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Automated Deconvelution - Settings

Deconvelution Options RT Ranges Display

s BRENMENTRAMEKENER,
I5RE ? BNnEREXBFEEI T,

Mode: Automated ~
Mass Step: | 1.0 Da
© Intact Protein - SCEXBE20Do: X |+ - o
Visible Ranges: || Only Full Rang- G () hupsy/expressionistgenedata.com/display/SN20/Intacts Proteir A T
Filter RT Ranges — €2 Saveforlater @ MWatch =& Share
> Howto -
It Protein
Eagerness: « Activities et et
S ——— » Alignment activities
Method: Maximum Entropy Decony o ~ Bioanalytics activities Noise Intact Intact Protein
= Deconvolution Reduction Protein Screening
Iterations: 20 .
* Intact Protein
Deconvalution Quality: St + Intact Protein (Deprecat:
SARbctProteln Soreening Function ‘ The Intact Pratein activity deconvolutes intact protein data to provide mass spectra of protein species. Three methods are available for deconvolution:

Ionization: (@) Protenation () Deprotc

[ oc

Peptide Mapping

Peptide Mapping View

Protein Mapping
> Protein Mapping View
* Wildcard Mapping

= Released Glycans

Calibration activities

Combinina activities

¢ Maximum Entropy Deconvolution — This method uses a Genedata proprietary algerithm based on the MaxEnt algorithm!'] to find the best
Input deconvoluted mass spectrum using a probabilistic approachlZ]
Harmonic Suppression Deconvolution — This method uses 3 Genedata proprietary algorithm that suppresses false signals resulting from mass
values that are multiples or fractions of the correct signals.
Legacy Maximum Entropy Deconvelution — This method uses a maximum entropy method that uses the Harmonic Suppression and

Activity settings

Output Maxgnt!] algerithms.

[1) Ferrige, A. G. Seddon, M. 1, Jarvis, S., Skilling, J.. & Aplin, R. (1991). Maximum entropy deconvolution in electrospray mass spectrometry. Rapid
communications in mass spectrometry, 5(8), 374-377.

[2] Marty, M.T. Baldwin, AJ. Marklund, E.G.. Hochberg, GK. 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.
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Load Intact Protein Data: &= (Bshtal

W Kadcyia Tpmol_uL (8]
() Kadcyla fpmol_uL [9]

General £k,

1255 Name FEXLITE X 737
o HERBEHIEXHE:

— SOEF wiff 3¢ wiff2 B8 1.

kB ZenoTOF 7600 R ZERVEIEEY, {N{ER wiff2
X (RER wiff X)) o

- REHEES 2 ER B,

l 3outof 62 selected.

@  FiefFoider Name  Herceptin 1pmol_ul [1)" Herceptin Deglycosyiated 1pmol

Close

Load Intact Protein Data - Settings x
General Advanced Display
MName: I Intact Mass Analysis
Format: | Auto Detect (v
Files/Folders: [pjame |Culor | ~=
Sample001_NIST_1000ng_290DP_01.wiff2 #286dde x
.| E
+
£
Litem
2 ServerFile System X
e e ‘ @ @ | (3 pload Files | Download Fles | [Q Searcn
) Shared/Intact protein/Raw X 5008 Herceptin_Kadeyla/HerceptinKadoyla Whole and Subunit
Name ‘SilE ‘Las{ Modified Type Description ~
[0 170109_Trastuzumab_Emantidine_1ul-ug_03.wiff.scan 14.6MB 07/06/2020 15:56 SCAN
(@ 170109_Trastuzumab_Emantidine_1ul-ug_03 wiff2 332.0KB 07/06/2020 15:56 WIFF2 AB Sciex WifflTwo
[1170109_Trastuzumab_Emantidine_1ul-ug_10.wiff scan 22 7MB 07/06/2020 15:56 SCAN
(@ 170109_Trastuzumab_Emantidine_1ul-ug_10 wiff2 584.0KB 07/06/2020 15:56 WIFF2 AB Sciex WifflTwo
[1170109_Trastuzumab_Emantidine_1ul-ug_11.wiff scan 22 6MB 07/06/2020 15:56 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
[1170109_Trastuzumah 2 Server File System x
@170109 Trastuzumab, o
Y (<X ] | EN:i ‘ 1B uploadFies |3y Donrload Fies ‘ Q search
=] t ptin_Kadcyla Herceptin-+adcyla Whole and Herceptin_Kadeyla 201611011 v
Name Size Last Modified Type A 8
®
[y Herceptin 1pmel_uL [2] 5
Loutof 12y [ Herceptin 1pmal_uL (2] s
_ | | (1 Herceptin 1pmol_uL [4] 5]
(7SO ENERRG W Herceplin Deglycosylated fpmol uL (5] 3 Close
| | Oy Herceptin Deglycosylated 1pmol_uL [6] 5
[} Herceptin Deglycosylated 1pmel_uL[7] v

VIE

X ) Herceptin_Kadcyla 20161101

itin Kadcyla 20161101 wiff2

wiff.scan

—  BETHF wiffl 3¢ wiff2 B2 HEEEFRERIXE,
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MERANX A RIFIRPIERE TR,
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Load Intact Protein Data: &=\
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o EIMffR Experiment Table FHHIMIFEARZRZEME—R, FH Review Results BB MFEZ

NIEREZER, BHRITUUTERE:
1. M Format THiFIFRF1%EE Sciex Wiff I Sciex WiffTwo,
T F{ER ZenoTOF 7600 RAREMEIE, {VMEA wiff2,

2. %™ Use File Name as Sample Name £i%4E,

@) Load Intact Protein Data - Settings X
General Advanced Display
@) Load Intact Protein Data - Settings % — Ay
General | Advanced | Display Format: Sciex WiffTwo (%, wiff2)
[ e i i 35 Sampl o
Name: Intact Mass Analysis Sl
[ Enable Numbering of Samples
Format: ] Auto Detect | |
S— Enable Raw Data Parsing
> L : 20210203 Adalimumab ECD_4.wiff2 =
- 20210203 Adalimumab ECD_5 wiff2 e R | Fies/Folders: (20210203 Adalimumab ECD_4 wifl2
&y Experiment Table x 20210203 Adalimumab ECD_6.wifi2 x & Experiment Table X | 20210203 Adalimumab ECD_5.wifl2
= = 20210203 Adalimumab ECD_5 wifl2
SYVEO|-O-mmr| s & o EYVE i-O-lc s d
|
Fe) ame Type & %] Name
Sitems 1
i 3items
[] =} 20210203 Adalimumab ECD iFTwo |[] = 20210203 Adalimumab ECD_S
I =
L] [ sy | JiffTwo |0~ 20210203 Adaimumab ECD_6 / ot [ ][ cmea

|

20210203 Adalimumab ECD X
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RT A1 m/z 3EE

[T Ll

HY PR )

RT Range Restriction ° Eﬁ)\E’Eﬁk‘EE’\JEﬁa RT *” m/Z:;'_EthO

miz Range Restriction

MNEBTE, (ER7EMNRT 8 m/z5EE,

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

Apply

m/z Range Restriction - Settings

| General| Display
myz Minimum: | 1000 Da

myz Maximum; Da

Apply
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m/z Grid

Pre-processing [Container]

C TERES MBS m/z Grid EW TR, LR (08 .
{EERAEABRIEY m/z (B R LUBTIE S,

miz Grid
&

o ZINZE N Adaptive Grid,

- izﬂlﬂ*%ﬂiﬁmi&ﬁ%‘go @ ggg;‘lli.:?Subtraction
- HRBARTHNREETERANES, e — .

action
‘General ! pisplay

- {8 Equidistant Grid @B D EEHATAE XTEERIE | mosrers @rmness Osmsrancs

E mgé E’\J %&*E o Scan Count: |10 l,—

- Equidistant Grid [BESEYRIEEEENERBNHSRMBBHN | | I
B, BRSNERBEHTYRE,
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Spectrum Baseline Subtraction

* Spectrum Baseline Subtraction BEfB AR ERIEEHEFIEZHEIRUEF~EREE, Altr]

BOEEBR,
o AREEEN, WESTRBAIEERERGER,

Spectrum Baseline Subtraction - Settings =
Pre-processing [Container] Feak Detection [Container]
3 3

Genera | Advanced Display - 1
" -

Method: || Quantie v
Quantile

Penalized Least Sguares
myz Window: |10.0 Da ~

miz Grid

@ Spectrum
) g Cancel oy "2 Baseline Subtraction

Spectrum
* Quantile BfF=EMFIEES: (& i samun Pk e

- TERkZE, NELVEFBILETE.
- MREEATEOVEERBEE, N Penalized Least Squares 1R1E %,
- NAEERMERES, EoMEE2EAN/NOER.

* Penalized Least Squares Bl RsFMEEEES,
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Spectrum Baseline Subtraction

* Penalized Least Squares BFReI RV RIEZBINES, HMELDESIREEPHNIREIR,
XA A RS LtLiRF G, FRIE2BHES Time Resolved Deconvolution 1 E 5 9 MR EIE
(NP EFMER) BESER,

* = Eagerness & (KT 90%) EETE Chromatogram Chemical Noise Subtraction 3EEhT =
#{TKE Smoothing,
MRAEFIHEEFERNAETAMNEAFE, N/ Eagerness B,

AR ' - AR
Eagerness g /
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Chromatogram Chemical Noise Subtraction

Chromategram Chemical Noise Subtraction .. X

Chromatogram Smoothing 7] A F & I£HY RT Bh%%

General Advanced Display

[ Cvamstogamsmooting | * {3 Penalized Least Squares ({iiF Spectrum Baseline Subtraction ) Z[E%E
RT Window: |3 Scas HITEERIE, FRI2EFAKREM Eagerness B/
Estimator: Binomial ~

* Estimator:
- Moving Average A/ RT Window Fi & iR VIR EE MMV EIES. BEit, BeERS
HILEIEM, BIEEFERUEFERFRE,
- Binomial 22 Moving Average AT, XTIETEAYRZIMER )N,

Chemical Noise Subtraction EB)F:

o BVEREMIETZEEMRENEIESIEELR,
o HIFHI B E1EFH83 TRD e E &M,
ReEEFETE o SEEEEEE - BE:

" - RT Window: ENLLERTRRE DBIERIE.
- Quantile: JB/MEERDEFRE /D HIEIE,
P s - Threshold: ¥&EREKFEUMAEESNERERE,
IER K E 1. BT ETh RIS M E B A KB AT HERY BIZH, A T A BN E ARz
e | MEEZIES R BRIE,
2. FERTFELTE - RNEREKFENERE, SCIEX

- Chemical Moise Subtraction

RT Window: | 101 Scans
Quantile: 40 e

Method: (@ Clipping (") Subtraction

Threshold:  |14.0 [Intensity]
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UV Processing: UV Manual Peak Edit

° %ﬁi*ll‘%z;R_F%EyKﬁjttiéﬁbo UV Processing [Container]
* UV Manual Peak Edit sl FBFFshiEZE UV & iEE AL, o
3R
_ 1 @E& *5 I [I] %é E’\J J\ZJ_ 5?0 im::; w:z:f:efmmmmm V- Y M Pk Edit @ptional x
o Fd&| 9
— ﬁj%%%méo 0:-“...wlwgmwuuau-:vﬁnwz
- BRFBENE, — [

- RHERE,

* UV Manual Peak Edit 2{fLikin)Rl&RY UV Peak Detection 1 HI{E P
RERA. /SCIEX:
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Chromatogram View

* Chromatogram View 8] 2 RS MEARTIIEFIEHY TIC BIEE,
o AREBHIZEBRIRESR UV Processing il Experiment List 1 UV Chromatograms,

“ ola B o B —  sdes ot
Chromatogram View =1TIC == Juv

@ Experiment List %
EYYTA |,'5§=[]=E-,ﬁ-

o FFTILUERE Experiment List FIZ N
N N\ = N & & Name Scans Method Name
EE, ARSMNEREULERREZETE, Lol
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SN

* Feature Filter BT ARl AT IRBMANVIELE, ZIFRIRINRERE @) oo

KEYIE, TREHEERIZS = ERIIE,

- WREFMUEHRITTH

1%

General Display

Data Type:
Feature Type:
Validity Threshold:

Valid Feature Filter - Settings

Auto Detect ~
Peaks ~
150

Presentin at Least: |1

Max. Intensity R

Intensity

Max. Intensity
Volume

%e Intensity

%% Max. Intensity
%o Volume

X

, P]{EF Bypass EtRIRHIEFE A,

Valid Feature Filter

- EXE/NERFREMKLWH L,
BPEATIURE B X LR T BEAAN.

Highest Feature Filter - Settings

Data Type: Auto Detect ~
Feature Type: | Auto Detect
Observable: Max Intensity -
Keep Top: 40

Apply

Highest Feature Filter
- EXEENMAEN RT SEEAR
HEONFERSIE,

SCIEX
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Protein Mapping: %%

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): | iFrom Text 1 v 2 Sequence(s): ffrom FastaFie § Sequence(s): || From Global File I vl =
Sequences: [=Fd' Sequence File: |[JlgG_mAb_Sequence... L3 Sequence IDs: | mah Global.fasta | |2
EVQLVESGGGLYQPGRSLRLSCAASGH =
»Fc ® 195_mAb_Global X
_ R 9G_mAb_Global
GPSVFLFPPKPKDTLMISRTPEVTCYVY [] Enzymatic Digestion
=LC Q Fiter D column.,
DIQMTQSPSSLSASVGDRVTITCRASY Consensus Sequence(s): | From Text
D Sequence
Seguences:
LCjHr DIQMTQSPSS
HCHr EVQLVESGGGL
< b3 LC/Hu DIQMTQSPSS
HCHu EVQLVESGGEL
o Lc/ct DILLTQSPSSL
|:| Enzymatic Digestion HC/ct QVQLVESGGG
o Lo DIQMTQSPST
Consensus Sequence(s): | From Text []Enzymatic Digestion HCMN QVTLRESGGG
LR Consensus Sequence(s): || From Text
rons
Sequences: e —
o ele s
o% e | [ || | =0 | |e s =
oK Cancel

o FIIER—MEiEEERRRFS:
From Text: 7£ Sequences IEFIEEEHFRFS,
From Fasta File: EEE&BiF58 fasta X4,

From Global File: EE&8%1NBR fasta X4, FrEERBIFESIR M NAY5E \
B O iR, SCIEX
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Protein Mapping: &1

() Protein Mapping - Settings

(1)

(@) Protein Mapping - Settings

(2)

State:

Fully Connected

3

r Connectivity

Unspecified

Search all combinations
’VAddiﬁunal chains: |3

-

Cysteinyl (C)

"Unpa\redCystEmE dificati

~

Cancel

Apply

Conjugates:

Max, Conjugates:

@t

Table

Disulfide Conjugates Aooat=ton Repart Display Disulfide Conjugates Annotations Zeng) Risala
General Sequences Modifications Glycosylation General Sequences Modifications Glycosylation
Fixed: GIn-pyro-Glu (N-term Q) o |l Type: | Glycosylated v
= Library: | CHO N-Glycans smal > |
i Allowed Sites: Only N-Linked ~
Variable: |l ys-oss (Protein C-term K) + owed Sies
Maximums 2 per Sequence Use Consensus Sequences:
Allowed: Anywhere =
Unmodified: is not Required Filter for Core Structures:
] Substituents: +
Ma. Substitutions: 1
Maximum: |3 per Sequence
- [ petect Clipping v
o et | [ ]| [ @ % s | [
@) Protein Mapping - Settings (3) (@) Protein Mapping - Settings (4)
Lol Sequences Modifications Glycosylation General 2ouence Modifications Glycosylation
Disulfide Conjugates Annotations Report  Display Disulfide Conjugates Annotations Report  Display

Name | Gain I Loss | Delta |

+

~

10

Cancel

Apply

157 Fixed #0 Variable PTM,

MREBRFYIES N-IHE E, MG Glu-pyroGlu (N-imE E)
RENAZRMN, RAXMEREAARASEAES.
EEREENLSEH.

¥ Type i&E 5 Glycosylated = Deglycosylated:

Deglycosylated RIEE N-FEE W HE (L A EB & £ R EERZ
B, ELSBEXESRERRIETE R TE,

7R Glycosylated {FRYRIEILE,
15E FItRREERE,

mAbs R ERERNITEA]—ERE. ATANREFRRRIRE
A2 PTM,

NRBIREHR ADC, BIEEHTYNB MR E,

SCIEX:
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Protein Mapping: B3]

YT —— <] * Detect Clipping EERIIGB7E (KHBMEMN) FISEHNRES TR
R T FRA TR BYLE # 1 TITAD,
* %% Modifications i£IT£HAY Detect Clipping, LURFMERIFEFIIER]
BN ESHER MS 1,
o XMIREFEE Wi Fully Connected =X Fully Reduced, (RZ#FEE45

= =T RIREFERBNDN) -
o . »  Detect Clipping 1RERFI 5 Sequences JETF L Enzymatic
T Digestion IhgE—itEE M,
[ search all multi-specific combinations
T | o REERTEHANASIRENREN ZFEIRT. EEXZZRH

- A TERENMIENETERS TERET AR MIETo
SN 7 - & SKFHERMERGEE R T ZHEIESEZ,

i SCIEX
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Protein Mapping: ¥:MBIHI3EIY

o BEELXKIFREXIEREFIERT BIN—AIEM:
- fEF8 Feature Filter 5&ThT B A v] AESR B BT H 4RI,
- {8 TRD TEIEFB Manual Peak Edit BB o] fEk B I EHIIE,

- (EBREMEFEETAUSEFEFTREIR,
RaJ TRV EMFTIEIE E RN RBENERFERMKT. FlU, REFEMHAERD (95%) BIEFIERFEEL,

Type: IgG 1 ~
Search all multi-specific combinations

Unpaired Cysteine Modification
@ B
@ | emeni@ .

Map protein species to peaks in the deconvoluted spectrum.

- ‘Detect Clipping" is only allowed for "Unspecified” and "IgG" connectivity.

EE o oot

x: MRMILEKXR (BB C-lnk K) WIENBIHRAN Protein Mapping R4,

Protein Mapping - Settings x - . Y — 7Y Y — =
General | Sequences Modifications Glycosylation DEteCt C ll p p I n g )I_I\ U %4% C- u#ﬁ *ﬁ%@&% 9& TE %: jg E §$I-F 7£0
Disulfide Conjugates Annotations Report  Display
s [ comns g * 3% Detect Clipping 5 Disulfide i£INFI&BLE SR
rotein Mapping - Settings N —_— = = S N
’ijﬂzjzfmalmmbinaﬁonz . — ’ ) - g*ﬁ?}”\u% g — ﬁ%@% E B,\J E%tﬂ*lL** b 1§ﬁ% FUIly ConneCted\
General | Sequences Modifications Glycosylation o o < . -
Additional chains: | 1] 1 Disulfide SO SLEAE et Display U n S p e C I fl e d ﬁ I gG ﬁ*ﬁo
Fp— - YNER%ERR Intact Precursor Required, MI7E%ER Search all combinations B,
— ] - - R Additional chains i€ &7 0.

WE%ERE Intact Precursor Required, MI7Ei%EH Search all combinations Y,
7% Additional chains €& 0 5% 1,

INFIRBUEIREY IdeS HWMRETA Y], BINBMARS M.
SCIEX
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Protein Mapping: tNEIY] - EBEHE T

o WNER%EHF Intact Precursor Required, N 2B EHERHIRGIHERHERE

T 1 EMHEOREYIR, AEBRBSEEHRNEIES,
o Saall . 1%t#% Intact Precursor Required = SEIERAITEISIEN, ERMEMSEL
- EEETRARRINFTE NS5 2 KRR L,
- FREREYILERREHETIE AT IRIES,

Protein Mapping - Settings X
T
s [Fly et 7 | * ¥ Intact Precursor Required 5 Disulfide iR B ESER:

e — — Intact Precursor Required ReES T —FMSBELE SR

(“dd“"“"a'd“‘”s’ : Connectivity: 1gG, WHEBIAEIF Search all multi-specific combinations,

[“”cj:i"n;‘fc‘j‘”e”""‘ﬁ‘ﬁ”"”—v‘ Connectivity: Unspecified, FJi%#* Search all combinations

#1 0 Additional chains,

ot = R=

SCIEX
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Protein Mapping:

4]

g

]

g

Protein Mapping - Settings *
Disulfide Coniugates Annotations Report Display
General Sequences Modifications Glycosylation

~
— Enzymatic Digestion
Consensus Sequence(s): | From Text ~

Sequences: CPPCPAPELLG/GPSVF

@t Goce | | el

FPeak Detection [Container]

1
[\

Protein Mapping

wd

Map protein species to peaks in the decenveluted spectrum,

- Enzymatic cleavages are only allowed for "Unspecified” connectivity.

Map protein species to peaks in the deconvoluted spectrum,

- ‘Detect Clipping" and "Enzymatic Digestion’ can not be both activated at the same

time.

EERMBE—TMFAHIE RS, AI~E MS 2IfFrENEETE,

17t¥¥ Enzymatic Digestion 712{ Consensus Sequence,
PAE X & B EE R R =

\ Load it roen s
- HAMENHEEASEN, ZBEESRISFIEAEESAE
R, mA E’L ElIHEERAUE, “o
- ETEHBENMEERYIAIESESME (5190 cPPCPAPELLG/
GPSFV ] CPPCPAPELLGG/PSFV) , 1B ERINEZRE MR,

Ak, ERIRFIEITZIERE. AFREIUEHRZ Save (@) Frerocessing conaine
Annotations Snapshot NI H LI ERIABEEN TR

w0

{

Detection [Container]

{f#F Enzymatic Digestion BY: o
- 1%&#% Disulfide &I+ _£#Y Unspecified &%, ,
-  AEi%&#E Modifications 1&I7T < _EH Detect Clipping, SCIEX

(3|
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Targeted Mass Search

* Targeted Mass Search BY%I \1& FE A2 B LATE Excel RERIEH AGIRT 2 BRI A HAZ T

e * Automated Deconvolution TEREN = . . . . .
= Eav

(@) Targeted Mass Search - Settings X

- 5 (Mass) AHAIED,

{General! pisplay

Library: File (all entries) -
nElevacimmab_Library_TRD.brt | &

forization: Massless - ° Tlme Reso lved Deconvolutlon Iﬂ; /)IL*E DR e o

Mass Tolerance: |50 ppm

IRT,PR_I Tolerance: |0.1 Minutes I EI\J $§ E

Limit to Best Match

[~ 1gnore Annatated Features — Uﬁgl (RT *D MaSS) %BE%EIFIO

o RIEZEMFAZENY, IENFTETILIRHEMINNGES.
JA%& RT/RI Tolerance LR EIZRZ. o
SCIEX:
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Annotate UV Peaks from MS

I SETHER MS 1§15 B3RARE UV & YA 1£,
o MBNBEAEISEER RT Tolerance R

© EAIRIE UV IRICEITE UV IEBYAER LR,
© FEFAZEARFYIRIA—L UV RTERNE,
© MRTEHE UV IE—UKEF, NZEDTAREEREEE

Annctate UV Peaks from MS - Settings

RT Tolerance:
Observable:

Mormalize relative to:

Annotation Report Mode:

0.05 Minutes
Volume ~

Annotated Peaks

Manual

Annotations: |Protein ~
* UV/3—{ AEHR T Time Resolved Deconvolution, Slvcosiaton .
< >
o UV I3—1k RERTF Targeted Mass Search, RAESDT RAEEE
521
E . }_?'_75-]0 @ g _OK Cancel Apply
g-pmenmem Table x| {A PeakTable x|
@ Filter Annotated Peaks SEYVE |s-D-0c S Annotate UV Peaks from MS
- & & Na Start Ti 3 /.
p [ —) | S S
( [&l) Annotate UV Peaks from MS z::i’::d Time il::ons
= Message The normalized UV absorbances could not be computed due to missing and/or duplicated annotations.

SCIEX:
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ke Save Snapshots

EENTIERENARMEREEEREISER
- Save Snapshot &R Al tIEES E',LEE;AGEE’JM\EF
RIS (sbf).

Load Intact Protein Data

Save Individual Data Snapshot

RT Range Restriction

miz Range Restriction

'ﬁ (IRORY

Fre-processing [Container]

EEEFEMEIEIE, 1B51THE Intact_ReviewSnapshots
TERTER Load Snapshots JEBHTI mHRTERY sbf
X1,

Review Results from Same Batch Review Results from Different Batches
i.e. samples processed together i.e. samples with different peak detection
in a Be workflow

Load Snapshots from same batch Load Snapshots from different batches [Container]

The Review Results activity should he
deactivated when processing:

Review Results (same batch) Review Results (different hatches)

©®
©®

- Sequence-free snapshots (no annotations)

- Targeted Mass Search snapshots

[k
[

SCIEX:
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ke Save Snapshots

o EFERIER AT FEERI N,

FIMUER: C:\ProgramData\Sciex\BiologicsExplorer\data\data\user

A A FRTFIR R AT .

1.

Save Individual Data Snapshot: &RIGEHIBHEIRA sbf K. TILRAITHERE wiff
3 wiff2 RPN ZMER, ERUTE—HANZILR, BRENRIMBIIREBRE,

Save Pre-processed Snapshot: FEEGBIRZBNFIEHIENRE RT BEIRREILER

Save Sequence-free Snapshot. ZIECNERTE, EEEREREEFRER, TEEH
BiF5o

Save Annotation Snapshot: EEREIZMEGRRE, EEFAETREIESR, SIETER
AU F i ZB e R,

Save Targeted Search Snapshot: 7 Filter Annotated Peaks f[5{®%%, fF Targeted
Mass Search (R m LG HIIEIE S0

Save Review Snapshots: 7E Intact_ReviewSnapshots T{ERIEN BEIZHRIE G R F.
FHEFREE R, MU Save Annotation Snapshot,

[

PP PP E

Save Individual Data Snapshot

Save Pre-processed Snapshot
Save Sequence-free Snapshot

Save Annotation Snapshot

Save Targeted Search Snapshot

Save Review Snapshots

SCIEX:
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RE: Export PDF Report

* Export PDF Report J&sh T a4
Review Results - _/\ PDF S‘zﬁ:o
| - —IEBREEEFRIIEEEE Excel X,

Bpot - A BRITMITERRE xml), SERTERSRNEE
ZTH xml X4, FEEHERE Biologics Explorer IﬂE/nL%zE'JIJ\o

5
@ By
51
General I~ : EXFHIREH - 3
port PDF Report - Settings X ]
E */]_‘ {ﬁ%o General Elements Template | Excel Display I E
Elements: | 5. (&7 Introduction ~ N[ -
= [ Intact_TimeResolvedDeconvalution_MS+UV
Template i£II&: BEXIREH - =

N

Excel £Iik: BEXESIRE—
FC S HBI N R4

|
== SCIEX

The Power of Precision



B IERERN—AER

S RFSH Exce

© EMRY Excel XFEIZIEEXHNEERER!

- Automated Deconvolution: EEE(=
- Time Resolved Deconvolution:

|,
el
40
EE

79 Maximum Intensity,
\F 79 Volume,

%
]
bl
onf
gy

Home Inset Pagelayost Formulas Dota Review View Help
AL - x v Na
A 13 c ]

1 [Name [20220217_20220217_adalimumab_Ides-DTT.2 [2] ass AT
2 Peak_00 3206, 38 5.290895
3 Peak_00 a80. 41 5245400
4 Peak_01 320087760 [ps223.03 5343585
5 |Peak 01 saz.7m39asff 253663 5351897
6 Peak_02 7 76.16 5.344246
7 peak_02] 1240, 06 5344819
8 Peak 02 207.4940935[5142.04 5304126
9 peak 02 1335186328 p5204.28 5362964
10 peak_02] 2 136 5359016
11 Peak_D4) 526.6027832f04838.63 5337205
12 peak_04} mainel 51366 532132
13 peok_0e| 1393563965 251855 5364173
14 peak_04 2314377747 fp5250.44 5357551
15 peok_10} 424 35 5.85781
16 Peak_10) er678.54688[p3412.21 6.044723
17 peak_10} 307.2645874 254669 5.997263
18 ealc 11| 20443 47 6080320
19 peak_11] 05, 23 6.039181
20 peak_11 1119, 05 6050581
21 peak_11} 1192 35 6.050805
22 peak 12 311587524 p2630.68 6056369

Intact Mass Analysis | 73 B -

O Comments

E F G H | ] K 1
Mass Widt RT Height Area Mass Min Mass Max RT Min  RT Max

Excel File - Sequence-free

18 0448567 B.0742 253235 253415 5157967 5.606533
12 028145 33774 254885 255005 5.157067 5.430417
12 0369408 44329 252195 252315 5.19315 5562558
18 049255 88659 253575 253755 5.19315  5.6857
16 0351825 56292 24068.5 249845 5.201942 5553767

15 0.360617  5.40925
5 0.263857 1319333
0433775 87955
7 0.325433 2278033
11 0.325433 3.579767
4 0.272667 1.090667

24994.5
25140.5
251945
25346.5
248325
251345

25009.5 5.201942 5562558
25145.5 5.201942 5465808
252145 5.201942 5641717
25353.5 5.201942 5.527375
248435 5.210733 5536167
251385 5.210733  5.4834

Export
Excel File - Targeted Search

12 04046 28552 251785 251905 5210733 5615333
8 0.334233 2673867 252455 252535 5.210733 5.544067
12 0.158317 18998 25198.5 252105 5.78245 5.940767
21 0510142 1071298 234035 234245 5.826425 6.336567
9 0.263857 23748 225435 225515 5.8704 6.134267
12 0.474958 56995 233865 233985 58704 6.345358
10 0.422183 4221833 23420.5 234395  5.8792 6.301383
11 0.430983 4.740817 23450.5 234615  5.8792 6.310183
4 0430975 17239 234625 234665  5.888 6318975
4 0.395792 1563167 226285

226325 5.896792 6.292583

4

o EEFWEEFBE T EMEERIXHEFRE,
- HIMIER: C:\ProgramData\Sciex\BiologicsExplorer\data\data\user

‘SCIEX
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Bl =GR ILIERIE

\ \

Intact Protein Analysis

Automated Deconvalution
MS-Only Data

Load and Define Range of Raw Data
Load Intact Protein Data

- Input useful RT range

- Input useful miz range .
RT Range Restriction

& @

miz Range Restriction

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

Pre-processing [Container]

© @

Chromatogram View

Analyze and Annotate Features
Automated Deconvolution

&

- Deconvolutian: input required

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

Peak Detection [Conainer]

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

Protein Mapping

@ Spectum View

Display, Review, and Filter Results
Review Results

Filter Annotated Peaks

Export Results 1o Export
-POF

PDF Report

ORIRORIR0)

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

Input destinations required
Save Sequence-fre Snapshot

Sequence notavailable

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 T{EFIE

comslution

1
@ Quick Guide, |
S and v Data

Load and Define Range of Raw Data

(g tosomactprotn o
(3;.. ) RT Range Resticton
(g mRanoe Resicion

~ Input useful RT range

(&Q Save Indvidual Data Snapshot

- Input ussful mfz range

e e _ Y —
- RT smoothing ( '*3 Chromatogram View '*

UV Data Pracessing - o,

~Edtnodsn within contairiar [52 UV Processing [Container] g SavePre-processea Snapshot

reawii
(€T r——

Analyze and Annotate Features
Automated Deconvolution

- Deconvolution: Input raquired
- Peak Datection Gontainer;

- Background ramoval (Optional)
- Paak dotaction

Paak Detaction [Container]

~ Annatate Features (input requirsd)
- Protein Mapping
 Targsiad Masy Boateh

(& i Spactrum View Q& i Targeted Mass Search

Display, Review, and Filter Results. Review Results

<

Filter Annotated Peaks Filter Annotated Peaks

‘with M8 Information

Annotate UV Paaks from MS Annotate UV Peaks from Targeted Search

(@)
A

Export
FDF Report

Expont

Expot Results to
DR FOF Report- Targeled Search

&3
(g
@ Protein Mapping
)
7,
@
(mg

Excel File - Sequence-free

@ Save Sequence-fies Snapshot @ Save Annotations Snapshot

- Excel
- Snapshots

Export
Excel Fils - Targsted Search
Input de stinations required
Save Targeted Search Snapshot

pee

[ Ssausncs notavatabie

Build knowledgs

\ Sequence svaltis
Apply knowledgs

Sequence avallable ‘

Intact_AutomatedDeconvolution___

UV+MS TR SCIEX/
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B EAERLIEARRE: B

* Automated Deconvolution Z BirfifE &It 9 ¥ RIFER TR E{EIED,

o BRI EERE (HtE5317) , Biologics Explorer 3= {5 18 R RVIEE M
73 7%o
- NREITENEERE X, BEABMBERE. fli, XEDITFRET2ER[EME
T EAEESE,

- NMREESNZBNTIERETHERNESR, B52RLITR “Automated Deconvolution:
Fof RTSEE” LIRS MUEITERIZRERRA,

The Power of Precision
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Automated Deconvolution: ZE&FREIN

Automated Deconvolution F2E Deconvolution Options &£ FHIEE, LUENXEER

E (8) Automated Deconvolution - Settings X iiat EI\J$E %E%% *D ﬂ?mﬂf:iﬁlﬁo
De;c:voluﬁon Opfions  RTRanges Display — ° Mass ra nge :
e - DIRSKIMEY, EREEA R R D LE I8 R A0 R,
Hese S 2 & - DRBENEENERRENRESTERE.
Visible Ranges: ‘Dnly Zoomed Ranges “ . . . .
Autorlwated Deconvo\utlon‘- Settings - * ¢ VISIble Ranges ﬂ*?i%ué:é%e’\]imﬁﬁo
_ E Deconvolution Options RT Ranges Display - QD%E*EE RT ;ﬁm*ﬁ;m“ :E‘:IJ%/I\)ﬁﬁj\ )
e voce [iuiomeled NIf#EF Only Zoomed Ranges,
Method: MZE] :i”- “:Ss‘l i o \ 2L - — s B3 N Al
i [ St — - B ERER BTSSR R E NI TSR S
E Visible Ranges: |C"'||¥' Ful Ranges w Mass Step 150

@ E ’, DFlIterTQTRanjesd - 0,1 Da - 0.2 Da E%?E{j%ﬁ;ﬂ¥§&;&o
Method: | Maximum Entropy Deconvolution v - 1 Da Eﬁﬁ?mg ($§1&ﬁ¥y¥$§y$g) °
tertrs = - 2DaEATRERH (BREIYREIRE -

Deconvolution Quality: | Standard £e

Ionization: (@) Protonation (C) Deprotonation — yu %Fﬁ% EI\J %&?E ﬁ Eﬂ\ 5 JrI\IJ ﬁ% 3 D a °

- S SCIEX

The Power of Precision




B AEIR TIERIZRER

Automated Deconvolution: RT 3BE

dll

Automated Deconvolution

Automated Deconvolution - Settings

Deconvolution Options  RT Ranges  Display

’, Use Smoothing

RT Window: 3 Scans
Peak Detection: Ascent-based ~ ‘
Apply Isclation Filter

ECZE RT Ranges i RGBT RT

X 3o

M RHEIRE, UHAE

MIIRAER LU TFIRZ —:
- TIC: EREBFEEERE RT EH.

Isolation Threshold: |5

Mol |

Automated Deconvolution - Settings

Manual: F&hEX RTSEE,
- UV: BB UV BB RIIEE X RT SEE,

E(ER UV HUEEX RT SEE, BHITUTIRE:
- {$MA Intact_AutomatedDeconvolution_UV+MS T{E#HT2.

- TEX UV Wavelength,

Deconvolution Options  RT Ranges  Display
Center Computation: Intensity-weighted
Intensity Threshold: | 70 %G I uv ~
UV Wavelength: 230 nm
Boundary Determination: || Maximum Curvature I
Use Existing UV Peaks: I
Min. Peak Intensity: 0.1%
Use Smoothing
’7RT Window: |50 Scans
@ E Canoe\] Peak Detection: Ascent-based

" Apply Isolation Filter

w -

7% Use Existing UV Peaks, LtiEIN-£_EREEIEHENNE
BRI,

Center Computation:

Boundary Determination: | FWWHM

Min. Peak Intensity:

Isolation Threshold: |3 Scans
| Local Maximum w |
|
2% -
Cancel Apply ' Sc I Ex
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Automated Deconvolution: Fzj RT 3B

[Tl

(Bg remme B B AR A RN AN E S REEEEEES, BEHE
X RTS&Es,
Flan, EHRBRRIDEEFELIS P,

 1%&3F RT Ranges i&I<HHY Manual {21,

i 101 x
Qoo Automated Deconvolution ®
210
% Deconvolution Options
10
5102 | Manual ~
|
i [ r ‘ } ' ’ RT Ranges: RT min. [min] RT max. [min]
‘ l ‘ | - 52 5.6 ~
1O ‘ | ‘ ‘ } ‘ - 58 5.3
500 H ' - 78 3.4
200 =
100
) VM ey 7 :
>0 ‘
10
5 0 ft3 oK Cancel Apply

L Ll e e e e e e e
iz 1 1 14 1 1
20220217_20220217_Adalimumab_IdeS-DTT [1]
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Spectrum Peak Detection

* BNIGE (Ascent-based I£#4ill) RAZMAANRELE, O a—
* {§F Curvature-based &N EEfBI£, —
- ﬁ%%i&ﬁgﬁéﬁiiﬁﬁﬂ, iﬁ%[}ﬂ&éﬁﬁgﬂﬂo & Peak Detection

(A) (B)

\ | Spectrumn Peak Detection - Settings X

Peak Detection  Peak Filtering  Display

| \ o A. {€F Curvature-based &%
L,rzwmdow: MRERBIRNE~EEER

W [&Z
,,,,, . Peak Detection: | Curvature-based hd =] o
— [[]Perform Peak Refinement

B. AT ARARFATIBER & B8
IR,

- Apply Consistency Filter
‘ \ 14835213 Consistency Threshold:

| \ “ Center Computation: | Local Maximum v|

/ \ Boundary Determination: " Maximum Curvature ~ |

N f’ ) \“-,
e @ % ok || cancel || Aoy | /?}SCIEX
1486107 1.48810%

© 2022 DH Tech.Dev.Pte.Ltd. The Power of Precision
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Review Results: #=FiE4at5E

FTFF Review Results 3EEhT5 5.

1. #UE Review RN HIZRZ I EMEXIENE MR,

2. E#PEHEHMZRENE,

3. Hif Save UNAEN, ZEITRSBXET, BoiEMITERE.

@ Protein Mapping

@ Feview Results

L P perem
i o, Proteins x
SrTAEED ~ @~ @)
i”” +X  Range PeskId Protein Name Disulfide Bonds Modifications Glycosyation
B ®  Full Range 3 840 HerlLC 55 Cysteiny
~*  Full Range 4 4171 HerHCHerHC... 16%5-5 2*Lys-oss GOF
«  Full Range 4 4188 HerHCHerHC... 16%5-5 2*Lys-oss 2*Man5
»  Full Range 4 4189 HerHCHerHC... 16%5-5 2*.ys-oss G0 + GOF-GlcNAC

* Review Results Eﬁj\*ﬁﬂﬁﬁmﬁﬁﬂﬁi_bﬂﬁmlél AR FfafR ADC IEHA1TE DAR B X BT E,

SCIEX/
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Review Results: iEE*R

{\. SpectrumTable x

* Spectrum Table E5IHFAHMEIR RT SEE =Yve|m - @@l s

2  Name RT Center b.'l' Range Experiment Fla.

SNENERESH m- -
*D *‘_‘L ;)I'I\I j;l NEg a5 m RT Centero B ~ FulRange 1 459 150:488  Herceptin lpmol WL [35] (B)
[ ~ FullRange2 499 §88:518  Herceptin 1pmol_ul [35]
. a Full Range 3 5.48 §.31:5.82 Herceptin 1pmol_ul [35] (B)
] ~ FuliRange 4| 6.65 §.54:6.90 Herceptin 1pmol_uL [35] (B]

© XWEETESEERBFAE R EETTRM UL
A5, UFEERNBIEE,

nwnmnumunm»M???!!l 111§

ik
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Review Results: EEIRZME

/

Y\ Mass Spectrum X

|ﬁ Spectrum Table X B .
vvq =Hells HEY Qo+ e e e | wowoglow S {}@Eﬂ
O = RT Center RTRange Experiment Fl I '
. - F\.IIRﬂ'lﬂel. 4.594.50:4.88 Herceptin 1pmol_ul [35] [B) 23557.27 99511.48 148058.20
« Full Range 2 4,99 4.88:5.18 Herceptin 1pmol_ul [35] [B] ; HerHC-HerHC HerHC-HerHC-HerLC-HerlLC
l a Full Range 3 5.48 5.31:5.82 Herceptin 1pmol _ul [35] Hei:?cl 2*Lys-loss 2*Lys-doss
] = FulRanged | 665654690  Herceptin pmol_ul [35] B Cysteiny Mans 2°GOF
T457.66 15050.13 -29.67 3374371 49612.45 64361.2T7 TE595.32 BE56B.21 46.44 111648.58 126242.41 14.33
i [ | [ [ [ [ | |
I I I I I I I I I
< —| > I I I I I I I I I
| | | | | | | | |
I I I I I I I I I
I I I I I I I I I
| | | | | | | | |
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& 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]

®@

TR Deconvolution

Peak Detection [Container]

OR%

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

Sequence not available

Sequence available
Build knowledge

Sequence available
Apply knowledge:

[ @ 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 )
9

- Frotein Mappin
- 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
Time Resolved Deconvolution
MS and UV Data

=

&a Chromatoaram View (w

~
@ | g (@
] [

)

(88, wontage view

(-ma PDF Report - Sequance-fras (ma
Cg!a Excal File - Smquance-frae

Gl 5o seaencoos s (i)

Load Infact Protein Data

RT Range Restriction

miz Range Restriction

Pra-procsssing [Container]

UV Processing [Container]

TR Deconvolution

Peak Dstaction (Containsr]

Protein Mapping

Review Results

Filter Annotated Peaks

vaks flom NS

Export
POF Report

save Annotaiions Snapshot

[ Ssauence notavailable | Sequanca avallable
Bulld knowlsdgs

E,A Save Individual Data Snapshot

( &a Save Fre-pracessed Snapshot

G remmoranapases

waks fiom Targeted Search

Export
(B 57 Repeon- Targatea searen
Gy oo

Excal Fils - Targsted Search
(& ) Save Targeted Search Snapshot

Sequance availabls
Apply knowlsdge

Intact_TimeResolvedDeconvolution_
MS T{ERTE
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UV+MS T{E7E SCIEX)
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crremstosem ChemcsilesSubncten Stings X ¥ Chemical Noise Subtraction FiF TRD ##EH B T
ES BEIEHAZEERN, BEINT:
:ﬁ\:;”;‘:": gBincmial — - - ﬂﬂu Bﬁﬁmitﬁgj{%#@%o
Chemical Noise Subtraction _ IZ%{E\E%{ZS:%Z % uﬁgﬁ o
e
Method: (® Clipping () Subtraction
Threshold: |10 [Intensity]
@ B Cancel Apply
o IREMHAIEE: c RENTIMEE:
- RT Window: s AKIEia#ER¥H 1.3 & - RT Window #X = BRHEIRH L,
- Quantile: 40-50%. - Quantile #5 = HpRRVEIE#Z,
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TR Deconvolution: GBS TR
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HIRTEEEI, TRD E—MWEFZEITEN

IR %o

© RERHRECEMBERE S BB~ EE XM,

- B TEREENRETEERE

FED mAb #iESE.

o BMEIEER Min./Max. Mass #1 Mass Step W5 E L 1ko
- MREATHTEHES, WENIRECEMEANREDS KA LU

DR R RV IR (B,

* %1 TRD /5, RT Ranges &I RIS E 2L,
- ATEMEBNNEFE, ZERELEEEN RT EER,

Method:

lution - Setting
Deconvelltion Options| RT Ranges  Display
Time-reso lved Deconvol lution w
Min, Mass: |20 kD
Max, Mass: |30 kD:
Mass Step: |1 D
Maximum Entropy Deconvolution a
Iterations: 25
Deconvolution Quality: | Standard w

Ionization: (®) Protonation (7 Deprotonation
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Manual Peak Edit (B]3%E)

o o FUANBRT, =BELILERD.
& « EEBRETFEFREhNEIRIERTLUER Manual Peak
(53 e Edit TRk, 73AMT:
- BRIERIBR,
T - DEEEIE,
5 da| X b w]a —  HIRFRLE,
Ql @ 4+ 1 2] e W B otc 6 ow P _ EEIE,

* {€H Manual Peak Edit & & pk 77 BY58 E 73 fn R ith
BEMNELARTIE.
- XETEAERNOFHREZFREAT,
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TRD Peak Detection:. i1k

TRD Peak Detection - Settings

{General! pisplay

Smoothing
mjfz Window: |3 BAints ~~
I RT Window: |15 Scans  w

Perform Peak Refinement

/"

I Threshold: |50 % F

Apply Consistency Filter

Cancel Apply

I Threshold: |4 'v\
@ty [ ok |

SN

6 RT 2B 812
P&E (¢)o
BE#IE = RT AMR7 B#%,

MO B E RIS E E ]

B3 (e)o

EBIR = I&7E m/z FA7
BERYRTREE S

T RBE, BRIFANE
EHMR U= RN,
EHIE = m/z DB,
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TRD Peak Detection: i1k,

* NREEFRNEERBEFEIPRNEZ )
4FIE :
- BILUEEEN Consistency Filter Threshold
(3Em=E 23 3) BRERBE.

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

_| TRD Feak Detection
3

(&g
(&  Valid Feature Filter ¥1 Highest Feature Filter
Valid Feature Filter 5%33%}#_'\&5.[% ?)ﬁyﬁﬁiﬁq:%ﬁEE"J%é&%o

_J) Highest Feature Filter
&
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YL UvTable x |\ Peak Table x Y 7| 16, Annotations 45 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 199197.071HCHeACAC 1655
ek _1 15.13 673 147913,88|HCHCACAC [6%5  |27ysdoss "Eﬂt—m LS S 0o
lPeak_2 1 682542 7.27 7.84 149583.49 HC-HCACAC 16%55 241ys-oss GIF +G2F peak_34 1652428 148685.55  7.84
7. 7.85 148521.35 HCHCACAC 16755 21ysdoss 261F P“t}‘a LRSISIL O Eptioss 17 [gyr.sa
429.92 8.62 Peak_3 7.84 14775173 HCHCLCAC 15%55 2ysdoss o peak 39 ERL < >
- | 20632391 149195290 7.86] g
( o | peak 19397 1BLI 786 | |Row Peak_48 A
Peak_s7 112157.08  147753.94  7.84
o peak 3 | peak_ss 1oo7e051 14011 789 | | N 7486
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RT 778
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orotem eHeacie Disuifide Bonds 1675
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Mass Delta 2z
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& 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

Intact_MassScreening _SCIEX
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A RERFEE MEARIRRA:

- B (v): ITEEEWNEEZEMT Validity Threshold,

EEER,
(ppm = Da) IR

Intact Protein Screening - Settings

GEHEFE" Peak Detection Display

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

- (1): HEEBEHFREN T Validity Threshold #1 Attention Threshold Z (&),

- TR (X): ITEEFIINREST Attention Threshold,

Zoomed Range 3

Name
Remicade_ldeS_reduced
Rituxan_|ldeS_reduced
Herceptin_ldeS_TCEP
Humira_IdeS _TCEP
NIST_500ngOC_ldeS_Red_01

Expected Mass
25647.51

25328.19
25383.31
25458.33
25688.91

Detected Mass Delta [Da]
017

-0.41
-0.16
-0.37
-0.19

25647.35
25327.79
25383.14
25457.95
25688.72

Delta [ppm]
-6.0

-16.0
-6.0
-15.0
-7.0

Valid
v

X
v

v
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- BRLETEERRENENE, ELE []

- Input Raw Files B ERERIIEMNZA RPN EFELR
I3 HITIR IR,

- Trash@EZBEFAINECE, FrLlREISERWE R G408
T R FER SRR

- B TR AT RS REB O] LI RIFFIRER (sbf),
HEREFTURERTFEMTEERES A LIERETR,
LUEFE#H—F R,

* Montage View S&E1T R AJ LA R %X 200 MFEZS,
- WRFHIENEAEE 200 4, MWATLIGE Montage View
SETHTI R

Load Intact Protein Data

RT Range Restriction

miz Range Restriction

JCRORG

Spectrum

Baseline Subtraction
Chromatogram

Chemical Noise Subtraction

El}@ w@

@ Save Pre-processed Snapshot
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- BHARUIETHEENS FRE, flERER. TEIER,
- BANAEE—HHEIE. HENAS HEMNEUNTHEESETEE,
- BEXxXIAEBHEREEHEZER Full 3 Zoomed RT Ranges,

* ZI{ERZR AT TR

SMEENENESEIR RTEE (Full 3 Zoomed RT Range) YRS IESHILILICI,
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Input Raw Files: BMEIREEFAR

° NFTEMUUTIEIE, WIMEN Input Raw Files R8I E
- SWWEENMEXHANESREL,
—  INEEA wiff 3¢ wiff2 BesABNZ N REFD,

Input Raw Files [Container] - Settings

Input Raw Files [Container] - Settings *
General Parameterization
@ Input Raw Files [Container] General Parameterization
— . 8 MName: Input Raw Files [Container]
MName: Input Raw Files [Container]

Reset - § . - P — " Description:  (If running multiple samples from a single wiff/wiff2 container,
Description:  |If running rpulhpla .samp\es.from a single wiffjwiff2 container, or if analysing replicates with the same name:
P o 5 or if analysing rEDlIEEtESIU\'Iﬂ‘\ the same rame: _ Change Partitioning to by Structure’
Dacl - Change Partitioning to by Structure - Set Fraction Count to match the number of samples
Control > - SetFraction Count to match the number of samples

3 being analysed
being analysed

Wiz 1

Show Console

Partitioning: | by Structure v
) Partitioning: " One Input per Fraction vI . :
Intae Save Graphic > One Input per Fraction Fraction Prefix: |Fraction

Fraction Count: |96
© Help.. by File

- : by Metadata Fraction Major: [
B2 ) woni T Seitings. ¥ Metada ]

Show Results Discard fraction information

o o o | [

g

e[ e

@
(1) 582 Input Raw Files (2) ¥ Partitioning 244 (3) BEMHERIFEARLKEIRREN
[Container] LLif18] Settings. by Structure, Fraction Count,
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Deconvolution: EZ#HIEERNLK

B Remicade_IdeS_reduced | |l Rituxan_IdeS_reduced |

Deconvolution s ZERIRIIERERT=EEZMIMIENA .
HE=MEBERE mAbs WBEARES (MAbBER) .
@i%t;f:_ﬁ(o TR

Fc/2 R ABMAMREE, FEFRFERNBEIRNF= 0110012 3
EEZT,

HAEE B wiff 1 wiff2 X,

Bl Herceptin_IdeS_TCEP ! Humira_ldeS_TCEP

lution - Settings b

convalution Optians| RT Ranges  Display

Mode: Automated ~
Min. Mass: | 10 kDa I ‘m”. m”‘ 1 ‘w‘lll‘\"}z"‘l |
Max. Mass: 200 Da ) Deconvolution - Settings X ”; T “3 . mJ‘; ‘;; o »2\ 3
Mass Step: |2 2

_|  Deconvolution Options ;RT Ranges | Display
—— |imc M |

e - BRSBTS, EHITU TR

RT Window: |9 Scans

Visble Ranges

Filter RT Ranges

- £/ TIC BRAE S MFEABRE RT SEE.

[ Perform Peak Refinement
Method: Maximum Entropy Deconvolution

= 1 - {EA20% (HES) B Min.Peak Intensity , FEEF RT SEEKER

Deconvolution Quality: |Standard

onization: @:mmnahnn () Deprotonation 1 cils::‘wyc::::m::\: F‘-‘:Zr %IJ 7_5 E *]_—EZE)-_'L *E * EI\J :;'-é E W (o]
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Decon volution:.
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Deconvolution
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Deconvolution - Settings

Deconvolution Options  RT Ranges  Display
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ZINm/NRTEO) o
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° /\g/ﬁEL/{-F/‘RFF, fEﬁE?EEEiZIﬂEMﬁE
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- AR zZEER—ESE,
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(39 roms G seeciedy

[ 1ra i)
L Spectrum Table x4 pess 7
RYTO (@ 2 S

(& & Mo Eowment Fan PestCant TIC
- Rlitange & 0.2g (4 =1 0wy mamis
 FlRange 1 0.2rg (5] o1 367 uss1R.78
* MdRange 1 0200 6] 01 307 2100075
 Fulange 1 0.4 [7) 01 ... 29197.38
- Rlitange 1 04ng 8] 2627 1559086.25

- FulRange 1 0.41g [5) o1 287 WSS
& Fulange 1 1ng (9]

BusePesk PeskCount AT Conter 8T Ravge

A+ e W2 wm o WMo o * O A B
-« B Mass Range 0
{ Restriction I
I
510° /1
p . o Y e _ .

MassRarge  ExpeciedMass Oecied Mass Deta Dol fgen]  Mettod e

S04MSD 201000 win s on
5004880 201000 wan 52 o
50450 2000 B e e
50048052 .0:000 wow  wen 0m
504050 2.0:000 Mm  Gean 0%

LSS Intact ASST_bin 80 T Dec 20 18:40:26 CET 018
3,15 M5 3ntact NST b 80 Thu Dec 20 185538 CET 2018
214M5 Jrtact NEST b 80 Thu Dec 20 19:11:31 CEY 2018

216 M6 Jtact ST b 80 1 Dec 21 10:2001 CET 2018 | b=
6,25 M5 Jntact ST _bin 80 i Dec 21 10135:35 CET 2018

.99 45 JntactNEST b 80 FrDec 21 10:51:07 CET 2018
7,13 M6 Jntact ST b 80 FriDec 21 11106640 CET 2018

.01 M5 ntact NEST_bin 80 #rDec 21 11:37:45 CET 018

Mathod Oase

D 01 [inad [y

- Pulfange 1 1ng (1] 317 250075 500480520
L~ FtRange 1 20g (1) W1 07 I 1 S04MED 2000 wem ey 0w 7.28 M5 _irtact ST bes 80 F Dec 21 15333 CET 018
< >
36 rows (1 sected)
Data O [ Surmry
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RREMETERIZNIER

TE X Intact Protein Screening BBt =

Intact Protein Screening
@

Intact Protein Screening - Settings

General Peak Detection Display

Validity Threshold: 10 ppm

* FEEEMENBIRGE:

- MNRTITFAEFEARNEEERE, MR Assignment 49 Fixed,
F1E Masses ZB53 i NENE,

Attention Threshold: |20 ppm
Assignment: Lo I
~
v
EmipEazaE Intact Protein Screening - Settings
I@l E OK Cancel Apply

Validity Threshold: 10 ppm
Attention Threshold: |20 ppm
Assignment: From File -

5
Group Output: [l

TEERERIAR Peak Detection G &,

- WRFITAEFERRERERE,
N Assignment B8 From File,
H ELEEEEMERNBEIRRER txt X4

SCIEX
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EREMmETIERIZRER

Intact Protein Screening. BirHiEXHHEI

LRI HIHIERY txt SXIF:

1. SIEEEERBTMBEMRENRE,
AR,

- fEF8 Excel B9 CONCATENATE

75' aHE—5,

- AR Y
W%§%$Wﬁﬁo

-  EHEREYIFERE Paste Values,

- BIRREBIILERESTETIBIRE,

- RBFREERERN txt X

3. I txt X4, MBEAREENFRBETINFERT.

- %EDHHJF?E’EE’\J SHREFIIRENEZS,

- WMREFE . ERBRIAR “BHRATH.
ARRRFI ixt XHo

FEER

HFESEMREN

2.

u(l) - x v I

=CONCAT(B1,", ", C1,",",D1,", ",E1)

0 Not set Unclassified Public Confidential Restricted
A B C D E F el =1 L L 4 |

1 |Remicade_IdeS_reduced | 25204| 23438.7| 25647.5| | =CONCAT(B1,",", C1,",",D1,", "E1)
2 |Rituxan_ldeS_reduced 25204 25366 23039.4 253282 CONCAT (text1, [text?], [text3], [textd], [textS], [text6], [text7], ..)
3 |Herceptin_ldeS_TCEP 25236 234429 253833
4 |Humira_ldeS_TCEP 25204 234119 25458.3
5 |NIST_500ngOC_ldeS_Red_01 25236 25398.2 231275 256889
6
7

(2) Home Insert Page Layout Formulas Data Review View H

Ccl1 - Je L

Paste Values
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,
E

A

|
[a & &

NIST_500ngOC_IldeS_Red_01 25236.018, 25398.159, 25127.548, 25688.906

ﬂ TargetMasses-formatting - Notepad

(3)

~ g
File Edit Format View Help M?ﬁﬂﬂ“%
Rem  Find.. Ctrl+F 83.954, 23438.697, 25647.514D

Ritl  Find Next £3 B3.954, 25365.983, 23039.421.m9%323.194"

Shift:F3 36.018, 23442.855,
93.954, 23411.892,

25383.304,
25458.32%,

Her'  Find previous
Hum

Replace... Cirl+H . "
NIS 25236.018, 25398.159, /J317/.548, 25688.906

Go To.. Cirl+G
Select Al Replace x
Time/Date N

Findwhat: " || [mncies

Replace with ‘ | Replace

Replace All
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Bt

I

RS

73
[
T

TERIZRYIEE

HIZEFENERTIERRE: g1t

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

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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HIZIRIE TERIZRY1EE

HiZFHENERIERE: A

« XETERIZRLITE Biologics Explorer R TR E R E TIERIZREFRIFIB EMEE

TREZ (sbf),
- FEHREEESHARHIFOTHNEIEETE RIS R,

- TRHE—THEZ, HESENEREIREZRE
(1% Annotations Snapshots) BHIESHIELER,

0, Proteins x
ETYT *--LERe@J X @)= n®i

¥  Range Peak Id Protein Name Disulfide B... Modifications

Full Range 1 334LC 255
+  FullRange 1 947 LC4C 5%5-5
Full Range 1 2908 HC-HC-LC

-5 Cystein Gin
Full Range 1 2937 HC-HCAC 13%5-5 2*GIn-=pyro -GI 4

» f£F Sequence-free. Targeted Mass Search. Individual Data#l Pre-processed

Snapshots B, Bkid Review Results JEEHTI s
- XEREBREIE Review Results FRENFSIE B

o SERH—TEZE, BIEBXREH Annotations Snapshots fR1E79 Review Snapshots,

SRERF LI PDF kS

SCIEX
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T1ERENE
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The Power of Precision

© 2022 DH Tech.Dev.Pte.Ltd.



e B e B i A B TR

 Automated: E=&ETBEERIBoIAE.
- BNATFEES Y RIFRINI,

* Time-resolved: E&TTE RT BNE/RIFHERT.
- BNBTESBXENEESYIREEE,
SR ESIRHUEN 20 BFEME, UEEIFMEREE I RI¥IE,
BHEESIHRDENTES,
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B 18] 92 A0 B sh = SRRV 5

R RIS YIS BT
GES I
BRI

M A IWWW

m‘:‘w"" ‘ fHh
“N I ‘71;'\\ [ |

;‘é*m B{k
A b

P
@mf&wn

Il

KA. [TZEBBTIC

ESBEMEEN

CET TR
ELEE

SR
—IN Y

‘W\“‘H \

(At
\
TE: B

ih: B
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THEH: B—YmK

XiE: 2—BIRER.
ez =R ey ittt B

BiNEIaeE
FAsER: H—-THEER
Suggested workflow Intact_AutomatedDeconvolution
Deconvolution range! 140kDa- 160 k.Da . “
Visible Ranges: Only Full Ranges &R F I fl{b kS, ti“l 0 1 ” | I ' |
= |
RT Window: 5-9 (BR2WESR RTEE) -

1
RT Ranges Isolation Threshold: 5-15 (BURFHIEMEK) .

Mass Tolerance (ppm)2 20-50 (BURFFREAMD¥ER) o

Glycosylation 2 BEILEFEETIR Deglycosylated X Glycosylated,
Disulfide 2 State: Fully Connected,

Connectivity: IgG (WIiEMA, ZTMIESITIHA) -

SCIEX

The Power of Precision
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THER: EREFR

XKiE: FRER LAY RT SEE,
BIERRENERTY) CRERNTE. 1)) .

BiXanininE
(23S tH THEARER G/ PR

Intact_AutomatedDeconvolution

Suggested workflow Intact_TimeResolvedDeconvolution (BFZNESEH RT SEEH)

10 kDa - 160 kDa

H 1
Deconvolutionrange Visible Ranges: Only Zoomed Ranges i& f T AJ L F13k &

Mass step (Da)! 2
RT Window: 3-5
RT Ranges! Isolation Threshold: 3-7
(B8 TRD NIZZRR) Min. Peak Intensity: <1%

WAIFIAANEEE, UWRFESHNRBENRE,

Mass Tolerance (ppm)2  20-50 (BURTFFRAMOUER) .
Glycosylation 2 BEIEEET Deglycosylated 3% Glycosylated,

State: Fully Connected,
Disulfide 2 Connectivity: Unspecified + 3 Additional chains.
Cysteinyl ;& FREx BY ¥ PSR

XER, EEEE

SCIEX

The Power of Precision
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’

XIAEH: BE—Yh

s’

XiE: 2—BIRER.
ez =R ey ittt B

BiYaiaigE .
FEZsER: B—XRAEH
Suggested workflow Intact_AutomatedDeconvolution

140 kDa - 160 kDa
Visible Ranges: Only Full Ranges i& BT I {4 FIRE

Mass step (Da)? 2

RT Window: 5-9 (Bf2HEERTEE) -
Isolation Threshold: 5-15 (BURFIIHM=K) .

Mass Tolerance (ppm)2 20-50 (BURFFRAMDMER) ,

Deconvolution range!

Il

RT Ranges!

Glycosylation 2 B EIEEEMA Deglycosylated 3¢ Glycosylated. . _—
Disulfide 2 State: Fully Connected, Ot =

Connectivity: IgG (W&, BTMIESITHA) -

SCIEX

The Power of Precision
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!
|;n>]

*5 . % E*ZT_EEEO
RS LHEREY R4,

FRE 8 |

51107

E%*R;E’:E]: | | . H‘“.wl il \f’ L .'1”_‘¢ 5 “‘ U “‘V\ ‘1‘; - J - ‘ LI :-“A‘ ]-“.“‘.m:m e ‘ “‘ ”'":-"
10-80 kDa I e M T Acatlibuo W e

(FRREY) §
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AAEH: EREFR

XKiE: FRER LAY RT SEE,
BIERRENERTY) CRERNTE. 1)) .
RILHIHIIG

H¥asseEl: RAEARER /PR~

Intact_TimeResolvedDeconvolution (BFZNMESEM RT BE) .
Intact_AutomatedDeconvolution (JNRIESWH YL )

10 kDa - 160 kDa
Visible Ranges: Only Zoomed Ranges & BT Al (bR

Suggested workflow

Deconvolution range!

Mass step (Da)! 2
RT Window: 3-5
RT Ranges! Isolation Threshold: 5-15 (BURFRM A ZEMNAEEFR)
(F3 TRD 72 8&) Min.Peak Intensity: <1%

WA Fhm NPT ESEE, MIREESHRBENNE,
Mass Tolerance (ppm)2  20-50 (BURTFFRAMPIIR) ,
Glycosylation? BEIEEIETR Deglycosylated 3¢ Glycosylated

RABE ZRIFA

State: Fully Connected.
Disulfide2 Connectivity: Unspecified + 3 Additional chains,
Cysteinyl & FREFBIFMRER,

SCIEX

The Power of Precision
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AAEH: EREFAR

XKiE: FRERI DAY RT SEE,
BIERRENERTY) CRERNTE. 1)) .

0

R
Bk

NISTmAD §

PR S §

[ ffessEE w1

RAINERY 2

NISTmAD §



AN NSEY PR RY)
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ADC: &

XiE: 2—BIRER.
ez =R ey ittt B

BiYaaaigE
E 83 ADC: T
Suggested workflow Intact_AutomatedDeconvolution

Deconvolution range! 140 kDa - 160 kD2

Visible Ranges: Only Full Ranges i& T ol LIRS

Mass step (Da)! 2

“,' " A’" \J‘

»’J,

RT Ranges! FhMASERHE ADC E5H 24 RTSEHE,

Mass Tolerance (ppm)2  20-50 (BURTFFREBIDEIR) ,

Glycosylation 2 BEIEEET Deglycosylated T Glycosylated.

State: Fully Connected,

L Connectivity: IgG (Y&, TMIEHITHEA) -
Conjugates 2 FeE LYY R MR R E,
Hith: 1% Review Results: % R0IRE, LUMEEHHITE DAR,

XER, EEEE

SCIEX
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ADC: &

xXF: 1&FER ADC,

BiNEIaeE
LEF %3 cH
Suggested workflow

ADC: THER

Intact_ AutomatedDeconvolution

Deconvolution range!

10 kDa - 60 kDa

Visible Ranges: Only Full Ranges i& BT I LIRS

‘ I
26341 2064

sedrug
1.

Mass step (Da)!

1-2

RT Ranges!

Frim ASERE ADC E5HE21 RT SEHE,

Mass Tolerance (ppm)2

10-20 (BURTFFRARIDEIR) ,

Glycosylation? BEIEEET Deglycosylated T Glycosylated.
Disulfide2 State: Fully Reduced

Conjugates? FEE LN RE,

Hith 5 HRER: MRZRNE, UEERMITE DAR

XER, EEEE

20000 25000 30000 35000 40000 45000 50000 55000

i
M
(111

HEREELL :

25000 30000 35000 40000 45000 50000 L
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ST

KiE: BFENEHE,

FEJNLE A=

3o HEEBZEFERK HC FILC

Suggested workflow

Intact_ AutomatedDeconvolution
Intact_TimeResolvedDeconvolution (E&EBEBEZMEMMIER) o

Deconvolution range!

20 kDa - 60 kDa 2% 20 kDa - 110 kDa LURRER o = ZT &,
Visible Ranges: All Ranges, LTHREETEXR#HHE,

Mass step (Da)?

1-2

RT Ranges!
(F8 TRD M2 ER)

RT Window: 3-9
Isolation Threshold: 3-10 (BURFRZ ZEIMNSEBR) -
WAl Faia AR Z = EEBIEETESEE,

Mass Tolerance (ppm)2

10-20 (BURTRAERE) .

Glycosylation 2

BEILEETIR Deglycosylated ¥ Glycosylated.

Disulfide 2

S EIE - State: Fully Reduced.
O EFEAITE - State: Partially Reduced. Connectivity: I1gG.
ok BERERERNFERR,

IXER, EEEE

SCIEX

The Power of Precision



NET

XiE: EHNE
2 ER

£ = 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

& & 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
b
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
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R D

XKiAE: |deSHLER, BRBEH—TER,
RiNEHEIRE:

EFi -3t F(ab’ )2 #1ScFc, 3¢ LC. Fd #1 ScFc

Intact_ AutomatedDeconvolution
Intact_TimeResolvedDeconvolution (&&EBEEZMEHIES) -

20kDa- 110 kDa 8 20 kDa - 30 kDa, &EEXEMEH
Visible Ranges: Only Zoomed Ranges I All Ranges RIZXERI{I1L (BIMERES AR o

Mass step (Da)! 1-2

Suggested workflow

Deconvolution range!

RT Ranges! RT Window: 3-9
(F3 TRD 2 RK) Isolation Threshold: 3-10
Mass Tolerance (ppm)2 10-20 (BURFRAREE) .
Glycosylation 2 BEEEETH Deglycosylated T Glycosylated.
State: Fully Connected. Connectivity: Unspecified + 3 Additional chains.
Disulfide 2 Free Cysteines & FREX B SR
State: Fully Reduced & F EXREREMEEF
Sequence BENERFSI(Fc/2, LCFIFd’ ) ih B mFIE,

SCIEX

The Power of Precision
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AT EE 1M

BiNiRigE
BER: =

ST o st ARRREEEEEN
workflow
Deconvolution 140 kDa - 160 kDa

range! Visible Ranges: Only Full Ranges & BT AJ MLk .--....---
o T
FHRABEFRAEERERESHEAN RTER, T e S Sl T T S T T

RT Ranges!

Mass Tolerance N o=

(o 20-50 (BURFFRAMSIPEER) o _, |

Glycosylation2 S &IEEIEIH Deglycosylated If Glycosylated. I h

Disulfide 2 State: Fully Connected, =N “ A /“ m = = &#E mAb
Connectivity: I1gG (WiEA, FUIESITIHEA) - S = EYEMY 1
NI P et = BN 2

sz ATHRE-BNETINEE, FRIECSEZERERT

Targeted Mass Search B9 o

1557, MEEER B SCIEX
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& 77735

BiNniaieE
PR

Suggested
workflow

o=

Intact_ AutomatedDeconvolution

Deconvolution
range!

140 kDa - 160 kDa
Visible Ranges: Only Full Ranges BT A (LK

Mass step (Da)! 2

RT Ranges! iiﬂi@i\g’ﬁ RTSEE, N EEANEFEFHITEENX
BN EE,

Mass Tolerance . .

(ppm) 2 20 - 50 (HYJE:.FFEFH Eﬁﬁ¥'}¥$) o

Glycosylation 2

BEIEEET Deglycosylated T Glycosylated.

State: Fully Connected.

DS Connectivity: IgG (Y0EM, BMIESITHA) -
AR ATRE—BNERINEE, BRIECHEZERVERT

Targeted Mass Search 893,

IXER, EEEE

Il 20200608 Trastusmab 0D

| [ 20200608 Trastusmab 1D \ [20200608 Trastusmab 2D
[

SCIEX
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EBPS
F2XR
8B5X
EN S
FIX

10* R Bt AR
8*BrERRZ

T*BAERRR

6" BiBtRZ

A*BRBERR
0 BtBsth%

10" BiARRR
8*BiBtRR

T BERER

6 BiBERE

4* B BERR
0* Rtz
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1F1EiE A SCIEX ML sciex.com,
B L T A2 —BX AT

sciex.com/contact-us
sciex.com/request-support




BT/ VR

SCIEX IaFRIZUTE S B AT &IMZET, (NERFIEE. FmHIEMEEZRIYKS,
MBTHREZMHEES, 15 ml’@éﬂﬂﬂ’ﬁﬁ’%ﬁ%&jﬁﬁlﬂ
https://sciex.com/diagnostics, FrBEM™mNERRER. B7IBETI2HER.

A B ARFD /S SR (B3EMEXEMR) BT AB Sciex Pte.Ltd. S EHE B
FRE&EEEMN/HHEHMFELER/MEXHNM= (S sciex.com/trademarks) o
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