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Evaluation of a microfluidic electrophoresis device coupled to an Orbitrap mass
spectrometer for the characterization of biotherapeutic proteins.
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mapping. Figure 2. a) Electropherogram of NIST mAb (0.1 ug/ulL). b) Figure 3. Data visualization in BioPharma Finder 2.0 software processing in BioPharma Finder 2.0 software.
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