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Biotherapeutic Peptide Mapping
Information Dependent Acquisition (IDA) 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 dependent acquisition
(IDA) method was employed to acquire high-
resolution MS and MS/MS level data on the digested
biologic protein product.

« 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). Yy,

N\

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

N\

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

J

* Add 300 pL 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.

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

Sample Prep \

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

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

J
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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 peptide mapping analysis as displayed in SCIEX OS
user interface. The information dependent acquisition (IDA) method criteria is shown for selecting the top 15 precursor
ions for high-resolution MS/MS in each cycle. For best sequence coverage and sensitivity, the specific IDA criteria
parameters should be optimized for each individual biotherapeutic and HPLC separation used.

" Peptide Map_IDA_75min

Method Overview 1} Method d 2 Total 0.953434
: -
Device: X500 QTGF lethod duration 75 v min otal scan time: . sec Add Experiment
Ion S : TurboSpray
on Source: Turbespray Estimated cycles: 4719
IDA ¥ Source and Gas Parameters
Ton source gas 1 40 Sl opsi Curtain gas 30 e Temperature 450 s °C
lon source gas 2 40 Sl opsi CAD gas 7 -
v Experiment [1pa v
Polarity Positive vV Spray voltage 5500 Y
TOF MS
TOF start mass 350 % Da Declustering potential 100 Y Collision energy 10 TV
TOF stop mass 2000 $ Da DP spread 0 v CE spread 0 v
Accumulation time 0.125 3 sec
IDA Criteria | Peptide -
Maximum candidate icns 15 z +/' Dynamic background subtraction +/| Dynamic CE for MS/MS
Intensity threshold exceeds 100 S eps +/ Exclude former candidate ions /] Charge state 1 v
For 6 3| sec
= to |7 v
After 2 : occurrences
» Advanced Criteria
TOF MSMS
Precurser ion Da Declustering potential 100 Y Collision energy \
TOF start mass 50 s Da DP spread [ Y CE spread 15 R
TOF stop mass 2000 % Da Accumulation time 0.05 o sec
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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.

Sample Name

Intact protein

intact protein analysis M3 Intact_10min 1.5mL (105 vial) 1 | Intact protein file |

@ Running
T T [T CE CTS ECI O

Untitled

LC Method Rack code Vial position  Data File

Batch - Automatic Calibration Editor X

Provide ion reference and calibrant delivery settings to be applied automatically, at the correct frequency during acquisition
Ton reference table | X500 ESI Positive Calibration Solu... % m
Calibrate every

Calibrant delivery

APCI Megative Calibration Solution samples

APCI Positive Calibration Solution
CDS channel 1 v

Beta Galactosidase Digests
Bovine Insulin

ESI Positive Calibration Solution

Glu-fibrinopeptide B

PPG Negative Calibration Solution

PPG Positive Calibration Solution

X500 ESI Negative Calibration Solution

X500 ESI Positive Calibration Solution

Batch - Automatic Cal'Lbration 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... % Edit...
3 2] samples
CcDs v CDS channel 1 v

Calibrant delivery
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Data Processing

Process biotherapeutic peptide mapping data in BioPharmaView ™ Software 2.0.

r o
SCIEX)

Sequence Features

Intact Protein

Peptide Mapping

Assay Information »
Intact Protein Pratein Type: Antibody b Unmodified Protein MWs:
haract tandard Maonoisotopic 144195.3139 Average: 14428627
ek Chain 1 | Light Chaint
AA Indexes: Dwlete Chain
1-100 QIVLEQSEATLSASPGERVIMTCRASSSVSY IHWEFCOR PGS S PN PN I Y AT SN LASGVEVRFSGSGSGTSYSLTISRVEAEDAAT Y YCOOWTSNEPTRGES
101-200 TRLEIRRTVARPSVFIFFPSDEQLESGTASYVCLLNNFIPREARVOWEVDNALOSGNSOESVTEQDSKDSTY SLSSTLTLSFADYERHRVIACEVTHOGL
201-213 SSPVTKSFNRGEC
z + Chain 2 | Heawvy Chain 1
: : AA Indexes: Delete Chain
" 5 1-100 GVoLOQPGAELVRPGASVEMSCRASGYTFT Sy NMAWVROT PGRGLENIGAI Y PGNGDT SYNORFRGRATLTADRS S STAYMOLSSLTSEDSAVYYCARST
101-200 YYGEDWYFNVRGAGTTVTVSAASTRGESYEPLAPSSESTSGETAALGCLVEDYFPE PV TV SHNSGAL T SCVHTFEAVLOSSGLY SLESVVTVESSSLET
SyS tem 201-300 TYICNVNHRFSNTKVDKEAEPKSCDRTHTCPPCPAPELLGGPSVFLEPPRPRDTLMISRTPEVICVVVDVSHEDPEVRENW Y VDGVEVENARTRPREEQY
301-400 NSTYRVVSVLTVLHODWLNGKREYRCEVSNKALPRAPIERTISKARGOPREFQVYTLPPSRDELTENGVSLTCLVRGEFY PSDIAVENE SNGOPENNYRTTEP
" £ 401-450 VLDSDGEFFLYSHLTVDRSRWOOGNVEFSCSVMHEALENEYTOKSLELERG
ST Chain 3 | Heavy Chain 2
AA Indexes: m
1-100 oVQLOQPCAELVRPGASVRMSCHASGY TR T SYNMHNVECT PGRGLENIGAI Y PGNGDT SYNORFRGRATLTADKSSSTAYMOLSSLTSEDSAVY YCARST
101-200 ¥YGGDWIFNVWGAGTTVIVSAASTEGPSVFPLAPSSESTSGGTAALGCLVRDY FPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLESVYTVRSSSLGTO
201-300 TYICNVNHEPSNTEVDKRAEPRSCDRTHTCPPCPAPELL GG PSVELF PP PRDT LMISRT PEVTCVV VDV SHEDPEVEFNW Y VDGVEVHNARTRPREEQY
301-400 NSTYRVVSVLTVLHODWLNGREYKCHVSNRALPAPIERTISKAKGOPREPOVYTLPPSRDELTFNOQVSLTCLVKGEY PSDIAVENE SHGOPENNYETTRP
401-450 VLDSDGSFFLYSKLTVDESRWCOGNVFSCSVMHEALHNHYTOKSLSLSEG
Chain4 | Light chain 2
AA Indexes:
1-100 QIVLSOSPAILSASPGERVIMTCRASSSVSY IHWFCOORPGSSPRPHIYATSNLASGVEVRFSGSGSGTSYSLTISRVEAEDAATY YCOUWTSNPPTEGGS
101-200 THLEIKRTVAAPSVEIFPPSDEQLESGTASVVCLLNNEY PREAKVOWEVDNALOSGNSOESVTEQDSKDSTY SLESTLT LS KADY ERHEVYACEVTHOGL
201-213 SSPVTRSFNRGEC
Madifi r Cysteine Modifications Can Replace Disuifide Bonds Dis ilfide Bonds 1€ m
" aii Modified : ; From To From To
Chains Type Mame Position AA Applies To Waorkflow Usage Mass Shift Chain  Chain  Cysteine Cysteine
1 1-4 N-terminal Gin->pyro-Glu Q Q Both -17.0265 1 1 1 23 a7
7 14 intemal  Deamidated *  na (NQR Peptide Mapping 0.9840 2 1 1 133 193 B
3 1-4 Intemal  Owidation . nja MWHCONYFKPR Peptide Mapping 159949 3 1 2 FE] 224
4 2-3 Intemal GIF 301 N N Both 1606.5867 4 2 2 22 96
5 2-3 Intemal G2F 301 N N Bath 17686395 5 z 2 143 204
6 2-3 Intemal G0 301 N N Both 125984760 6 i 2 265 325
7 2-3 Internal GOF-GleM A 0 N N Both 12414545 7 z 2 ETES 429
a Z-3 Intemnal GO-HexMNAC 301 N M Both 1093.3966 L) 4 4 23 87
9 2-3 Internal GOF 301 N N Both 14445339 9 & 4 133 193
10 a 3 13 224
11 3 3 22 96
12 3 3 143 0
13 3 3 265 325
14 3 3 EXE 429
15 2 3 230 230
16 2 3 233 23z
04 I Add modifications_. stiotis
5 gs About v

Input the protein sequence, and assign potential modifications in the ‘Assay Information’ window.
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Navigate to the ‘Peptide Mapping’ tab complete processing parameters and to generate all peptide forms for
matching.

—
_/SCIEX)

Assay Information

Intact Protein

>

Rituximab

Yy Information Sequence Features | Intact Protein || Peptide Mapping

myz Tolerance, ppm: +£50ppm RT Range Processing: Time Selection Retention Time Tolerance: + | 0.50 min

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

M5/MS Matching Tolerance: 0,03 Da Stop RT: 56.36 min XIC Area Limits: + [0 %
Minimum Sequence Coverage: { %
Requered Form Minimum: z %
Restrcted Form Maamum; 5 %

Chain 1 - Light Chainl

CIVLEOSPRILSASPGERVIMICRAS S5V SY IHWFOUR PGS S PRPWI VAT SNLASGVPVREF SGSGSGTSYSLT I SRVEREDARTYYCOOWT SNPPTFGGS
THLE IR TV AR SVF I PP S DL S G T AV L LN Y PR AN OV DN AL OSGN S OE SV TEC DS R DS TY SLE STLTLS RADYERHEVYACEVTHOSL
SSEVTESFNRGEC

Chain 2 - Heavy Chain 1

VoL PGAE LV PGASVEM S CRASGY T T SYNMEWVROT PGRGLEN IGAI Y PGNGD T SYNCKFRGKATLTADK S SSTAYMOLSSLTSEDSAVYYCARST
GG Y FNVWNGAGT TV TV S ARS THG PSVE P LAPS SRS TS GETAALGCLVRDY FPEPVIVSWNSGALT SGVHTFPAVLOSSGLYSLESVVIVPSSSLGTQ
TYICNVNHEPSNTEVDEEAE PESCDRTHTCPPCPAPELLGEPSVFLFPPEPRDTLMI SRTPEVTCVVVDVSHEDPEVEFNWYVDGVEVHNAETEPREEQY
HSTYRVVSVLTVLHODWLNGHE YRCKVSNRALPAPIERT I SKARGOPREPQVYTLEPSRDE LTENQVSLTCLVRGEYPSDIAVEWESNGOPENNYRTTER
VLDSDGSFFLYSELTVDRESEWQQGNVESCSVMHEALHNHYTQESLSLSPG

Chain 3 - Heawy Chain 2

OVOLOOPGAELVR P GASVEMS CRASGY TR T SYNMEWVROT PG RGLEN IGA I ¥ PGNGD T SYNOKFRGRATLTADR S SSTAYMOLSSLTSEDSAVYYCARST
YYGEDW Y FNVWGAGTTV TV SARSTRG PSVFPLAPSSKETSCETAALGCLVRDY FPEFVIVEWNSGALT SGVHTFPAVLOSSGLYSLESVVIVPSSSLGTO
TYICNVNHEPSNTEVDERAE PRSCDRTHTCPPCPAPELLGGPSVFLF P PR PRDTLMI SRT PEVICVVVDVSHEDPEVEENW Y VDGVEVHNAKTKPREEQY
NSTYRVVSVLIVLHODWLNGREYKCEVSNFALPAPIERT I SKAKGOPRE PUVY TLPPSRDELTENQVSLTCLVEGFYPSDIAVEWNESNGOPENNYETTPP
VLDSDGSFELY SELTVDRSRWOOGNVEFSCSVMHEALHNHYTORSLSLSEG

Chain 4 - Light chain 2

QIVLEQSPAILSASPGERVTMICRAS SSVSY IHWFOURPGSSPRFWI YATSNLASGVPVRFSGSGSGTSYSLTISRVERAEDAATYYCOUWT SNPPTFGGE
TRLEIRRTVARPSVFIF PP SDEQLR S G T ASVVC LLNNFY PREAKVOWKYDNALOSGNSOESVTEQDSKDSTY SLE STLT LS KADYERHEVYACEVTHOGL
SSPVTESFNRGEC

Cysteine Alkylation: | lodoacetamide v Maamum Number of Combined Modifications per Peptide 4

Digest Agent: Trypsin ¥ | Maximum Missed Cleavages: 4 ¥

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

Chains | Peptide AAIndex | Sequence Modifications :::;:de ::::' :;’:“' Charge  XIC Area ::'n:':"“""
1 14 151 118 QIVLSQSPAILSASPGEK 1823.9993 - - - Il
214  TA11 108-148  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133] 4594.3570 E
314 TEL 108-148  TVAAPSVFIEPPSDEQLK.. Deamidated@®®, Oxidationg 45533305
414 1811 108-148  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 45933730 -
s 14 TELL 108-148  TVAAPSVFIFPPSDEQLK.. Owdation@* 4552.3465
6 14 Ta-10 108-144  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 4085.0456 E
714 T8-10 108-144  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 40700347
g 14 Tal0 108-144  TVAAPSVFIFPPSDEQLK.. Deamidated@*, Deamidate 4029.0081 -
g 14 T8-10 108-144  TVAAPSVFIFPPSDEQLK.. Carbamidomethyl@26(133) 4034.0616
1014 1810 108-144  TVAAPSVFIFPPSDEQLK... Carbami hyl@26(133) 4069.0507
11 14 Ta-10 108-144  TVAAPSVFIFPPSDEQLK.. Deamidated®*, Oxidationd 4028.0241
1214  T&10 108-144  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 4054.0398 -
13 14 Ta-10 108-144  TVAAPSVFIFPPSDEQLK.. Deamidated®*, Deamidate 4013.0132
1414  TE10 108-144  TVAAPSVFIFPPSDEQLK.. Carbamidomethyl@26(133) 4068.0667 -
15 14 T8-10 108-144  TVAAPSVFIFPPSDEQLK.. Owdation®*, Oxidation@* 4027.0401
16 14 18-10 108-144  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 4053.0558 .
1714 T311 108-148  TVAAPSVFIFPPSDEQLK.. Owidation®®, Oxidation®* 45683414
1814 T80 108-144  TVAAPSVFIFPPSDEQLK.. Deamidated®®, Oxidationg 40120292 E
19 14 T8-11 108-148  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 46003679
2014 Ta-11 108-148  TVAAPSVFIFPPSDEQLK.. Carbamidomethyl@26(133] 4595.3410
2114 Ta-12 108-168  TVAAPSVFIFPPSDEQLK.. Deamidated@*, Oxidationd 5686.2763
2214 T8-12 108-168  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 6712.2019
2314 T8-12 108-168  TVAAPSVFIFPPSDEQLK.. Deamidated®*, Deamidate 6671.2654 g
2414  TEL2 108-168  TVAAPSVFIFPPSDEQLK... Carbamidomethyl@26(133) 67263138 E
X ? ! 25 14 Ta-12 108-168  TVAAPSVFIFPPSDEQLK.. Owmdation®", Oxidation@” 6685.2023
Settings Help A BT R L0E168  TysApeyEEDoenED K Corbamidamattd@oen 23 S2ila07s
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Navigate to the ‘Settings’ icon and review your global ‘Peptide Mapping Settings’

J__-_ BioPharmaliew Settings

o

Custom Modifications

Intact Protein Settings

Peptide Mapping Settings

Peptide Mapping Settings

Maximum Charge State:

Minimum Peptide Length:

XIC m/z Width:

Recalibration:

Label Matching Tolerance:

Display Labels For:

Peptide Deconvelution Tolerance:

Number of TOFMS Spectra to Combine:

Number of MRM Transitions to Export:

Chromatogram Peaks Labeling

10

3

10.00 ppm
0.025 Da
3 + scans

Automatic (@) Manual

3

010 Minutes

Auto-Validated Matches ¥

Reset to Default

BT T

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.

p7



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

Pharma and Biopharma

[im BioPharmaView

/SCIEX)

Rituximab

Project
Assay Information
— 20160713-Ritu_R_IDAOLwiff2
Intact Protein Sample# |1 & | Experiment#|1 +
Characterize Standard Processing Parameters RT Range Processing
Create Batch m/z Tolerance, ppm: £ | 5.0 ppm @ Automatic
- Minimum Score for Auto-Validation: | 3.0 Time Selection - to - min
Review Results .
MS/MS Matching Tolerance: | 0.03 Da
Peptide Mapping
Characterize Standard * || BPC/TIC/XIC Graph h & 0O
Create Batch @ BPC from 20160713-Ritu_R_IDADT wiff2 (sample 1) - 20160713-Ritu_R_IDA, Experiment 1, +IDA TOF MS (350 - 2000)
s e Reocr | 2766 23T12| 2372 .
Review Results i e 23718 5% Sarar 1amrilf 2318
= 105 2368 W laT olE23TIE 23710, et
@ ’ : 36.67 -
g 265 2378 14711 1.401'012 2198 1475 35.89 3!;.523“3 :1;*:9‘23“3 e
= 13.40 5 Y 7 %
R 0w i 2.3 jm. an 5163 5365
12 14 16 18 0 2 24 26 2@ 30 32 M 3%k 3]/ 40 42 44 4 48 50 52 54 5% 53 60

Peptide Results

Filter Protein..100.0 % | View Sequence Optimize Matching Parameters  Update Assay Information £ [

Matched

Unmatched

RT  Sequence Disulfide Bonds Lh;:;e;;:l “Dn‘::::sz (Epr:;; Score Charge  XIC Area Peptide Chains E:?irn
= I . = N 7 S 2
3 4041 VWSVLTVLHQDWLNGK 904.9989 904.0994 0.5 23.852 2 3.7501e5 T24 23
4 2422 VWWACEVTHQGLSSPVTK 625.9805 625.9791 -2.2 23.325 3 4.8263e6 T16 14

?
Help

Eol

Settings

!
About

@ +IDATOF MS (350 - 20(

% Intensity

Graph

& +MS/MS (50 - 2000) from 20160713-Ritu_R_IDAQ1 w...riment 10 @ 30.71 min, Precursor: 839.4431 Da.
100%

0
839,

0) from 20160713-Ritu_R_....70. Mono miz: 823.4034 from 20.63 to 30.76 min
100% 4034 (2)

239.9045(2) Tygg2 Vs
8394000 2684783

=
z b
s 2404061 (2) E sgies  B99029(2)
) E 5562405 (1) 12306124 (3) T+,
BOSOTT(2) 8414091 (2) = l J [ 1416 6901
! e i il o L 7
200 400 600 200 1000 1200 1400
miz, Da

l All Matched Peptides Auto-Validated Used for IDs Selected Peptides

Chain 1 - Light Chainl Sequence Coverage 100.0 %
QIVLSQSPATLSASPGERVTMTCRASSSVSY THWFQORPGSSPRPWIYATSNLASGVPVRF LTISRVEAEDAATYYCQQOW
TSNPPTFGGGTELETKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTL
SEADYERHRVYACEVTHOGLSSPVTRSFNRGEC

Chain 2 - Heavy Chain 1 Sequence Coverage 100.0 %

QVQLOOPGAELVKPGASVEMSCRASGYTFTSYNMHWVRQTPGRGLEWIGATIYPGNGDTSYNQKFKGKATLTADKSSSTAYMOLSSLTSED
SAVYYCARSTYYGCDWYFNVWGAGTTVTVSAASTRGPSVFPLAPSSKSTSGCTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLOS
SGLYSLSSVVIVPSSSLGTOTYICNVNHKPSNTKVDKRAEPRSCDKTHTCPPCPAPELLGGPSVFLEPPKPKDTLMISRTPEVICVVVDV
SHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGREYRCKVSNKALPAPIERTISKARGOPREPOVYTLPPSRD
ELTRNQVSLTCLVRGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLY SKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQORSLELSPG

Chain 3 - Heavy Chain 2 Sequence Coverage 100.0 %

QVQLQOPGAFELVKPGASVRMSCRASGYTFTSYNMHWVREQTPGRGLEWIGATIYPGNGDT SYNQKFKGKATLTADKSSSTAYMQLSSLTSED
SAVYYCARSTYYGGDWYFNVWGAGTTVTVSAASTRKGPSVFPLAPSSKSTSGGTAALGCLVEDYFPEPVTIVSWNSGALTSGVHTFPAVLQS
SGLYSLSSVVIVPSSSLGTOTY ICNVNHRKPSNTRVDRRAE PRSCDRTHTCPPCPAPELLGGPSVFLFPPKPRDTLMISRTPEVT D
SHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYRCKVSNKALPAPTEKT ISKAKGQPREPQVYTLPPSRD
ELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLY SKLTVDKSRWQQOGNVFSCSVMHEALHNHYTQRSLELSPG

Chain 4 - Light chain 2 Sequence Coverage 100.0 %

QIVLSQSPAILSASPGERVTMTCRASSSVSY THWFQORPGSSPKPWIYATSNLASGVPVRFSGSGSGTSYSLTISRVEAEDAATYYCQOW
TSNPPTFGGETRLEIKRTVAAPSVFIFPPSDEQLRSGTASVVCLLNNFYPREARVOWKVDNALQSGNSOESVTEQDSKDSTYSLSSTLTL
SEADYEKHEVYACEVTHQGLSSPVTRSFNRGEC

Displaying 105 unique peptides

For more information, please visit sciex.com/X500B
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