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The rapid advancement of biologics has significantly impacted therapeutic Fab fragments
approaches in modern medicine. To facilitate access to these therapeutics,
we have developed a drug discovery platform designed for the efficient
production and characterization of all classes of biologics and antigens.

This platform integrates key processes, beginning with the optimization of
expression constructs. This Is followed by customized high-throughput
protein production, enabling swift progression to downstream applications.
Biophysical characterization techniques are employed to assess affinity and
kinetics, allowing for the identification of candidates with optimal therapeutic
potential. Finally, X-ray crystallography and cryo-EM provide critical insights
Into the epitope-paratope interaction, informing further development. Our
platform is tailored for maximal flexibility, offering entry and exit points at
every step.

By combining these technologies and robust methodologies, our platform not
only streamlines the drug discovery process but also enhances the
characterization of biologics and antigens, paving the way for the
development of novel therapeutic agents.

Nanobodies®
(VHH / VNAR)

antibodies

Monobodies

Fc fragments

e Turnaround times: Gene-to-protein: 3 weeks | Gene-to-assay:. 4 weeks | Gene-to-structure: 5 weeks

— N/ 3C labelling

= |nsect cells ' /
— Cell lines: Sf21 / Tni | .

= Mammalian cells

regions, etc.
* Individual domains vs. FL protein
 Screening of tag type and position
 Disease-relevant mutations
 Deletions and insertions

cells from same cDNA @fv
« Comparison of vector systems S)
and expression strategies
— Time, temperature, etc.
 Optimization of expression of

* Parallelized purification by
magnetic bead-based ity
capture O

* Accurate expression level — Cell lines: HEK293F / CHO

e Consistent batch-to-batch quality achieved through cost-effective automation e Streamlined processes through coordinated, one-stop services
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