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rs2227483 CEA<S 230(52.8) 206(47.2) 63 104 51
A>T CEA >5 94(53.4) 82(46.6) 24 46 18 0.02 0.88 0.97 0.68 ~1.38
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Expression of single nucleotide polymorphisms of interleukin
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Abstract Objective To investigate the expression of single nucleotide polymorphisms ( SNPs) of interleukin 22
( IL22) in colorectal cancer: correlations with susceptibility and clinicopathological parameters. Methods A total
of 306 patients with colorectal cancer and 358 healthy controls were enrolled. The two SNPs ( rs2227473 and
1s2227483) were genotyped using TagMan probe technique. The results were statistically analyzed for the gene fre—
quency of colorectal cancer patients and healthy controls and combined with different clinical features and patho—
logical features of colorectal cancer patients for stratified comparison. Results The genotypic frequency of G of IL—
22 (1s2227473) in the patient groups (92%) were significantly higher than that of the control groups ( 85.6%)

(x> =13.25 P=0.000 3). In clinical stage the gene frequency of 12227473 site G in patients with stage [ +

II was 80.3% while in stage Il + IV was 91.5% . There was no significant correlation between rs2227473 and
the parameters of serum carcinoembryonic antigen ( CEA)  primary tumor expansion lymph node status and metas—
tasis. The genotypic frequency of 1122 ( rs2227483) was not statistically different between colorectal cancer pa—
tients and healthy controls. Conclusion The polymorphism of IL22 ( rs2227473) gene may be associated with the
susceptibility and clinical stage of colorectal cancer. G allele gene may be related to the risk of colorectal cancer.
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