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Structural and functional analyses of bacterial ubiquitin ligases
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Pathogenic bacteria such as Shigella, Salmonella and Yersinia deliver a
variety of virulence factors, called effectors, into host cells. Some of effectors hijack host
proteins and function as E3 ubiquitin ligases. The NEL domain and CXD motif are different from those

of the eukaryotic HECT and RING-finger E3 ligases. To elucidate the molecular mechanisms of
bacterial E3 ubiquitin ligase effectors, we performed the structural and functional analyses of YopM
and IpaH family proteins. In this study, we solved the crystal structure of Yersinia YopM, which
has CXD motif at 2.5A resolution. Shigella effector 1paH9.8 contains leucine-rich repeats (LRRS)
involved in substrate recognition and NEL domain. We determined the crystal structures of substrate

recognition domain of IpaH9.8. These structures provide insights into the structural features of
bacterial E3 ubiquitin ligases.
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