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INTRODUCTION

« Hydrogen-deuterium exchange mass spectrometry (HDX-MS) is a powerful method for
relaying information on protein dynamics, protein-ligand interaction and protein
structure interpretation.

DATAVISUALIZATION SOFTWARE PERFORMANCE

SAMPLE PROJECT: HDX-MS analysis of apo-CaM vs holo-CaM

Goal: Use HYDRA to fully automate HDX-MS analysis of apo-calmodulin (apo-CaM) vs. holo-
calmodulin (holo-CaM)
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