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Introduction Objective
 Mahanarva spectabilis is a major pest of forage grasses in Brazil; To provide molecular information on Mahanarva
e 160 M ha of pasture area, 80% of which are of susceptible species; spectabilis at different developmental stages, aiming
e Biological control by Metarhizium anisopliae is ineffective; to explore the RNA interference (RNAi) mechanism for
e RNAI technology offers a promising approach for insect control. potential gene silencing applications in pest control.
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Table 2. RNAi machinery genes identified in M. spectabilis data.

RNAi Pathway Gene Description Joe
Dicer-1 Endoribonuclease Dcr-1 -
dsRNA cleavage Dicer-2 Endoribonuclease Dcr-2
Drosha Ribonuclease 3 84 9%
Ago2 Protein argonaute 2
Endonucleases Ago3 Protein argonaute 3 33
Piwi Piwi-like protein Siwi
o Logs Protein Loquacious
dsRNA binding . | T30
Pasha Microprocessor complex subunit DGCRS8
SID SID1 transmembrane family member 2
dslz:lg\ arstr;izort Chc Clathrin heavy chain 700
Scavenger Scavenger receptor class B member 1 |
Auxiliary RISC-  Armitage RNA helicase armi Folsomia candida ~ 7"
associated or Belle/DDX3  ATP-dependent RNA helicase DDX31 Figure 2. Phylogenetic tree for the Drosha gene constructed using the ML method
regulatory factors  Gawky Protein Gawky with the General Time Reversible model, incorporating Gamma Distributed rates
and Invariant Sites.
Conclusions and Perspectives Acknowledgements

e Mahanarva spectabilis has an active RNAi mechanism, mostly in the nymphal "

and adult stages; .MESP Ei a ‘.\’

e This transcriptome will now be used to search targets for silencing. UNICAMP




