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INTRODUCTION

Conifers are important tree species in forests and are distributed widely in the temperate,

frigid and even subtropical zones, and some of them are also important for commercial purpoges. There

are 615 species (70 genera) in this group, which have diverse morphologies and ecological traits (Farjon,

2010). The genomes of conifers are characterized by large size, among the largest of any nonpolyploid

plant species, slow evolutionary rates in coding genes, and accumulations of a large amount of noncoding

DNA, (Murray, 1998; Ahuja and Neale, 2005; Buschiazzo et al., 2012; Pavy et al., 2012; Ritland, 2012).

Recent analyses have revealed that conifer genomes have huge amounts of repetitive sequences [probably

non-functional) and,Jow, recombination rates in non-coding regions Jthe red-lettered changes here provide

clearer coordination of the sentence, and assume that the two underlined terms are separate features of

conifer genomes — is this OK?] (Jaramillo-Correa et al., 2010; Kovach et al., 2010; Liu et al., 2011;

Moritsuka et al., 2012). These observations contrast with those of angiosperm genomes reported so far.

Unique genomic characteristics of conifers have lately attracted considerable attention as to what makes

Jor ‘causes’?] such differences in these genomic characteristics, and what kind of evolutionary features

Jhe conifer genome has: for example, how much intragenome and/or intergenome variation of
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Expression efficiency of NAT2 haplotypes in a Korean population
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important factor in the development of personalized medicine. In the present study,
examined the expression efficiency of NAT2 using promoter haplotypes identified in a
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population. To construct NAT2 promoter haplotypes, seven NAT2 promoter SNPs (rs4646241,
rs4646242, rs4646243, rs4646267, rs4345600, rs4271002, and rs4646246) were genotyped
in a total of 192 Korean subjects. A luciferase assay was performed using the three
commonest haplotypes to evaluate enzyme expression level of NAT2 promoter haplotypes.
The most common haplotype (TACGAGG) showed the lowest enzyme expression level
(0.72+0.06 relative light units (RLU)/[B-galactosidase]). The second (CGTAAGA) and third
(TATAACA) commonest haplotypes showed intermediate and the highest enzyme expression
level (0.9910.05 and 1.45+0.11 RLU/B-galactosidase), respectively. Haplotype comparison
among populations showed that Asian populations had a high proportion of the haplotype for
lowest enzyme expression Haplotype frequencies of Caucasian and African ethnicities were
markedly different from those of Korean ethnicity. Results from the present study should
contribute to the expansion of our current understanding of the pharmacogenetics field.

Full Text PDF [372K]
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