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Analysis of transcriptome in the tumor microenvironment to explore the
pathogenesis and new treatment strategies of human pancreatic cancer.
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The microenvironment of pancreatic cancer consists of tumor cells and a
variety of cells in the surrounding stroma. In addition to this immunosuppressive tumor
microenvironment, intratumor heterogeneity can lead to progression of tumor cells and treatment
resistance. A better understanding of the dynamic network in the tumor microenvironment would help
us to improve treatment strategies and prolong survival of patients with pancreatic cancer.
Utilizing a multi-institutional cohort of patients with pancreatic cancer, we have shown that KRAS
variant allele frequency is inversely associated with recurrence-free and overall survival times.
We now conduct gene expression analyses based on profiling of protein and RNA expressions. We will
further integrate data on epidemiological factors (common medications, smoking, etc.% into our
molecular database and aim to improve prognosis of pancreatic cancer patients through personalizing
treatment strategies.
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