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Abstract; The purpose of this study was to explore the function of miR-1749 and the effect of rs15860000
(C >T)polymorphism on mature miR-1749 biogenesis. The effect of rs15860000 on the secondary struc-
ture of miR-1749 precursor was calculated by the Mfold web server. miR-1749 expression vectors with dif-
ferent alleles were constructed using pcDNA3. 1-EGFP plasmid and transfected into DF1 cells. Then,the
expression of mature miR-1749 was detected. The potential targets of miR-1749 were predicted by Tar-
getScan and miRDB and further evaluated by DAVID. The result showed that the C > T mutation caused
the free energy change of miR-1749 precursor secondary structure. The pcDNA3. 1-EGFP-pre-miR-1749-
C and pcDNA3. 1-EGFP-pre-miR-1749-T expression vector were constructed successfully. The expression
of miR-1749 in cells transfected with the recombinant vector was significantly higher than cells transfected
with the empty vector (P <0.01) ,while miR-1749 expression of the cells transfected with pcDNA3. 1-
EGFP-miR-1749-T was significantly higher than the cells transfected with pcDNA3. 1-EGFP-miR-1749-C
(P <0.05). A total of 250 targets were predicted by two softwares. These genes significantly focused on
regulation of Ras protein signal transduction,regulation of small GTPase mediated signal transduction, cel-

lular homeostasis and post-embryonic development biology process and GnRH signaling pathway, MAPK
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signaling pathway and cell adhesion molecules( CAMs) .
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