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Trastuzumab was the first monoclonal antibody targetec! for a car?cer-rela-ted Intact Trastuzumab 2mg/mL in 0.1%TFA, 0.1mL/min, gradient 27-33%B in Reduced Trastuzumab 1mg/mL in 0.1%TFA, 0.2mL/min, gradient 28-34% in 40 min, 250 2 i i B
biomarker to obtain approval by the FDA. Trastuzumab consists of two light chains, 80min, 80°C, 280nm. Mobile phase A: 0.1%DFA, B: 0.1%DFA in ACN 80°C, 280nm, Mobile phase A: 0.1%DFA, B: 0.1%DFA in ACN 20 i b
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* Formic and acetic acid are widely adopted for LC/MS applications, with variable Flow Rate: 4 pLmin ] chain, and MWs of Flow Rate: 7.5 pL/min 0.1% DFA, B =0.1% DFA in ACN. Loading Pump: 2%B @ 10uL/min. EXP stem cartridge 33ul HALO C4. NC Pump: 5-55%B in 182min @ 3uL/min, 60°C,
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e Each acid was examined at varying concentrations (2-50 mM for fluorinated acids; 0 WN uu w Need to track LC resolved peaks to actual structures «  Ammonium formate (AF) has also been shown to work in synergy with FA to

20-500 mM for FA), exhibiting progressive suppression of ESI signal with concentration:
plateau at 50 mM for FA, 10-20 mM for the others. 0 S - PR RPN

*
I | T I T T I

I I I I I I
400 600 800 1000 1200 1400 1600 1800 2000 2200 2400 2600 2800 3000 3200 3400 3600 3800 4000 M/z

provide good peak shape, recovery, selectivity, and detection capabilities. @ ﬂuVﬂnEEﬂmﬂrE“ﬂlsrechnumgu

* DFA alone or DFA/AF together may provide a reasonable alternative to TFA



