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Prediction of cancer microenvironment using deconvolution analysis
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o __ We would like to greatl¥ improve the accuracy of cancer genome medicine by
combining the genomic information of cancer cells with that of the microenvironment surrounding

cancer cells. In this study, we tried to construct a novel virtual deconvolution model to
mathematically separate and analyze RNA-seq data using bulk pancreatic cancer tissues and organoids
into each cell group based on the signature matrix obtained by single cell analysis of pancreatic
cancer tissue samples from organoids and surgical specimens. We also extracted cancer-stromal

interactions from the network analysis to try to realize next-generation cancer genome medicine
targeting both cancer cells and microenvironment.
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Mixture A B c J BA BB BC BD
PanCal4N 0.04647462 0.10743579 0.03790478 0.0224809 0.1513887 0.10585856 0.13661435 0.05606732 0.3320704
PanCal4T 0.01605273 . 0.02613884 0.11343988 4 9 0.09867545 0.0760866 0.09798331 0.01946562
PanCa39N 0.02882457 0.06539478 0.13405371 0.05162068 0.02556638
PanCa39T 0.03500124 0.14915199 0.02602945 0.02296033 0.01866016 0 5 0.13553038 0.04040621 0.1137836
PanCa7N 0.06638843 0.2030711 0.02395247 0.02742929 0.02348806 0.08829347 0.22350424 0.14154366 0.01499761 0.18733169

PanCa7T 0.02738783 0.25121882 0.02518011 0.23917076 0.23609685 0.10238264 0.11454594
PanCa9N 0.02660446 0.0238482 0.04065317 0.06387975 0.02445413 0.09057753 0.13416093 0.06022279 0.01175028

PanCa9T 0.04121455 0.07293839 0.06258796 0.02276147 0.18371506 0.08665881 0.11543939
PanOrg_14 bulk 0.315642  0.12932026 0.03847194 0.01180909

PanOrg 9 bulk 0.13018576 0.0501588 0.30058366 0.02337614 0.11834527 0.01154381 0.04886448 0.05269013 0.04910878 0.21514317
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