HiFiViral for SARS-CoV-2 is a simple-to-use, scalable, cost-effective solution for sequencing the entire
SARS-CoV-2 genome. This fully kitted solution uses a novel approach that is robust to new variants and
comprehensively detects all types of mutations.

Robust performance on nasopharyngeal swabs
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Accurate detection of all mutation types
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The HiFiViral SARS-CoV-2 analysis application in SMRT® Link v10.2 provides sample
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HIFIVIRAL FOR SARS-COV-2 WORKFLOW RECOMMENDATIONS

EanCh and barCOde Samples fOl' Add extracted RNA samples to the assay plate.
SARS-CoV-2 RNA3 The remaining enrichment workflow is add-only.

Same plate is used for
remaining steps of the assay

- Start with RNA extracted from up to
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- Pool enriched samples and generate a 1. Add RT reagent + probe mix ' SARS-CoV-2 RNA ~
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- Overnight sequencing and analysis with
one touch point

- Generate submission-ready files and
troubleshoot with intuitive QC tools

+ Go from viral RNA to answers in 28 to
42 hours
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@ Learn more about the HiFiViral SARS-CoV-2 kit for COVID-19: pach.com/COVID-19
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