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Super-enhancer analysis of EBV-associated T/NK lymphoma
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Epstein-Barr virus (EBV) persists in human cells as episomes. EBV episomes
are chromatinized and their 3D conformation varies greatly in cells expressing different latency
genes. we compared the EBV episome intragenomic interactions in different cancer cell lines
expressing three different types of EBV latency genes using a new method, HiChlP. H3K27ac HiChIPs
were done in 4 T/NK lymphoma cell lines and 2 primary effusion lymphoma cell lines, together with
published data from cell line expressing type 111 latency genes. We found that in type Il latency
infected cells, the episome looping patterns were similar to cells expressing type 111 latency
genes. Similar to previous reports using a different method to compare the EBV 3D genome looping
using captured Hi-C, more restricted type 1 latency infected cells had much less loopings. These
data suggested that looping is a way for EBV to regulate its oncogene expression in various EBV
associated cancer cells.
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