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OVERVIEW RESULTS AND DISCUSSION

This study investigates the localized conformational
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Figure 1. A complete HDX system solution used for this study: (A) overlaid for a comparison of the corresponding peptide. light blue, dark blue, and black, respectively. (A) A indicate insignificant changes. In the third panel Batch #A was directly compared to Batch #B, showing that the
nanoACQUITY UPLC system with HDX technology, (B) XEVO G2 Q- heavy chain comparison. (B) A light chain comparison. two forms were very similar, and that there were no significant differences in each of the heavy and light chains.

TOF MS, (C) Nano Differential Scanning Calorimetry Autosampler.
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