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Results: Identification of molecular groups with

distinct epidemiological and genomic features

Sexton-Oates A, Mathian E, et al. In preparation.
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Results: Deep-learning image analysis better identifies distinct morphological
communities between molecular groups than between tumour types
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Results: Immune micro-environment is variable between molecular groups, and
particularly heterogeneous in supra-carcinoids

Sexton-Oates A, Mathian E, et al. In preparation.
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Discussion and Conclusions

Existence of four molecular groups of lung neuroendocrine tumours with variable:
e Epidemiology
* Genetics

e Morphology
e Immune micro-environment Cancer Cell

Druggable growth dependencies and tumor
evolution analysis in patient-derived organoids of
New model systems can teach us more neuroendocrine neoplasms from multiple body sites
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Potential to impact public health through improving classification systems, intercepting tumours at an

early stage, and putting patients on the right path for personalised cancer management



Integration of multi-omic and spatial data analysed with cancer evolution approaches, coupled with
whole-image deep learning analyses, provides a comprehensive molecular and morphological

understanding of lung neuroendocrine tumours.
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