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Abstract:  In this study CHD gene intron sequences of 12 species of Falconiformes were compared and analyzed. CHD-W and

CHD-Z gene polymorphisms are different and CHD-W gene is not suitable for phylogenetics studies. Based on amplification sequences

of the CHD-Z gene NJ and MP trees were constructed. Falconidae have the distant relationship with Accipitridae and Ciconiidae which

is different with traditional morphological classification and the new classification system of birds. Classification status of C. spilonotus is

inconsistent with the traditional morphological classification and is classified as Accipiter. NJ tree shows Milvus( Milvus migrans) has

close phylogenetic relation with the Buteo( Buteo Lagopus) but MP tree shows Butastur( Butastur indicus) has close phylogenetic rela—

tion with Buteo( Buteo Lagopus) . NJ and MP trees all shows both Aquila( Aquila chrysaetos) and Nisaetus( Nisaetus nipalensis) have far

phylogenetic relation with Accipiter.
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