande

Data Pre-processing (Optional)
- Noise removal
- RT smocthing

UV Data Processing
- Edit nodes within containg

Analyze and Annotats Features

- TR Daconvolution: input féquired
- lgnore RT Ranges seftings tab

- Peak Detection Gontainer,
- Backaround remaval (Optionaly
- Peak dstection

- Annotate Features (input require )
- Protain Mapping
- Targeted Mass Search

Display, Review, and Filter Results

Annotats UV Paaks with MS Information

Export Resulls o
- PDF

- Excel

- Snapshots

Input destinations required

Intact Protein Analysis
ime Resolved Deconvolution
MS and UV Data

=3 a Chromatogram View

&

Cg!a Excal File - Sequance-frae

Load Infact Protein Data

RT Range Restriction

miz Range Reslriction

Pra-procsssing [Container]

UV Processing [Container]

TR Deconvolution

Peak Dstaction (Containsr]

Protein Mapping

Review Results

Filter Annotated Peaks

) Annotats UV Paars fom us
Export
POF Report

save Annotaiions Snapshot

Build knowladge

[ Ssauence notavailable | | Sequanca avallable ‘

é,a Save Individual Data Snapshot

(i) 5w Pro-procassaa snaphot

‘

G remmoranapases

(@) Amorats UV Pk from Targatea Soaren

Export
B roF Report - Targeted searen
C7 Export
Excal Fils - Targeted Saarch
(‘i_k’a Save Targeled Search Snapshot

Sequance availabls ‘

¥

Apply knowlsdge

Intact_TimeResolvedDeconvolution
_UV+MS 7= 70-—
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* TRD (I, BENLELIL. 7OX NS T74—7O77AMIWNNEETIEBRORDZ DT
BRI, AONR M REEMZITOOICAREYXRTT,

* TRD |&F 7. BEATOTH 74— LDKHERITICE VWT, L XITEE. HEmT. 1900
KABCICBEESTZE—IDFlZTRMAL. FOWEAREZRMELEFT,

MULIIRERE
(£ o

Y
‘
|

NN
TRD &
(m/z)

TRD f%
(BE)
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Chemical Noise Subtraction: &=@1t,

ChromatogramChemicalNoiseSubtraction-Settings > ° Chemical NOlse SUbtraCUOH ‘j:\ TRD '7—;‘_&—6@%3—5 : t ‘:

e &0 ULFOHFAETE=IZMFHI L. E—IREZRLETEET,

Chromatogram Smoothing

RT Window: |9 Scans — }Kb\ E-g@r_&%ﬁa;—_ IJ yﬁ‘%ﬁﬁﬁjéo

Estimator: Binomial w
Chemical Noise Subtraction - é{j&@ / “ ‘y 7 7\\ 5 'j \/ l\‘\ / ’r X‘ %1&5)&? % o
RT Window: 101 Scans

Quantile: 40 %
Method: (® Clipping () Subtraction

Threshold: |10 [Intensity]
oty Cancel Apply
o ERTE(ED—A%AY 7 SR c BREICKBZTZEEDFC®:
- RT Window: &K E—2 T# 1.3 8D - RT Window B"AKZFW =BEINZT—ZED DR,
AF v 2. -  Quantile gLV =BEINZE3T—XEH' L)\,

- Quantile: 40-50%,
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TR Deconvolution: 7—

—

SANEENDEE

TRD (&, BEI73>R)a2a—>3>&DdbaAVEa—R)Y—RZ2Z2<BECTS7)LTV

ALTY,
FAVAR) a—arInfBsHHE e T —XFEIL. IERFRICK
IREEES5ZXET,
- TJIUXYbh | BYJ7azZyvbhr—2tv hE. B/ 7O0-F LK

TF—=R2ty F2BELDBHT—2EBEINFVEHZWVTT,

Min./Max. Mass & Mass Step I¥. &7 —42t v FHICRE{LT 3%

EhHD ET,

- BEODT—2ty MIERTE3551E. BEEHEZ/NE< L.
TYTERECTBELT. BREQUIBRBZEWETET XY,

TRD %= 3ER L 73S, RT Ranges X JOHREITEHEINE T,

- FaAyHRYa—3vid RT OLEFTETING TAVR
Ja—gyEnf-14A4>ov vy 7IhEREINE 7,

R B

(===

Method:

Ionization:

Max, Mass: |30
Mass Step: |1 Da

Maximum Entropy Deconvolution a

Iterations: 25

Deconvolution Quality: | Standard w

(® Protonation () Deprotonation

Apply
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Manual Peak Edit (< 3>)

| Peak Detection [Container] . . °

s ZDTVIVTAETAalE. TTAFILETIEINANZAETNE T,
g e FAYRUa—arviEnkaFaryrIhsaemetsn
fcE—21&. Manual Peak Edit #FH L T. U TFDAHET

@ Protein Mapping 7‘[%2 D ﬁi; : &: 73"5 f’_& i 3-0

- E—U0EBERALTET 3,
- BiRDbE-E—0%RET 2,

i Ton Map x
S da| R P - E—J%ZHIBRY %,
Ql @ 4+ 1 @] e i H otic g wa P - %ﬁ'TC AN - %*E = IIZEI ERS

* Manual Peak Edit Z{EH L T. EE T 3M7DHEED
mEEEICELOE—JICEIDHTETD,
- ChICED. BEADITTHIEFEITHED VLERD £ TEDIA
CENTEEXT,
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TRD Peak Detection: &1t

RT () IA->THES
N3E—7UDHICEER

5x%9,
TRD Peak Detection - Settings X / ﬁéb\d\ TUL=RT jj_l—l__‘ ‘u._ \EIJ
— HEINT B,
 General: Display
Smoothing
mjfz Window: |3 BAints ~~
RT Window: |15 Scans =
| HEH () DA%
Perform Peak Refinement E—2 G)iy & mEEI (= %\2%
I Threshold: |50 % F — % 5‘ i i —3-0
Apply Consistency Filter 'flEjJ\ﬂiL\ =m/z 7IJ_|J|:T_| (Z to - 7

DRRENTNBZHEENFL
I Threshold: |4 'v\
@ty [[o |

Cancel Apply \
RE|ICXEZS X519,
INVDITZIRE—=TD
BICHEZEZE T,
EHAMEL = miz D EIHEEM
ERCE
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TRD Peak Detection: &1t

e FAVARVa—SarenicEBgEsrA><wy
ICEBD/NEREEEDRE SNTIFE:
- Consistency Filter Threshold Z&< 9% (2 £7:I&
3ICF3) C&T. REEZBLSITEZENTEXT,

Mass 1.48-10% 1.485-10% 1.49-10%

) TRD Peak Detection
e 77U 74 ET+./—F Valid Feature Filter 5 & T
valid Feature Filter Highest Feature Filter (&, 2R L 7-#E8ED T Z B 5
JTDICHFERTEET,
Highest Feature Filter

SCIEX
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TRD D#EFEER~Z uv

{4 uvpata x

YA uv chromatogram x

f§ Mspata x

f§ronmap x

7 — S THRY 3 1 HDHE

g

7

Qo | e ae MO e | wowk o ) W0 BB Q e 4o HEofc g om Pood B B & o7
e I .
780 -
- - BRICADD LT
2uysioss XLV
1645 200
HeHCLELE
7O rERELT
100
3004
~
. BLWT. L1770
250
b7 Hh 57
200 20
2 —_
2 150 1o jt;(aépth\
5 = j—
100 < i
127 C [ S o
ss
50 et o 2
862
o oLy Mass 20000 40000 100000
I S e e B A S RS Rt AR DR R e
RT 66 67 68 69 7 71 72 73 74 75 76 77 78 78 81 82 83 B84 B85 86 87 88 89 ‘ZDIQEIE 15_Bevacuzimab_10ug_OC_100mM_AmAc_0.2_15min_LIV_69
[20190615_Bevacuzimab_10ug_OC_100mM_AmAc_0.2_15min_UV_69 Vi peak Table x
YL UvTable x | YL Peak Table x Y 7TE ‘ b 1.k Annotations 43 1rows
[HA £l Amotations £ 4rows Name  Anrot... Intensity Mass RT Row RT Mass  Protein Disulfide Bonds Modifications Giycosyiation
Name Amnotations  Intensity RT Row RT  Mass Protein Disulfide Bonds Modifications Glycosylation Mg Peak 04 1 30870.33 1167373 7.29 BEREIEE 1655
peak_t 15.13 6.73 e -
lPeak_2 1 682542 7.27 7.84 149583.49 HC-HCACAC 16%55 241ys-oss GIF +G2F [eak 34 1652428 148685.55  7.84
7. 7.85 148521.35 HCHCACAC 16755 21ysdoss 261F [Peak 38 L LB L7 755
42952 862 peck_3 7.84 14775173 HOHCACAC 15%55 2ysoss GoF peak 39 ! BT = B
| 19199090 7.8 |
= o | pesk 14936135 786 | |Row Peak 2 @
Peck_57 IS4 784
o Peak_3 | peak_ss 1oo7e051 14011 789 | | N 7486
Mass H9157.07
AT 778
Protein HeHCALCAC
Mass 147913.88
oroten ereitie Disuifide Bonds 16755
I ees Modfcations Plysdoss
Modifications 2ysdoss Glvcosytaten Heor
Mass Delta 22
Gycosylaton GIF v v
4rous (Lselected) 9rows (1 selected)

Data UV Quantities | Summary
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AR NIRAR)—Z2007—o 70— 741>

& Quick Guide | Intact Protein Screening

Load and Pre-process Raw Data

- Input required inside container Input Raw Files [Container]

&

Analyze and Annotate Features .
Deconvaolution

- Deconvolution: input required

Input required: -
Mass Range Restriction
- Restrict deconvoluted range (Optional)
- Upload tdfile of target masses

- Acceptance criteria

- Peak detection settings Intact Protein Screening

COverview of spectra from screened
masses

E- Montage View

Export Results to PDF Export

POF Report

@oeee

'J.
4

Intact_MassScreening /SCIE
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VRV BEYRART)—Z

VODOT—0 70— BE

e ZOT—U70O0—TIE. KERBRY>TINENARIN—TYEFTRI)—
—>093EHIC. ARETAVA) -3 ERREICLTUWETD,

c IEELI-BEEEEN (ppm £7:-13 Da) OEERNT. BHNOEENFE
TEIDESIDEIRIETEET,

Intact Protein Screening - Settings

GEI"IEFE" Peak Detection Display

Validity Threshold: 10 ppm W
Attention Threshold: |20 ppm W
Assignment: From File o
|I:|Targeth1asses.brt | =)
Group Cutput: ]
@t [o ][ e | [ wom

e EDVaFIHIV—RTIE. BT TIULHAUTOLSICHNEINET,

- B V)  EHEEEAN Validity Threshold % a3,

- ERFE (1) - EZYHEE=EH validity Threshold & Attention Threshold DORFIZ#H 3,

- &\ (X)  EHEEND Attention Threshold % £[@3,
Zoomed Range 3
Name Expected Mass Detected Mass Delta [Da] Delta [ppm] Valid
Remicade_ldeS_reduced 25647.51 25647.35 017 -6.0 v
Rituxan_|ldeS_reduced 25328.19 25327.79 -0.41 -16.0 X
Herceptin_ldeS_TCEP 25383.31 25383.14 -0.16 -6.0 v
Humira_ldeS_TCEP 25458.33 25457.95 -0.37 -15.0
NIST_500ngOC_ldeS_Red_01 25688.91 25688.72 -0.19 -7.0 v

SCIEX:
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ARV IRRARO)—Z>0DT7—0 70— BIE

e NMZXIN—TwhrZRO)—Z=ZVH|IMEHTA30E2—4 Input Raw Files [Container]

AXEVZERTB7HIC. UTFOEEAMNMEHL>TVET,

- InputRaw Files > FFid. Ny FROZH > FILZER)ICHE]
MIBF2HICRETOERZFEALEFT,

- Trash B> TFHTIET 74 TERICHR>TE D, B
DT I7T4ETa/—FRISESNT=FEERN T CICHIFRET N
BEDICTHE>TWVWET,

- REMLEY Y FILOFNEBERIZ. XFyTFav bk (sbf) &

LTHRETEZDOT. BEIZIELTHO V20 NEEDH
T—2OJ70—THERALT. THICELLFARBZZEH AT,

* Montage View 77 7«4 ET« /—Fi&. &K 200 4> TFI)L LTk
TCEXET,
- 200%ZBR AT >TINZE RV ) -2 B5ElE. Montage View
TIOTA4ET4/—RZNANIATETET,

Load Intact Protein Data

RT Range Restriction

miz Range Restriction

PDP@

Spectrum
Baseline Subtraction

Chromatogram
Chemical Noise Subtraction

@ Save Pre-processed Snapshot

The Power o f Precision
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AR RIRAR) =200 —0 70— ZMHECEE

e BHVTILICDWVWT, EROBEEZBRRI D CHAETIN. IRESNETVTIL
IF—TEDE B Z/IHBELRDHD XTI,
- HUTINE FERIFARINEZNVE, 722y b TITXVMERE. BLDFRATIC
BLTWBHRERHD X,
- BYTINE 2O NI T4 —H—ET. HABHRE LT, FAITNZTIVR)a2—23 > 0D&
EHEKTHD EHKRETT,
- B> 7). Full £7z1F Zoomed RT Ranges DWIFNHHE CETHRITNUEERD FH Ao

e J—070—F. ROLODBEMEZTBHLDICHETINTWVWET,
- BYOT7NOFaVARIa—araIni RT#E (Full £7:1% Zoomed RT Range) Dxa{ED
E—oz@ERIcEEL. BEVZAMIEOSWTE—DITYFUJICEIDHTET,
- BRICF/T—ravidgiEniztao
- RBREINIBEDEZLR—FLET,

SCIEX
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Input Raw Files: [FIC%&BID L 7 ADDHR

LLFICDWT, Input Raw Files A>T T DREZZEETINENHD £,
- BL77AILLOEEY Y FILDDH,

- 12D wiff £/2IZ wiff2 A>T FRANSERDELRZ T FILEO—

(e

Input Raw Files [Container]

Reset
. Process >
Dect
L= Control >

Show Progress |:>
T

Show Console

Intae Save Graphic >

) -:@; 3T D

@ Help...
82 ) oni T Settings...

Show Results

=

(1) Input Raw Files [Container] Z#& 7%
1w L. Settings IC77tALET,

I\“j_é 7m_|:|o

Input Raw Files [Container] - Settings

General Parameterization

MName:

Description:

Input Raw Files [Container]

If running multiple samples from a single wiffjwiff2 container,
or if analysing replicates with the same name:
- Change Partitioning to by Structure’
- Set Fraction Count to match the number of samples
being analysed

Partitioning: " One Input per Fraction - I

@t

One Input per Fraction

by File
by Metadata

e | [ el

(2) Partitioning %Z by Structure

ICEELEY,

Input Raw Files [Container] - Settings x

General Parameterization

MName: Input Raw Files [Container]

Description:  (If running multiple samples from a single wiff/wiff2 container,
or if analysing replicates with the same name:

- Change Partitioning to by Structure'

- Set Fraction Count to match the number of samples

being analysed

Partitioning: | by Structure -
Fraction Prefix: |Fraction

Fraction Count: |96

Fraction Major:

Discard fraction information

@ e[ e

(3) FAAATEY > FILE % Fraction
Count & LT EELET,

SCIEX
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Deconvolution: #7457 —%t v MMIXIET 2 &E(L

Deconvolution

ToTL—brDT—o70—d FERBICEEBRV)—Z2T
TV —307RLTVETD,

BERZ E//O—FIRKICEET S 3 DOENRSD
(E/2O0—FIHRETSTXAV M) DEELED,

JOI TS T4 —Ic—BUELHD FH A

Foi2 ERIIREEOREZFSE5. BEDIERIEY >~
TILETEELTWVWET,

® D

Dect

econvolution - Settings X —
onvalution Optians | RT Ranges Display Hy’E L 'C b\ i "é'
: 1= o
Mode: Automated ~
Min. Mass: |10 kDa I
Max. Mass: 200 kDa (@) De lution - Setting X
Mass Step: |2 ba
_|  Deconvolution Options ;RT Ranges | Display
Visble Ranges: § Only Zoomed Ranges |
4 |mc M |
Eagerness: Standard |
Max. Mass Window: 2.0 Dy Use Smaathing
1 AT Window: |9 Seans
Filter RT Ranges
Eagerness: |Relaxed Peak Detection: Curvature-based ~

;| Maximum Entropy Deconvolution
Iterations: 1)
Deconvolution Quality: |Standard

onization: (@) Protonation () Deprotonation

F—RlFwiff 77AILE Wiff2 Z71ILOBEADS

[ Perform Peak Refinement
Refinement Threshold: |5 %
[ Apply Consistency Fiter

Consistency Threshold: |0.6

B Remicade_IdeS_reduced | |l Rituxan_IdeS_reduced |

I 00
T NITERE Y
3

Bl Herceptin_IdeS_TCEP ! Humira_ldeS_TCEP [INIST_500ngOC_IdeS_... |

L 11

(| )
e T
u,,|‘ W

e ZOBODT—RtyY MIBEITIRELZRIRT B7-HIC. UTFEITVET,
TICZFEARALT. FBYV7ILICHTIRED RT HEEZBEHMICEAEL X9,

Min. Peak Intensity & 20% (F7zidZnMU L) ICREL. 7aA>YAR) a—>3
VENERTEEZR—T Y ETSTX Y MIBEETIHDICRELFT,

- Only Zoomed Ranges ZfFA L £¥., _hid. 2FOBEHINFALLEEL T,
BLCNYFHRHDIRTDRIZ) == FIILTRLTH B EFRSTNZD

5T
SCIEX
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Deconvolution: Z1£9 3% / LWL RT £HICX 9 D &1t

Deconvolution

Deconvolution - Settings

Deconvolution Options  RT Ranges  Display

“ Deconvolution Options RTRanges Display

Visible Ranges: | {0niy Pl

© g - -

7‘-lz‘yl~/7U'y7°

AN —=Z200 =070 2ERLTOMRTZFEAFTIE. UTDLS
ICeDEY,

FREMRSD: B/ 70—F ALK (BICBEINZDHD) o
BIFDBEIEY): ZELTHLALTHLWL, BEAROY T 12y K,

TICZ#ERBLTRTHEEAZREEIT D . TV FILTLIC RT SEEOHEHIESH T
BEBRYBEDET, DD, Ro)—=—2F07—o70—-HBEEINET,

BADFEELEVWC EHHB5ED RT Ranges DB ERTE
¥ A TFTDEED T,

* Manual 2B LT. ERPOKBEERZIEELEY (BAH7O7 7
TINDBERICESELHTRNSBRT T4V RD) o

* Visible Ranges % Only Full Ranges ICZREL ¥ 95

e T—=770—F UTDHZBRICTETLET,
- O NI Ta—D HOTUNYyFEET—ELTWS,
- WAoRLTOMICHEENH D,

SCIEX
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Mass Range Restriction

Mass Range Restriction ® C D F I T4 ET

A1F. TTAILETIINANR
* Mass Range Restriction ZffAd 5. 7AVR)a—>3>

SNE9J,
SNEART ML

DAL Z R ENCIENEBICHIRT 5N TE X 3‘0

- OnIy Full Ranges ZfEA 3 2% 5 I&.

‘\_.

- 7IT4E

1A Mass Spectrum X
R R S

== Mass Range
{ | Restriction FfEF

a0 sy, e . . i KR .
221 avesco Al e, Wb 434400 osm oo sasvoen maesoo w90 ) emauoo iz rweoaco

Mass. 25000 0000 35000 40000 45000 0000 55000 60000 65000 70000 75000 90000 85000 90000 95000

1t
1L Spectrum Table x
RYTE SO @l &

O & v Eoemet Fon PomtCant TIC Base Pesk KT Covir RTRange MassSage  Mathod ame Mo Date Sourcn Type
« ranaget 02ng(d W) 001 A9 BNISS S00ASOSD MON00 MS_IntactNIST b 8O Thec 20 184336 CET 2018 Soex WifTve
- PRage 1 029 (5 W) 01 SAX7USLATS 500480830 DOU000  MSintactASST b B0 ThuDec 20 18:55:53 CET 018 Scex WHTvo

[l 001 ST RBIETS  SO0ASKSI0 MU0  MS_intactNEST b 80 ThuDec 2 19:11:31 CET 2018 Somx WifTwo
® 001 L2EY WIS SONABSI ML:i000  MSirmactMST b 80 FrDec 21 1020:01CET 038 Somx WiTTvo
] 001 AT ISHOS6IS  SO0ABOSN MO0  MS_Inact NEST_bi B Fr Dec 21 10:36:35 CET 018 - Somx WifTve
] W01 A7 BSHISS)  SO0ASOSI MO:I00.0  MS_IniactNIST b8 FriDec 21 1:S107CET 018 Soex WifTwo
w 4001 ABE7 17664588 500480530 0.0:100.0 M5 jntact ST i 80 Fr Dec 21 11:06:40 CET 018 _Scex WifTwe
L] 0001 5,157 1250178 500480:5.20 2.5:100.0 M5_mactNSST_bin 80 Fn Dec 21 11:37:45 CET 008 Scex WifTno.
] W1 SIE7II0NE 50048050 M.X1000  MSImactASST b 00 FrDec 21 11533 CET 018 - Soex WifTwo
o 001 527 WETMAIS  SO0ASSI0 N.O000  MS_intactMRST b8 FDec 21 120905 CET 1038 Scex WifTwe

==
D 0 Tic it [y

I

-« Mass Range
| | Restriction f£=H

COFIRENG| EHE
« /—RIiZ. Only Zoomed Ranges DXH D ICEATEE T,

BRAINE I,

W e, =

67

o . - - =
Moss 66050 66100 66150 66200 66250 6300 G650 66400 66450 66500 66550 66300 66650 66700 66750 66000 66950 66900 66050
[ 1ra i)
L Spectrum Table x| 4, Pesk Tale
BYTO (D0 ¢ S
(& 2 M EBowmest Fas PartCant TIC  BmePesk PeskCout RTCoiw ATRwge Masshage ExoecidMams Oetecied Mam Deta Defta o]  Method e Mt Oute 8
[ ~ ranane £ 020919 o1 07 msass 1 SHamsD ®oweo wm e 0n 14 M5 Jntact ST b 80 Th D 20 184026 CET 2018
[ B - rursane 1 02n015] o1 367 187 1 smams® oo wn  wan on 3,15 M8 tact NEST_bin 80 Th Dec 20 18:55:88 CET 018
~ RiRange 1 020016 01 307 200075 1 S0AmSD oo waem weas: 0w 2145 Irtact ST b 80 ThuDee 20 11131 CEY 018
|l ~ P 1 0409 ) 01 820,.. 2919738 1 sMamsD o0 wen e o 2,165 Jrtact ST 580 FriDec 21 X:2001 CET 2018 |11
| - Fanse s 04rg sl 1 267 155808635 1 smamsD Dow00 wam  sew o 6,25 M8 JkactMEST b 80 FriOnc 21 30,38:35 CET 2018
|l ~ Fanane  0argls) 01 28E7 WS I smemsD Beweo ®E  mwase 0k .59 M5 Intact ST b 80 FrDec 21 305107 CET 018
W~ Fane 1 ing (5] 01 297 18 i soamsm 30000 i G 00 74345 ot 1GST_bin 80 i Dec 21 11:06:4D CET 2018
(W~ Pk 1 1ng (2 W1 3027 w7 1 50048080 D000 ww seeasn 053 S.01M5 JrtactNEST_brn 80 #rDec 21 11,3745 CET 2018
[ = FRange 1 209 (19 01 307 w6 1 SWamsd oo wn e 0w 7,28 45 Jriact ST b1 80 Do 21 118333 CET 008
< >
{35 rows (1 seected)
sta B [umay

—
~SCIEX

© 2022 DH Tech.Dev.Pte.Ltd. The Power of Precision



AVRINIRR ) =22 T7—=070-DHA R4

Intact Protein Screening DIEEME =X FEHET B

Intact Protein Screening
@

Intact Protein Screening - Settings

General Peak Detection Display

Validity Threshold: 10
Attention Threshold: |20

Assignment:

AN)—ZVJDHRRETDEEZREELE T,

IRTOY > FITRERLEBEZEE L TLWBI5SIE. Assignment Z

Fixed ICEZ®E L. Masses T a > ICEZANLET,

Intact Protein Screening - Settings *

_______________________ - YOTILETERSEEZRELTVSSE

iGeneral: peak Detection Display . H -
Validity Threshold: 10 ppm é‘;\ ASS|gnment % From Flle ‘LEE L/\
T B TINOBNEEZSU txt 771 )%
Cragissses | 5 7y 7O—RLET,
Group Output: [l

* Peak Detection DT 7 # )L bREZZETIHEITHD T A SCIEX:

The Power of Precision
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Intact Protein Screening: ZZMB=0D 7 7 1 LR

RO9N)—ZVJRD txt 77 AIWNEERTDF

B, LFDEHSDTY,

1. YO 7INBEENEEZSTRZERLE T, ROAY
HA—IFEDBWVWTLIEE L,
- Excel ® CONCATENATE B#i= B L T. ENEEE3T7
Z1DODHICFEHFET,
- TJF—vybkCCEELTLCETV
2. RHSAZHIFRLET,
- EEINF%ZE I — L. Paste Values &KL £9,
- TTOHZHIBRL T, 29DRZERLET,
- RTLYyRI—brEXXT7AIILELTHRELE D,
3. tI77MINZzHE. FELXFZHIRLE T,

- BETIZIAVIVEERIOKREICHZIVIEFHTHIRKRL
9,

- “HHBHE: Replace V—ILEFEALT “EIAR—XIZEZTH
ZET, FOHR txt 771N ERELET,

X & fr | =CONCAT(B1,"," CL," "D1","E1)

0 Not set Unclassified Public Confidential Restricted

| A | B | C | | E | F C L Il K Il
1 |Remicade_IdeS_reduced | 25204| 23438.7| 25647.5| | =CONCAT(B1,",",C1,",",DL", " E1)
2 |Rituxan_ldeS_reduced 25204 25366 230394 25328.2 CONCAT(text1, [text2], [text3], [textd], [text5), [text6], [text7], ..)
3 |Herceptin_ldeS_TCEP 25236 234429 253833
4 |Humira_IdeS_TCEP 25204 234119 254583
5 |NIST_500ng0C_ldeS_Red_01 25236 25398.2 231275 256889
6
7

(2) Home Insert

c1 &

Page Layout Formulas Data Review

fe

A B
1 |Remicade_ldeS_reduced 25203.954, 23438.697,25647.514,
2 |Rituxan_ldeS_reduced 25203.954, 25365.986, 23439.423,25328.194
3 |Herceptin_ldeS_TCEP 25236.018, 23442.855, 25383.306,
4 |Humira_ldeS_TCEP 25203.954, 23411.892, 25458.325,
5 |NIST_500ngOC_ldeS_Red_01 25236.018, 25398.159, 25127.548, 25688.906
A

j TargetMasses-formatting - Notepad

File | Edit Format View Help

Rem  Find..
Ritl  Find Next

Her'  Find previous
Hum

HIFR Y 3%
Ctrl+F 83.954, 23438.697, 25647. 514D Eb‘& '9 i

View H

Paste Values

|
L% 6 B

®3)

F3 93.954, 25365.983, 23039.42 28.19%"

Shift+F3 36.018, 23442.855, 25383.30
©3.954, 23411.892, 25458.32%,

Replace... Cirl+H .
NIS 25236.018, 25398.159, /317/.548,
Go To.. Cirl+G
Select Al Replace X
Time/Date -
Findwhat: " | | Find Next
Replace with ‘ | Replace
Replace All

25688.906"

SCIEX

The Power of Precision




]
-
REINTERD 1
LE 21—

D—2070-RIDHA 1Y

eeeeeeeeeeeeeeeeeee



ATy FoaybELE2I—T3T7—070-DHARIA1>

FEINEREEALEa2—957—270—: 71>

Review Results from Same Batch
i.e. samples processed together
in a Be workflow

_| Load Snapshots from same hatch

Review Results (same batch)

L Save Review Snapshots

DN RN

71

Review Results from Different Batches
i.e. samples with different peak detection

The Review Results activity should he
deactivated when processing:

- Sequence-free snapshots (no annotations)

- Targeted Mass Search snapshots

_| Load Snapshots from different batches [Container]

Feview Results (different batches)

Save Review Snapshots

2 @) & @

- f‘
Intact_ReviewSnapshots /SCIEX)
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FEINHEREZLE2—T37—0 70— HBE

s TNHDT—270O—TIE. Biologics Explorer YV 7 DT 7TA VRV NIRRT —270—H5H6
REFELIEIARTORFy T3y b (sbf) ZRAKZEATEET,

- BENYFERIEEERBZNYFTORLIET—2Z2EAL T, [ Proteins x|

BEODFERERRLET, =T 7o D x - (@)
_ _Lk 15 ‘: I/ t\\ 9 — %?—J—'L\\ %\EL:F{‘:\ L: T%*}JG) l/ t\\ 5 — 7D t Z WX Fii?;gﬁ ) PeakIdﬂLl::rotein MName 2Iiii:.l_slﬁde B... Modifications
THIFANSNIER, T INAREEEELET - R
(AnnOtatlonS SﬂapShOtS d)&) o Full Range 1 2937 HC-HCAC 13%5-5 2*GIn-=pyro-Glu 4

* Sequence-free, Targeted Mass Search. Individual Data. & & Uf Pre-processed Snapshots % f&
F9 3% 5ld. ReviewResults 7771 E7T 1/ —RZNANIALZEXT,

- INBEDORFv T 3w biCiE. Review Results THRE Y INZEFIBERISESENTLEE Ao
o IBICLEa—%{To7%. EEiL 7= Annotations Snapshots % Review Snapshots & L T{RTE
TEh. FIFEREZ PDFLAR— L TIVRR—FLET,

SCIEX:
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RSN AR a—> g > FdBEra>AR) a—2 3 > 0O&ER

 Automated: 7 AVAR) 2a— 3 YV OEHEIFEBNICRESINE T,
- ORI T4 —MICEKL<DEINTVWBILERICEEIO L XTI,

* Time-resolved: T AR )a—>3avid. RT RICEAXAFX vy TRTILET,
- DREDEBEVEMAESYZST T —XICEE8HLET,
FTAVKR) 2a—2a3>EN=T—RDO 2D A1 AR Y TRAEZEHR L. ERDE-T-E—U%H
BENTULWEWE—JZLDRXPICTERIENTEET,
BROEIEE—IUPPBEEINTUVWEVWE—I7DFE=E%BR1ELLET,

SCIEX
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F 5 ERHI:
BRIO<X NI o740 —

10529 b EHE
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TR NIE. B—DI T4 T+

IA—hR BE—DEHNXV/INTE,
AR LIRIEMEH D FE A

HiZ 9 SHHARE:
BTG BE—ZtiEa N8
Suggested workflow Intact_ AutomatedDeconvolution

140 kDa - 160 kDa
Visible Ranges: Only Full Ranges (AJIfR{LB LV LR— bDIFE) »

Mass step (Da)?! 2

RT Window: 5-9 (B#El3. BE—@ RT &HE%E#EAF TS TY) o
Isolation Threshold:5-15 (RF¥ ¥ Y EKRICELD £9) ,

Mass Tolerance (ppm)2  20-50 (FHT 3 9PRENICEDZET)
Glycosylation 2 ZA47Z)DFERIZCEKD. Deglycosylated £ 7i& Glycosylated,

Deconvolution range t

RT Ranges!

State: Fully Connected.

o
sl Connectivity: I9G (%43 3158, KU LABWBEIFEELEY) .

1Y) a— 3>, 2Protein Mapping

—

P 300 0 Mo o) W0 W0 N 0

AR NNV E
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TEXNOBE BT T

T4—HRX TATOIE RT &FH,
BEBE9HBERY REHGotJ1=—v b, 2UvY) #EAFT,

HER T B HNHAERE:
BUTNEAT: TS Y NOBEE ST OTHY | HRERY

Intact_AutomatedDeconvolution
Intact_TimeResolvedDeconvolution (B#NOEE T 3 RT EHEDIHE)

10 kDa - 160 kDa
Visible Ranges: Only Zoomed Ranges (AIf{tH LU LR— FDIFE) o

Suggested workflow

Deconvolution range *

Mass step (Da)?! 2
RT Window: 3 -5

RT Ranges? Isolation Threshold: 3-7

(TRD TIFEHEL £79) Min. Peak Intensity: <1%

Flld. IRTOHEEEZFHIANTEI LT FOBVWRECEEZRRLET,

Mass Tolerance (ppm)?2 20-50 (EFET30MEENICEIDET) o _

Glycosylation 2 S 7S DFERICE D, Deglycosylated F7-I& Glycosylated, ;rs@&r@% = B I AN
State: Fully Connected, 2NV E

Disulfide 2 Connectivity: Unspecified + 3 Additional chains,

Cysteinyl (FIZH>TLWERWVLWS ZTA Y DIFR) o

SCIEX

The Power of Precision
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X AT1TARI2VNIE
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XA T4 TRIONIE. B—DI VT4 T+

IA—hR BE—DEHNXV/INTE,
AR LIRIEMEH D FE A
AR I S HNHAERRE:
Suggested workflow Intact_ AutomatedDeconvolution

140 kDa - 160 kDa
Visible Ranges: Only Full Ranges (AIfR{LELULKR— FDEHER) »

Mass step (Da)? 2

RT Window: 5-9 (BEl&. B—O RTEHEBEEZ#ANTDIECTY) »
Isolation Threshold: 5-15 (R¥ ¥ VERBICEDFT)

Mass Tolerance (ppm) 2  20-50 (FRET 3 0MEESICED FT) o
Glycosylation 2 SA4 7 DBIRICEKD . Deglycosylated % 7=zid Glycosylated,

Deconvolution range 1

RT Ranges !

State: Fully Connectedo

o
Crsuliie Connectivity: IgG (B%ZH9 3155, ZHLABAWVSBRIIEELEY) -

1Y) a— 3>, 2Protein Mapping

Il

FATATAVRINRVNIE

SCIEX
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2 M1T4T2NIE. B—DI VT4 T4

IA—hR BE—DEHNXV/INTE,
AR LIRIEMEH D FE A

51107

|
. N . . ; \ 1
FAVER) 2—2 3V OEE: i bl LA
10- 80 kDa B ot
........ AEZOEY B T T e

12V —=Z2DA VIR —)

SCIEX
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RATATRINTE BEBRY>T)

T4—HRX TATOIE RT &FH,
BEBE9HBERY REHGotJ1=—v b, 2UvY) #EAFT,

HER T B HNERERE:
BUTNEAT: AT T IV INOEE STV EDOTHY | SRERY

Intact_TimeResolvedDeconvolution (B3 NDEH T % RT WEDHE)

SNFEESIEE Wer e Intact_AutomatedDeconvolution (E—2o oS NizHE)
Deconvolution range t 10 kDa - 160 kDa
9 Visible Ranges: Only Zoomed Ranges (F[{{tE LV LKR—MDHEH) o
Mass step (Da)?! 2
RT Window: 3-5
RT Ranges ! Isolation Threshold: 5- 15 (7 EODBEICLDXT) o
(TRD TIFEBEL£7) Min. Peak Intensity: <1%

Fiold. IRTOEBHEFFANTZ_E T, LDFVWRECNREERELED,
Mass Tolerance (ppm)?2 20-50 (ERIB0MEENICEDFT) o R
Glycosylation? SA4 TS VDFBRICED. Deglycosylated F7-id Glycosylated, 21T TDEMEY VI

State: Fully Connected,
Disulfide? Connectivity: Unspecified + 3 Additional chains,
Cysteinyl (FICER>TLWRWS X T Y DHE) o

SCIEX

The Power of Precision

1Y) a— 3>, 2Protein Mapping



21T TRNIE EHBYT T

TA—HR: ITRTOR4E RT &H,
BEESRERY (FKEHOYTAZw bk, 2Uv)) #EAHFT,

NISTE/ 2 §
A—7FI)Lints 8

SCIEX
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MAERYIESH 242 NJ8

7F+—hR: B—DENZNIE,
BELICRIEMEHD FE A
BT BT

BoTNE1T: isEMmESH: it

Suggested workflow Intact_AutomatedDeconvolution

140 kDa - 160 kDa

i 1
Deconvolution range Visible Ranges: Only Full Ranges (RIfR{tHE LUV LAR—FDBE) o

Mass step (Da)?! 2

RT Ranges ! IARTDADC EEXELHE—0 RTEFEZFHTALLET,

“ Glycosylated “

| | '1 IH

J‘nn Il H “n H

l i I 1“"/\\

Mass Tolerance (ppm)?2 20-50 (ERYB0MEEENICEDFT) o

Glycosylation 2 S47Z ) DEFERIZK D, Deglycosylated F7zid Glycosylated,

State: Fully Connected,

i i 2
Lreuliigl Connectivity: IgG (%% 9 %55,

ZYLBWSRIEELEY) o

Conjugates 2 BEROLFICEEZIBELET,

Review Results: E¥3iALt (DAR) OIFLWEBZERREIC T 37D,

Other notes NRET/T7—>3avzllRLET,

1Y) a— 3>, 2Protein Mapping

e

| { Deglycosylated .

SC“D(
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mAEEYIEaE: 712y b

7 =R ETMEEMESHE,

HER T S HHAERE:
BYTNEAT:

Suggested workflow

RAEEYESH EESSLVER

Intact_AutomatedDeconvolution

Deconvolution range !

10 kDa - 60 kDa
Visible Ranges: Only Full Ranges (RIfR{tE LUV LKR—FDFE)

\I WW |

Glycosylated

sssssssss
uuuuuu

2obisz0se
v
e l
i arsososg | |

Mass step (Da)?

1-2

RT Ranges®

TARTDADC EEXELCHE—D RTEHEEZFHTAALET,

Mass Tolerance (ppm) 2

10-20 (fERT 3 DMEAICEIDET) o

Glycosylation?

ZA4 72 UDFERIZK D, Deglycosylated £7zid Glycosylated.

Disulfide? State: Fully Reduced
Conjugates? BEAROLFICEERIEELE T,

Other notes

Review Results: E¥iiiALt (DAR) DIELWEHZRIEEIZT 3701,
RERT7/T—avEHIBRLED,

1Y) a—2< 3>, 2Protein Mapping

20000 25000 30000 35000 40000 45000 50000 55000

I
\'\wlll.jw” [

I

e Deglycosylated 3

[ - L

25000 30000 35000 40000 45000 50000 | }
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273z MMER

7 #—hR: BEHCEH,

R I S HNHAERRE:

BTN 1T: HC X LC BRI NT=2 NV E

Suagested workflow Intact_AutomatedDeconvolution
99 Intact_TimeResolvedDeconvolution (B#AREN B2 T T X ~FDFE)
: 20 kDa - 60 kDa F 7zl 20 kDa - 110 kDa TEROMICHES i SN 712y bZHBIL T T,
1
Deconvolution range Visible Ranges: All Ranges (FICH72= v MHARETHTULERWVES) o
Mass step (Da)?! 1-2
RT Ranges 1 RT Window: 3 -9
(TRD %tatﬂﬁl,ia“) Isolation Threshold: 3-10 (RHEDDBICEKD ET) .
£k, ERMEOEVWELDE—VDEEREZFEITAAILE T,
Mass Tolerance (ppm)?2 10-20 (F¥UTL—a>DREICED) -
Glycosylation 2 S4 72 DFERIZK D, Deglycosylated F7zid Glycosylated,
% 2J2=y k&8 - State: Fully Reduced,
Disulfide 2 HOMICER SN T 2=y b - State: Partially Reduced, Connectivity: 1gGo
F7> 3> ErnHEEEDOBRR.

_SCIEX/

1Y) a— 3>, 2Protein Mapping
88 © 2022 DH Tech.Dev.Pte.Ltd. The Power of Precision



U7y MR

7 #—hR: BEHCEH,

FTEETT

£ = Name Parent Range
. 4 Full Range 1
. & Zoomed Range 1 Full Range 1
. & Toomed Range 2 Full Range 1
49149.62
2343046 Her_HC
Her_LC T75.76 5573
-15.68
72500.75
Her_HC-Her_LC
16383.44 83.26 69.70
L L
r T T T T T T T T
20000 30000 40000 50000 60000 70000 80000 ‘90000

RT Center
5.64
5.64
5.64

B934

& & Name RT Center
4 Full Range 1 511
[ =~ FullRange 2 562
B ~ FullRange 3 5.30
[] « FullRange 4 6.43
] ~ FullRange 5 667
2343825 I . 4 Full Range 6 7.22
Her_LC 49149 16
1,2,3 Her_HC
72590.00 6 98298.95 6
16383.27 35“32 “ Her_HC-Her_LC Her_HC-Her_HC
T T T T T T T T T
20000 30000 40000 50000 60000 70000  &OOOO 90000 100000

Base Peak

B757766.00
B63754.73
146724362
7939946.00
4143547.50
431483.38

SCIEX
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759 X > MMER

7#F=HDX: 1deSHIEZ NIV EBEZ EHICETLIEEE. £IdLAEVWER.

HEZ T S HERE:
YOINEAT:

Suggested workflow

F(ab’)2 & T ScFe. F7zl& LC. Fd’ & U ScFe

Intact_AutomatedDeconvolution
Intact_TimeResolvedDeconvolution (#B3#7E8IHH 2T 7T X2 FDBEE) .

Deconvolution range !

20 kDa - 110 kDa %7z1% 20 kDa - 30 kDa (BT 7 54 X > MMER)
Visible Ranges: Only Zoomed Ranges £7zid All Ranges ZFBA T3 T. KOBRLLARILTEET
(73X MAHBHLTVWSRIHFED) o

Mass step (Da)?!

1-2

RT Ranges !
(TRD TI3BELEY)

RT Window: 3-9
Isolation Threshold: 3 - 10

Mass Tolerance (ppm)?2

10-20 (F¥UTL—a3 > 0BEEICESB) o

Glycosylation 2

Z4 77 DERIZKD. Deglycosylated F7zl& Glycosylateds

State: Fully Connected, Connectivity: Unspecified + 3 Additional chains,

Disulfide 2 Free Cysteines (RICHE>TWAEWS XTA Y DIBE) o
State: Fully Reduced (Ec7 57 X> hDBE) .
(53] 759X MRy (Fel2. LC. BELUF) DBRRICUR R Ty FINTVLWBIRERHD £,

1Y) a— 3>, 2Protein Mapping

91
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[FFE

RILBR

AR I S HNHAERRE:

BoINa1T &2VNI8

Suggested
workflow

Intact_AutomatedDeconvolution

Deconvolution
range !

140 kDa - 160 kDa
Visible Ranges: Only Full Ranges (AIf{tE LV LKR— FDER)

Mass step (Da)?!

2

RT Ranges !

TRTOENZ NV EESZECE—DO RTBEZFH TAILEY,

Mass Tolerance
(ppm)?

20-50 (fFET30MEEESICEDET) o

Glycosylation 2

Z4 771 D&ERIZE D, Deglycosylated F7:ld Glycosylated,

State: Fully Connected,

Disulfide 2 Connectivity: IgG (X7 31B5. ZHLAVEERIEBELET) .
Notes —BLiEE—0T7/T7—2a e EEDREDHIC. LE2I RIS

S+ 75 %{ER L. Targeted Mass Search IZfERL £7,

YR 2—

> 3 >, ?Protein Mapping

s AAAZ .-

BRE /& O—F LA
—— NAASIS5—1
- = NAATI5—2

H
]

SCIEX
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APLATA B
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APLATA R

AR I S HNHAERRE:

BOINELT fE2VNIE

Suggested
workflow

Intact_AutomatedDeconvolution

Deconvolution
range !

140 kDa - 160 kDa
Visible Ranges: Only Full Ranges (RAIfR1LHE LU LAE—FDHER)

Mass step (Da)?!

2

RT Ranges?!

ITARTCOY VI THBOE—I%ZREL. ERKOHZEHEEEIT
S7DIZ. IRTORTHEEZFHTAALED,

Mass Tolerance
(ppm)?

20-50 (FARYA0MREENICEDET) o

Glycosylation 2

Z47Z1)DERICE D, Deglycosylated E7-1d Glycosylated,

State: Fully Connected,

o
Dl Connectivity: I9G (Z4 ¥ 358, ZLULBVBAIFEELET) .
Notes —BLEE—0 7/ T7—2a e EEDREOHIZ. LE2—ERIS

S+ 75 %{ER L. Targeted Mass Search [ZfEFRL £7,

173> a2— 3>, 2Protein Mapping

M 20200608 Trastusmab 0D

]

M 20200608 Trastusmab 1D |
———— ——

[20200608 Trastusmab 2D ]
10%f5E
8+flit

7
7

(4
(4

i

TR I R

6+l 7 = K1t

ST S R
Ot 7 = K1t

6* 7 = Rt

AR = Rk
Ot 7 = K1t

= 0HH
= 1HH
= 2HH

5 HBE
= 7HH
= 9HH

SCIEX
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