Characterization of Antibody Drug

with Ultra High Performance Mass Spectrometer
-Identification of complete amino acid sequence and modification analysis are available ! -

Toray Research Center has introduced an ultra high performance mass spectrometer for the first time
as a CRO in Japan, and realized complete amino acid sequence and post—translational modification analysis
of antibody drugs. It enabled us to conduct efficient deamidation analysis.
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digested sample In the antibody drug, 7 out of 16 Asn sites were

found to be deamidated, where deamidation ratios
We use multiple digestion conditions for were 1 ~ 11% (calculated from peak intensity) .
peptidization to get 100% amino acid sequence
coverage in order to meet requests from We can evaluate deamination, which affects the
customers. activity and stability of proteins.

We have been challenging to realize difficult characterization of biopharmaceuticals using Ultra High
Performance Mass Spectrometer and professional pretreating techniques based on our abundant
experiences. We can also work on various tests under “Standards of Reliability of Application Data”.
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