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Sequence analysis of therapeutic monoclonal antibody
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Abstract: Sequence analysis of DNA, mRNA and protein is an essential component of biologics or bioprocess
development. Analysis of sequences at the DNA, mRNA, and protein levels after the transfer of the gene of interest
into a host cell is an important part of quality control. This article reviews the application of new technologies such
as next-generation sequencing and LC-MS/MS in biological drug development such as monoclonal antibodies.
These techniques have different requirements in term of cost, handling time and expertise. Selecting an appropriate
technique with a sound rationale at different stages of drug development will add to the success rate of research
and development, and ensure product quality, thus ensuring the clinical efficacy and safety.
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