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Diversity and Phylogenetic Relationships of Jiangxi Chicken Breeds
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Academy of Agricultural Science Beijing 100142 China)

Abstract: D-Jdoop was used to analyze the mitochondrial DNA ( mtDNA) variation of 134 individuals of 7
native chicken( Gallus gallus) breeds from Jiangxi. The mitochondrial hypervariable region 1 ( HVRI1) of 135
individuals was sequenced. The analysis of these sequences revealed that the chicken breeds were classified in—
to five distinct lineages A B C E and G. The variation( 96. 24% ) within breeds suggested that most of the to—
tal genetic variation was due to variation within populations and revealed a weak phylogeographical structure a—
mong the breeds. Network analysis showed that population expansion happened among populations.
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Tab.1 Location of goat breeds and their diversity
Breed Location Sample size  Haplotype diversity( SE)  Nucleotide diversity ( SE)
Anyi tile liked gray 21 0.929 +0.039 0.0195+0.023 9
Chongren ma 15 0.857 £0.065 0.018 8 £0.014 5
21 0.705 +0.094 0.011 3+£0.010 8
Dongxiang green shelled egg
Ningdu yellow 17 0.706 £0. 106 0.007 2+0.014 0
Taihe black bone 19 0.906 £0.040 0.013 5 +£0.008 7
Wanzai yellow 21 0.348 +0.128 0.002 4 +0.006 2
Yugan black 20 0.853 +0.049 0.0159+0.012 5
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Fig.2 Median — joining ( MJ) network showing genetic relationships

among Jiangxi domestic chicken haplotypes for mtDNA HVR
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