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On your marks, get set, Fusion Protein dxCas9-Tn5
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DETECT! Targeted library preparation relies on our innovative fusion protein consisting of a dxCas9 ! and a Tnb transposase®* for sequencing.
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misuse of gene editing technigues,
particularly for human enhancement. An
example of this misuse is gene doping,
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at each exon-exon junction in the human EPO gene.

Fig. 6. Targeted integration of DNA adapters (50 bp) in intronless human EPO.
Fig. 1. EPO gene doping in the human body.
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Time (days) Fig. 4. Influence of on-target DNA probe on
Fig. 2. Effect of EPO gene doping using microdosing every twenty days. d-AuNPs stabilization at 250 mM NaCl.
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Fig. 3. Sample preparation and prescreening workflow. of dxCas9 position (red arrow) and the addition of sequencing adapters (blue arrow).
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Future of gene doping

Achievements

Co-organized the first EurAsian Meetup in
China with BGIC-Global.

Modeled the time dependent concentration of
EPO gene doping.

Optimized a protocol for DNA extraction from
blood serum to detect gene doping.

Integrated a prescreening method based on
gold nanoparticle stabilization.

Designed, constructed, expressed and purified
a novel dxCas9-Tnb fusion protein.

Developed software to generate barcodes
and sgRNAs for gene doping detection with
targeted sequencing.

Demonstrated targeted integration by dxCas9-
Tnd5 for library preparation and targeted
nanopore seguencing.

Developed a software tool for sequencing data
analysis.

Constructed 13 biobricks, including dxCas9-
Tnb, dxCas9 and Tnb (BBa_K2643000-BBa_
K2643012).

Come experience our

laboratory in Virtual Reality
at the Exhibition Space!




