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The bacterial flagellum is a supramolecular motility machine consistin? of
the basal body, the hook, and the filament. Flagellar assembly begins with the basal body, followed
by the hook and finally the filament. The bacterial flagellar type Ill secretion system (fT3SS)
transports flagellar building blocks from the cytoplasm to the distal end of the growing flagellar
structure. The fT3SS switches it substrate specificity from the hook protein to the filament protein
when the hook reaches its mature length of about 55 nm in Salmonella enterica. As a result, hook
assembly terminates and filament assembly initiates. FliK, FIhB, and FIhA are directly involved in
hierarchical protein export by the fT3SS. we have shown that FIiK forms a temporal complex with FIhB
and that this FIiK-FIhB complex induces structural remodeling of the FIhA ring structure
responsible for export switching of the fT3SS.
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