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The consequence of AT-rich interacting domain 2 (ARID2) depletion in liver cancers
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In liver cancers, totally we found somatic non synonymous mutations, short
insertion-deletions or structural variations around ARID2 gene in 33 cases from the WGS analysis of 245
cases, resulting in 13% of liver cancers have genomic _alterations in ARID2. In addition, subgroup
horboring mutations in ARID2 showed the worse prognosis indicating their importance in tumorigenesis.
Since the somatic mutations in ARID2 are significantly enriched with nonsense or indel mutations, the
role of ARID2 in liver cancers was thought to be tumor-suppressive. To determine the native ARID2 role in
hepatocarcinogenesis, we first analyzed their activity on cell growth. Knockdown of ARID2 in ARID2-intact
liver cancer cell lines promoted their growth, while overexpression suppressed their growth. These
results indicate that somatic loss-of-function mutations in component of chromatin regulators such as
ARID2 could lead the genome-wide gene expression or epigenomic change appeared in liver cancers.
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