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Expression of miR-126 and Foxp3 mRNA in peripheral blood of patients
with myasthenia gravis and its clinical significance

HUANG Pan', XU Min”, HE Xiao-ying’ (1. Department of Neurology . People’s Hospital of Deyang
City , Deyang 618000, China; 2. Department of Neurology ,the Second People’s Hospital of Deyang
City, Deyang 618000, China; 3. Department of Neurology, the Af filiated Hospital of Southwest
Medical University , Luzhou 646000,China)

Abstract; The purpose of this study was to investigate the expression and clinical significance of miR-126 and forkhead box P3
(Foxp3) mRNA in peripheral blood of patients with myasthenia gravis (MG), for better understanding of the pathogenesis of
MG. 63 patients with MG were enrolled as the MG group and 50 healthy persons were selected as the control group. RT-PCR
was used to detect the expression levels of miR-126 and Foxp3 mRNA in peripheral blood of the two groups, and the correla-
tion between miR-126 and Foxp3 mRNA was analyzed by Spearman correlation analysis. The results showed that the expression of
miR-126 in peripheral blood of the MG group (2. 5974 0. 84) was higher than that of the control group (1. 0540.73, P <
0.01), while the relative expression of Foxp3 mRNA (1.58+0. 81) was lower than that of the control group (3. 1540. 96,
P < 0.01). The miR-126 nucleotide sequence was highly conserved among 7 species including human, mouse and dog. There
was a negative correlation between miR-126 and Fox p3 mRNA in peripheral blood of the MG group (r=—0.852, P < 0.01).
The results indicate that differential expression profiles of miR-126 and Foxp3 mRNA exist in MG patients, and the highly
expressed miR-126 may participate in the pathogenesis of MG by inhibiting the expression of Foxp3 mRNA.

Key words: myasthenia gravis; microRNA-126; forkhead box P3 mRNA





