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The attraction of major disease vectors towards their hosts and the detection of 
airborne odorants are mediated by a large number of olfaction molecules. The 
sandfly Lutzomyia longipalpis (Diptera, Psychodidae) is the main vector of 
American Visceral Leishmaniasis. Males of this vector species are attracted to 
hosts where they aggregate and produce pheromones that help attracting females. 
We are interested in characterizing sandfly genes involved in olfaction. Although 
different genes and proteins involved in the olfactory process have already been 
described in Drosophila melanogaster and Anopheles gambiae, little is known 
about L. longipalpis. In this initial analysis we have sequenced a L. longipalpis 
cDNA library from male antennas using sandflies from Lapinha Cave (MG), Brazil. 
The sequences were used to construct an Expressed Sequence Tag (EST) 
database using the GARSA system (Davila et al, 2005). The database consists of 
1765 ESTs, which were assembled into 127 contigs and 1,081 singlets. Sequence 
analysis revealed candidate odorant binding proteins and other genes putatively 
involved in olfaction.  
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