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Regulation Function of chi-miR-4110 on Smad2 Gene in Dairy Goats
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SONG Yuxuan®,CAQO Binyun®,LI Yunpu' and ZHANG Zhou'
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Abstract In order to explore regulation function of chi-miR-4110 in reproductive process of dairy
goats,the bioinformatics analysis, qRT-PCR and western blot were used to predicate target gene of
chi-miR-4110,and to verify the regulation function of chi-miR-4110 on targets based on deferentially
expressed miRNA library of oestrual ovarian tissues from polytocous (3-5 kids/parity) and monoto-
cous (1 kids/parity) Guangzhong (GZ) dairy goats. The luciferase analysis showed that chi-miR-4110
bound to the 3" untranslated regions (UTR) of Smad?2 gene and inhibited the expression of luciferase.
Smad?2 could be the target gene of chi-miR-4110. The chi-miR-4110 mimics and negative control were
transfected into ovarian granulosa cells of dairy goat,respectively,and then the mRNA and protein ex-
pression of Smad2 were detected by qRT-PCR and western blotting. The result showed that overex-
pressed chi-miR-4110 significantly decreased the expression of Smad2 gene at mRNA and protein lev-
els. It showed that chi-miR-4110 was a negative regulation factor of Smad? gene at post transcriptional
level. These results suggested that Smad? is the target gene of chi-miR-4110 and inhibit the expression
of Smad? gene in ovarian granulosa cells of dairy goats.
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