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Structural analysis of a modular polyketide synthase module
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Here we proposed to characterize a protein shape(s) of modular polyketide
synthases using small-angle X-ray scattering (SAXS), cryo-electron microscopy, and a biochemical
assay that has not been applied to modular PKSs. Although biochemical characterization of the
structure is still ongoing, our SAXS data indicates that each module of modular PKSs forms a X-shape

structure, which challenges the current arched shape model reported in Nature. We will continue to
analyze a PKS structure to provide an accurate structural model to our research community.
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