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Pan tissue expression analysis among >50% epitope sequence conservation among ADAMTS5,1, and 8 for anti-ADMATS4 mAb (GFC301 by Genfrontier)

ADAMTS5, ADAMTS1, ADAMTS4, ADAMTS15

Synergism of In silico expertise for comprehensive Target Analysis: a successful kick start to a discovery program Evidence-based prediction of adverse events in humans
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Target Safety Assessment Estimating off- target effects : paralog identification Nanobody-mediated targeting is the preferred modality for better efficacy

Competitive landscape™ of ADMATS5 large moleculeinhibitors
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*Competitive landscape: Competitive landscape identifies direct or indirect competitors to help comprehend their market, strengths, and weaknesses.

Subcutaneous administration of ADAMTS5
biotherapeutic may avoid off-target effects - by avoiding
ADAMTS1 binding

ADAMTSS as a target for treating inflammation indications ADAMTSS5 protein domain organisation Prediction of enhanced efficacy : co-targeting of functional paralogs Summary of results

observed in osteoarthritis *  ADAMTSS is comprised of prodomain, catalytic,

disintegrin, TSP-type 1, TSP-type 1 2 domain, cysteine rich
region and the spacer region.

* Targeting catalytic, disintegrin, TSP-type 1 domain, spacer
and cysteine rich region individually can lead to reduction

Adverse event prediction (and mitigation):
* Mitigation planfor probable AE in human — testing in non-
human primates
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* ADMATSS (A Disintegrin-like and Metalloproteinase with Thrombospondin-1
ADAMTS1, ADAMTS15, ADAMTS20, ADAMTS4, ADAMTSS, ADAMTS9 .

motifs) is a metalloproteinase that cleaves extracellular proteoglycans
* The majorsubstrates being: aggrecan, versican, brevican, biglycan, and reelin
* Theaggrecandigesting property of ADAMTSS5 associatesit with the

Common set of paralogs w.r.t. all the
domains are ADAMTS1, ADAMTS4,
ADAMTS15, ADAMTS8, ADAMTS20

Marginal alleviation of adverse events based on route of administration
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