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Figure 2. Target coverage correlation with averaged overnight hybridization for each panel and workflow with 1-hour (1 hr) or overnight (ON) hybridizations. Designs consist of 19.8 K to 32.1 K
0% 20% 40% 60% 80% 0% 20% 40% 60% 80% 100% targets per panel, up to >30 Kbp per target. Coverage values are normalized by each sample’s Mean Coverage. Each target is represented by a single dot colored by its GC content. Three (Exome v1)

%GC or four (Exome v2 and dsExome) technical replicates are shown for each condition on the y-axis. Different batches of libraries were used for each of the panels displayed here. Each pair of 1 hour and

Figure 1. v3 GC coverage reflects probe panel design. Bottom row illustrates GC- overnight hybridizations consist of the same library batch. The x-axis consists of the averaged value of the ON hyb for each condition. Both x-and y-axis are log 10 scale. xGen Hyb Wash v2 was

content of the target at 100 bp bins and probe at 120 bp/probe. Top 3 rows performed for Exome v2 as a baseline. ‘Other’ workflow is the workflow that accompanies the dsExome panel. 500 ng input library per hybridization for Exome v1 and v2. 1000 ng, as recommended

Human senomic reference libraries were constructed with xGen cfDNA illustrate the GC content of resulting coverage in 100 bp bins. 500 ng total input by the supplier, per input library for dsExome. Post-capture amplification for the dsExome panel was performed with dsExome supplier PCR mix. Bottom row illustrates the noise spread against the
5 librarv per hvb-cabture are shown for each hvb-caoture condition. Each coverase mean of the same sample set. Top row illustrates change in target coverage with short hybridization. IDT v3 workflow showed similar coverage trend for long and short hybridizations for all 3 Exome
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panels. The ‘Other’ workflow exhibits sensitivity to panel design. Non-biased sampling reveals properties of the library as directed by the panel design.
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Table 1. Comparison of the current and new xGen Hyb and Wash. The v3 workflow features GC-Skew (1):‘5’ T -i-:::::: ..- ' --. conserved across all inputs, hybridizations,
a shortened protocol with decoupled execution steps that entail fewer hands-on steps, 0 and probe panels, demonstrating versatility
fewer reagents, no pre-heating, no hot-liquid handling, and more flexible inputs and Total Input (ng) | 500 A 500 | 2500 | 500 | 100 2500 | 500 | 100 | 2500 | 500 | 100 | 2500 500 | 100 | 2500 500 | 100 | 2500 | 500 A 100 of the v3 workflow.
hybridizations. Hybridization| ON | 1 hr ON 1 hour ON 1 hour ON 1 hour
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