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Sweetness plays an important role in providing calories and promoting appetite for food. Since it has
been known that genetic factor (s) is involved in individual differences in taste sensitivity in humans,
this study aimed to examine genetic variations of the 7ASIR2 gene, one of the components for tasting
sweet compounds, by using DNA sequencing analysis from 98 unrelated Korean subjects. As a result,
12 different single nucleotide polymorphisms (SNPs) were identified in the ATASIK2 gene and most
of them were nonsynonymous. Also, two novel SNPs were found for the first time in this study. It
was noted that the frequencies of these SNPs were common in the Korean population. 20 different
haplotypes with coding SNPs (cSNPs) were also found in this study. Three out of these haplotypes
were common, showing frequencies of > 10%. The repertoire and frequencies of ¢SNPs and hap-
lotypes in the ATASIRZ gene will provide information that will help identify a functional ligand re-

ceptor common in the Korean population.
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Table 1. The SNPs and their frequencies of ATASIR2 gene in Koreans

Chro . Variant Nucleotide Codon  Allele frequency Heterozygosity
Gene Location ~ SNP ID . . o
mosome (Amino acid change) change  position Major ~ Minor Expected Objected

TASIR2 1 Promotor 159701803  promotor-165 C>G - - 0.67(C) 0.33 0.444 0.476
rs9700646  promotor-105 C>T - - 0.50(T) 0.50 0.476 0.435
Exonl 159701796 S9C C26G 2 0.67(C) 0.33 0.456 0.481
Exon2 novel F77L T231G 3 0.81(T) 0.19 0.293 0.262
Exon3  rs35874116 1191v A571G 1 0.77(A) 0.23 0.311 0.282
1s28470550 T294T T882G 3 0.95(T) 0.05 0.227 0.043
134447754 R317G G949C 1 0.81(G) 0.19 0.306 0.289

novel R317P G950C 2 0.90(G) 0.10 0.18 0.2

Intron3  rs28592077 IVS3+42 G> A - - 0.83(G) 0.17 0.206 0.14
Exond  rs28374389 1486V A1456G 1 0.95(T) 0.05 0.043 0.043

Exon6  rs12033832 57735 C2319T 3 0.60(T) 0.40 0.493 0.5
1512075191 17901 C2370T 3 0.90(C) 0.10 0.191 0.214
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Table 2. Haplotypes and their frequencies of ATASIR2 gene in Koreans

Nucleotide position

Haplotype Frequency
26(n) 231(s) 571(n) 882(s) 949(n) 950(n) 2319(s) 2370(s)
1 C T A T G G G G 0.225
2 G T A T G G G G 0.088
3 C T A G G G G G 0.010
4 G C G T C G G G 0.010
5 C C G G C G G G 0.010
6 G C G G C G G G 0.015
7 C C G G C C G G 0.031
8 C T A T G G A G 0.316
9 G T A T G G A G 0.102
10 G C A T G G A G 0.005
11 C T A G G G A G 0.020
12 C C A G G G A G 0.005
13 G C G T C G A G 0.005
14 G C G G C G A G 0.010
15 C C G T C C A G 0.036
16 G C G G C C A G 0.010
17 C T A T G G G A 0.036
18 G T A T G G G A 0.041
19 G C G T C G G A 0.005
20 G C G G C G G A 0.020
dujA gl zol= A AA EA3HE p.SIC ofu] =ik o] 7} J. P. Slack, U. K. Kim, D. Drayna, and W. Meyerhof. 2005.
tgags Apde o] 3o g 93l Agz}o] 7} The molecular basis of individual differences in phenyl-
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