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Correlation between single nucleotide polymorphisms of DPP9 gene and coal workers’ pneumoconiosis
YUAN Bao-jun, LI Bao-lin, LI-Chao, CUI Jing-jing
( Department of Laboratory, Kailuan General Hospital , TangShan 063000, China)

Abstract: Objective To investgate the association between single nucleotide polymorphism (SNP) of dipeptidyl-peptidase 9
(DPP9) 1512610495 loci and coal workers’ pneumoconiosis (CWP) of Han nationality in Tangshan area. Methods The geno-
typing for SNP 1512610495 loci of DPP9 gene from 652 CWP patients (CWP group) and 648 dust-exposed workers ( control
group) were made using matrix associated laser desorption/ionization-time of flight mass spectrometry ( MALDI-TOF MS) , the
genotype, allele frequency and genetic model were analyzed with PLink 1. 07 software. Results There was no significant differ-
ence found in genotype and allele frequency of DPP9 gene rs12610495 between CWP group and control group (X*=1.731 and
0. 565 respectively, both P>0.05). The genetic model test also showed that in genotypes distribution comparisons none of any
three genetic models of additive, dominant and recessive showed significant difference with controls (OR=1.087, 0.987 and
1. 964 respectively, all P>0.05). Conclusion The results suggested that SNP of DPP9 gene rs12610495 loci may not be asso-
ciated with CWP susceptibility in Han workers of Tangshan area.
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