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Introduction
Hybridization capture targeted sequencing is a valuable and cost-

High variant calling concordance and sensitivity regardless of hybridization time
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A Confident variant calling with flexible hybridization time
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Figure 3. xGen v3 high variant calling detection sensitivity and allele frequency concordance with flexible hybridization times and panel design. Libraries were
constructed from 100 ng Horizon Discovery OncoSpan FFPE standard (HD832) using IDT’s xGen cfDNA & FFPE DNA Library Prep Kit. This was followed by 1-plex
hybridization capture using xGen v3 kit workflow with 500 ng library input into capture. Overnight (ON), 2hr and 1hr hybridization with 4 replicates using IDT custom
panels (Table 2), sequenced on lllumina® NextSeq2000. SNVs and InDels were detected with consensus sequencing using VarDict 1.8.3 for all conditions (A). All tested
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Figure 2. xGen v3 workflow performance remains high with low input into capture and poor sample ° High concordance in allele freq uency with as low as 1 hr hybridization time

quality. Libraries were constructed from 5ng Horizon Discovery severe formalin compromised standard

Tablel. Comparison of Current IDT xGen Hy_b .and Wa-sh v2 (?(Gen v2) workflow and. the' new ngn v3 (HD803) and NA12878 using IDT’s xGen cfDNA & FFPE DNA Library Prep Kit. This was followed by 1-plex *
workflow. xGen v3 workflow has less buffer mixing, less incubations and no hot buffer pipetting. The simple

d friend| KFlow i th hout and d hand i hybridization capture using xGen v3 kit workflow. Library total input into capture ranged from 500 ng to
AN ESETTENCIY WOTKHOW TNETEAses TIDHEAPUE antl feCredses Nants-on Hne. 100 ng captured using IDT’s stocked panels - AML (IDT xGen AML Cancer Hyb Panel) with 12 post capture

PCR cycles for both inputs and IDP (IDT xGen Inherited Diseases Hyb Panel) using 10 post capture PCR
danaher.

Double-stranded and single-stranded probe panels result in equal sensitivity and variant concordance

cycles per input. Each condition contains 4 technical replicates hybridized overnight, sequenced on

lllumina® NextSeq2000. IDP was subsampled to 10 M reads and AML to 5 M per sample. .
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