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Systematic synthesis and functional analysis of vitamin D receptor cofactor
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A series of co-factor peptides for vitamin D receptor were comprehensively
synthesized by microwave-assisted solid-phased synthesis method. Among them, co-activator peptides,
SRC2-2 and RIP140-5, were succeeded in X-ray crystal structural analysis of the complex with vitamin

D receptor ligand-binding domain (VDR-LBD). In analysis using surface plasmon resonance (SPR),
RIP140-5 showed higher affinity for VDR-LBD than DRIP205-1 which is a co-activator peptide most used
for the crystal structural analysis of VDR-LBD. Furthermore, we found that, in co-repressor
peptide, the elongation from 13 to 19 amino acid residues increases the affinity for VDR-LBD.
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