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ABSTRACT

Phlebotomus papatasi (Scopoli) (Diptera: Psychodidae) is the main
vector of Leishmania major; which is the cause of self-limiting
cutaneous leishmaniasis in the Old World. This sand fly is found in
houses, animal shelters, caves and rodent burrows. It has a large
geographical range, which includes the Middle East and the
Mediterranean regions. The internal transcribed spacer 2 (ITS 2) of
rDNA and the cytocrome b (cyt b) gene of mtDNA were sequenced
from two populations originating from Sinai and Alexandria. The
query lengths of ITS2 was 455 bp in both populations with the
proportion of AT greater than 69%. The ITS2 sequences reflect inter-
specific variation which affected the geographical distribution and this
can affect the infectivity status and the disease transmission by the
sand flies and may be used as a base for better control of the disease,
while the query lengths of Cyt b gene was 442 bp which was rich with
AT content with the proportion of AT greater than 75%. The results
observation reflect that cyt b not affected by the geographical
distribution, this give clue that it has no role in the infectivity and
transmission of the disease by the sand fly and it can be used as
genetic marker in differentiation between different types of
Phlebotomus species. A phylogenetic study was carried out on the
same populations, ITS 2 showed little variations within populations
according to different localities. This is actually the reason for poor
geographical structuring in the NJ tree. No clear phylogeographical
pattern was observed in Cyt b gene for the populations because shared
haplotypes were present at the external nodes or at different nodes.
These Methods might represent useful tools for a molecular large scale
screening of Phlebotomine sand fly species caught in areas where
leishmaniasis is endemic, in order to plan appropriate epidemiological
surveillance programs for both Leishmania spp. and their vectors.
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