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Background

Whole-genome sequencing (WGS) is a pivotal fool in the research and study of rare High-plexity initial pool runs improve reproducibility, reduce sample requeues, and Rapid mode sequencing gives fast time-to-answer with minimal quality trade-offs.
diseases and can provide understanding for individuals with rare genetic disorders, offering allows for sample QC.
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Library Preparation

To generate libraries ranging from 350bp insert to >1kb, gDNA (500ng-1ug) was
mechanically sheared in 55ul of 10 mM Tris using the Covaris ME220 instrument (Woburn, across human trio sequencing runs with 313/315
MA, USA) with sonication protocols adjusted to enrich gDNA fragment distribution for the
desired insert size range. Library conditions were optimized to produce aligned insert sizes

completing successfully (2 failed due to operator error). .
of 350bp, 600bp, and >1kb. Table 1 outlines the shearing and SPRI ratios used during

double sided size selection optimized for each library prep condition. Large insert library preps increase benchmarking performance while maintaining high * Flexibility in sequencing applications, library times, run times, and plexity
quality. enables a greater diversity of workflows without needing to batch samples on a

factory-scale sequencer.
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Table 1: Large insert library prep shearing and clean-up conditions.
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Figure 7: Large insert library preparation and sequencing methodologies

sequencing conftrol. _ _
are robust enough for higher-throughput projects.
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