Overview
This repository contains transcriptome expression datasets for Drosophila melanogaster downloaded from the FlyBase. The files represent different expression quantification formats (RPKM values and scRNA-seq summaries) and follow the standard FlyBase data structures.
All datasets were downloaded from:
https://flybase.org/downloads/bulkdata
Details about file formats can be found in the FlyBase documentation:
https://wiki.flybase.org/wiki/FlyBase:Downloads_Overview

File Descriptions
1. gene_rpkm_matrix_fb_2025_03.tsv
This file contains gene-level RPKM expression values for Drosophila melanogaster across multiple RNA-seq samples.
Column definitions
· gene_primary_id — Unique FlyBase gene ID.
· gene_symbol — Official FlyBase gene symbol.
· gene_fullname — Official FlyBase full gene name.
· gene_type — Gene type(e.g.,protein_coding_gene,non_protein_coding_gene).
· DATASAMPLE_NAME_(DATASET_ID) — Each subsequent column contains the RNA-seq expression value for a specific sample.
· The dataset FBlc ID is shown in parentheses and can be used in FlyBase search to retrieve metadata for each sample.
· Most expression values are reported in RPKM as calculated by FlyBase.
· Columns corresponding to FlyAtlas2 samples contain FPKM values, calculated by the FlyAtlas group.
2. gene_rpkm_report_fb_2025_03.tsv
This file provides gene-level RPKM values together with detailed metadata for each RNA-seq experiment.
Column definitions
· Release_ID — Annotation release used for the gene model.
· FBgn# — Unique FlyBase gene ID.
· GeneSymbol — Official FlyBase gene symbol.
· Parent_library_FBlc# — FlyBase dataset project ID.
· Parent_library_name — Name of the dataset project.
· RNASource_FBlc# — FlyBase ID of the RNA-seq experiment.
· RNASource_name — Name of the RNA-seq experiment.
· RPKM_value — Expression value (RPKM).
· Bin_value — Expression bin (1 to 8, from very low to very high expression).
· Unique_exon_base_count — Number of exonic bases unique to the gene (non-overlapping).
· Total_exon_base_count — Total exonic base count for the gene.
· Count_used — Indicates whether the RPKM value was computed using Unique or Total exon counts.
· Most genes use Unique.
· Dicistronic/polycistronic transcripts often use Total.
· 
3. FlyCellAtlas_slimmed_gene_expression_fb_2024_05.tsv
This file contains summary statistics from FlyCellAtlas single-cell RNA-seq (scRNA-seq) data, aggregated by cell type.
Column definitions
· gene_id — Unique FlyBase gene ID.
· gene_Symbol — Official FlyBase gene symbol.
· <cell_type> — For each cell type, two values separated by a colon:
· Mean expression level in that cell type.
· Percentage of cells expressing the gene within that cell type.

