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Figure 3: (A) Longitudinal monitoring of ctDNA taken from plasma pre-operatively (TO) and post-operatively (T2-T5) from a patient with two primary tumors

(Stage | and stage IV SCCs located in the floor of the mouth and larynx respectively). Post-operative detection of ctDNA was observed 108 days ahead of

= This Is a single-center prospective experimental evidence-generating cohort study to . i ™ -
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assess CtDNA in patients with p16-negative HNSCC (stages I-IVB) who received panels were designed with between 40 and 52 somatic variants (median 48). ctDNA detection at 0.57% VAF; (C) post-op ctDNA analysis showing residual disease, with detection of variants in this personalized panel (0.19% VAF).
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This study illustrates the potential of ctDNA as a biomarker of recurrence in HNSCC, demonstrating the feasibility of personalized
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ctDNA assays for the detection of minimal residual disease post-treatment. In this cohort, ctDNA was detected with 100% specificity

® W ‘ Qe ™
Acknowledgements and 100% sensitivity for patients who subsequently relapsed, with lead times ahead of clinical recurrence ranging from 108-248 days.
+ We would like to thank the clinical patients and their families for participation in this study Early detection of relapse using ctDNA could indicate patient populations where earlier therapeutic intervention may be beneficial.

 Inivata’s Product Development, Computational Biology and UK Laboratory Clinical Operations teams




