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Rapid Somatic and Germline Variant Detection Using the G4™ Sequencing Platform
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Next-generation sequencing (NGS) has become an indispensable tool for the diagnosis
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sequenced to ~20,000x coverage via 2x151bp reads, then processed with Parabricks. of DeepVariant.

Finally, variants were detected using varDict (Lai, 2016). Ti:Tv Ratio 2.00



