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Outcome Immunotherapy response was defined by radiological improvement at
6 months; others were

classified as non-responders.

Genomic analysis Somatic variants, tumour mutational burden and genome-
wide copy-number variations were called and annotated (2). FACETS estimated
global CNV burden and the genomic fraction affected by copy-number gains,
losses and copy-neutral loss of heterozygosity.

Primary analysis Global CNV burden and subclass distributions were
compared between IO responders and non-responders.

Cohort clustering (z-scored CNV / TMB / signature features)

DISCUSSION AND CONCLUSION
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Actionable Take Away Message
Preliminary analyses suggest that higher CNV burden, particularly a greater burden of genomic
2 deletions, may be associated with non-response to immunotherapy.
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Future direction for research

- 1 Larger, independent cohorts will define the value of CNV burden as an orthogonal genomic
layer for integrated multi-omic prediction of immunotherapy response.
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The TRACKER biobank provides a platform for integrated multiomics analyses combining copy-

LB-100-010 . number architecture with somatic mutations, tumour mutational burden, transcriptomic profiling
LB-100-022 . . and longitudinal clinical outcomes. Such work may clarify the biological links between genomic
— 1B-100-002 iInstability, iIimmune evasion and immunotherapy resistance.
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