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Introduction Results - Oligo Sequence Mapping, 5’ cap and 3’ PolyA Tail

Characterization of mMRNA PQAs is necessary to ensure safety and efficacy. LC-MS/MS digested oligonucleotide sequence mapping can characterize the 5’ cap, oligo sequence, and 3’ PolyA tail in a single assay.
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M ethods Row# Sequence Calc.M FEPosit) Score T— S - Byos automatically assigns oligo isomers by MS/MS (Fig 3). IPRP separation is critical for reliable isomer assignment.
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Fig. 2: eGFP mRNA Sequence coverage map.




