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e Excess 2-AB tag was removed using the
same HILIC micro-elution plate

mass measurement.
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e Streamlined workflow for quantitative (relative®%) and qualitative
analysis of N-glycan profiling.

e Using the Glycan application in UNIFI, we demonstrated the N-
glycan profile differences between the innovator/biosimilar
Infliximab; and the batch to batch variations.
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Example of a Glycan database entry: there are a total of 308 common N-linked
glycans in the scientific library. Each glycan entry has been characterized
structurally using exoglycosidase array and mass confirmed using MALDI MS or
ESI MS. “Unknown” glycan assignment is based on best matched experimental
retention time that was converted to Glucose Unit (GU) value, and accurate
mass measurement. Assignment can be changed to an alternative assignment
based on user’s interpretation of the data.

e We envision the UNIFI glycan workflow to be an enabling tool for
glycan profiling and comparability assessment for biosimilar drug
development.
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