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Archiving of the symbionts of arthropods for controlling vector-borne diseases
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Some of the arthropods such as ticks can carry pathogens to humans and
animals. The present study was aimed to disclose the diverse microbiome in such vector arthropods.
We found that some bacteria such as Coxiella and Rickettsia dominantly exist in ticks. Comparison
between tick phylogeny and bacterial genotypes revealed that ticks have acquired the dominant
bacteria via both vertical and horizontal transmission.
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EEFIID EER (bp) TANZR TALRE (BEK) SEBESD (7 2/ BERME)
1 9,252 Iflaviridae Ixodes scapularisiflavirus Formica exsecta virus 2 (25%)
2 9,147 Bunyaviridae ixodes scapularis bunyavirus, L segment Gamboa virus (26%)
3 2,686 Unassigned Ixodes scapularisassociated virus-1, RARP  Ixodes scapularis associated virus-1 (97%)
4 1,485 Unassigned Unclassified virus, capsid precursor Drosophila A virus (36%)
5 4,321 Bunyaviridae Ixodes scapularisbunyavirus, M segment  Whenzhou Shrimp Virus 2 (25%)
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