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Abstract: [ Objective | This study was conducted to explore the genetic diversity of mitochondrial DNA ( mtD-

NA) genome and maternal origin of Longlin cattle and Jiaxian Red cattle from the genome level, as well as to com-

paratively analyze the genetic diversity of mtDNA genome of the two cattle breeds. | Method ] Whole-genome rese-

quencing and bioinformatics methods were used. [ Result] A total of 36 haplotypes were detected in mtDNA ge-

nome sequences of 15 Longlin cattle and 28 Jiaxian Red cattle, of which 8 haplotypes and 26 haplotypes were found

in Longlin cattle and Jiaxian Red cattle, respectively, and only two haplotypes were shared by them. The average

haplotype diversity ( Hd) and nucleotide diversity (Pi) of Longlin cattle and Jiaxian Red cattle were 1. 000,

0.943, and 0. 0080 and 0. 0053, respectively, demonstrating rich genetic diversity in Longlin cattle and Jiaxian

Red cattle. The phylogenetic tree showed that Longlin cattle and Jiaxian Red cattle had two maternal lineages with

taurine and indicine. [ Conclusion] Longlin cattle were mainly derived from taurine, Jiaxian Red cattle was derived

from a mixture of taurine and indicine. The two local cattle breeds had unique maternal genetic information and

showed obvious maternal genetic differences.

Key words: Longlin cattle; Jiaxian Red cattle; mtDNA genome; genetic diversity; maternal origin



