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IR OE (3530) : We found some histone modifications that change its localization
and amount between embryonic hepatic stem cells and adult hepatocytes. We identified
their target genes at genomic level, demonstrating vast majority of the targets of a
repressive histone mark, H3K27me3, are mutually exclusive. An integrated analysis
revealed that some functional genes involved in metabolisms were repressed by
H3K27me3 and that some early development-related and cell cycle-promoting genes were
associated with distinct transcription activating pattern of the histone marks in the hepatic
stem cells.
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Fold enrichment (H3K27me3 in hepatocytes)

Fold enrichment (H3K27me3 in progenitors)

= Hepatocyte unique (2,098, 10.9 %)

= Progenitor unique (2,542, 13.7 %)
Both positive (2,228, 12.0 %)

“ Both negative (11,713, 63.0 %)

Fold enrichment (AcH3K9 in hepatocytes)

Fold enrichment (AcH3K9 in progenitors)

= Hepatocyte unique (2,252, 12.1 %)

= Progenitor unique (3,019, 16.2 %)
Both positive (10,803, 58.1 %)

“ Both negative (2,507, 13.5 %)
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