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Bioinformatic Analysis of Heilongjiang Wild Boar Mitochondria D-Loop

YANG Guo-wei

(Pratacultural Science Institute of Heilongjiang Academy of Agricultural Sciences, Harbin, Heilongjiang

150086)

Abstract: All of the mitochondrial DNA D-Loop sequences in Genbank currently were analyzed by some tools of bioinfor-
matics. The results showed that,wild boar D-Loop was 1 145 bp, A+ T content(61. 3% )was higher than(G+C)38. 7%,
93 SNP and 20 haplotypes were found. The nucleotide diversity of mtDNA D-Loop was 0. 02553, the haplotype gene di-

versity was 0. 995,and the average number of nucleotide differences was 15. 443. The phylogenetic tree showed that Hei-

longjiang wild boar was closest to Italian and Sweden wild boar, but farthest to Malaysia wild boar, presumed that Hei-

longjiang wild boar including Europe wild boar blood.

Key words: wild boar; D-Loop;sequence analysis; phylogenetic tree
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