Efficient microbial sequencing
with targeted NGS kits and laboratory services

Why myBaits® hybridization capture for targeted sequencing?

Flexible and versatile: myBaits kits feature a simple design compared to other NGS
methods like amplicons. Working with any genome or gene set, myBaits eliminates the
need for panel optimization, and effectively handles complex regions, including
rearrangements.

Perfect for complex samples: Whether working with plant or animal tissues,
environmental or trace samples, fecal samples, or other challenging substrates, myBaits
capture enables cost-effective profiling of important bacteria, viruses, fungi, parasites, and
other microbes.

High-end service without the premium price tag: Every myBaits design and myReads
NGS service project is backed by comprehensive support from PhD-level scientists,
ensuring your project's success and efficiency.
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myBaits Community Panels for Antimicrobial Resistance
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Daicel Arbor Biosciences offers targeted and whole Scan the QR code to
genome sequencing for bacteria, viruses, fungi, and see how to enhace your
parasites. Contact us for custom solutions! microbial sequencing
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