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Abstract: [Objective] The study was to detect the genetic diversity and relationship of cattle in south
China. [Method) The complete mitochondrial control regions of 40 cattle in 8 breeds were sequenced and
analyzed. [Result] The results showed as follows:56 variations and 17 haplotypes were detected, average
number of nucleotide differences (K) was 20. 364 ,nucleotide diversity (x) 2.25% sand haplotype diversity
(Hd) 0.75040. 074. The frequencies for the A, T,C,G bases were 33.2%,28.2%,25.1% and 13.5% re-
spectively. Among the 56 variations, there were 49 transitions, 4 transversions,and 3 insertion/deletion.
Jinjiang cattle and Zhaotong cattle showed the most spare and aboundant genetic diversity. The NJ tree
constructed from the genetic distance displaied the most remote relationship for Zhaotong cattle. [Conclu-
sion] B. taurus had far more aboundant genetic biodiversity than B. indicus which supported multi-regional

origin. And Zhaotong cattle showed a different B. indicus type to India B. indicus type. This indicated a po-
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tential origin region for B. indicus at molecular level.
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Table 1 Information of sampling and sites for the eight breeds in south China
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Breed Site No. Breed Site No.
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Table 2 The mtDNA D-loop base variation

in soven southern Chinese cattle breeds

=g %N 4 P k4 7Y 4 0P 4 I 3 4 LA
G S F CN wC LL XX YB ZT 1]
Mutation type BH MR/ BB BE/ % RH O WER/Y% BB FR/ % KH O BER/Y% BB BR/% KH O ER/%

No. P No. P No. P No. P No. P No. P No. P

%3 ToC 25 53.2 26 56.5 0 0 0 0 27 50.9 24 47.1 1 100
Transition AeG 19 40, 4 17 37.0 0 0 1 100 21 39.7 22 43.1 0 0
A il Total transition 44 93.6 43 93.5 0 0 1 100 48 90. 6 16 90. 2 1 100
14 TG 0 0 0 0 0 0 0 0 0 0 1 1. 96 0 0
Transversion AeC 0 0 0 0 0 0 0 0 2 3.77 1 1.96 0 0
GoC 1 2.13 1 2.17 0 0 0 0 1 1.89 1 1.96 0 0
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Table 3 The genetic information of mtDNA D-loop in eight southern Chinese cattle breeds

AR LA R EL

=) =)

i A No. H Hd "y i Fh No. H Hd o/ %

Breed o Breed s

B. indicus B. taurus B. indicus B. taurus

NIl 4= CN 1 4 0. 857 2.72 WG4 XX 2 0 0. 500 0. 06
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Table 4 The average genetic distance between group and within group of 8 southern Chinese cattle breeds

Ll Breed JIIR CN BT J) %Il WC WPE XX B YB WEsm ZT s WL BEMR LL
JIIRE CN 0.028 4
HRLT) 0.026 5 0. 000 3
%Il WC 0.024 8 0.028 8 0.029 8
HPE XX 0.026 5 0. 000 4 0.028 8 0. 000 6
FEE YB 0.026 6 0.013 3 0.027 9 0.013 4 0.023 0
WA ZT 0.025 2 0.035 2 0.024 6 0.035 2 0.031 3 0.026 2
IS WL 0.026 5 0.000 2 0.028 9 0.000 3 0.013 3 0.035 3
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Fig.1 NJ tree for 8 southern Chinese cattle breeds with European bison as outgrou
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