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From high-throughput screening to validated ADCC-enhanced lead candidates

1 Introduction 2 GlymaxX™ technology
This study focuses on evitria's high-throughput (HTP) antibody expression pipeline from candidate GlymaxX™ redirects fucose synthesis using a heterologous enzyme
selection and scale-up of ADCC-enhanced variants to mechanistic characterization by our partner that depletes the intracellular fucose pool. This enables production of

Biofidus. Leveraging robust, standardized processes with high flexibility, evitria offers expertise in
bispecific development, high-throughput expression, and Fc-engineered antibodies. We also in-
licence technologies such as ProBioGen's GlymaxX™ system, which afucosylates the antibody Fc to
enhance ADCC effector function.

both fucosylated and afucosylated antibodies from the same cell line,
with no amino acid sequence change.
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Afucosylated antibodies show up to 40-fold increased affinity to << ‘

FcyRIIIA/B, resulting in up to 100x higher ADCC activity. A unique éfj ) wﬁ‘% ?}&Nz‘am OH
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Biofidus AG, a leading (bio)analytical laboratory, provides comprehensive bioanalytical services as a glycan at Asn162 in FcyRIIIA/B (not present in other FcyR subtypes) Wil Mﬁ\ A 0
dynamic one-stop partner for biologics. As a member of the Midas Pharma Group, we are collides with the core fucose on IgG-Fc. \ C128

embedded in a global network, expanding our capabilities and international reach to deliver even
greater value to our partners. At Biofidus, we use our Biacore 1K surface plasmon resonance (SPR) Afucosylation therefore specifically boosts ADCC via FcyRIIIA-
platform to deliver fast, label-free binding data for an in-depth characterization of biologics. expressing NK cells, without altering other receptor interactions.

3 End-to-end workflow from HTP protein expression and screening to functional data with evitria and Biofidus
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