©
2021 2023

EB

Mechanism on epigenetic carcinogenesis of EB virus-gastric cancer focused on
senescence

SEKI, Motoaki

3,300,000

Epstein-Barr
EB DNA

3 1 EBV

EB
EB
90% EB

We searched the molecular mechanisms of gastric adenocarcinoma caused by EBV
infection. After EBV infection, cellular senescence was not observed, but accumulation of specific
subclones was observed by clone tracing with DNA barcodes. From single cell RNA-sequencing, the
original cell population was found to consist of three sub clusters and one of which contained the
subclones accumulated during EBV infection. We also determined marker genes which characterized this
sub-population.
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