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SNPs in the Hotspot Regions of AGTR2 in Cantonese

ZHANG Min ', MA Hong ', WANG Bo-song ', ZHAO Yong-zhong *
(1. Department of Cardiology, The First Affiliated Hospital, SUN Yat-sen University, Guangzhou 510080, China; 2. Division
of Cell Biology, Department of Basic Medicine Science, The First Military Medical University, Guangzhou 510515, China)

Abstract: [Objective] The goal of the study was to explore the SNPs in the hotspot regions of
AGTR2 in Cantonese. [Methods] We collected peripheral blood samples from 121 persons. All of
them were Han people resided for generations in Guangdong province. DNA samples were extracted us—
ing phenol-choloride method. On the basis of data mining the characteristic distribution of major
¢SNPs  (single nucleotide polymorphisms existing in mRNA sequence) of AGTR2 reported in SNP
database of NCBI, we designed two pairs of primers for PCR amplification. Each PCR product was ana—
lyzed by SSCP. Parts of PCR products from distinguished banding patterns were sequenced directly.
SNPs data analyzing was performed using BLASTn sofiware and databases of NCBI. Moreover, all the
sequences were aligned using the web based software Clustal-W. [Results] We acquired 5 SNPs:
G300663A, A300672T, A300818T, G301404T and A301410G. Among these variances, A301410G
is the only one consistent with rs5194 in GenBank dbSNP database. The rest 4 SNPs are special in Can—
tonese. [Conclusion] AGTR2 is a gene with high mutation rate and sequence diversity, and when com—
pared with reported SNPs data, gene variation of AGTR2 in Cantonese is distinguished to other peo—
ple.
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Table 1 ~ SNPs in the hotspot regions of AGTR2 in Cantonese
SNP site  SNP ID Contig accession Pos in contig DNA Chg AA Chg Type mRNA accession Protein accession Cod Pos Pos in Prot
G300663A NT_011565.6 300663 G/A V/1  coding-nonsynon ~ NM_000686 NP_000677 1 184
A300672T NT 011565.6 300672 A/T I/F  coding-nonsynon NM_000686 NP_000677 1 187
A300818T NT_011565.6 300818 A/T R/S  coding-nonsynon ~ NM_000686 NP_000677 3 235
G301404T NT_011565.6 301404 G/T - mRNA -3'UTR NM_000686 - - -
A301410G rs5194  NT_011565.6 301410 A/G - mRNA -3'UTR NM_000686 - - -
2 SNPs , o
Table 2 The genotype and allele frequency of AGTR2 SNPs AGTR2 X ,
SNPs sites  Genotypes Females  Males  Allele frequency G-A-A-G-A
G301404T G/G 44 55 0.87/0.13 G-A-A-(’;-G, G-A-A-T-A 3 i 7
G/T 13
T/T 1 8 ’ ’
A301410G6  G/G 12 31 0.48/0.52 ' ’ ’
G/A 31 :
A/A 15 32
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