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Elucidation of mechanism of action of novel antimicrobial peptides from rice and pur
ification and identification of their target compounds in cells.

Ishiyama, Yohei
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The purpose of this study was to reveal modes of action of antimicrobial peptides
in cells. Several methods using cell-free protein synthesis system were developed for achieving this purpo
se. By using our methods, we could confirm the known modes of action of conventional antibiotics, such as
streptomycin, fosfomycin and BLEOCIN. We were also able to not only assess the unknown abilities of antimi
crobial peptides to inhibit protein synthesis, but also elucidate the inhibitory steps in protein synthesi
s process, including transcription, translation and refolding. Moreover, we found that a purification meth
od using antimicrobial peptide-immobilized magnetic beads was effective to isolate target compounds in cel
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