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Aconitase X (AcnX) was initially discovered by a comparative analysis of archaeal genomes, but show no homologous
reaction to known aconitase enzymes. Alternatively, I previously found that AcnX protein catalyzes the dehydration
of cis—3—hydroxy—L—proline (C3LHyp) by focusing on the gene context in the bacterial genome, rather than the amino
acid sequence similarity. Therefore, in this study, 1 attempted to estimate the binding mechanism of iron, and
physiological role(s). As results, ESR and site—directed mutagenic study revealed that an unique Fe(lll) is coordinated
with two cysteine and one glutamate residues in the active center. To obtain more detailed information about the
catalytic mechanism, [ was successful to crystalize the AcnX, and obtain high—resolution X-ray diffraction data by
using SPring—8 Beamline BL38XU. I am in progress to refine the preliminary structure, and further estimate the
enzyme functions in the detail.




