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The development of optimal ADCs relies on the generation of fit for purpose antibodies coupled with drug linker innovation. Here we showcase how Zymeworks is
expanding its antibody-based expertise in addition to validated Azymetric™ technology that enables antibody formatting, by implementing diverse and comprehensive
antibody discovery, screening and engineering workflows for the development of best-in-class antibodies for ADCs.
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Affinity Maturation: Al/ML Antibody Engineering Pipeline Overcomes Suboptimal
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Multivalent Bispecific ADC: Broadening Patient Population and

Cyno to Human Antigen Affinity Gap on SPR

Lead antibody against an AML target shows a 5-fold binding
affinity gap between human and cyno antigens on SPR
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In vitro cytotoxicity suggests 2+1 and 2+2 bsAb formats can allow for broader activity compared to 1+1 bsAb
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