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Regulating Effect of Zebrafish miR-155 on UHRF1 under Action

of Pesticide Fipronil
ZHANG Jie, ZHANG Kai, LI Lu-feng , GUO Jiang-feng
(School of Life Sciences, Zhejiang Sci-Tech University, Hangzhou 310018, China)

Abstract: Pesticide fipronil has chronic neurotoxicity to living body and potential risk to ecological en-
vironment. The experimental analysis on expression of nucleic acid and protein level in miRNA and related
target gene treated by pesticides such as fipronil of different concentrations is helpful for determining the
effect and relation of miR-155 and related target gene in toxicological effect of exogenous chemicals. With
dre-miR-155 as the research object, this research predicts its drone through bioinformatics analysis, selects
the predicted target gene UHRF1 for research in combination with complementary seed sequence, binding
free energy and ranking in each database etc. and studies the regulating effect of miR-155 on gene UHRF1
from gene and protein level using fluorescent quantitation PCR and Western blot. The result shows miR-
155 expression up-regulation and UHRF1 expression down-regulation under the action of fipronil; UHRF1
protein expression quantity reduces with the increase of miR-155 expression and miR-155 might have nega-
tive regulation effect on UHRF1 expression. The research on regulating effect of miR-155 on UHRF1 has
important meanings for such fields as toxicology and biomedicine.
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