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potential biomarker for favorable TOT on pembrolizumab in LUAS, warranting further investigation.

This study provides a comprehensive genomic landscape of LUAS, highlighting actionable alterations in ~ 29% of cases.
LUAS exhibits distinct molecular and clinical features compared to AC and SCC, with enrichment in actionable METex14, emphasizing the need for NGS

Although PD-L1 status may not significantly impact TOT in LUAS, it remains relevant in other NSCLC subtypes on IO and high TMB emerges as a

Contact

Matthew Lee , MD, MPH
(mlee7@montefiore.orq)

Haiying Cheng, MD, PhD
(hcheng@montefiore.org)

QR code

Please scan this QR code to view an
electronic version of this poster. Copies
of this poster obtained through QR code
are for personal use only and may not be
reproduced without permission from
ASCO or the author of this poster.



mailto:mlee7@montefiore.org
mailto:hcheng@montefiore.org

	Slide Number 1

