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1. LCMS-9030 Q-TOF &M x=A

LC Conditions
Colurnn Shim-pack Arata™ Peptide C18
2.0x 150 mm, 2.2 ym (P/N: 227-32806-03)
Flow Rate 0.2 mL/min
Mobile Phase A: 0.1% Formic acid in Water

B: 0.1% Formic Acid in Acetonitrile
Gradient elution, 65 mins

%B conc.: 0-2.5 min., 2%; 2.5-5.0 min., 2% to
5%; 5-50 min., 5% to 38%; 50-55 min., 38% to
90%; 55-65 min., 90% to 2%

Elution mode

Gradient Program

Oven Temp. 65T

Injection Vol. 5L

Interface Conditions (LCMS-9030)
Interface Heated ESI at 4.00 kV
Interface Temp. 300C

DL Temp. 250 C

Heat Block Temp. 400 C
Nebulizing Gas 3 L/min
Heating Gas Flow 15 L/min
Drying Gas Flow 15 L/min

Data acquisition (Q-TOF)

MS Mode DDA positive
DDA event # 2-8

TOF m/z range 200-2000 m/z
DDA m/z range 50-2000 m/z
CE 35.0

CE spread 17.0

Event Time (s) 0.100

Pulser Inj. Time 193
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Relative abundance modification % =

Extracted—lon Chromatograms (XICs) of modified peptide

x 100%
XICs sum of all modified peptides + wildtype peptides
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Processing Nodes

Precursor Mass Tolerance 15.00 ppm

Digestion Missed Cleavages 2

Glycans N-glycan 59 common biantennary.txt

Modifications Targets Fine Control
Carbamidomethyl +57.021464 C Fixed

Oxidation +15.994915 M, W Variable-common 1
Deamidated +0.984016 N, Q Variable-common 1

GIn -> pyro-Glu -17.026549
GIn -> pyro-Glu -18.010565
Lys-loss -128.094963

Peptide N-term Q
Peptide N-term E
Protein C-term K

Variable-common 1
Variable-common 1
Variable-common 1
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Proken sequence:

Heavy Chain Covernge: (450 of 450) 100%

QVTLRESGPALVKPT

PTM Summary Tab

LTLTCTFSGFSLS TAGMS VGWIRQPPGKALEWLADIWWDDK K HYNPSLKDRLTISKDTSKNQVVLK VINMDPADTATYYCARDMIFNFYFDVWGQGTTVIVSSAS TR GPSVEPLAPSSK S TSGGTAALGC LVK DY FPEPVIVSWNSGALTSGV

HIFPAVLOSSGLYSLSS VWTVPSSSLGTO TYICN VNHKPSNTK VDK RVEPKSCDK THICPPCPAPELLGGPS VELIPPK PR DTIMISR TPEVICVVWIVSHEDPEVEK ENWYVDGVEVENAK TK PREEQYNS TYRVVSVLTVLHODWINGKEYKCK VENKALPAPIEK TISKA
KGQPREPQVYTLPPSREEMTKNQVSLTICLVKGFYPSIXAVEWESNGOPENN YK TTPPVLDSDGSFFLYSKLTVDK SRWQOQGN VFSCSVMHEALHNHY TQKSLSLSPGK

Light Chain Covernge: (213 of 213) 100%
DIQMTQSPSTLSASVGDRVTITCSASSRVGYMHW YQOK PGKAPK LLIYDTSKLASGVPS RFSGSGSGTEF TLTISSLOPDDFATYYCFQGSGYPFTFGGGTK VEIK RTVAAPS VETFPPSDEQLE SGTASVVCLINNFYPREAK VQWK VDNALQSGNSQESVIEQDSKDSTYS

LSSTLTLSKADYEKHK VYACEVTHOQGLSS PVTKSENRGEC
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1 1
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e |FTSGGTAALGCLVKDYFPERYTVSWNSGALTSGVHTEPAVLOSSGLYSLSSVW IVPSSSLGTQTY| | s N .
- ICNVNHKPSNTE il
tizame  [FTSGGTAALGCLVKDVFPERVTVSWNSGALTSGVTFPAVLOSSGLYSLSSVV TVPSSSLGTOTY|  Deamidated 0.9548; N s
ICNVAHKPSNTE Deamidsted/l 9840 R
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o NGlycan' 14415339 ~ EEY)
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