Simple Solutions to Complex Workflows
Innovation for Biotherapeutic Peptide Mapping
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Accelerate your peptide mapping workflows with SCIEX QTOF platforms, separation systems and software
The compact and user-friendly X500B QTOF system speeds your standard mapping workflow, and
powerful BioPharmaView™ software automates data processing to get you answers faster.

Streamlined analyses help you make better decisions about your biologic development and speed your
time to market.
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Peptide Mapping for Every Mass Spec User

Comprehensive peptide mapping of biologics is not a simple task. Usually, a mass spec expert needs to develop protocols and analyze the data
to ensure the biotherapeutic is being produced as expected. The easy, point-and-click interface of SCIEX OS, exclusively on X500 series QTOF
systems, makes setup of your peptide mapping workflow rapid and simple. In fact, even novice mass spec users should have no trouble getting

up and running quickly.
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Simply build and optimize high-performance
peptide mapping methods with SCIEX OS

For more information about the X500B QTOF System, please visit sciex.com/X500B

o

X500B calibration seamlessly integrates into your sample
gueue for rock-solid, accurate performance
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Low Abundance Peptides and PTMs Can’t Hide from SWATH® Acquisition

In addition to traditional information dependent acquisition (IDA) methods, the X500B QTOF supports proprietary SWATH® Acquisition for peptide
mapping, which provides comprehensive data collection and eliminates the need for IDA criteria set-up and traditional method development.

With SWATH Acquisition, high-resolution MS/MS are acquired for all precursor ions, providing truly comprehensive and unbiased data collection.
The unbiased approach enables acquisition of high-resolution, accurate mass MS/MS spectra of all low abundance peptides and post translational
modifications (PTMs) that could be missed by information dependent peptide map workflows. Furthermore, a standard, generic SWATH method
can be used for almost every biotherapeutic peptide mapping analysis, further simplifying your workflow setup and helping you get answers faster.
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Four Easy Steps from Data to Answers

Data acquisition by an IDA or SWATH Acquisition method is only the first part of the story. To get faster answers to your peptide mapping
questions, you need powerful data processing. BioPharmaView™ Software, connected to the X500B system and SCIEX OS, is a rapid and intuitive
package for the analysis of your peptide mapping data.

—
SCIEX)  Rituximab

Aszay Informaticn

Totein Type:  Antibody

Chain1 | Light Chany

1-200 TRLEIERT

Chain3 | resey Chiin 1

1-100

101-200 ¥
201-300

301-400 ¥N5T
403-450 VL

Creats Repon

Chaim Ty Hame

23 Imemal G3F
2 Itemal G2F

) itenal 00

2 reenal Go¥
3 ensl 01

e mu

2 iemal G2

reports in multiple
output formats, and
easily export digital
versions to your
electronic notebook

Generate comprehensive

[ mestcsors || oo oo |

1

Analyze common
modifications, or
proprietary linker and
drug conjugates by
using the easy add
custom modifications
feature

o s

Samples |1 v | Dperments 1 v Chin 1 - Lot Enmnl Saquince Cowrags 1008%

myz Tolerance, ppm: ¢ 50 pem =
Minimum Seere for Aute-vabdation: 10 Chisin 7 - theawy Chain 1 Secuence Coverage 1000 %

M/ Masching Tolerance: 0103 Da

BP Geagh
WEPC bom 8006 pactde 100

Wi} (samgle 1)

s 13067

§ [y 22T0% 1ITREET —
23T nwwr an A

) AT 2ATEY 1ATAR4T 5

- TATSLSE 3y 1ypp g LA T B A . 14745 )
i ammane S0 um (BN M2 NS e L, o 1oL TN

s . ? amar ) 2 . LaTiar
28 aTar T e [ - T Pl Bo ;,]m”"‘“ nu  mm AT
ol _B% A_nh bW i A : v N | A
£3 L] [ L] #n ) Fi) E) E:3 x E ] A E) N ] n

Peptide Results e Proten e w0 View Sequence | OpSeie Mstching Parsmeters  Update Aty Information. 0 [

2046 BATIS  BATIM 10 20179 3 65725e3 GFYPSDLAVEWESNGOPENNYK
THIHOTE N 4801584 VWIVLTVLHQOWLNGKEYY.

A <0A TOF M5 (350 - 20000 rom x5006 pegtde 000 vt 23 1 Mono mig §39 &304 bom 32550 23 M me | I @ <MSMS 100 - 1800 drom 25008 paptide (0] ntunm  Expanerar § @ 73 M min Pracusor §334355 De.

13
E o0 Beda0te )
} 00 004 )

Peptide mapping using SWATH Acquisition showing 100% sequence coverage of rituximab
biotherapeutic on the X500B system.
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See It All, Fast

Comprehensive SWATH Acquisition with high-resolution MS/MS data at lightning speeds means you won't miss low level peptides and PTMs.
You'll quickly and easily identify changes in modification state using advanced visualization and automated PTM ratio calculations in

BioPharmaView Software.

Identify changes in modification
state for important peptides
using the clear visualization

and reporting functions in
BioPharmaView Software
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Speed analysis time and comparisons between samples with automated
calculation of modification levels from multiple charge states of peptides

Identify Glycopeptides with Confidence

By monitoring glycan species at the peptide level, you can reduce some of the difficulty often associated with glycan release and labeling.
BioPharmaView Software presents clear glycopeptide information in table format, links directly to the MS data, and shows high-resolution
MS/MS for structural confirmation for reversed phase and HILIC separations.
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Recognize Deamidation Instantly

Deamidation is a common and important PTM which is often monitored at the peptide level to detect and localize susceptible sites in the biologic.
You can easily identity and localize even low level peptide modifications using SWATH Acquisition along with BioPharmaView Software, which
provides automated ratio calculations.
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Automatically Map Disulfide Bonds

Disulfide bond localization and confirmation is now even simpler, because BioPharmaView Software intuitively presents high-resolution, annotated
MS/MS spectra, including multiple charge state identification.
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1 YPTNGYTR 10.6% (None@5(55) : None@5(55)) 2| 5427747 542.7747 0.0 2.80e5
IYPTNGYTR Deamidated@5(55) |89.4% (Deamidated@5(55) : None@5(55)) 2 543.2666 543.2667 -0.3 2.35e6
2
Reveal deamidated peptides and obtain relative quantitation levels in a simple
format with the peptide results table in BioPharmaView Software
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Trastuzumab sample analyzed using using SWATH acquisition on the X500B QTOF System. IYPTNGYTR peptide was identified in unmodified as well as in deamidated state, with confirmation available at both the MS1 peptide level as
MS/MS fragment ion level.
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Unreduced, trypsin digested therapeutic mAb analysis using SWATH acquisition on the X500B QTOF System.




TripleTOF® Expand the coverage of your TripleTOF System with CESI-MS

Find the Right Solution For Your Lab

6600
Enhance your peptide mapping with the high-efficiency separation of capillary electrophoresis on the CESI 8000 Plus High Performance
Sensitive HRAM at Industry Leading Acquisition Rates o ° Separation-ESI Module, coupled to the TripleTOF 6600 system. High resolution separations enable a more thorough characterization
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Your Success Is Our Success
We take it personally

As a SCIEX customer you have access to a world-class customer support organization.
Wherever you are, we're there with you as a trusted partner to answer questions, provide
solutions, and maximize lab productivity.

Our customer support organization has access to the latest product updates, software
revisions, methods and repair procedures to make sure that you stay on top of your game.

AB Sciex is doing business as SCIEX.

When you have questions, we have answers.
© 2016 AB Sciex. For Research Use Only. Not for use in diagnostic
procedures. The trademarks mentioned herein are the property of
AB Sciex Pte. Ltd. or their respective owners. AB SCIEX™ is being

Learn more at sciex.com/customersupport, or locate your local account representative at
sciex.com/contactus

For more information on SCIEX biologics characterization solutions, please visit
sciex.com/biologics

used under license.
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