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STATEMENT OF ORIGINALITY

This thesis is the first study to report the metaphase karyotypes of Anopheles
paraliae.

This thesis demonstrates that genetic diversity at the chromosomal level of

Anopheles paraliae does not result in the evolution of species complex.

This thesis is the first study to compare the genetic proximity between Anopheles
lesteri (Korean strain) and Anopheles paraliae (Thailand strain) by using
multidisciplinary approaches, and demonstrating the true species status in that An.

paraliae and An. lesteri are synonymous.
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