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Library preparation using both
lllumina TST-15 gene panel and
OBA v2 showed good library
yield across all eight samples

methods applied during the production of cfDNA reference
standards. We show a comparison between enzymatic
fragmentation and mechanical shearing (sonication), and
the benefit of including a size selection step for data
accuracy and performance of NGS gene panel workflow.

show any increase in
NGS library yield, it did
display slightly more
accurate variant calling,

Figure 1: Size Distribution
(A) TapeStation analysis of size distribution of all
sample conditions (B) Table listing peak size and

average fragment length

Figure 2: Representative ddPCR QC analysis on three of the
eight mutations at either 0.1% or 5% variant AF

Figure 3: NGS Library Yield
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* Variants not present on Oncomine Breast cfDNA Assay v2

to detect many of the variants
at 0.1% allele frequency (Fig 4).

settings for analysis with Variant Studio (and automatic

analysis) were: Read depth >500 and MAF >2%. Figure 4: NGS results from 5% and 0.1% AF cfDNA test samples run on both the lllumina TST-15 assay and Oncomine Breast cfDNA Assay v2
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