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Mass spectrometry (MS) has become a powerful tool for studying protein higher- Protein Metrics Byos™ platform includes workflows for severa MS-based Hydroxyl radical protein footprinting can also be run in Byos. For HRPG, the Byos reduces but does not eliminate manual curation required for HDX and
order structure (HOS) and dynamics. Two MS-based techniques for following biopharma assays. Byos accepts data from any MS instrument vendor and interactive viewer shows stacked XIC, MS1, and MS2 plots of oxidized and HRPF workflows. For HDX, curation involves correcting or removing peptide
conformational changes are hydrogen-deuterium exchange (HDX) and hydroxyl almost any type of mass spectrometer. Each workflow prompts the user for unoxidized (“unmodified”) peptides for easy comparison and, if necessary, interferences. For HRPF, curation involves excluding in-source oxidation (as
radical protein footprinting (HRPF) using fast photochemical oxidation of proteins necessary inputs, for example, ExchangeTime and Condition for HDX. adjustment of XIC time limits, for example, to exclude in-source oxidation as shown at the left) and, if sub-peptide resolution is the goal, localization of
(FPOP) among other methods. Both HDX and hydroxyl radical footprinting shown below. Byos also exports graphical reports in user-customizable formats, oxidations.
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