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Abstract

The fruitfly (Drosophila melanogaster) is one of the most studied model organisms, however only few transcriptomics and epigenetics studies by next-generation sequencing technologies are
available for specific tissues along different developmental stages. In the current study we aim to profile RNAseq from five different wing compartments in three developmental stages, namely
third instar larva, white pupa and late pupa. Preliminary RNA-seq data are available for the five sub-compartments of the wing imaginal discs in the third instar larva. We identified sets of
commonly expressed genes as well as compartment-specific genes. A comparison of the splicing patterns shows that differences in splicing are negligible when compared to differences in the
gene expression. The strand-specificity of the RNA-seq protocol allowed us to identify about 40 sense-antisense gene pairs with a significant level of correlation of expression. GO analysis of the
coding genes with overlapping antisense non-coding transcript reveals an enrichment for development-related terms and encourages a possible regulation for at least some of the antisense genes.
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for development-related terms may suggest some functional implication in development.
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Exon inclusion level (PSI) of the most variable exons (stdevi=0.1 across cell types and stdevj=0.1 within cell
types). Most exons belong to the same gene and are annotated as constitutive. Few of them are annotated as
alternative (e.g. Dg) and deserve further investigation.

alessandra.breschi@crg.es



