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Abstract: Objective To investigate the distribution of LINC01133 gene polymorphism sites rs76477312
and rs2840587 in Guangxi Zhuang Population,and to provide a theoretical basis for the future study of the re-
lationship between LLINC01133 gene polymorphism and disease susceptibility in different regions. Methods
The improved multiple ligase detection reaction and DNA sequencing were used to detect the genotyping and
allele frequencies of LINC01133 gene polymorphism sites rs76477312 and rs2840587 in 574 Guangxi Zhuang
populations and compared with the population of 1 000 Genomes Project published in ensemble database. Re-
sults In the Zhuang population of Guangxi,the genotype of rs76477312 was mainly CC (69. 0%),and the
genotype of rs2840587 was mainly TT (94.3%). There was no statistically significant difference of compari-
son of rs76477312,1s2840587 genotype and allele frequency between males and females in Guangxi Zhuang
population (P>>0. 05). The distribution frequency of rs76477312 genotypes and alleles in Guangxi Zhuang
population was significantly different from that in the United States and Europe (P <C0. 05) ,and the distribu-
tion frequency of rs2840587 genotypes and alleles in Guangxi Zhuang population was significantly different
from that in the United States, Europe and South Asia (P<C0. 05). Conclusion There are regional differences
in genotypes and allele frequencies of LINC01133 polymorphism sites rs76477312 and rs2840587 in different
populations, which provide a theoretical basis for subsequent studies on the susceptibility of LINC01133 poly-
morphism to disease in different populations.
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