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A streamlined and modular workflow solution enhances coverage uniformity and
achieves high library complexity from genomic DNA/total RNA using both short

Trusted Answers

and long read sequencers

Introduction Experimental

TAgilent Technologies, La Jolla, CA  2Agilent Technologies, Santa Clara, CA PR#7001-4055

Results and Discussion

The application of NGS-based assays can be limited by the
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Downstream SureSelect Max Target Enrichment Options:

SureSelect Max Fast Hybridization
SureSelect Max Overnight Hybridization

Max shows higher coverage in high AT regions with C. jejuni
(30%GC)/human genome and high GC regions in E.coli
(53%GC) in comparison to vendor K. SSEL Max outperformed
vendor N at high GC regions for B pertussis (67%GC). Libraries
were sequenced on Novaseq 6000 and reads were normalized
to 310 million (2X150bp).

SSEL Max provides a more streamlined one-step enzymatic LP in higher fragmentation volume (50ul), optional pre-cap QC step, and fast
or overnight hyb options.

SSEL Max is fully modularized and automation compatible, supporting both DNA and RNA, as well as low cycle (for FFPE and ct DNA)

and PCR-free WGS.

With small changes in the protocol, efficient long read library prep and capture, suitable for sequencing on Oxford Nanopore and PacBio
sequencers can be accomplished.
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