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ABSTRACT

DISTRIBUTION ANALYSIS

Figure 1: Tumor membrane, tumor cytoplasm and stromal staining of MT1-MMP was quantified

RESULTS

EXPANSION COHORT IDENTIFICATION

Figure 4: Squamous lung and all-comers basket selected as expansion cohorts
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Figure 2: Distribution pattern of MT1-MMP H-scores in tumor membrane and stroma

« Expansion cohorts selected for BT1718 Phase 1/2 trial: lung squamous and
all-comers basket

INTRODUCTION WHY BICYCLES?

MT1-MMP is a membrane-type matrix
metalloproteinase (MMP) involved in
extracellular matrix degradation
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RESULTS RATIONALE FOR PROSPECTIVE SCREENING AT TM H-SCORE=150

Figure 5: Modelling of patient enroliment into 2 expansion cohorts testing with TM H-score=150
requirement
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New Class of Therapies
Novel modality delivers high affinity,

favourable PK and rapid clearance.
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« Various tumor types have reportedly
high MT1-MMP expression including
breast, ovarian, lung, and bladder
cancer
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Renal elimination minimising cell
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« MT1-MMP is expressed at low levels

_ ] Density plots of MT1-MMP tumor membrane (A) and stroma (B) H-scores across 5 indications. Across all indications
in normal tissue

the most frequent TM H-score bin was 0-49, whereas TS H-scores were more evenly distributed.
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« Enrollment to expansion cohorts will commence following establishment of the once
weekly BT1718 RP2D; dose escalation is ongoing.
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A) MT1-MMP TM and TS H-scores plotted in NSCLC cancer cores grouped by subtype (left: adenocarcinoma, right:
squamous cell carcinoma). B) TM H-scores plotted for 4 groups: lung squamous, esophageal squamous, other
squamous (not lung/esophageal), and non-squamous. Boxplots ordered by median TM H-score.
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« H-score analysis and modeling was performed in R/R Studio (packages:
ggplot2, tidyverse, reshape2, naniar)
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