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Little is known about the relationships of hematophagous insects and plants. The 
plant feeding selection of Lutzomyia longipalpis at a tropical city with high 
incidence of the protozoosis visceral leishmaniasis, transmitted by these sand 
flies, was studied. L. longipalpis were collected using CDC traps at a single 
location. DNA barcode was searched for plant families using specific primers for a 
locus from the chloroplast genome, ribulose diphosphate carboxylase (rbcL). Also, 
DNA from all trees or shrubs within a 100-meter radius from the trap was collected 
to build a barcode reference library for the rbcL gene. The distance from the trees 
to the trap and the average expansion of the tree crowns were assessed. The 
results pointed that from the 14 plant families at the harvest site five were not 
found in the insects’ digestive treat. While Anacardiaceae and Meliaceae were the 
most abundant, they were found only in few insects, while Fabaceae, despite the 
low abundance (2.9%), was detected in 94.7% of the sandflies. Since there was 
no correlation between the fed plant families and tree number, distance or crown 
expansion we concluded that there was a strong feeding selection by L. 
longipalpis, with preference for the Fabaceae family.  
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