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Drop-seq

Drop-sequence of colon cancer to reveal heterogeneity of tumor microenvironment
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We conducted single cell RNA sequence of solid tumors includin? colon
cancers. We generated RNA libraries from normal mucosa, adenomas, and cancer tissues, lymph node of
a patient with familial adenomatous polyposis (FAP). We compare mRNA expressions of epithelial cells
and cells composing tumor microenvironment among each tissues. We also compare mRNA expressions
between colorectal cancer with FAP and spontaneous colorectal cancers.
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SCRNA-seq FAP
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