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with BioPharmaView™ Software

ssssss for SC|ence.
K owledge for Life.




Everything You Need in One View

Comparability is at the core of biologics characterization. Getting started with BioPharmaView software is easy. From the main window,
You need to understand how the attributes of your you can input your assay information and save your batch processing parameters.
biotherapeutic may have changed as it moves through your You can also define the biotherapeutic sequence and choose from common
pipeline, or how a biosimilar stacks up to an innovator. post-translational modifications, or easily add custom modifications of interest.
And the faster you can assess the comparability of your

biologic, the faster you can take the next step.

When it comes time to report your results, BioPharmaView software provides you
with comprehensive reports in multiple output formats. You'll be able to quickly
show the products that passed or failed your custom flagging criteria, and easily
transfer your processed data export to electronic notebook applications.

SCIEX understands how critical it is to confirm
comparability. That's why we’ve built a fast and simple
automated tool to help you keep your biotherapeutic
moving. BioPharmaView™ Software enables you to
quickly assess intact mass and peptide mapping analyses,
and easily identify differences from site-to-site and from
lot-to-lot, even with large data sets.
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Peptide Maps

in a Flash

Comparison of peptide sequences across samples is much faster and easier than before in BioPharmaView Software. Everything you need to see for

peptide map comparability is available in one view: from comprehensive sequence coverage and PTM ratios, to the raw MS/MS data you need to see
to confirm modifications, BioPharmaView Software provides an easy to use dashboard for Peptide Mapping. At a glance, you can compare peptides,
PTMs, PTM ratios and disulfide bond localization.

Project

Assay Information

Intact Protein

Characterize Standard

Review Results L

Peptide Mapping

haracterize S

Minimum Score for Auto Validation:

Sample# |1

Processing Parameters

myz Tolerance, ppm: t | 5.5

30

MS/MS Matching Tolerance: | 0.03

Experiment# 1

ppm

Da

ard for Peptide Mappi

Sequence Caverage 1000 %

=]

Characterize Standard *

Review Results

Intensity, cps

Create Report

@) All Matched Peptides () Validated Matches Used for IDs Selected Peptides

Chain 2 - HC Sequence Coverage 100.0 %

EVQLVESGGGLVQPGRSLRLSCAASGFTFDDYAMHWVROAPGRGLEWVSA
ITWNSGHIDYADSVEGRFTTISRDNARNSLYLOMNSLRAEDTAVYYCARVS
YLSTASSLDYWGOGTLVIVSSASTRKGPSVFPLAPSSKSTSGGTAALGCLV
KDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTQ
TYICNVNHRPSNTEVDERVEPKSCDRTHTCPPCPAPELLGGPSVFLFEPPK
DPRDTLMISRTPEVT DVSHEDPEVEFNWYVDGVEVHNAKTKPREEQY
NSTYRVVSVLTVLHODWLNGREYRKCKVSNKALPAPTERTISKAKGOPREP
QVYTLPPSRDELTENOVSLTCLVKGFYPSDIAVEWESNGOPENNYKTTPP
VLDSDGSFFLYSKLTVDRKSRWOQGNVESCSVMHEALHNHYTOKSLSLSPG
K

Chain 3 - LC Sequence Coverage 100.0 %
DIQMTQSPSSLSASVGDRVTITCRASQGIRNYLAWYQQRPGKAPKLLIYA
ASTLOSGVPSRFSGSGSGTDFTLTISSLOPEDVATYYCORYNRAPYTFGQO
GTEVEIRRTVAAPSVFIFPPSDEQLEKSGTASVVCLLNNFYPREAKVOWEY
DNALOSGNSQESVTEODSKDSTYSLSSTLTLSKADYERHKVYACEVTHOG
LSSPVTESFNRGEC

Displaying 130 unique peptides

Matched Filter| Prote ence Coverage = 100 View Sequence Optimize Matching Parameters  Update Assay Information & [
Validated Review Theoretical Observed Error N Usel - N
Batch U ; S ch XIC Al . S Modificati
atch Usage  piatch Required Monom/z  Monom/z  (PPM) ik = = Defined ~S94e"® ekt P
1 Optional 1561 593.8270  593.8274 08 10.256 2 6.1577e7 GPSVFPLAPSSK
2 Optional 1491| 5813184 5813196 21 10123 2 5.8605€7 NQVSLTCLVK Carbamidomethyl@7(371)
3 Optional 17.80| 7136807 7136810 04 18934 3 4.9543e7 TPEVTCVVVDVSHEDPEVK Carbamidomethyl@6(265)
a .:- 6613427  661.3435 - 11.902 4947467 STSGGTAALGCLVK Carbamidomethyl@11{148) I
5 Optional 1075 6250805 6250816 18 12,001 3 4.2051e7 VYACEVTHQGLSSPVTK Carbamidomethyl@4(194)
6 Optional 1663 5599388  559.9394 10 15.359 3 3.8471e7 FNWYVDGVEVHNAK
7 Optional 2533 6033403 6033411 12 10.188 3 3.7969e7 VVSVLTVLHQDWLNGK
o vs_ [ XL
1.1e6
6613435 (2) Ty 42
1.0e6 4e5 4
o0 s 661.3432 .
2.0e5 576.3139 5
g 70 g 23 ga1TIs iz
g 60 661.8458 (2) z Tby 11335930
H 5.0e5 5 285 1‘&5 0844 Ty42+2] Ty,
E 405 E <sgi0s0(1) 9673023 T¥io 10465619
2 - 9885401
305 662 463 2) 15 P easw | 11345983 (1)
2065 315.1273 (1) 1135 5988 (1)
1085 662.8459 (2) IEEJ 3460(2) l ‘
% P | 00 A ceaprb Lyl Ll IRl 1] B
i y 8610 Tegls 6620 6625 6620 6615 6640 6645 200 300 400 500 600 700 800 900 1000 1100 1200 1300
Settings Help About miz, Dz miz, Da
= =

Peptide mapping using SWATH® analysis with 100% sequence coverage of adalimumab biotherapeutic on a TripleTOF system. Now with dramatically improved processing speed.

Quick look visualization of peptide
mapping sequence coverage
across all mAb chains

Comprehensive list of
identified peptides and
modifications

Direct visualization of raw MS
level data (left) and annotated
MS/MS data (right)



Low Level Modifications Can't Hide from SWATH® Acquisition

When performing Peptide Mapping of biotherapeutics, you have to determine where post-translational modifications are. Using SWATH® Acquisition
and BioPharmaView Software processing, you can detect low level modifications—as well as confirm them in the high-resolution MS/MS spectra—all in
a single run. Plus, automated calculation of PTM ratios means you can spend more time understanding your data, and less time crunching the numbers.

¢ Acquire complete high-resolution MS/MS data in a single
run with SWATH Acquisition to ensure important peptide

Save time and energy with
the automated PTM ratio

and PTM information is not missed. calculation.
BPC/TIC/XIC Peptide Details
Validated B Observed o s
2068 DTLMIR YaTie Match RT Mol Charge XIC Area Sequence Modifications Modification Percent
Peptide XIC 875 1 7.45 8514295 1 6.7285e4 DTLMISR Oxidation@4(256) |2.2% 1.1 (Oxidation@4(256) : None@4(256))
eptiae ane
2566 P P 2 v 7.46 426.2202 2 4.7631e5 DTLMISR Oxidation@4(256) | 2.2% +1.1 (Oxidation@4(256) : None@4{256))
3 v 975 4182221 2 1.3938e7 DTLMISR 97.8% 1.1 (None®4(256) : None®@4(256))
2066 4 9.75 8354351 1 5.9211e6 DTLMISR 97.8% 1.1 (None@4(256) : None@4(256))
§
g 1566 Detailed % modification is automatically calculated between the modified form of the peptide and the unmodified form. For the DTLMISR
E peptide 2.2% contains oxidation of the M residue
1.066
5065 DTLM(oxi)IR
12719 \
7.46
04 YA

50 55 60 65 70 75 80 85 9.0 95

105 1.0 15 120

1y,
A 5
8% DTLMIR ty; 42 506 2745 g13257
0% ty, 4B
Joc WEE | samm
0% 207.0808 , 1543(1) : ﬂ}m ) .
] 2;;21485 3762370 (1) 4192231 (2) 4612086 | 7270 (1) 3623
§ 71168 I L | 503.273:[13;252900 6213603(1) 672 40 (1)
H 0 A1 R 1 } T |..q n T T
£
40% ) .
. High-Resolution MS/MS
- for confirmation DTLM(oxi)IR
20 =0 %0 £ 0 & 00 550 60 650 700
mz, Da

Trypsin digested therapeutic mAb analyzed by SWATH Acquisition. Top pane shows high resolution XIC
extraction of the MS1 level for the modified and unmodified peptide. Bottom pane displays the high-resolution
MS/MS data for the unmodified peptide in blue, with alignment to the modified peptide on bottom in pink,
allowing for simple and fast confirmation of the peptide identification




Where are the Disulfide Bonds?

Localizing disulfide bonds is no easy task. But the algorithms in BioPharmaView software make quick work of defining the bond locations and
presenting the high-resolution, annotated MS/MS spectra for confirmation.

Quickly and accurately map disulfide bond locations in an automated fashion
to simplify your data analysis. Confidently assign bond localization using the
high-resolution, annotated MS/MS spectral data.
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Unreduced, trypsin digested therapeutic mAb analysis. Disulfide bond locations are automatically determined and
output with corresponding MS/MS for confirmation.



Your Success Is OQur 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. _ o
© 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
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RUO-MKT-03-1737-A 05/2016

Headquarters

500 Old Connecticut Path
Framingham, MA 01701 USA
Phone 508-383-7700
WWW.sciex.com

International Sales

For our office locations please call the division
headquarters or refer to our website at
www.sciex.com/offices

SCIEX



