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Essential hypertension is considered to be caused by a complicated combination
of genetic and environmental factors. The aim of present study was to examine
the relationship between essential hypertension and variants of genes that encode
proteins having an influence on the cardiovascular system. Genotypes of 7
candidate genes (SA, antithrombinlll, factorVII, CETP, eNOS, paraoxonase and
apoB) were determined by polymerase chain reaction/restriction fragment length
polymorphism (PCR-RFLP) method. Xbal RFLP of apoB gene and Alwl RFLP of
paraoxonase gene were significantly different between normotensivers and
hypertensives (x ’test; P<0.05). Therefore, it suggests that both apoB Xbal and
paraoxonase Alwl RFLPs may be useful as genetic marker for essential
hypertension.

Z6 1o Genetic Analysis of Fossil Animal Bones Excavated from Kwakji
(Cheju) Archaeological Site

Yong Hwan ]ung', Sang Hyun Han, You Sung Oh, Mi Hee Ko,
Soon Young Song, Gi Ok Kim', Taekyun Shin® and Moon You Oh
RMZFustn A28t - 498t - Medical School of Cornell Univ.!

Genetic analysis of fossil animal bones (1,200-1,300 years B.P.) recovered from
Kwakji (Cheju) archaeological sites was investigated by comparing the nucleotide
sequences in the hypervariable D-loop region of mitochondrial DNA (mtDNA).
The mtDNA sequences were amplified from the total DNA of the extracts of the
fossil bones using polymerase chain reaction (PCR). The oligonucleotide primers
used to amplify the mtDNA D-loop region by PCR were designed by referring to
the sequences of tRNA™ and large conserved sequence block in the highly
conserved regions of mtDNA common to animal species. The length of the DNA
fragment amplified presented in 564 base pairs. Comparing the base sequences of
the amplified DNA fragment with those of some mammals species, the nucleotide
sequences were identical as 90% to those of Cheju native horse. These results
suggest the new possibilities for researches on the origin and ancestry of Cheju
native horse.



