Overview
This dataset contains transcriptome expression profiles (TPM) for 34 Drosophila species. Each expression matrix is derived from publicly available SRA datasets. The files include normalized gene expression levels and corresponding sample annotations linking SRA accessions to specific tissues.
File Description
*.TPM.txt
· Each file represents the transcriptome-wide TPM (Transcripts Per Million) expression matrix for one Drosophila species.
· Rows: Genes
· Columns: Tissues or samples
· Values represent TPM expression levels calculated from RNA-seq data mapped to the corresponding species’ genome.
*.rename.txt
· Annotation files linking SRA sample identifiers to their biological sources.
· Column 1: SRA accession number
· Column 2: Corresponding tissue or sample name
· These files provide a direct mapping that can be used to rename columns in the *.TPM.txt matrices for downstream analyses.
Data Processing Pipeline
Expression quantification was generated using the following standardized workflow:
1. Data acquisition
Raw RNA-seq datasets were downloaded from the NCBI SRA database.
The SRA accessions can be viewed in the Download directory.
2. Read alignment
Sequencing reads were aligned to the appropriate species-specific reference genome using HISAT2.
3. Gene-level quantification
Gene expression counts were calculated using featureCounts.
4. Expression normalization
Raw read counts were converted to TPM (Transcripts Per Million) to allow comparison across samples and tissues.

