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Genomic profiling of large-cell neuroendocrine cartinoma of the lung for the
development of new targeted therapies
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Little is known about the molecular features of large-cell neuroendocrine
carcinoma of the lung (LCNEC). We performed targeted capture sequencing of 78 LCNEC samples (65
surgically resected cases and 13 advanced cases) and obtained the overview of the biologically relevant
genetic alterations of LCNEC. We found a relatively high prevalence of inactivating mutations in TP53 and
RB1 in the same way as SCLC. Genetic alterations in the PI3K/AKT/mTOR pathway were detected in 13 (17%)
of the tumors and other well-known activating alterations were detected in EGFR (1 case, 1%) and ERBB2 (1
case, 1%). LCNEC had a similar genomic profile to SCLC, including promising therapeutic targets such as
the PI3K/AKT/mTOR pathway and other well-known gene alterations.
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