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» Direct phasing (critical for unambiguous star (*) Figure 1. A demonstrative workflow for pharmacogenomics implementation. We demonstrate the use of the Twist

Alliance Long-Read PGx panel for use with PacBio HiFi sequencing systems, with an analysis pipeline that includes
primary analysis (on-instrument), bioinformatics tools for secondary and tertiary analysis, star allele calling with Pangu and
PharmCAT, and interpretation and reporting with PharmCAT and custom EHR clinical decision support (CDS) (e.g. Epic
Best Practice Alerts).
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However, data analysis remains challenging, with
manual bioinformatics expertise often needed to
stitch together tools and workflows. We describe a
demonstrative workflow for analysis,
interpretation, and reporting of long-read
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Figure 2. Workflow for sample preparation. Protocol and
reagents from PacBio used for steps in pink, Twist in green,
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recommendations from CPIC and
PharmGKB-curated DPWG guidelines.

Conclusion

This example workflow demonstrates how the use of long-

read HiFi sequencing can enable the development of
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Pangu: Github: PacificBiosciences/pangu
Data from this poster are publicly available at www.pacbh.com/connect/datasets/#targeted-datasets
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