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Comprehensively characterize your mRNA molecules
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The PacBio® advantage:
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Figure 2: Accurate HiFi sequencing of poly(A) tails of different lengths?

The benefits of HiFi sequencing:
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Up to several kb, capturing full- Accurate coverage in GC-rich 99.9% accuracy (Q30), ensuring Increase your productivity
length MRNA vaccine cDNAs and repetitive regions (e.g., confidence in results compared to other methods
Comprehensively characterize full- homopolymers) Have confidence in your Speed up your process by reducing
length vaccine candidates. Reliable results in challenging results so you can get to answers the need for multiple orthogonal

regions like poly(A) tails. faster. methods.

d:' Learn more about HiFi sequencing for Biologics R&D:
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