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Abstract
Transposase Enzyme Linked Long-read Sequencing (TELL-Seq)
is a simple and scalable NGS library technology to generate
barcode linked-reads for genome scale haplotype phasing and
de novo sequencing. In a PCR tube, under a standard NGS
laboratory setting and without the need for any expensive
protocol-specific instrument, TELL-Seq Whole Genome
Sequencing (WGS) Library Prep Kit will generate an Illumina
sequencing library in 3 hours from as low as 0.1ng DNA input.
Multiple samples can be easily processed in parallel as needed.
The library protocol can be adjusted and used for various sized
genomes ranging from bacteria to human. The TELL-Seq library
will replace both fragment library and mate-pair library
altogether and become a new standard library method for WGS.
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TELL-Seq WGS Library Workflow is Simple

How does TELL-Seq Work?

Genome Assembly

Whole Genome Phasing

Structure Variation Detection

Whole Exome Phasing
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