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miR326 participates in SLE morbidity by regulating Ets4d

expression and Thl7 cells differentiation
Dai Chao Tao Jinhui Sun Xiaoge et al
( Dept of Rheumatism Affiliated Provincial Hospital of Anhui Medical University Hefei 230001)

Abstract Objective To detect the expression of miR326 and Ets- in CD4 " T cells and the ratio of Th17 cells of
patients with systemic lupus erythematosus ( SLE) to analyze their relationship with each other and with the clini—
cal data to explore the potential pathogenesis of SLE. Methods 40 patients according to 2009 American College
of Rheumatology ( ACR) SLE diagnosis standards were selected and recorded their clinical data. 14 healthy adults
without autoimmune disease were chosen as controls. Flow cytometry was used to inspect the ratio of Th17 cells
(CD4"ILA7A") /CD4" T cells. Magnetic activated cell sorting was used to enrich the CD4 " T cells and reverse
transcription polymerase chain reaction ( RT-PCR) was used to inspect the relative expression of miR326 and Ets-

mRNA in CD4 " T cells. Results Compared to the healthy controls the miR326 expression level in the CD4 " T
cells of SLE patients was increased obviously ( P =0. 003) and the expression level was higher in the active group
than that in remitting group( P =0. 000) . The Etsd mRNA expression level in CD4 " T cells of SLE group was re—
duced obviously than that in the controls ( P =0.002) and the expression in the active group was lower than that
in remitting group ( P =0. 001) . Compared to the controls the ratio of Th17 cells/CD4* T cells in SLE group was
increased obviously ( P =0.004) and significant difference was found between the active group and the remitting
group. The miR326 expression had a negative correlation with the Etsd expression ( P <0. 001) and a positive cor—
relation with the ratio of Th17 cells ( P =0. 001) . There was also a negative correlation between Ets- expression
and the ratio of Th17 cells ( P =0.003) . The miR326 expression and the ratio of Th17 cells both had a positive
correlation with the SLEDAI score while the Ets expression had a negative correlation with the SLEDAI score. In
SLE patients who suffered from erythra hematologic system or kidney impairment the miR326 expression and the
ratio of Th17 cells increased significantly while the Etsd expression induced compared to the rest SLE patients.

The miR326 expression and the ratio of Th17 cells positively regulated with anti-dsDNA antibodies level and anti—
nucleosome antibodies level and negatively regulated with C3 and C4. On the contrary the Etsd expression had a
negative regulation with anti-dlsDNA antibodies and anti-nucleosome antibodies and a positive regulation with C3
and C4. Conclusion The miR326 expression of CD4 " T cells increases obviously in SLE patients and positively
correlates to the ratio of Th17 cells and the disease activity index but has a negative correlation with Etsd expres—
sion. The results prompt that miR326 could participate in the disease activity of SLE through inhibiting the Ets-d
gene expression and promoting the differentiation of Th17 cells.
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