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Identification of genomic structural variations leading to high expression of
immune checkpoint molecules in cancer cells and establishment of detection
method
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Structural variations of the PD-L1 gene were frequently observed in cancers
showing strong or abnormal expression of PD-L1 by immunostaining. We identified disruption of the
PD-L1 3"-untranslated region (3"-UTR) in 17 lymphoma samples, 1 colon cancer sample, and 1
gynecologic cancer sample. We found PD-L2 high expression in 13 lymphoma specimens by
immunohistochemistry, and abnormal signals were observed in all of them by fluorescence in situ
hybridization. We are investigating the detection method of disruption of the PD-L1 3"-UTR by
expression analysis.
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