Uncovering genomic differences between small and large cell extra-pulmonary neuroendocrine carcinomas
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INTRODUCTION

Extra-pulmonary neuroendocrine carcinomas (EP-NECs) are
rare and aggressive cancers that include two morphological
subtypes: large cell NEC (LC-NEC) and small cell NEC
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Demographic/clinical characteristics and genomic data were SUMMARY
described as N (%) or median (IQR), min, and max and compared
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with a false-discovery rate correction for multiple comparisons.
Analyses were two-sided, with statistical significance evaluated at
the 0.05 alpha level.

e These distinct molecular signatures could impact the development of future precision therapeutics for SC-NECs and
LC-NECs.
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