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Rhodnius prolixus is an important vector of Chagas’ Disease and a classical 
model of insect reproduction due to its dependence of feeding as a signal for 
oogenesis. Despite that, little is known about its physiology at the gene level. The 
ongoing Rhodnius prolixus Genome Project promises to shed light to this field. 
As part of this project, we constructed a cDNA library of isolated ovarian follicles 
to analyze relevant transcripts in developing oocytes. Follicles in different 
developmental stages were submitted to  dissection of epithelium, mRNA 
extraction, being its mRNA used to the construction of a cDNA library using a 
commercial kit. The transcriptome was made by random sequencing this 
resulting library, and the obtained sequences were submitted to different 
databases. Rhodnius follicle transcriptome showed many sequences related to 
oogenesis and embryogenesis in other species and important matches related to 
the mosquito Anopheles gambiae. Interestingly, we have also found many 
matches for regulatory proteins and transcription factors. Functional analysis of 
selected sequences is under progress. Support: CNPq, FAPERJ and PRONEX. 
 


