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Table IS

No Peptide sequence Protein ID / SwissProt | Retention | Precursor / Fragment Fragment Collision Dwell
crt Sequence species Accession no|time (min)|Charge state | I Energy (eV) |Time (ms)
1 GVEKPLR Insulin-like growth factor binding protein 4 (mouse) P47879 59 399.7 (+2) 385.2 (y3) 513.3 (v4) 16 20
2 GPSSVEDIK Nucleophosmin (mouse) Q61937 75 466.2 (+2) 603.3 (y5) 774.4 (y7) 18 20
3 STTTGHLIYK Elongation factor 1-alpha (mouse) P10126 Tit{ 560.8 (+2) | 730.4 (y6) | 831.5(y7) 22 20
4 GFVLHK Plasminogen activator/inhibitor 1 RNA bp (mouse) QICY58 8.0 350.7 (+2) 397.3 (y3) 496.3 (y4) 15 20
5 VEIANDQGNR 78 kDa glucose regulated protein (hamster) P07823 8.1 614.8 (+2) 7743 (y7) 887.5 (y8) 24 20
6 | GAAQNIIPASTGAAK Glyceraldehyde 3-P dehydrogenase (hamster) QOQETY 91 6854 (+2) 702.4 (y8) 815.5 (y9) 26 20
7 APIIAVTR Pyruvate kinase isozyme M1/M2 (mouse) P52480 94 4208 (+2) | 446.3 (y4) 559.3 (y5) 17 20
8 ELAEDGYSGVEVR 408 ribosomal protein S3 (mouse) P62908 95 712.3 (+2) 646.4 (y6) 981.5 (y9) 27 25
9 SVSLYYTGEK Nucleolin (hamster) P08199 9.7 573.8 (+2) | 760.3 (y6) 960.5 (y8) 22 20
10 | IEDLSQQAQLAAAEK | Nascent polypeptide-associated complex alpha su (mouse) P70670 9.8 807.9 (+2) 730.4 (y7) 929.5 (y9) 30 20
1 ALIAAQYSGAQVR Elongation factor 1-gamma (mouse) Q9D8NO 9.9 674 4 (+2) 780.4 (y7) 979.5 (y9) 26 20
12 DLKDYFSK Heterogeneous nuclear riboprotein D0 isoform (mouse) Q60668 10.6 508.3 (+2) | 659.3 (y5) | 787.4 (y6) 20 20
13 | IFVGGLSPDTPEEK Heterogeneous nuclear riboprotein D0 isoform (mouse) Q60663 11.0 7449 (+2) | 8154 (y7) |1228.6 (y12) 28 20
14 | IFVGGLNPEATEEK Heterogeneous nuclear riboprotein A/B isoform (mouse) Q99020 13 7524 (+2) 803.4 (y7) [1144.6 (y11) 28 20




Table IIS

Peptide Protein RT MRM Transition Cv CE
sequence ID (min) Native 13C15N (V) (eV)
SLLNSLEEAK Clusterin 12.2 552.3 -> 903.5 556.3 -> 911.5 35 21
STTTGHLIYK Elongation factor 8.3 560.8 -> 831.5 564.8 -> 839.5 35 22
GAAQNIIPASTGAAK GAD3-PDH 9.6 685.4 -> 702.4 689.4 -> 710.4 35 26
VLFDTGLVNPR Nidogen-1 12.9 615.8 -> 1018.5 | 620.8 -> 1028.5 35 24




Table IIIS

Sample Sample CHO Cell Protein conc | No of HCPs Common HCP conc PTG1
no ID Line (mg/mL) |dentified HCPs (ppm) purity (%)
1 A1 DG44 5.00 21 4 5945 941
2 A2 DG44 7.37 23 4 7190 92.8
3 B1 DG44 5.79 30 4 12897 87.1
4 B2 DG44 4.47 30 4 15302 84.3
5 C CHO-S 3.88 5 4 1151 98.8
6 D CHO-S 5.00 9 4 1020 99.0




	Supp cover.pdf
	DoneanuMABS4-1-Sup.pdf

