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RESUMO - Acaros do género Brevipalpus (Tenuipalpidae) sdo polifagos, com distribuicdo mundial e
algumas espécies possuem a capacidade de transmitir virus para plantas de importancia econémica.
Dentre eles, B. yothersi se destaca como vetor do citrus leprosis virus C (CiLV-C, Cilevirus), agente
etiolégico da leprose dos citros, principal doenca viral que acomete a citricultura brasileira. A
obten¢éo do genoma e do transcriptoma de B. yothersi, em resposta ao CiLV-C, foram essenciais
para identificacdo de genes relacionados a interacdo virus-vetor, incluindo genes envolvidos em
processos de detoxificagdo. Assim, 0s objetivos desse trabalho foram validar e avaliar a expresséo
de genes das familias cytochrome P450 (CYP450) e cathepsinas B (CathB), CYP450 (ByCYP4A10)

e ByCathB, comparando acaros mantidos em frutos de laranjeira doce (Citrus sinensis) com e sem

a presencga do virus CiLV-C. Os &caros foram coletados (oito repeticdes bioldgicas, contendo 100
acaros cada) e, apos, realizada extracdo de RNA total usando método CTAB, seguida a sintese de
cDNA. Apés diagnéstico molecular (RT-PCR) para confirmagéo dos tratamentos (acaros aviruliferos
e viruliferos), foi conduzida analise da expressao destes genes via RT-qPCR. Resultados mostraram
gue ambos os genes foram induzidos em acaros viruliferos, sugerindo possivel envolvimento destes
genes na interagdo acaro-virus. Outros genes serdo investigados e devera corroborar este resultado,
trazendo informacgfes genéticas importantes sobre este complexo patossistema, as quais podem

futuramente contribuir para controle do vetor.
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ABSTRACT - Brevipalpus mites (Tenuipalpidae) are polyphagous, with worldwide distribution and
some species have the ability to transmit viruses to plants of economic importance. Among them, B.
yothersi is vector of citrus leprosis virus C (CiLV-C, Cilevirus), the etiological agent of citrus leprosis,
the main viral disease that affects Brazilian citrus industry. The results of the genome and
transcriptome of B. yothersi, in response to CiLV-C, were essential for the identification of genes
related to virus-vector interaction, including genes involved in detoxification processes. Thus, the
objectives of this work were to validate and evaluate the expression of genes from the cytochrome
P450 (CYP450) and cathepsins B (CathB) families, ByCYP4A10 and ByCathB, comparing mites

maintained on sweet orange fruits (Citrus sinensis) with and without the presence of the CiLV-C virus.

Mites were collected (eight biological replicates, containing 100 mites each) and total RNA extraction
was performed using the CTAB method, followed by cDNA synthesis. After molecular diagnosis (RT-
PCR) to confirm the treatments (viruliferous and aviruliferous mites), analysis of the expression of
these genes was carried out via RT-gPCR. Results showed that both genes were induced in
viruliferous mites, suggesting a possible involvement of these genes in the mite-virus interaction.
Other genes will be investigated and should corroborate this result, bringing important genetic

information about this complex pathosystem, which may, in the future, contribute to vector control.
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