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resolution of modified peptides, as illustrated by the
separation of a deamidated peptide above. With some fine
tuning of the PASEF method, we believe we can achieve
similar results with an even faster method using a high o
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separation is shown at middle-left, yielding only slightly ZipChip System’s separations coupled with a timsTOF Pro QTOF is a powerful platform for the
lower resolution of species with a total run time about 4x characterization of biotherapeutic proteins. The high speed of the PASEF MS/MS data acquisition
faster. enables deep sequence coverage from fast ZipChip System separations. Use of the high resolution

Figure 5. Coverage map for NIST mAb tryptic digest run on HR chip native (HRN) chip and the charge variant analysis BGE yields good sensitivity and accurate mass

assignments for characterization of intact charge variants.
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