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Abstract: Using genome DNA of ‘Jiaxian Red Cattle’ as template, the mt DNA Cyt b was amplified,
sequenced, and analyzed to nucleotide composition. Two conclusions have been drawn: the first one is that
mt DNA has the same length of 1140 base pairs; and the second one is that there is one mutation com-

pared with bos. Taurus and there are 8 mutations compared with zebu cattle.
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