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Figure 6. Oxidation change on the peptide DTLMISR. Metric plot of the modification
percentage change across stressed samples showing increasing levels of oxidation with
Increasing stress time. The metric plot can be directly generated inside the results table as a
visualization tool for easy and quick comparison of samples.
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Figure 1. Summary of quality attributes used for trac
and isoaspartate formation were defined to be monitorec
Up to four charge states from each peptides were consic

KIng purposes. Oxidation, deamidation
as part of the degradation assessment.

ered In quantification.

achieve a precise calculation (A), followed by a
percentage calculation (B).

accuracy (B) and modification percentage
(C). Any attribute which fails the set criteria
will be flagged in the assay table by a color
scheme, facilitating data review.
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