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ABSTRACT

The sequence of secondary internal transcribed spacer II (ITS2) of ribosomal
DNA (rDNA) were determined from forty black fly species in Thailand belonging to 4
subgenera of the genus Simulium: Gomphostilbia (12 species), Nevermannia (5
species), Simulium (21 species) and one unknown subgenus (Simulium baimaii). The
length of the ITS2 ranged from 247 to 308 bp. All black fly species had high AT
content which ranged from 71 to 83.3%, these values were higher than those found in
other mosquito species. Clonal variation within individuals occurred in thirteen
species and ranged from 0.3 to 1.1%. Intraspecific sequence comparisons revealed
variation among S. feuerborni individuals collected from the same location (Royal
Project at Doi Inthanon National Park, Chiang Mai) and different locations at Doi
Inthanon National Park, Chiang Mai and Phu Kradung National Park, Loei.
Intrapopulation and interpopulation variations in S. feuerborni ranged from 0 to 2.2%
and 0 to 3.4%, respectively. The sequence divergence among forty black fly species
ranged from 1.0 to 39% and up to 95.2% between black fly species and their outgroup
species, Phlebotomus perniciosus, Chironomus annularius and Drosophila
melanogaster. The phylogenetic relationships among the members of the black fly
species in Thailand were inferred by maximum parsimony and neighbor-joining
analyses of the PAUP program (version 4.0b10). Both trees obtained were almost
identical in a topology that revealed two major monophyletic groups. The  first
monophyletic group consisted of Gomphostilbia and Nevermannia + Montisimulium.
The second monophyletic group consisted of the subgenus Simulium and one species
of an unknown subgenus (Simulium baimaii). Phylogenetic relationship the
representatives in the members of subgenus Gomphostilbia were unresolved.
However, molecular phylogeny in the present study generally agrees with existing
morphology-based phylogenies.
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