
Computational approaches to
scrutinize results from spatial proteomics 

of operable pancreatic cancer and neighboring tissue
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Findings

• Neoplastic parenchyma has lost normal pancreatic functions

• However, it’s metabolically more active than surrounding  
neoplastic stroma

• Adjacent parenchyma harbors most of the significance for 
survival

• It shares features of neoplastic tissues and healthy controls

• Increased transcriptional complexity is associated with bad 
prognosis in pancreatic cancer
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