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Innovative method development to screen novel antimicrobial peptides by
evolutionary genomics approach
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Motivated by my earlier fortuitous discovery of novel antimicrobial peﬁtides
through a transcriptome analysis of bacteriocytes (insect cells specialized for symbiosis wit
endosymbionts), this study aimed to establish a pipeline for identifying new antimicrobial peptides,
particularly within the framework of insect-microbe symbiotic systems. Our innovative method
enabled the identification of a novel class of antimicrobial peptides derived from insects,
including aphid BCR peptides. This research signifies a pivotal stride towards understanding and
harnessing the potential of antimicrobial peptides from insect-microbe interactions.
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