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Mosquitoes identification based on morphological characterization is gold
standard method; however, the identification of mosquitoes with similarity in
morphology is poorly reliable. Moreover, this method requires experienced
taxonomists for certain identification. Due to this limitation, DNA barcoding, molecular
technique used nucleotide sequences for identification of species, plays important
role to confirm the identification by morphology. Adult mosquitoes collected in 7
provinces of southern Thailand; Songkhla, Phatthalung, Trang, Krabi, Phuket, Nakhon Si
Thammarat, and Surat Thani were used in this study. The samples were identified
based on morphology and DNA barcoding. This DNA barcoding was performed by
partial mitochondrial COI gene sequence of 632 bp. DNA sequence were then aligned,
calculated pairwise genetic distance and performed phylogenetic analysis.
Morphologically, the specimens were identified as belonging to four species:
Ae.aegypti, Cx. quinquefasciatus, Ae. albopictus and Mn. uniformis. DNA sequence
analysis of Ae. aegypti, Cx. quinquefasciatus and Ae. albopictus were compared to
NCBI database and only average more than 98 % identity and 90% similarity of CO/
gene were selected. Pairwise genetic distance analysis between revealed intraspecific
and interspecific distances of 3 species, which gene average genetic divergence within
species were less than 0.01 and different species were more than 0.1 up to 5.0.
Moreover, phylogenetic analysis of mosquitoes in southern Thailand and other
mosquitoes; Cx. gelidus, Mn. uniformis, An. quadrimaculatus and An. gambiage were
separated into 3 clades (clade A; Ae. albopictus, clade B; Ae. aegypti, clade G,
Cx. quinquefasciatus) with bootstrap value of 100,90 and 100 respectively.
Inconclusions, this study shows the ability of DNA barcoding method for the
identification of mosquito species which is accurate, fast and helps supporting
morphological identification. This indicates that DNA barcoding which is molecular
technique is applicable for identifying medical important insects leading to the control

and surveillance of vectors related to vector borne diseases.
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