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The Genetic Diversity of Mitochondrial DNA Genome of Mongolian Cattle
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Abstract; [ Objective ] To explore the genetic diversity and maternal origin of Mongolian Cattle by sequencing
the genomes of Mongolian cattle mitochondrial DNA ( mtDNA). [ Method ] DNA extraction, three generation se-
quencing and Bioinformatics methods were used. [ Result] In the whole genome sequence of mtDNA from 36 Mon-
golian cattle,22 mtDNA haplotypes were defined. The average haplotype diversity (Hd) was 0.970, and the aver-
age nucleotide diversity (Pi) was 0.00845, indicating that Mongolian Cattle had relatively rich maternal genetic di-
versity. The constructed 1Q phylogenetic tree showed that Mongolian cattle had two maternal origins; taurine and
indicus cattle. [ Conclusion ] Mongolian cattle had rich maternal genetic diversity. The phylogenetic analysis
showed that Mongolian cattle had two female branches, taurine and indicine, mainly taurine cattle.
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