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Research Progress on Control Region of Mitochondrial DNA of Avian

HUANG Zu-hao et al(College of Life Sciences, Jinggangshan University, Jian, Jiangxi 343009 )

Abstract  Control region was the non-coding region of mitochondrial DNA with a rapid evolution speed, it was one of most commonly used
molecular markers to study birds phylogeny. The research progress of 4 aspects such as length variation, structural division, repeated control
region and gene arrangement order of control region of birds mitochondrial DNA were summarized, the study provided a reference for the relat-

ed research.
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tions in mammals and Galliformes™.
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