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Expression analysis and functional elucidation of human endogenous retroviruses
in colorectal cancer
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By performing long-chain RNA-seq using RNAs derived from cancerous and
non-cancer parts of human colorectal cancer, we identified three endogenous viral elements (EVE)
which are more highly expressed in cancerous parts than in non-cancer parts. We confirmed that
these regions are also expressed in some colon cancer cell lines and induced colon cancer stem cells

iCSCs).
ﬁext, %e created constructs containing regions that could be translated into proteins from the EVE,
overexpressed these constructs in colon cancer cell lines and analyzed the expression by Western
blotting and immunostaining. Intracellular localization was confirmed. In addition, knockdown by
shRNA was performed and cell morphologies were examined.
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