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Figure S4. Semi-quantitative RT-PCR to estimate transcript levels.

cDNA was prepared from the following samples: (A-C) whole adult males, (D,E) whole adult females, (F,G)
testes of adult males. PCRs were performed with the indicated gradients of cDNA concentration to estimate
changes in transcript levels. We included a no reverse transcriptase (RT) control to detect any genomic DNA
contamination in the cDNA samples. Knockdown of RNAI lines was tested in flies with a Bam-Gal4 driver and
either UAS-RNA:I or the respective attP control (B,C,F,G).



