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Background: (C)
The objective of this study was to probe the conformational change

caused by a site specific mutation in a human immunoglobin G (IgG).

Hydrogen-Deuterium Exchange Mass Spectrometry (HDX -MS) and
Differential Scanning Calorimetry (DSC) complement one another and
have the laboratory-proven sensitivity and reproducibility to
successfully characterize the structure and function of binding
molecules.

The HDX-MS/DSC data sets enabled a clear, comprehensive
characterization of peptide maps and thermodynamic stability changes (A) nanoACQUITY UPLC HDX - Waters

. . (B) Xevo G2 Q-TOF MS - Waters
that help define weak binding events. (C) Nano DSC Autosampler System - TA Instruments

HDX- MS Experiments / Data DSC Experiments / Data
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