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Structural analysis of the complex between lipocalin-type

prostaglandin D synthase and amyloid -peptide with small angle x-ray

scattering.
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We tried structural analysis of the complex between human recombinant lipocalin-type prostaglandin D
synthase (L-PGDS) and amyloid B-peptide (AB1-40) by the use of small angle x-ray scattering (SAXS).
The scattering intensity curve obtained from apo-L-PGDS revealed a globular shape of human L-PGDS
as well as mouse L-PGDS. The radius of gyration was estimated to be 19.23 A for L-PGDS in the absence
of AP 1-40. However, due to the aggregation through the preparation of L-PGDS/AP 1-40 complex, it was

not succeeded to perform SAXS measurements.
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Fig. 1 SAXS profiles of L-PGDS and L-PGDS/A S 1-40
complex. SAXS profiles of L-PGDS (blue dots) and
L-PGDS/A B 1-40 (red dots) are shown. The logarithm
of scattering intensity is shown as a function of
reciprocal vector ().
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