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WIER T OMEEE (J£30) : Transcriptome analysis of the bacteriome of the two psyllid species,
P. venusta and D. citri revealed genes that apparently play pivotal roles to maintain either
the psyllid- Carsonella symbiosis or the psyllid-Carsonella- Profftella symbiosis. RNAi
analysis gave insight into the function of these genes. Whole genome analysis of
Carsonella_ DC and Profftella revealed their reductive evolution, demonstrating that
Profftella is an unprecedented type of defensive symbiont.
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