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Biotherapeutic Peptide Mapping

Information Independent SWATH® Acquisition Method

Routine biotherapeutic accurate mass peptide mapping analysis on the X500B QTOF System

Method details for the routine peptide mapping of a
biotherapeutic monoclonal antibody (mAb) protein by
high-resolution accurate mass analysis on the
X500B QTOF System, powered by SCIEX OS
Software. An information independent SWATH
Acquisition method was employed to acquire high-
resolution MS and MS/MS level data on the digested
biologic protein product.

SWATH Acquisition utilizes either fixed or variable
Q1 mass isolation window, transmitting all precursor
ions in the defined Q1 window through to the
collision cell. Transmitted ions are fragmented and
analyzed at high-resolution. The Q1 isolation window
is stepped across the entire mass range, with an LC
compatible cycle time, resulting in the
comprehensive acquisition of high-resolution MS/MS
spectra for every precursor ion in a sample. This
unbiased data acquisition approach ensures data
completeness is maximized, and enables detection
of low abundance peptides and modifications.

Sample Prep

A generic sample preparation strategy is shown for
reduction and tryptic digestion of an antibody
biotherapeutic prior to LC-MS analysis.

 Buffer exchange antibody sample (0.2mg) in )
Ammonium Bicarbonate (100mM) buffer and
add 25 pL Trifluoroethanol (TFE) denaturation
agent. Add 2.5 uL DTT (200mM) solution.
Vortex to mix. Heat to at least 60 °C for 60min
to denature (Alternatively, use 90 °C for 20

min). )

N\

*Add 10 pL IAM (200mM) solution. Vortex
briefly. and allow to stand at room temperature
for 1 hour in the dark.

J

N\

*Add 2.5 uL DTT (200mM) solution to destroy
excess IAM. Allow to stand for 1 hour in the
dark.

J

* Add 300 uL water to dilute denaturant and add\
100 pL ammonium bicarbonate (100mM)
solution to raise pH. Trypsin will be denatured
or less active if TFE level is greater than 5%.
Typical pH value is 7.5-8.0; add more base if
needed. )

N\

» Add trypsin Gold stock solution (50mM acetic
acid, 1ug/ul) at 1:25 enzyme:substrate. ratio.
Vortex briefly. Incubate overnight at 37 °C.

J

N

« Stop the trypsin activity by adding 2 pL formic
acid.Vortex briefly and vacuum dry the
samples.

J

N\

* Reonstitute the digest into Mobile Phase A, to
~0.1 pg/uL just before the analysis.

J

pl
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LC Method

Column Waters Acquity UPLC BEH C18 Column, 130 1.7 pum, 2.2 mm X 100 mm

Mobile Phase A Water, 0.1% Formic acid

Mobile Phase B Acetonitrile, 0.1% Formic acid

Flow rate 200 pL/min

Column temperature 40°C

Injection volume 10 pL, 1 pg total protein

Gradient profile Time (min) % B
8.0 2
40.0 30
60.0 50
62.0 90
66.0 90
66.5 2
75.0 2
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MS Method

Suggested starting MS and MS/MS method parameters for routine SWATH based peptide mapping analysis as displayed
in SCIEX OS user interface. The SWATH acquisition criteria are shown with a 50Da fixed SWATH window from 350-2000
m/z acquiring high-resolution MS/MS in each cycle. For best sequence coverage and sensitivity, the specific SWATH
parameters should be optimized for the length of HPLC separation used.

L Generic SWATH

Method Overview 4 ) " :
Deviee: X500 QTOF Method duration 75 v | min Total scan time: 1.11322 sec
Ton 5 : TurboSpray
o soures: Turbespray Estimated cycles: 4042
SWATH ¥ Source and Gas Parameters
(TOF MSMS Scans: 33)
Ion source gas 1 40 +| psi Curtain gas 35 ° Temperature 450 e
Ion source gas 2 40 o psi CAD gas 7 hos
v Experiment [ swatH v
" Autofill SWATH Windows X
Polarity Positive v
Generate an initial set of SWATH windows and then use the windows to autofill the M5SMS mass table
TOF MsS
TOF start mass 350 % Da Precursor start mass | 350 Da Window width Da | v
TOF stop mass 2000 *| pa Precursor stop mass | 2000 Da Windows per cycle: 33 v
Accumulation time 0.125 v s Populate the MSMS table
TOF MSMS Append to existing list
TOF start mass 50 | Da @ Overwrite the existing list
Accumulation time 0.025 < s Apply
Mass Table Autofill SWATH windows...
Precursor ion st... Precursor ion st... Declusteri... DP spread (V) Collision energy (V) CE spread (V) |
1 350.0000 400.0000 80 0 15
2 399.0000 450.0000 80 0 15
3 449.0000 500.0000 80 1] 15
4 499.0000 550.0000 80 0 15
5 549.0000 600.0000 80 1] 15
6 595.0000 650.0000 80 0 15
7 649.0000 700.0000 80 1] 15
8 699.0000 750.0000 80 0 15
9 749.0000 800.0000 80 0 15
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In the Batch setup, open the ‘Automated Calibration Editor’ window in order to select the use of the
autocalibration function. Designate use of the ‘X500 ESI Positive Calibration Solution’, and then determine how
often you would like the system to perform a fast, automated calibration. These short calibrations will be added
automatically to your queue once you have submitted a sample batch.

@ Running

I CTE CTE o
Sample Name MS Method LC Method Rack code Vial position  Data File
-]nlacl protein intact protein analysis MS Intact_10min 1.5mL (105 vial) 1 |Intact protein file |
2
3
4
5
6
7
8
9 Batch - Automatic Calibration Editor
10
1 Provide ion reference and calibrant delivery settings to be applied automatically. at the correct frequency during acquisition
12
= Ion reference table | X500 ESI Positive Calibration Solu... % m
i Calibrate every APCI Negative Calibration Solution samples
2 APCI Positive Calibration Solution
ij Calibrant delivery Beta Galactosidase Digests CDS channel 1 v
18 Bovine Insulin
19 CsLALILTLYS Peptide
20 ESI Positive Calibration Solution
21 Glu-fibrinopeptide B
22 PPG Negative Calibration Solution
23 PPG Positive Calibration Solution
24 X500 ESI Negative Calibration Solution
-
2 S

Batch - Automatic Cal'itbration Editor

Provide ion reference and calibrant delivery settings to be applied automatically, at the correct frequency during acquisition

Ion reference table | X500 ESI Positive Calibration Solu.. % m

Calibrate every 3 21 samples

Calibrant delivery cDs v CDS channel 1 v
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Data Processing

Process SWATH® biotherapeutic peptide mapping data in BioPharmaView™ Software 2.0.

Input the protein sequence, and assign potential modifications in the ‘Assay Information” window.

*ne!

p———
/SCIEX Rituximab

Sequence Features || Intact Protein | Peptide Mapping

v Unenodified Protein

Protein Type:  Antibody

Monoisotopic 1

9 Average: 144286.27

Chain 1 | Light Chainl
AA Indexes: m
1-100 QIVLSQSPAILSASPGEKVIMICRASSSVSY IHWFQOKPGSSPRPWIYATSNLASGVPVRFSGSGSGTSYSLTISRVEAEDAATYYCQOWTSNPRPTFGGG

101-200 TKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREARKVQWKVDNALQOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGL
201-213 SSPVTKSFNRGEC

P ) Chain 2 | HeavyChain 1
- AA Indexes: Delete Chain
Resuit 1-100 QVQLQQPGAELVKPGASVKMSCKASGYTFTSYNMHWVKQTPGRGLEWIGAIYPGNGDTSYNQRFRGKATLTADKSSSTAYMQLSSLTSEDSAVYYCARST
101-200 YYGGDWYFNVWGAGTTVIVSAASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSHNSGALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTQ
System 201-300 TYICNVNEKPSNTKVDKKAEPKSCDKTHTCPPCPAPELLGGPSVFLFPPRKPKDTLMISRTPEVICVVVDVSHEDPEVKENWYVDGVEVENAKTKPREEQY
) 301-400 NSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPP
e 401-450 VLDSDGSFFLYSKLTVDKSRWOOGNVFSCSVMHEALHENHYTQKSLSLSPG
Ci { B0
- Chain 3 | Heavy Chain 2
AA Indexes: [ Delete chain_|
1-100 QVQLQQOPGAELVKPGASVRMSCKASGYTFTSYNMHWVKQT PGRGLEWIGAT Y PGNGDT SYNQKFXKGKATLTADKSSSTAYMQLSSLTSEDSAVYYCARST
101-200 YYGGDWYFNVWGAGTTVIVSAASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSHWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQ
201-300 7Y NVNHKPSNTKVDKKAE PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTILMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVENAKTKPREEQY
} 301-400 NSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGOPREPQVYTLPPSRDELTRNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPP
| 401-450 VLDSDGSFFLYSKLTVDKSRWQOGNVFSCSVMHEALHNHYTQKSLSLSPG
Chain4  Light chain 2
AA Indexes: m
1-100 QIVLSQSPAILSASPGEKVIMICRASSSVSYIHWFQQOKPGSSPKPWIYATSNLASGVPVREFSGSGSGTSYSLTISRVEAEDAATYYCQOWTSNPPTEGGG
101-200 TRLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNEYPREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHOGL
201-213 SSPVTKSFNRGEC
Modif Cysteine Modifications Can Replace Disulfide Bonds Disulfide Bond € m
g P Modified : S From To From To
Chains Type Name Position AA Applies To Workflow Usage Mass Shift Chain Chain Cysteine Cysteine
1 1-4 N-terminal Gln->pyro-Glu - Q Q Both -17.0265 1 1 1 23 87
2 1-4 Intemal Deamidated * na NQR Peptide Mapping 09840 2 1 1 133 193
3 1-4 Intemnal Oxidation na MWHCDONYFKPR Peptide Mapping 15.0949 3 1 2 213 224
4 23 Intemal  GIF 301 N N Both 1606.5867 4 2 2 2 96
s 2-3 Internal G2F 301 N N Both 17686395 S 2 2 148 204
6 23 Intemal GO 301 N N Both 12984760 6 2 2 265 325
7 2-3 Internal GOF-GleNAC 301 N N Both 12414545 7 2 2 371 429
8 2-3 Internal GO-HexNAc 301 N N Both 1095.3966 8 4 4 23 87
9  2-3Intermnal  GOF 301 N N Both 14445339 9 4 4 133 193
10 4 3 213 224
11 3 3 22 9%
12 3 3 148 204
13 3 3 265 325
14 3 3 371 429
15 2 3 23 230
16 2 3 233
% 2 I ficats Delete selected modifications Delite selected bonds

p5



For Research Use Only. Not For Use In Diagnostic Procedures.

Pharma and Biopharma

CIEX

Navigate to the ‘Peptide Mapping’ tab complete processing parameters and to generate all peptide forms for
matching.

/SEE_X)

Assay Information >

Intact Protein

Peptide Mapping

! y ard
Characterize Standard

Rituximab

Assay Informat Sequence Features | Intact Protein’| Peptide Mapping

ssing Parameters

m/z Tolerance, ppm: +£5.0ppm RT Range Processing: Time Selection Retention Time Tolerance: + | 050 min

Minimum Score for Auto-Validation: 3.0 Start RT: 0.00 min 4 Eail Crit

MS/MS Matching Tolerance: 0.03 Da Stop RT: 58.36 min YIC Are imits: 5 %
Minimum Sequence Coverage: > %
Required Form Minimum: 2 %
Restricted Form Maximum: s %

Annotated Protein Sequence

Chain 1 - Light Chainl

QIVLSQSPAILSASPGEKVITMTCRASSSVSY IHWFQOKPGSSPKPWIYATSNLASGVPVRFSGSGSGTSYSLTISRVEAEDAATYYCOOWTSNPPTFGGG
TKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNEYPREAKVOWKVDNALOQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGL
SSPVTKSFNRGEC

Chain 2 - Heavy Chain 1

QVOLOOPGAELVKPGASVRMS CRASGY TF T SYNMHWVKOT PGRGLEWIGAI YPGNGDTSYNQKFKGKATLTADKSSSTAYMOLSSLTSEDSAVYYCARST
YYGGDWYFNVWGAGTTVTVSAASTKGPSVE PLAPS SKSTSGGTAALGCLVKDYFPEPVTIVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTIVPSSSLGTQ
TYICNVNHKPSNTRKVDKKAE PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQY
NSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGOPRE PQVYTLPPSRDELTENQVSLTCLVKGFYPSDIAVEWESNGOPENNYRTTPP
VLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG

Chain 3 - Heavy Chain 2

QVOLOOPGAELVKPGASVRMS CRASGY TF T SYNMHWVKQT PGRGLEWIGAIYPGNGDTSYNQKFRGKATLTADKS SSTAYMOLSSLTSEDSAVYYCARST
YYGGDWYFNVWGAGTTVIVSAASTKGPSVFPLAPSSKSTSGCTAALGCLVRDYFPEPVIVSWNSGALT SGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQ
TYICNVNHKPSNTKVDKKAE PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRT PEVTCVVVDVSHEDPEVKFNWYVDGVEVHANAKTKPREEQY
NSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIERT ISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPP
VLDSDGSFFLYSKLTVDKSRWQQOGNVFSCSVMHEALENHYTQKSLSLSPG

Chain 4 - Light chain 2

QIVLSQSPAILSASPGERKVIMTCRASSSVSYIHWFQOKPGSSPKPWIYATSNLASGVPVRFSGSGSGTSYSLTISRVEAEDAATYYCQQUWTSNPPTFGGG
TKLEIKRTVARPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGL

SSPVTKSFNRGEC

Peptide Mapping

Cysteine Alkylation:

Digest Agent: Trypsin

lodoacetamide

v Maximum Number of Combined Modifications per Peptide 4

v Maximum Missed Cleavages: 4 v

v/ Reduced Protein Form Sequence coverage of 0 Matched peptides = 0.0 %

Chains Peptide AAlndex  Sequence Modifications g::;fde x:‘: :71'“" Charge  XIC Area ::;i"‘m" 0
114 M 118 QIVLSQSPAILSASPGEK 1823.9903 - - - -1
214 Tl 108-148  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 45943570 - - - -
314 TE11 108-148  TVAAPSVFIFPPSDEQLK... Deamidated®", Oxidationg 4553.3305 : - : -
414 1811 108-148  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 4593.3730 - - - -
514 TE11 108-148  TVAAPSVFIFPPSDEQLK... Oxdation®" 4552.3465 . . s
614 1810 108144  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133] 4085.0456 - - -

714 1810 108-144  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 40700347 p s =
814 1810 108-144  TVAAPSVFIFPPSDEQLK.. Deamidated®", Deamidate 4029.0081 - - - -
914 1810 108-144  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 4084.0616 - . -
1014 1810 108-144  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 4060.0507 : : : s
114 1810 108-144  TVAAPSVFIFPPSDEQLK.. Deamidated@", Oxidation( 4028.0241 - - -
1214 1810 108144  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 40540398 - - -
1314 T8-10 108-144  TVAAPSVFIFPPSDEQLK.. Deamidated@*, Deamidate 4013.0132 . . .
1414 T80 108-144  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 4068.0667 - - - -
1514 T810 108-144  TVAAPSVFIFPPSDEQLK... Oxidation®", Oxidation®* 4027.0401 - . .
1614 T810 108-144  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 4053.0558 - - - -
1714 T8 108-148  TVAAPSVFIFPPSDEQLK... Oxdation®-, Oxidation®* 4568.3414 - - -
1814  T8-10 108-144  TVAAPSVFIFPPSDEQLK... Deamidated®*, Oxidationg 40120292 - - - -
1914 T 108-148  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 4609.3679 - . -
2014  Te11 108-148  TVAAPSVFIFPPSDEQLK... Carbamidomethyl®26(133) 4595.3410 - - -
214 TE12 108-168  TVAAPSVFIFPPSDEQLK.. Deamidated®", Oxidationg 6636.2763 - . .
214 1812 108-168  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@®26(133) 67122919 - - - -
214  T812 108-168  TVAAPSVFIFPPSDEQLK.. Deamidated®*, Deamidate 6671.2654 - . -
2414 1812 108-168  TVAAPSVFIFPPSDEQLK... Carbamidomethyl®26(133) 67263188 : : - -
2514 1812 108-168  TVAAPSVFIFPPSDEQLK... Owdation®", Oxidation®* 6685.2023 - . .
Rl 512 05168 IVAASSVEIERESDEQ K Carbaidon el QRS ua0s : ; :
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Navigate to the ‘Settings’ icon and review your global ‘Peptide Mapping Settings’

| BicPharmaViiew Settings =
Intact Protein Settings
Peptide Mapping Settings L2 Maximum Charge State: 10
Minimum Peptide Length: 3
Peptide Deconvolution Tolerance: 10.00 ppm
| XIC m/z Width: 0.025 Da
Number of TOFMS Spectra to Combine: | 3 + scans
Recalibration; Automatic (@ Manual
MNumber of MRM Transitions to Export: | 3
| Chromatogram Peaks Labeling
Label Matching Tolerance: 0.10 Minutes
Display Labels For: Auto-Validated Matches ¥
[ okl cancel|

Data extraction, including peptide matching can be performed in minutes, on either a single datafile, or on
multiple samples using the batch processing function. Review your peptide mapping results in the
BioPharmaView Software window. Full sequence coverage of matched peptides can be viewed by clicking
‘View Sequence’. Peptide matches can be reviewed in the ‘Peptide Results’ window. For each selected
peptide, corresponding TOF-MS raw spectrum (lower left) and high-resolution, annotated MS/MS spectrum
(lower right) are shown for easy confirmation.
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i@ BicPharmaView

/SCIEX)

Project

Rituximab

Assay Information

Open Fil 20160713-Ritu_R_SWATHO1.wiff2

Peptide Mapping

Characterize Standard for Peptide Mapping

Intact Protein Sample# |1 %  Experiment# 1
Characterize Standard Processing Parameters RT Range Processing
Create Batch m/z Tolerance, ppm: £ 3.0 ppm ®) Automatic
Minimum Score for Auto-Validation: | 3.0 Time Selection
Review Results
. MS/MS Matching Tolerance: | 0.03 Da

Iz bl

Save As

X

Close

|

Characterize Standard *

BPC/TIC/XIC [

Create Batch

@ BPC from 20160713-Ritu_R_SWATHO1.wiff2 (sample 1) - 20160713-Ritu_R_SWATH, Experiment 1, +SWATH TOF MS (400 - 1500)

Be5
Review Results g o5 23118 23Tapr 14T 23736 2372425 23T10
e | 37137 ram 2 1479 14Ty 14TEAZ
Z 23me 22 T3 14T . sy B T on 2aTw
System B 25 iaag 145 e 14712 2370 7 26432 1 e
R T N I8 5164 55,01
T 12 o1& 18 18 20 22 24 2 28 30 32 34 3 38 4 42 4 4 48 50 52 5t

Theoretical Observed
Mono mf/z  Mono m/z

179 20.02 VDNALQSGNSQESVTEQDSK 534.7476 534.7466
10.48 TISK

RT Sequence Modifications Disulfide Bonds

448.2766 4482779

180

Error

e Matching Parameters

(PPM)

3.0

Update Assay Information

Score Charge  XIC Area

T

-2.0

5.445 4

0.718 1

3.597¢
2.5574

O & B § ms/ms

Graph Graph

Show XIC for Selected [ € O

@ <SVIATH TOF MS (400 - 1500) from 20160713-Ri .. Mono miz: 712 6587 from 13.90 to 20,15 min | || @ +MS/MS (50 - 1500) from 201607 13-Ritu_R_SWA... Experiment 14 @ 20.04 min, (68 - 725 Da.)
100% TI26587(3) | 100% S
. L rzeea . — e
5 712.3268 (2) 7 . . 083221 ()
o = | *7. A
z s S £ s 2000 imenaae [, | s 1312573001
s 1 3sem0 () s 8063872 | 1022.4608 !
| mJ L } pnzus&am
2% 2 | o — kil "
! : 2 713 714 715 716 77 0 600 800 1000 1200
Settings Help About miz. Da miz. Da
= =

®) All Matched Peptides

Auto-Validated Used for IDs Selected Peptides

Chain 1 - Light Chainl Sequence Coverage 100.0 %

QIVLSQSPAILSASPGERVIMTCRASSSVSYIHWFQOKPGSSPRPWIYATSNLASGVPVRFSGSGSGTSYSLTISRVEAE
DAATYYCOOWT SNPPTFGGGTRLEIRRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREARVOWRVDNAT.QSGNSQE
SVTEQDSKDSTYSL TLTLSRADYERHRVYACEVTHOGL PVTRSFNRGEC

Chain 2 - Heavy Chain 1 Sequence Coverage 98.7 %

QVQLQQPGAELVKPGASVKMSCKASGYTFTSYNMHWVKQTPGRGLEWIGAIYPGNGDTSYNOKFKGKATLTADKSSSTAY
MOLSSLTSEDSAVYYCARSTYYGGDWYFNVWGAGT TVTIVSAASTRKGPSVFPLAPSSKSTSGGTAALGCLVRDYFPEPVTV
SWNSGALTSGVHTFPAVLOSSGLYSLSSVVTIVPSSSLGTQTYICNVNHRKPSNTRVDKKAEPKSCDRTHTCPPCPAPELLG
GPSVFLFPPRPRDTLMISRTPEVT DVSHEDPEVRFNWYVDGVEVHENAKTKPREEQYNSTYRVVSVLTVLHODWLNG
KEYRCEVSNEALPAPIEKTISEAKGQPREPQVYTLPPSRDELTENQVSLTCLVEGFYPSDIAVEWESNGQPENNYKTT PP
VLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG

Chain 3 - Heavy Chain 2 Sequence Coverage 98.7 %

QVQLQQPGAFLVKPGASVKMSCKASGYTFTSYNMEWVKQTPGRGLEWIGAIYPGNGDTSYNQKFKGKATLTADKSSSTAY
MQOLSSLTSEDSAVYYCARSTYYGGDWYFNVWGAGTTVIVSAASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEBVTV
SWNSGALTSGVHTFPRVLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKAEPKSCDRTHTCPPCPAPELLG
GPSVFLEPPRPRDTLMISRTPEVT DVSHEDPEVEENWYVDGVEVHNAKTRPREEQYNSTYRVVSVLTVLHODWING '
KEYRCRVSNKALPAPIERTISRAKGQPREPQVYTLPPSRDELTENQVSLICLVEGFYPSDIAVEWE. YRTTPP
VLDSDGSFELYSKLTVDRSRWOOGNVFSCSVMHEALENHYTOKSLSLSPG

Chain 4 - Light chain 2 Sequence Coverage 100.0 %

QIVLSQSPAILSASPGERVIMTCRASSSVSYIHWFQOKPGSSPEPWIYATSNL PVRF LTISRVEAE
DARTYYCQQWTSNPPTFGGGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQE
SVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPUTKSFNRGEC

Displaying 106 unique peptides

For more information, please visit sciex.com/X500B
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