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Sequence-based Cancer-stromal Interactome Analysis for Accessible Therapeutic
Targets
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We established the method of analyzing the entire cancer cell-stromal cell
interaction (interactome) from the transcriptome sequence data of cancer xenograft tissues, by accurate
separation of human and mouse sequence. Using this method, we analyzes the xenograft established from
various type of cancer cells and clinical cancer tissues. We successfully confirmed that the interactome
profile well reflects the actual histology of the cancer, and identified the candidate important
interactions in a particular cancer subtype. For some of candidate molecules we could confirmed their

tumor-specific and stroma-specific localization in actual clinical cancer tissues.
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