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[ Abstract ] Objective: To investigate the relationship between Single nucleotide polymorphisms
(SNP) in the receptor activator of nuclear factor kappa B ligand (RANKL) and coal burning induced
fluorosis in Guizhou province. Methods: 365 cases were selected from coal burning contaminated areas
in Bijie of Guizhou China, including 130 cases of the severe fluorine group (with obvious dental fluoro-
sis and skeletal fluorosis symptoms) ,235 cases of the mild fluorine group (with dental fluorosis and no
skeletal fluorosis symptoms). And 235 cases from Shangshun County of Southern Guizhou China were
selected as the control group (without dental fluorosis and skeletal fluorosis sympoms). Then the Taq-
Man-MGB probe genotypic method was applied to detect RANKL gene SNP loci 1s9594738 genotypic of
the samples. The distribution of allele and genotype of 1s9594738 in each group was analyzed.
Results: There was statistically significant difference in allele frequency of 189594738 between the se-

vere fluorine group and the control group (P <0.05). There were statistically significant differences in
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genotype frequency and allele frequency between the male and female subjects in the severe fluorine
group (P <0.05). Further genetic model analysis results showed that rs9594738 genotype C/T-T/T
may be a risk factor for severe endemic fluorosis in the optimal dominant genetic model (P =0. 014,

OR =2. 08, 95% CI between 1. 16 and 3. 72). Conclusion: The polymorphism of rs9594738 of

RANKL gene may be related to the occurrence of skeletal fluorosis and dental fluorosis caused by coal

burning pollution in Bijie city, Guizhou Province, China.
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