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Phylogenetic relationships among the 5 Kkaryotypic
forms of An. nitidus using Bayesian analysis based on
combined COI and COII sequences compared with 6
species of the Hyrcanus Group. Codes for the
specimens are shown in Table 3.3. Numbers on
branches are bootstrap values (%) of NJ analysis and
Bayesian posterior probabilities (%). Only the values
higher than 50% are shown. Branch lengths are

proportional to genetic distance (scale bar)
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STATEMENT OF ORIGINALITY

This thesis is on the first study to report new metaphase karyotypes of Anopheles

nigerrimus and Anopheles nitidus.

This thesis is on the first study to clarify the true species status of karyotypic

variants of An. nigerrimus and An. nitidus by using multidisciplinary approaches.

This thesis demonstrates that genetic diversity at the chromosomal level of An.

nigerrimus and An. nitidus does not result in the evolution of species complex.



