Global HCP Profiling and Quantification by inSPECt™ LC-MS Assay
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* 136 unique HCPs
measured in NIST mAb

« 88 HCP overlap

® Abstract ® Results

Liquid Chromatography-Mass Spectrometry (LC-MS) is a powerful tool for * Between 10— 100 parts per million (ppm): 48 HCPs

88 HCPs

identifying host cell proteins (HCPs), but most high-throughput workflows
often yield inaccurate results. A new LC-MS workflow was developed and
gualified to identify and quantify up to hundreds of HCPs in downstream
biopharmaceutical samples, called the inSPECt MS Assay. inSPECt utilizes
native digestion for sample preparation and Data-Independent Acquisition
using the state-of-the-art Astral Zoom Mass Spectrometer (Thermo Fisher

* inSPECt MS calibration curves display high linearity (R* > 0.94)
and precision (%coefficient of variance (CV) < 25%)

* Back-calculated CPS concentrations are highly accurate
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