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Figure 1. SureSelect™ optimized performance for FFPE with the majority of bases covered at 20X across decreasing
sample quality. % bases covered by at least 20X read depth with increasing sequencing depth (4-8 million - 2x100 bp reads) is
plotted against gDNA quality (qPCR-based gDNA quality (ddCq) and is calculated using Agilent's FFPE QC Assay kit).
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Figure 2. SureSelect™™ outperforms other library prep solutions at 100X coverage, especially as sample quality
decreases: % hases covered by at least 100X read depth is plotted against gDNA of decreasing quality (qPCR-based gDNA quality
(ddCq) and is calculated using Agilent's FFPE QC Assay kit (based on 1000X sequencing depth with 8 million - 2x100bp reads).
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Figure 4. Improved data quality with molecular barcodes (MBC) analysis. Targeted sequencing of SureSelect™ " libraries

from Horizon cfDNA reference and a custom 164 kb SureSelect panel achieved a median coverage of 808(standard) / 906(MBC) after
deduplication. 216 non-reference alleles were detected at a variant allele frequency of less than 2% with standard deduplication compared
to 18 using the MBC. This represents a 92% reduction in false calls. Courtesy of Dr. L.J. Barber and Dr. M. Gerlinger, Centre for Evolution
and Cancer, The Institute of Cancer Research, London, UK.
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SureSelect Library Prep Solutions for Cancer and Constitutional Applications

Product Name SureSelect*™s SureSelect*” Low Input SureSelect"” SureSelect*™ SureSelect™”

DNA Input 10 ng - 200 ng 10 ng - 200 ng 200 ng - 3 ug 100 ng - 1 pg 50 ng

Turnaround Time 8 hr 8 hr 1.5 day 1.5 day 7 hours

Covaris Needed Yes Yes Yes Yes No

Library Complexity = Highest Highest High Medium Medium

Unique Features FFPE optimized FFPE optimized Compatible with FFPE Pre-capture pooling | Transposase-based
Molecular barcodes Molecular barcodes (optional) | - samples Mastermix Mastermix reagents
Mastermixed reagents Mastermixed reagents Robust variant identification | "®29ents

Samples indexed prior to
capture eliminating concern
of cross sample contamination

Samples indexed prior to
capture eliminating concern of
cross sample contamination

Whole genome
sequencing and
target enrichment
compatible

For intact DNA only

Key Benefits

High sensitivity for <1% VAF

192 sample indexes

High-complexity libraries for
rare allele detection

Cost-effective

Covaris-free
workflow




