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System, Repligen), attached to an orbitrap mass spectrometer (Exactive EMR or Q Exactive HF-X ™z me

Biopharma, Thermo Fisher). The microfluidic devices utilized a covalently attached, neutral polymer
surface coating to prevent analyte interactions and suppress electroosmotic flow. An optimal
background electrolyte (BGE) was developed to maintain fully native conditions while maximizing the
resolving power of the separation and the sensitivity of the ESI-MS. The method was initially tested

with the NIST monoclonal antibody reference material (RM 8671, purchased from NIST), along with thlve AnaIYSIS Of TrGStuzumqb and T-DMI

approved drug molecules trastuzumab, and trastuzumab emtansine (T-DM1) which were kindly 1 g Jark. Traghayncsly
provided by collaborators. All samples were diluted directly from formulation to a concentration of 1 Q Bactive HEXBlopharma O sactive HE Xiopharms ) —- o Conjugation of drug molecules onto the
mg/mL. No other sample prep was done. All samples were run with the same separation method. Data - _— g structure of trastuzumab creates a very
were processed using Biopharmafinder 1.0 (Thermo Fisher). ['Il Bx1n’ summed spectrumfrom allvariants Complex group of variants. Without a
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* Inlet temperature 200 C | Native Analysis of Trastuzumab and T-DMI Conclusions
* 3 microscans The PATsmart ZipChip System has demonstrated the ability to resolve charge variants of
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