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[ Abstract] Objective: To investigate the effect of laminar flow-derived shear stress on the microRNA
expression profiles of immature dendritic cells (imDCs). Methods: The cultured imDCs were loaded
with 10dyn/cm?2 laminar flow shear stress for 1 h in cone-and-plate device and control group was not
loaded. microRNAs were isolated and investigated by genome-wide microarray, and then the results
were analyzed with bioinformatics. Results; The data showed that the expression levels of 25 microR-
NAs in imDCs were changed by shear stress (fold change > 1.5, P <0.05). Further analysis with
bioinformatics indicated that the target genes were mainly involved in regulation of immune function and
the signaling pathway of cellular response to shear stress. Conclusion: The microRNA expression pro-
files of imDCs can be affected by shear stress, which suggests that physical factors (shear stress) may
be involved in the regulation of immune response.
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100 pg/L,7E 2 20% FBS [ 1640 1533 5 rh ik G 1%
FEERS S K WEEE AR imDCs, imDCs &
RIF FITC 2 PE #3ic i Bt APtk CDla CD1lc,
CD40 ,CD80 ,CD86 Fi1 HLA-DR 43 #7 H. &k, 4l
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