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Comprehensive gene analysis for tumor immunotherapy of pancreatic cancer and
prediction of therapeutic efficacy.
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Identification of therapeutic targets and selection of individualized
therapeutic agents are important to improve the prognosis of pancreatic cancer. In this study, we
examined the analysis of EUS-FNA samples, which are important for the selection of novel therapies
for pancreatic cancer, such as molecular targeted drugs and immune checkpoint inhibitors that have
recently emerged. The required EUS-FNA specimen volume was more than 3 ng of DNA, and rapid
pathology was useful to achieve this. Genetic analysis showed that 20% of patients had genetic
abnormalities that could be markers for FDA-approved molecular-targeted drugs, and 14% of patients
had abnormalities in HRR-related genes that could be markers for FOLFIRINOX, which is used in actual

clinical practice. Analysis of prognosis-related genetic abnormalities was also possible.
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