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FIGURE 6. System reproducibility test. Less than 4% of the measured peptides
with less than 3% deuterium uptake variability.
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FIGURE 7. Effect of labeling solution. Deuterium uptake residual plot of two
different labeling conditions. Condition two showed more deuterium uptake
than labeling condition one for all of the peptides measured.
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The described workflow was applied to the analysis of Cytochrome c. It is highly
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Probing mAb conformation
Two lots of a mAb were analyzed using
the optimized experimental conditions.
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FIGURE 6. System reproducibility test. Less than 4% of the measured peptides
with less than 3% deuterium uptake variability.
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FIGURE 6. System reproducibility test. Less than 4% of the measured peptides
with less than 3% deuterium uptake variability.
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FIGURE 10. (top): Comparison of butterfly plots of deuterium uptake of these
two lots of mAb. (bottom): Comparison of specific peptides’ uptake

Z=2,3,4,5

Conclusions
•A fully automated HDX workflow was developed and successfully applied to the study
of conformational changes of proteins.
•The experimental conditions such as labeling temperature, buffer, digestion
parameters, and analytical separation gradient were optimized.
•Optimized experimental conditions were applied to study the conformation of mAb
from two different lots. Excellent reproducibility was obtained.
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