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Biotherapeutic Non-Reduced Peptide Mapping
Routine non-reduced peptide mapping of biotherapeutics on the X5008B QTOF System

Method details for the routine non-reduced 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 MS and MS/MS level data on the digested
biologic protein product for the purpose of localizing
disulfide bonds. Either an information dependent
acquisition (IDA) method or an information
independent SWATH acquisition method can be
employed for non-reduced peptide mapping
analyses.

« Buffer exchange antibody sample (0.2mg) in )
Ammonium Bicarbonate (100mM) buffer and
add 25 pL Trifluoroethanol (TFE) denaturation
agent. 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

\
*Add 2.5 uL DTT (200mM) solution to destroy
excess IAM. Allow to stand for 1 hour in the
SWATH Acquisition utilizes either fixed or variable dark.
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, thus limiting the need to
reanalyze a sample to obtain sufficient MS/MS
spectra for disulfide bond location confirmation.

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.

J

N\

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

J

N

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

J

€€€€CECK<

Sample Prep

A generic sample preparation strategy is shown for
the digestion of an antibody biotherapeutic prior to a
non-reduced peptide mapping LC-MS analysis.
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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 25Da fixed SWATH window from 350-1500
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 Peptide Map_SWATH_75min

Method Overview 3 .
Device: X500 QTOF Method duration 75 /| min Total scan time: 2631841 sec Add Experiment v
Ion Se > TurboSpray
on source: Turbespray Estimated cycles: 1709
SWATH ¥ Source and Gas Parameters
(TOF MSMS Scans: 46)
Ton source gas 1 40 o psi Curtain gas 35 b Temperature 450 . °C
Ion source gas 2 40 S| psi CAD gas 7 °
v Experiment [swatH v
) . Autofill SWATH Windows X
Polarity Paositive v
Generate an initial set of SWATH windows and then use the windows to autofill the M5MS mass table
TOF MS
TOF start mass 00 4| pa Precursor start mass | 350 Da Window width 25 Da Y
TOF stop mass 1500 3| pa Precursor stop mass Da Windows per cycle: 46 sy
Accumulation time 0125 i Populate the MSMS table
TOE MSMS Append to existing list
TOF start mass 50 ~| Da @ Overwrite the existing list
Mass Table Autofill SWATH windews..
Precursor ion st... Precursor ion st... Declusteri... DP spread (V) Collision energy (V) CE spread (V) |
1 350.0000 375.0000 80 ] 15
2 374.0000 400.0000 80 ] 15
3 399.0000 425.0000 80 o 15
4 424.0000 450.0000 80 o 15
5 449.0000 475.0000 80 o 15
6 474.0000 500.0000 80 o 15
7 499.0000 525.0000 80 o 15
8 524.0000 550.0000 80 o 15
9 S4g.0000 5200000 o L 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.

Sample Name

2

intact protein snalysis MS Intact_10min 1.5mL (105 vial) 1 |In|ac| protein file |

@ Running
I CT ET CET ©

Untitled

LC Method Rack code Vial position  Data File

Batch - Automatic Calibration Editor

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

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

Calibrate every APCI Negative Calibration Solution samples

Calibrant delivery

APCI Positive Calibration Solution
Beta Galactosidase Digests DS channel 1 v
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’iebration Editor

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

X500 ESI Positive Calibration Solu.. % m

3 : samples

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 as well as expected localization of disulfide
bonds in the ‘Assay Information’ window.

O™
g — )
/SCIEX
Saquence Festres | IactProtein | Peptide Mapping

Assay Information r

Intact Protein Protein Type: | Antibody v Unmodified Protein MWs:
Monoisotopic 1441953139 Average: 14428627

Chain 1 | Light Chainl
A Indexes: Delete Chain
1-100 QIVLEQSPAILSASPGERVIMICRASSEVSY IHWFOOR PGS S PR PWIYATSNLASGVPVRFSGSGSCTSYSLTISRVEAEDAATY YCOOWT SNEPTFGEG
101-200 THELEIRRTVARPEVFIFFPSDEQLESGTASVVCLLNNFYFREARVOWKVDNALOSGNSQESVTEQDSKDSTYSLSSTLTLSFADYERHKVYACEVTHOGL
201-213 sSPVTESFNRGEC

Chain 2 | Heavy Chain 1
AR Indeses: Delete Chain

1-100 gVQLOQPGAELVEPGASVEMSCRASGY TET S YNMEWVEGT PCRGLENIGAT Y PGNGDT SYNORFRGRATLTADKS SSTAYMOLSSLTSEDSAVYYCARST
101-200 ¥YGCDWYFNVRGAGTTVTVSARSTECPSVEPLAPS SKSTSGCTAALGCLVEDY FPEPV TV SWNSGALTSGVHT FPAVLOS SCLY SLESVVTVPSSSLETQ
Sys tem 201-300 T¥ICNVNHEPSNTEVDEEAEPRECDETHTCPPCPAPELLGGPSVFLEPPRPRDTIMISRTPEVTCVVVDVSHEDPEVKFNWY VDGVEVHNARTKPREEQY
_ 301-400 NSTYRVVSVLTVLHODWLNGKEYKCEVSNRALPAPIERTISKAKGQPREFQVYTLPPSRDELTENQVSLTCLVEGFYPSDIAVENE SNGOPENNYKTTEP
il 401-450 VLDSDGSFFLYSHLTVDHSRWOOGNVESCSVMHEALHNHYTORSLELSPG

Chain 3 | Heavy Chain 2

A Indexes: | Delete chain_|

1-100 CVQLOQPGAELVEPGASVRMSCHASCY TET S YNMHRVEQT PCRGLEN IGAT Y PGNGDT SYNOKFHGRATLTADKS SSTAYMOLESLTSEDSAVYYCARST
101-200 YYGGDWYFNVWGAGTIVIVSAASTHGPSVEPLAPSSKSTSGGTAALGCLVEDYFPEPVTVSWNSGALT SGVHT FPAVLOSSGLY SLESVVTVRSSSLGTQ
201-300 TYICNVNHEPSNTEVDERAEPKSCDETHTCPPCPAPELLGGRSVFLFPPKPRDTLMISRT PEVTCVVVDVSHEDPEVEFNWY VDGVEVHNARTRFREEQY
301-400 NSTYRVVSVLIVLHODWLNGREYRCKVSNRALPAFIERTISKANGOFREFOVYTLPPSRDELTENQVSLTCLVRGEYPSDIAVEWE SHGOPENNYRTTFR
401-450 VLDSDGSFFLYSKLTVDKSRWNCOGNVFSCSVMHERLHNHYTOKSLSLSRG

Chain4  Light chain 2
AA Indexes: Delete Chain
i-100 LSS P LS A DG ERV T T CRA S S SV e Y THW P OO PGS S PR W I Y AT SNLAS GV EVRF SGE8GECT SY SLTISRVERAEDAAT Y YCOUWT SNPETFGGE
101=200 TRLEINRTVAAPSVEIFPPSDEQLESGTASVVCLLNNEY PREAKVOWH VDNALQSGNSCESVTEQDSKDSTY SLSSTLTLSRADYERHEVYACEVTHOGL
201-213 SSPVTRSFNRGEC

O ot vl eport |

Cysteine Modifications Can Replace Disuifide Bonds  [is alf

Chains Type Mame position :‘:"'“"“ Applies To Workflow Usage  Mass Shift :::T:_ Z:aln E’;’;‘;m Z‘;_m ne
1 1-4 N-terminal Gln->pyro-Glu - Q Q Both -17.0265 1 1 1 23 &7
2 14 Intemal  Deamidated *  ne (NQR Peptide Mapping 05840 2 1 1 133 193 g
3 14 Intemal  Owidation . na MWHCDNYFKPR  Peptide Mapping 150949 3 1 2 13 224
4 23 Intemal GIF 301 N N Both 1606.5867 4 2 2 2 96
5 23 Intemal  G2F 301 N N Bath 17686395 5 2 2 143 204
6 23 Intemal GO 301 N N Bath 12984760 3 z 2 265 325
7 2-3 Intermal  GOF-GleNAC 301 N N Bath 12414545 7 2 2 3T 429
8 23 Internal  GO-HexNAc 301 N N Bath 1095.3966 8 4 & 2 &7
9 23 Intemal  GOF 0 N N Bath 14445339 g 4 a 133 193

10 4 3 n3 224
11 3 3 2 a6
12 3 3 143 204
13 3 3 2465 325
14 3 3 EXH 429
15 z 3 230 230
16 2 3 233

]
]

| by ) medification:
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Assay Information

Peptide Mapping
Stand.

Rituximab

Parar

myz Tolerance, ppm: Retention Time Tolerance: + | 050 min

Intact Protei £5.0ppm RT Range Processing: Time Selection
fia Minimum Score for Auto-Valida 3.0 Start RT: 0.00 min .
MS/MS Matching Tolerance: 003 Da Stop RT: 58.36 min A G < B "
Minimum Sequence Coverage: x *®
Required Form Minimum: > |8 %
Restricted Form Maximum: 3 %

Chain 1 - Light Chainl

QIVLSQSPAILSASPCERVIMTCRASSSVSY IHRFOOR PGS SPRPWIYATSNLASGVPVRFSGSCGSGTSYSLTISRVEAEDARTYYCOOWTSNPPTFGGE
TRLEIRRTVARPSVEIFPPSDEQLKSGTASVVCLLNNF Y PREAKVOREVDNALOSGNSQESVTEQDSKDSTYSLSSTLTLSKADYERHEVYACEVTHOGL
SSEVTKSFNRGEC

Chain 2 - Heavy Chain 1
VoL OO PGAE LV PGAS VRN S CRASGY TFT S YNMHNVROT PGRGLEN IGAT Y PGNGDT SYNORFRGRATLTADK SSSTAYMOLSSLTSEDSAVYYCARST
Y GGDW Y FNVWGAGT TV T VS AASTHGPSVFPLAPS SKSTSGGTAALGCLVEDYFPERVTIV LTSGVHTFPAVLOSSGLYSLSSVVIVPSSSLGTO
TYICNVNHRPSNTHVDEEAEPRSCDRTHTCPPCPAPELLGGPSVFLFPPEPEDTLMISRTPEVTICVVVEVSHEDPEVEFNWYVDGVEVHNARTRPREEQY
N TYRVVSVL TV LEODW LN G E Y RO RV SN AL PAP IERT I SEAKGOPRE POVY TLEPPSRDELTENOV S LTCLVRGE Y PSDI AVENE SNGOPENNYRTTRD
VLDSDGSFFLYSKLTVDESRWQOGNVFSCSVMHEALHNHYTQKSLSLEPG

Chain 3 - Heavy Chain 2

OVOLOOPGAELVA PGAS VNS CRASGY T T S YNMHEWVROT PGRGLEN IGAT Y PGNGDT SYNORFRGRATLTADK S SSTAYMOLSSLT SEDSAVYYCARST
YYGEDWYFNVWGAGTTVIVSAARSTRGPSVEFPLAPSSESTSCETAALGCLVRDYFPEPVTVSWNSGALT SGVHTFPAVLOSSGLYSLSSVVIVPSSSLGTQ
TYICNVNHKPSNTEVDEEAE PRSCDRTHTCPPCPAPELLGGPSVFLFPPRPEDTLMISRT PEVTCVVVDVSHEDPEVRFNWY VDG VEVHNARTKPREECY
NSTYRVVSVLTVLHQDWLNG! KCRVSNRALPAPIERT ISKAKGOPREPOVYTLPPSRDELTENQVSLTCLVEGFYPSDIAVEWESNGOPENNYRTTPP
VLDSDGSFFLYSELTVDRESRWOQGNVFSCSVMHERLHNHYTORSLELSPG

Chain 4 - Light chain 2
CIVLEQSPRILSASPGERVIMICRASSSVEY IHWFQOR PGS SPEFW I YAT SNLASGVPVRFSGSGSGTSYSLTISRVEAEDAATYYCQUWT SNPPTFGGE
THLEIRRTVARPSVEIFPPSDEQLKSGTASVVCLLNNFY PREAKVOWEVDNALOSGNSOESVTEQDSKDSTY SLESTLTLSKADYERHRVYACEVTHOGL
SSPVTESFNRGEC

Cysteine Alllation:  None ¥ Maximum Number of Combined Modifications per Peptide | 4

Digest Agent: Trypsin ¥ Maximum Missed Cleavages: 4 W

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

Chains Peptide AAlndex  Sequence Modifications Disulfide Bonds 112" :;’z”"' Charge  XIC Area Patantion
114 n 1-18 QIVLSQSPAILSASPGEK 18239993
214 T14-15 183-189  ADYEKHK Oxidation@* 9054243
3 14 T14-15 183-189  |ADYEKHK Oxidation@", Cradatior 921.4192
4 14 T15 188-189  HK 283.1644
5 14 T15 188-189  |HK Oxidation " 299.1584
6 14 T15 188-189 |HK Oxidation@1{188), Oxic 3151543
7 14 T8 108-125  TVAAPSVFIFPPSDEQLK  Deamidated@16(123), 1977.9935
3 14 T8 108-125 TV TFPPSOEQLE O , Coadatior 1977.0095
9 14 T8 108-125  TVAAPSVFIFPPSDEQLK D 16(123). | 1961.9966
10 14 T8 108-125  TVAAPSVFIFPPSDEQLK  Oxidation®@*® 19610146
11 14 T14-15 183-189  ADYEKHK 889.4284
12 14 T8 108-125  TVAAPSVFIFPPSDEQLK  Deamidated @16(123) 19460037
13 14 T8 107-125  RTVAAPSVFIFPPSDEQLK  Deamidated @1(107), D 2135.0787
14 14 T7-8 107-125  RTVAAPSVFIFPPSDEQLK  Deamidated@®, Oxidati 2134.0946
15 14 ™8 107-125  RTVA F DEQLK D 1{107), D 2119.0837
16 14 178 107-125  RTVAAPSVFIFPPSDEQLK  Oxi ", Oxidatior 2132.1106
17 14 T8 107-125  RTVAAPSVFIFPPSDEQLE  Deamidated@-, Oxidat 2118.0997
18 14 T8 107-125  RTVAAPSVFIFPPSDEQLK  Deamidated@1(107), D 21030888
19 14 T7-8 107-125 | RTVAAPSVFIFPPSDEQLK  Oxidation®” 21171157
20 14 T7-8 107-125  RTVAAPSVFIFPPSDEQLK  Deamidated@® 2102.1048
2114 T7-8 107-125  RTVAAPSVFIFPPSDEQLE 21011208
2214 T8 108-125  TVAAPSVFIFPPSDEQLK 1945.0197
23 14 T4 183-187  ADVEK Owidationd", Cadatior 656.2653
24 14 T4 183-187  ADYEK Cidation @™ 5402704
25 14 T4 183-187  |ADYEK 624.2755

el cioet |

Navigate to the ‘Peptide Mapping’ tab complete processing parameters and to generate all peptide forms for
matching.
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Navigate to the ‘Settings’ icon and review your global ‘Peptide Mapping Settings’

l- BiocPharmaView Settings

8

Custom Maodifications

Peptide Mapping Settings

L3

Maximum Charge State:

Minimum Peptide Length:

Peptide Deconvolution Tolerance:

XIC my/z Width:

MNumber of TOFMS Spectra to Combine:

Recalibration:

Mumber of MRM Transitions to Export:

Chromatogram Peaks Labeling

Label Matching Tolerance:

Display Labels For:

10

3

10.00 ppm

0.025 Da

3 + scans
Automatic (@) Manual

3

0.10 Minutes

Auto-Validated Matches ¥

Peptide Mapping Settings

Reset to Default

T 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. Disulfide bond locations are automatically identified and high-
resolution MS/MS spectra for disulfide bond containing peptides are annotated to allow for fast review and

bond confirmation.
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Assay Information

20160713-Ritu_NR_SWATHOZwiff2

Sample# |1 % | Experiment#| 1 W

Intact Protein

Characterize Standard for Peptide Mapping

Process

12 13 14 15 16 17 18 19 20 21 22 23 24 35 26 27 28 29 30 31 32 33 34 35 3% 37
Tlme.w

Create Report

Characterize Standard Pracessing Parameters RT Range Processing
Create Batch m/z Tolerance, ppm: = | 5.0 ppm @) Automatic
N Minimum Score for Auto-Validation: | 3.0 Time Selection - to - min
Review Results B
MS/MS Matching Tolerance: | 0.03 Da
eptide Mapp
Characterize Standard * | BPC/TIC/XIC Graph I & 0
Create Batch @ EFC from 20160712 Ritu_NR_SWATHOZ.wifi2 (sample 1) - 20160713-Ritu_NR_SVIATH, Experiment 1, +SWATH TOF M3 (400 - 1500)
23729 . 23T5
- 55 23711 23723 &
Review Results g 465 23T 23T15-16° 2651 20 14713 1At 23T3%
EN Ppeis 147g 14TI2 2202 316 %39 B0 2372423710
Syst z 205 22TeR S AT T 2013 3305 23728 3885 4071
ystem = 1e5 13.39 1654 | ' 2008 3235‘ 01
: I K b 1530 i 412 50
View Queue d

38 39 40 41 42 43 44 45 45 47 4B 43 B0

Peptide Results [y

Unmatched Filter| Protein.

RT  Sequence Disulfide Bonds I/Ih;r?:rlv:f':l 3:5:::_32 (E;;O’:n Score

o VEAEDAATYYCQQWTSNPPTFGGGTK T5@11(87)

%  View Sequence Optimize Matching Parameters ~ Update Assay Information &% [

30.80 VTMTCR (1,4)T2@5(23)=(1,4) 1176.8550 1176.8568 15 10977

30.80|VTMTCR. (LA)T2@5(23): 882.8931 882.8927 576! T2
VEAEDAATYYCQOWTSNPPTFGGGTK [T5@11(87)

User
Ch: XIC Al Peptid Chai
arge rea eptide ains e

3 1.1517e5 TZ

@ +SWATH TOF MS (400 - 1500) from 20160712-Ritu_...80, Mone miz: 882.8927 from 20.65 to 20.90 min

MS/MS o Fragments Show XIC for Selected [ & |0
@ +MS/MS (50 - 1500) from 20160713-Ritu_NR_SWATH...H. Experiment 21 @ 30.80 min, (874 - 900 Da.)

9 -822.8927 (4) | (282.3831 (4) = 2b, 2y542 é;';ﬁwﬁ
2 \ g 2s1e7 4312064 2 T
Z 5000 2 50% . Vs 2y
g 883 6442 (4) £ 2 3 N Jeigsy | B624514(1)
5 = 4317283(2)
B 504.3966 (4) = L?A.DEDS 2001561 P '?42?3%50 o { 8832916 (4) 10625246
2% 2 1 ™ ( o A (- | i Lo b | "
f u e7e  elo ee1  se2 M3 e ess ses  8e7 200 400 600 800 1000 1200
Settings Help About miz, Da

8 All Matched Peptides Auto-Vahdated Used for IDs Selected Peptides

Chain 1 - Light Chainl Seguence Coverage 38.6 %

QIVLEQEPAILSASPGERVTMTCRASSEVEY IHWFOQKPGESEPEPWI YATSNLASGVPVR
FSG3GSGTSYSLT ISRVEAEDAAT Y Y COOWT SHNPPTFGGETRLEIRRTVAARPSVFIFPPS
DEQLESGTASVVCLLNNFYPREAKVOWEVDNALOSGNSQESVTEQDSKDSTYSLSSTLTL
ERADYERHEVYRCEVTHOGLESPVTREFNRGEC

Chain 2 - Heavy Chain 1 Sequence Coverage 384 %
OVOLOOPGAE LVEPGAS VEMECKASGY TFTSYNMHWVEQT PGRGLEW IGAI Y PGNGDTSY
NOKFRGHATLTADKS S STAYMOLSSLTSEDSAVY Y CARSTY YGEDWY FNVWGAGTTVTIVS
AASTRGPSVFPLAPSSK LGCLVEDYFPEPVT ALTSGVHTFFPAVLOS
CLYSL. TVE LGTOQTYICH RVDEEAEPRSCDRTHTCPPCPAPELLG
GPSVFLFPPRPEDTLMISRTPEVTCVVVDVEHEDRPEVREFNWYVDGVEVHNARTEPREEQY
HNETYRVVEVLTVLHODWLNGHEYRORVENMALPAPIERT ISKANGOQPREPOVYTLRPERD
ELTHNOVSLTCLVHGFYPSDIAVEWESNGOPENNYKTTPEVLDSDGSFFLYSELTVDRSR
WOOGNVFSCSVMHEALHNHYTORSLSLEPG

Chain 3 - Heavy Chain 2 Sequence Caverage 100.0 %

OVOLOOPGAE LVEPGASVENSCHASGY TFT SYRMEWVROTFGRGLENIGAIYFGNGDTSY
NOHFPRGHATLTADKSS8TAYMOLESLTSEDSAVY Y CARSTY YGGDWY FNVHGAGTTVTVE
AMSTHGPSVFFLAPSSHST LECLVEDYFPEEVIV LTSGVHATFPAVLOS
SGLYSLSSVVIVPSSSLGTOTY ICNVNHEPSNTEVDERKAEPKSCDETHTCPPCPAPELLG
GPEVFLFPPRPRDTLMIERT PEVTCVVVDVSHEDPEVEFNWYVDGVEVHNARTEPREEQY
NETYRVVSVLTVLHODWLNGHE YHCHVSNKALPAPIERT ISHARGOPRE PQVYTLPPSRD
ELTENOQVSLTCLVKGFYPSDIA' JPENNYKTTPEVLDS FLYSKLTVDESR
WOOGNVFSCSVMHEALHNHYTORSLELEPG

Chain 4 - Light chain 2 Sequence Coverage 100.0 %
QIVLEOSPRILEASPGERVTMTCRASESVEY ITHNFOORPGESPRPWIYATSNLASGVRVER
FEGIGSGTSY SLT ISRVEAEDAATY Y COURTENPPTFGGGTRLEINRTVAAPSVEIERPPS
DEQLESGTASVVCLLNNEY PREARVONEVDNALQSGNSQESVTEQDSKDSTYSLESTLTL
SHADYERHEVYACEVTHOGLSSEVTKSFNRGEC

Displaying 101 unique peptides

For more information, please visit sciex.com/X500B
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