Demonstrating the versatility, accuracy, and throughput of Sequencing By Expansion (SBX)
Ultra fast whole genome sequencing from sample prep through variant analysis in less than 4 hours
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Time Trial (Results)

Introduction to SBX-Fast

Accelerated Data Processing Overview

Sequencing By Expansion (SBX) technology is a novel sequencing approach that uses a
biochemical process to encode the sequence of a target nucleic acid molecule into a
measurable surrogate polymer called an Xpandomer.' SBX-Fast is duplex-based,
amplification-free research workflow, designed with the intent to provide a deployable

Raw sequencing data is processed (basecalling, demultiplexing, intramolecular consensus)in
real-time on the sequencing system's integrated hardware. These consensus reads are then

continuously mapped to the reference genome. Once the target coverage depthis achieved
for a sample, a merged and sorted BAM file is generated. After the BAM files are generated, —

Using HGO02, we demonstrated DNA to VCF in 3 hours, 59 minutes.

Library prep through VCF in 3 hours, 59 minutes

N\ Sample Total Duplex Reads Mean Insert Read Coverage % genome at >10x
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Type NA04327 Duchenne muscular dystrophy CNV
2 ng of unsheared genomic DNA from HG002 was input into a time optimized SBX-Fast NAZGS whoroideremia oW NA23127 Muscular Dystrophy, Becker Type CV e
. NA23710 Epileptic encephalopathy CNV NA06804 Lesch-Nyhan syndrome CNV
workflow, and sequenced solo for 20 minutes to target >50x coverage. NAO2325 Translocated chromosome CNV NAQ9S3 Basal Cell Nevus Syndrome CNY
Figure 1. SBX-Fast Workflow NA21698 Chromosome deletion & CNY Reference CNV NA12214 Charcot—M.arie—Tooth disease type 1A CNV Conclusion
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The SBX technology and analysis tools are in development and not commercially available. The content of this material reflects current study results or design goals. Xpandomer is a trademark of Roche. All other product names and trademarks are the property of their respective owners.
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