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Hologenome transcriptomic analysis to underastand the molecular basis of
tick-bacteria symbiosis
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5,000,000

Haemaphysalis longicornis LON
LON Ca. Rickettsia longicornii Rlon

- LON
Rlon LON
Rlon

Rlon
Rlon LON

Rlon

Rlon

Ticks, which transmit various pathogens, also carry various microbial
symbionts, buttheiir molecular bases are largely unknown. Although Haemaphysalis longicornis LON
isknown as a vector of Rickettsia japonica and other pathogens, its bisexual lineages stably carry
Candidatus Rickettsia longicornii Rlon via transovarial transmission. Toward the understanding of
molecular bases of microbe-tick symbiosis, we tried to establish isogenic Rlon-positive / negative
LON lineages by using bisexual and parthenogenetic lineage of LON which have been maintained by
long-term breeding. Although only for the bisexual lineage, we obtained Rlon-positive adults through
breeding LON individuals experimentally inoculated with Rlon for one life cycle.
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