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Abstract: Complete sequence of mitochondrial DNA(mtDNA) control region was sequenced in 43
individuals from 7 indigenous goat(Capra hircus)breeds(groups)in Sichuan province. The com-
plete sequence of mtDNA control region was 1 212 or 1 213 base pair, and the content of A+ T
(59. 9% ) was higher than that of G+C(40. 1% )significantly. 74 sites were polymorphic and all of
these sequences were neutral mutation. All sequence polymorphic sites defined 27 haplotypes.
High nucleotide diversity (1. 868 %) and haplotype diversity (0. 966) were manifested. These re-
sults suggested richer genetic diversity within Sichuan indigenous goat populations and genetic di-
vergence among them. The Kimura 2-parameter distance among breeds (groups) varied from
0.001 7 to 0.030 6. Phylogenetic unrooted trees constructed with neighbour-joining methods
showed two maternal origins in Sichuan indigenous goats. More detailed studies should be contin-
ued to indicate whether the two maternal origins are Capra aegagrus and Capra falconeri.
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Table 1 The genetic diversity of D-loop region in Sichuan goat breeds
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1L 3E Ti 9 7 H21~H27 0.944+0. 070 0. 000 69=40.000 77 0 7
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Table 2 Kimura 2-parameter pairwise distances by bootstrap method among breeds

deinEhe BUERRE #ZERILD 5Bl ®HEKRE KAERL 1L eyl

* BCW % CDM  JCB *FJTB £ JYD *F LZB * Ti AR HIES
Ju )i E 12 BCW 0.002 6 0.002 2 0.005 3 0.002 5 0.003 2 0.001 1 0.002 5 0.009 2
FAR MK AE CDM 0.008 3 0.001 5 0.005 4 0.002 9 0.004 5 0.002 6 0.003 0 0.009 2
AmEMEILEJCB 0.0050 0.003 3 0.005 5 0.002 9 0.004 2 0.002 2 0.002 7 0.009 2
SR BINEJTB 0.028 9 0.028 9 0.030 6 0.004 4 0.003 6 0.005 4 0.005 1 0. 008 5
W BHKH-2E JYD  0.008 3 0.010 0 0.010 0 0.020 2 0.003 9 0.002 8 0.003 4 0.008 9
IREEBILELZB 0.013 4 0.021 9 0.018 5 0.016 8 0.015 1 0.003 3 0.003 6 0.009 2
L 2E Ti 0.001 7 0.008 3 0.005 0 0.030 6 0.010 0 0.013 4 0.002 3 0.009 3
74 0.007 5 0.012 5 0.009 2 0.0315 0.014 2 0.017 6 0.005 8 0.009 3

AW 0.079 9 0.078 0 0.078 0 0.070 4 0.076 1 0.078 0 0.081 8 0.080 8
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Standard error(above diagonal)and Kimura 2-parameter pairwise distances (below diagonal)
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Fig. 3 Phylogenetic tree of the D-loop sequences con-
structed with NJ method using Kimura’s two-

parameter model
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