Early transcriptome measurements in the lower reproductive tract of mated
Drosophila melanogaster females reveal changes in RNAs involved in wound
healing, neuronal remodeling, and transcripts derived from the male.

Delbare S.Y.N., Clark A.G., Wolfner M.F.
Department of Molecular Biology and Genetics, Cornell University, Ithaca NY, USA

INTRODUCTION

The female lower reproductive tract is exposed directly to the male’s ejaculate during and after mating,
making it a hotspot for mating-induced responses. In D. melanogaster, mating induces changes in the
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* Library Prep: Ovation ® RNA-seq System (TECAN) (No poly-A selection, but depletion of rRNAS).
» |dentification of differentially expressed (DE) genes: edgeR*: comparison of virgin vs. mated females.
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Fig. 5: Heatmap indicating the presence of putative transcription factor binding sites (TFBSs) as determined by analysis
using the R package RcisTarget’. Many of the transcription factors identified by RcisTarget have known roles in

RESULTS 2) GO ANALYSIS IDENTIFIES SIGNIFICANT ENRICHMENT OF PROCESSES RELATED TO development and the immune response.

DEVELOPMENT, DEFENSE/ WOUNDING, TRANSCRIPTION AND REPRODUCTIVE BEHAVIOR.

RESULTS 5) MALES TRANSFER RNAs TO FEMALES DURING MATING.
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