1.This folder contains the orthologous gene identification results between 34 Drosophila species and Drosophila melanogaster. Each file consists of 8 columns with the following annotations:

	Column
	Description

	1
	Gene ID of the queried species

	2
	Orthologous gene ID matched in Drosophila melanogaster

	3
	Gene name

	4
	Ortholog support from OrthoFinder (1 = supported; 0 = not supported)

	5
	Ortholog support from SonicParanoid2 (1 = supported; 0 = not supported)

	6
	Ortholog support from Foldseek (1 = supported; 0 = not supported)

	7
	Ortholog support from TOGA (1 = supported; 0 = not supported)

	8
	Total number of supporting tools



A orthologous gene pair supported by three or more tools is considered a high-confidence homologous gene pair.

2. The file "all.merge.txt" contains the merged alignment results of all Drosophila species.The following shows the file format:

	Column
	Description

	1
	D. melanogaster gene ID (anchor ID)

	2–35
	Gene IDs from the remaining 34 Drosophila species (one species per column)

	Last column
	Number of species in which the homolog is present



Each row represents one orthologous gene set. The D. melanogaster gene ID is used as a reference for alignment across species.
