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Structural study of the PCAF-HD domain of GCN5 to reveal signaling in hepatic
glucogenesis
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Hepatic gluconeogenesis is an issue in patients with type 2 diabetes, but

the details of the signaling mechanism are unknown. The expression of genes in the glycogenic enzyme
group causes glycogenesis. Previously it was reported that histone acetyltransferase GCN5 is one of
the enzymes involved in hepatic glycogenesis, but the full extent of this mechanism has not been
clarified.

GCN5 has a domain presumed to have ubiquitin E3 activity, named PCAF_N. We focused our structural
studies on a novel catalytic activity, E3 activity, of GCN5, an acetyltransferase involved in
glycogenesis. As a result, we revealed that PCAF_N is an E3 enzyme with a novel fold.
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