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Molecular gene signature and molecular targeted therapy for pancreatic cancer
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_ Pancreatic ductal adenocarcinoma_had a worthy prognosis and there are a
fewer chemotherapy regimens for pancreatic cancer. We tried to find the molecular gene signature

predictive worth prognosis for pancreatic cancer patients and search the target genes for molecular
targeted therapy.

We find CFL1 and ARHGEF2 as a targetable genes and analyze their effect for pancreatic cancer.
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