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 The leishmaniasis comprises a group of diseases that affect human and 
non-human animals from tropical and subtropical regions in the Old and New 
World. Its ethiologic agent correspond to different species of protozoan parasites 
from the genus Leishmania and family Trypanosomatidae, being transmitted by 
insect vectors from family Psychodidae, subfamily Phlebotominae and genus 
Lutzomiya in the American continent. Leishmania parasites are naturally 
transmitted in the wild to different species of mammals by the bite of specific 
species of Lutzomyia vector. Thus, identification of Leishmania species in its 
corresponding vectors would be of great importance to manage leishmaniasis in 
rural areas next to wild environments where the parasite circulates. Previous 
studies of our research group showed that the chitinase encoding gene is specific 
for Leishmania parasites and enable identification of the parasite by an accurate 
PCR diagnostic test in human.  In order to use the homologous chitinase gene to 
diagnose the American endemic tegumentar L. guyanensis, L. naiffi and L. lainsoni 
in its susceptible vectors, initially, the encoding gene is being characterized. The 
samples used in the study were obtained from Leishmania collection of the 
Instituto Oswaldo Cruz of the National Reference Laboratory for Leishmania. L. 
guyanensis, L. naiffi and L. lainsoni reference species were maintained in M199 
culture medium and exponentially growing cultures were centrifuged and used for 
DNA extraction. To obtain DNA, we used the DNeasy® Blood & Tissue Kit, 
according to supplier's instructions. Using oligonucleotides complementary to 
conserved regions of the Leishmania genus chitinase encoding gene, a PCR 
fragment was amplified and cloned into pGEM-T vector and submitted to 
sequencing by Sanger's method.  
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