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3 -UTR PD-L1

Novel mechanism of post-transcriptional regulation of PD-L1 through 3"-UTR.

Kogure, Yasunori
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The molecular mechanism by which PD-L1 is activated by disruption of PD-L1 3
" -UTR has not been clarified. To this end, we focused on the regulation of PD-L1 expression by
RNA-binding proteins. We have identified the functional segments within PD-L1 3° -UTR that actually
regulate PD-L1 expression, and also, the RNA-binding proteins that bind to those segments were
comprehensively analyzed by mass spectrometry. Some of the RNA-binding proteins that bind to these
functional segments negatively affect the expression of PD-L1 expression. We are planning to
investigate the molecular mechanism of these RNA binding proteins in detail.
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