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CagA is a protein produced by Helicobacter pylori and is known to cause
gastric ulcer and gastric cancer. When injected into the target cell by the bacterium, CagA
interacts with many different signaling molecules and deregulate the bound targets. CagA is composed

of N-terminal structured region and C-terminal intrinsically disordered region. It has been
suggested that the intrinsically disordered region forms a loop like structure by intramolecularly
interacting with the structured region. Here we performed solution structure analysis of this loop
like structure to elucidate the significance of the structure for its function by means of NMR,
SAXS, CD analyses and other structural studies with functional analysis. To be noted, CD and NMR
analyses revealed that, upon intramolecular interaction between the structured region and
intrinsically disordered region, the interaction site in the intrinsically disordered region formed
helices likely to form helix bundles with structured region.
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