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Abstract: Objective To study allele and genotype frequency distribution in single nucleotide polymor-
phism (SNP) of miR-221 gene rs2858060C/G in Guangxi healthy population, and to compare their frequency
distribution with HapMap-CEU, HapMap-YRI, HapMap-JPT and HapMap-HCB populations. respectively.
Methods The miR-221 gene rs2858060C/G SNP detection was performed by using single base extension PCR
technique and DNA sequencing for 450 individuals who received health examination in the Affiliated Hospital of
Youjiang Medical University for Nationalities. The frequency distributions of miR-221 genotypes and alleles
from Guangxi healthy population were compared with those of the 4 mentioned above populations published in

the Hap-Map database and the analysis was also performed by literature review. Results The rs2858060C/G
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locus of miR-221 gene presented with three genotypes of CC, CG and GG in Guangxi healthy population, and
CC genotype was more common among them, accounting for 74.00% ; the highest frequency was C allele, ac-
counting for 81.33%. The comparison of genotype and allele frequency distribution between male and female
showed that there were no significant differences (all P >>0. 05), indicating that the distribution of polymor-
phism was not related to sex. Compared with SNPs typing data from HapMap-CEU, HapMap-HCB, HapMap-
JPT and HapMap-YRI populations published by the Human Genome Project, it was found that the frequency
distribution of miR-221 gene rs2858060C/G locus in Guangxi population was significantly different from these
four populations (the genotype y* was 12. 708, 198. 214, 179. 586 and 49. 799, respectively, and the allele y*
was 20. 214, 306. 588, 126. 462 and 71. 606, respectively, all P <Z0. 001).
rs2858060C/G polymorphism in Guangxi healthy population, and no significant difference in the frequency dis-

Conclusion There is miR-221 gene

tribution of miR-221 gene polymorphism between male and female, but there is significant difference compared

with other populations. This difference may play an important role in the study on miR-221-related diseases and

genetic aspect,
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HapMap-CEU* 120 72(60.00) 20(16.67) 28(23.33) 163(67.92) 77(32.08)
HapMap-HCB* 90 8(8.89) 12(13.33) 70(77.78) 29(16.11) 151(83.89)
HapMap-JPT* 88 12(13.64) 10(11. 36) 66(75.00) 33(31.73) 71(68.27)
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