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Pancreatic cancer is the third leading cause of cancer-related death in the United States. Current therapeutic options offer a dismal overall survival with the 5-year survival at just ~12%. Analysis of the clinical and molecular underpinnings of pancreatic cancer is critical to developing both early detection methodologies as well as novel therapeutic
options. The aggressiveness and deadly nature of this disease warranted the development of a data repository and analysis system dedicated to pancreatic cancer data. The Pancreatic Cancer Action Network’s (PanCAN) SPARK platform is a cloud-based data and analytics platform, powered by Velsera, that integrates real-world patient health data
from PanCAN research initiatives and accelerates research by making pancreatic cancer data easier to access and use. Encompassing clinical, imaging, and genomics data from over 600 patients with pancreatic cancer within PanCAN’s Know Your Tumor ® (KYT) precision medicine service, the SPARK platform connects with petabytes of publicly
available cancer data via the Cancer Genomics Cloud (CGC), also powered by Velsera. The CGC is part of NCl's Cancer Research Data Commons (CRDC), a cloud-based data science infrastructure that connects data with analytics tools to allow researchers to share, integrate, analyze, visualize, and drive scientific discovery.

Here, we demonstrate the application of these datasets by providing a case study demonstrating how to combine and enrich data to accelerate pancreatic cancer research. Currently, the genomic and proteomic data available on CRDC amounts to 402 and 304 cases of pancreatic tumor samples, respectively. We will use the capabilities of the SPARK
and CGC platforms, which provide ready-to-use tools for multi-omics analysis that require no coding knowledge. Using the KYT and CRDC open-access pancreatic cancer data, we aim to demonstrate how to perform integrated analysis of data from diverse scientific domains, and share with collaborators all in one space, streamlining and increasing the
potential for new scientific discoveries. Further expansion of the PanCAN and CGC datasets will undoubtedly provide a more comprehensive understanding of pancreatic cancer tumor biology. SPARK and CGC’s cloud-based computation infrastructure, along with numerous available cancer datasets and easy-to-use multi-omics data processing
workflows and data analytic tools will be instrumental in this process.
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Table 2: 95% of unannotated KYT samples were predicted to be tumors deriving from the head of pancreas using the
gene expression signature for both the J48 and Random Forest classification schemes. This is in line with observations
that tumors in head of pancreas are more common than tumor in body/tail of pancreas (75-80% vs 20-25%)

Use pathology image slides to predict tumor
location for unannotated tissue-sites for KYT

Sign up for the April webinar on the CGC website to learn more about SPARK!

* These numbers correspond to patients with annotated anatomical site tumor location as well as RNAseq data.
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