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Figure S1

Figure S1 Bioinformatics analysis of the potential  transcription factors in gga-miR-451. (A) The prediction from Gene-regulation. 
(B) The prediction from JASPAR.
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Figure S2 Overexpression and silence of AhR and Arnt. (A) DF-1 cells were transfected with pcDNA3.1-AhR (p-AhR), pcDNA3.1-
Arnt (p-Arnt) or pcDNA3.1 for 48 h. (B) DF-1 cells were transfected with siRNA-AhR (si-AhR), siRNA-Arnt (si-Arnt) or siRNA NC 
for 48 h. AhR and Arnt mRNA levels were measured by RT-qPCR. The expression of GAPDH was used as a loading control.
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