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Basic research of new epigenetic marker, H4K20ac

Kaimori, Jun-Ya
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By suing mass spectmetory analyses, We identified H4K20ac, which was discovered
only in plant cells. To understand the function of H4 lysine 20 acetylation (H4K20ac), we have developed
a specific monoclonal antibody and performed ChIP-seq analysis using HelLa-S3 cells. H4K20ac was enriched
around the transcription start sites (TSSs) of minimally expressed genes and in the gene body of
expressed genes, in contrast to most histone acetylation being enriched around the TSSs of expressed
genes. The distribution of H4K20ac showed little correlation with known histone modifications, including
histone H3 methylations.
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H4K5ac and H4K12ac staining in IR injury
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H4K5ac and H4K12ac staining in growing mouse kidney

cells per sice
538
g8 s

Positive cells
g
8

© 115d 14.5d 19.5d

1

or slice
L
22
S 8

Iy
E]

H4K12ac

H4KSac

Positive cells
8
g

O 11.5d 14.5d 19.5d

Stainings of H4K20ac&H4K8ac in Rat IR injury
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Acetylated Histone H4 modification in post natal mouse
kidney tissue
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ChlP-seq
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