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Abstract

Korean Ogol Chicken is a natural treasure in
Korea and expected to be a valuable genetics
resource in the world. As an initial step to
investigate the genetic structures of this breed,
phylogenetic analysis has been performed using
mitochondrial DNA (mtDNA) sequence variations.
Total 30 Korean Ogol Chickens were investigated
in this study and they were grouped into 4
haplotypes, consisting 11 birds in the largest
haplotype.

Based on the phylogenetic analysis, chicken
breeds were divided into three major groups and
Korean Ogol Chicken were appeared all of these
three groups indicating their large genetic mtDNA
diversity. These results will be used for making
breeding and conservation strategies for this
breed.
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o 99t o] mtDNAY D-loop F9E ZZsguh
PCR Z79] glojd &% denaturex= 94°ColA 108 3
3 4°CAA 0%, 61°ColA 30%, 72°CollA 409 A
353 wrEFIg o 72°Col A 1087 final extensionE
LCAA FB3A T

PCR %Z2E2 PCR Purification Kit(Bioneer,
Korea)& AHg3to] BAsIAom 471448 £42 Big
Dye Terminator Cycle Sequencing Ready Reaction kit
(v3.0, Applied Biosystems, CA, USA)& AH&-3}3ith.

7t 94714 ¥9& NCBIYIA BLAST search® 3%
°. 9 (http://www ncbi.nlm.nih.gov/blast), Clustalw
program< ©] &3}9 alignment3d ¥ W& E43 9
th(http://www.ebi.ac.uk/ clustalw).

z o

S ZAY mtDNA D-loop regiong PCR ZZ3 &
sequencing?d}e] 497 bp 971X E S BT 234
9 @7NIELE F 4709 haplotypeo® EEHoH,
haplotype 29} A% 718 ©& AAFY 114 AFH7}
o] haplotypeell &3t§ith (Table 1).

2 A9 mtDNA D-loop sequenceE alignment? 2
7 7]Ed By vie} o] QA AR HHEHE
714 4ol 60bp AtolZ VEltE A 48 £ 9
(Niu et al, 2002). ©] L&FAY sequenced vIF2Z 3
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Table 1. Sequence variations among Korean Ogol Chicken

Nucleotide Position (op)
Haplo No
Plotype (NoJ 164 177 182 187 207 208 211 221 226 246 275 280 295 307 328 332 411
Tyet@® | T G C G G ¢ C ¢ T A T ¢ T A C T 71
Type2(1) |C G C A G C C ¢ T A T C C A C T 71
Tvwe3® | T G T A A C C ¢ C G T € C 6 T €C ¢
Typed(® | T A T A G T T T C A C T C A C T ¢
o & 539 ARAAE dotr7] Y93t Phylo- N
genetic treeZ Z4stAt (Fig 1). 2 A7 H& A B,

C 379 agoz IA JFelrle & & 9on oF SEAE 208 HAY JOE BHEZ M7 9ol
Ae 3AY group BFIA JeEbge o £ Q5T o ANERZ B3 E B Q) o FF9 #3739 2
Ade do gx FAY T BES T JzxAE gAY 3y mlochondnal DNA (mtDNA) <4
4 5F AYE Aged F287 o)gd AoE Ay INEE olgdte] ATEANE Axsath & A7
A o] &H 30vElY 2FTAE 4719 haplotypeow B

g7 Helen bR g

haplotypeell = 11788 7447}

Eh o

Figure 1. Neighbor joining population tree of the chicken species based on D- loop
sequences. Note that Korean Ogol Chickens were appeared all the three major groups.
Korean Ogol Chicken-K, Chinese Ogol Chicken-S(C), Japanese Ogol
Chicken-S(C), Chinese chicken-C, Japanese chicken-], European chicken -E, White
Leghomn-WL, Plymouth rock-P, Cochin-Co, Chabo-Ch, Laos-La, India-In, Iran-Ir,

Ogol Chicken :

New Hampshire-N, Vietnamese-V, Philippines-Ph.
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