Abstract

This study was carried out to ascertain
phylogenetic status of long-tail chicken which
found recently in Korea and was presumed to
be a kind of Korean Natives. 10 loci
microsatellites were analysed for 449 birds of
11 groups and 2 region of mitochondrial DNA
were sequenced for 135 birds of the same
groups, that consist of 3 introduced breeds
and 8 Korean Natives including 3 long-tail
chicken. In mean numbers of alleles per
locus{MNA) for microsatellites, long-tail
chicken were smaller (2.60~3.20) than the
others, but in heterozygosities, were higher
(0.4087~0.5375) than others that were the
same level of MNA. And in the neighbor
joining bootstrap tree drawing by Nei's
standard distance, they made a cluster with
some Korean Native groups. All of the
nucleotide sequences of mitochondrial
cytochrome b gene and D-loop were classified
into 23 haplotypes. In long-tail chicken, the
haplotypes were 3 kinds, and were different
among the groups (LTA, LTB and LTD).
Resultly, it was supposed that 3 groups of the
long-tail chicken be all a kind of Korean

Natives.
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Figl. The neighbor joining bootstrap tree drawing by Nei’s standard distance
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