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Abstract

AIM: To detect single nucleotide polymorphisms
(SNPs) in colorectal cancer (CRC)-related genes
using gene chip technology and to investigate
the relationship between these SNPs and the risk
of developing CRC.

METHODS: Blood samples collected from 20
CRC patients and 30 healthy adults were used
for DNA extraction, PCR amplification and SNP
genotyping using the GenomeLab™ SNPstream
Genotyping System. We tested 12 SNPs in 8
genes which were known to be related to the
carcinogenesis of CRC. The relationship between
the SNPs and the risk of developing CRC was
then analyzed.

RESULTS: A significant association was
observed between 2 SNPs (MTRR-01 and
CYP19A1-06) and the risk of developing CRC
(both P < 0.05). A significant association was
also noted among CYP19A1-09, CYP19A1-06,
CYP19A1-14 and CYP19A1-01, which had strong
LD (D' > 0.75) in pairwise LD.
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CONCLUSION: Two SNPs (MTRR-01 and
CYP19A1-06) are related to the susceptibility to
CRC. SNP array is a simple and fast method to
detect SNPs in colorectal cancer-related genes.

Key Words: Colorectal cancer; Polymorphism;
Single nucleotide; Oligonucleotide array sequence
analysis
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HERIKR ERH B4R XIRLE ORE 95%Cl Al
IL1B-01 T 7(35.0) 8(26.7) 1.00 >0.05
T/G 5(25.0) 16(53.3) 2.00 0.52-7.70
G/G 6(30.0) 6(20.0) 0.87 0.19-4.00
CYP19A1-09 /T 15(75.0) 11(36.7) 1.00 <0.05
T/IC 4(20.0) 13(43.3) 4.43 1.13-17.34
c/C 1(5.0) 6(20.0) 8.18 0.86-78.05
GSTP1-01 A/A 9(45.0) 17(56.7) 1.00 >0.05
A/G 10(50.0) 9(30.0) 0.48 0.14-1.60
G/G 1(5.0) 4(13.3) 2.12 0.20-21.89
IL4-01 /T 9(45.0) 17(56.7) 1.00 >0.05
T/C 8(40.0) 12(40.0) 0.79 0.24-2.65
c/C 3(15.0) 1(3.3) 0.18 0.02-1.95
CYP19A1-14 T 6(30.0) 7(23.3) 1.00 >0.05
T/C 10(50.0) 16(53.3) 1.37 0.36-5.27
c/C 4(20.0) 7(23.3) 1.50 0.29-7.75
CYP19A1-01 G/G 7(35.0) 7(23.3) 1.00 >0.05
A/G 10(50.0) 16(53.3) 1.60 0.43-5.94
A/A 3(15.0) 7(23.3) 2.33 0.42-12.91
IL10-02 A/A 10(50.0) 10(33.3) 1.00 >0.05
A/C 7(35.0) 18(60.0) 2.57 0.75-8.86
c/C 3(15.0) 2(6.7) 0.67 0.09-4.89
SOD2-01 T 18(90.0) 25(83.3) 1.00 >0.05
T/IC 2 (10.0) 5(16.7) 1.80 0.31-10.34
IL10-03 A/A 17 (85.0) 20(66.7) 1.00 >0.05
A/G 3(15.0) 9(30.0) 2.55 0.59-10.96
G/G 0(0.0) 1(3.3)
CYP19A1-06 G/G 11 (55.0) 11(36.7) 1.00 >0.05
T/G 8 (40.0) 13(43.3) 1.62 0.48-5.45
T 1(5.0) 6(20.0) 6.00 0.62-58.43
MRTT-01 A/A 18(90.0) 16(53.3) 1.00 <0.05
A/G 2(10.0) 13(43.3) 7.31 1.43-37.47
G/G 0(0.0) 1(3.3)
TP53-01 Cc/C 7(35.0) 10(33.3) 1.00 >0.05
G/C 11(55.0) 15(50.0) 0.95 0.28-3.30
G/G 2(10.0) 5(16.7) 1.75 0.26-11.74
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