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Supplementary Table S1. Expression data regarding the biological replicate samples and biological groups. 

The first worksheet contains data related to the biological replicate samples for each isoform, the 260/280 

absorbance ratio of the RNA samples, the expression data with the standard deviation (SD), the mean Cq 

values of the technical replicates, the factor, and the corrected expression values. Regarding the expression 

of the embryonic gonad, for each sample we calculated the corrected expression for male and female 

reproductive organs separately, then we composed the corrected expression of the E14.5 gonad as the 

average of the expression calculated for the different sexes. The second worksheet contains data related 

to the biological groups, the mean expression, and the corrected mean expression data with the 

corresponding standard deviation error values. The blue background represents data related to the mDut, 

while the red background represents data related to the nDut. 
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Supplementary Figure S1. Representative amplification curves of cDNA and no reverse transcriptase 

control (NRT) samples. Red indicates nDut, dark blue indicates mDut, dark green indicates Gapdh, brown 

indicates Ppia expression. Lighter colors indicate NRT control amplification, pink corresponds to nDut, light 

blue corresponds to mDut, light green corresponds to Gapdh, and olive corresponds to Ppia NRT 

amplification. RFU: relative fluorescence unit. For each biological group, amplification curves of three 

biological replicate samples and the corresponding NRT controls measured in three technical replicate 

reactions are shown for each target. The last four panels show only amplification curves of the NRT 

controls. Individual graphs were created in CFX Maestro 2.0 software (Bio-Rad), and the figure was 

assembled in PowerPoint 365 (Microsoft). 
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Supplementary Figure S2. Agarose gel electrophoresis of the RNA samples. N/A: not applicable. 

 


