High-confidence Orthologs Dataset
This directory contains the high-confidence orthologs dataset extracted from comprehensive orthologous alignment results. The filtering criterion requires that an orthologous relationship is supported by at least three different orthology inference tools (Sum ≥ 3).

File Description
1. high-confi.all.txt
This file contains the high-confidence orthologs across 35 Drosophila species.

	Column
	Description

	1
	Drosophila melanogaster gene ID

	2
	Feature type

	3
	Gene symbol

	4
	Gene name

	5–38
	High-confidence orthologs from each of the other Drosophila species

	24
	SUM: the number of species in which an ortholog of the D. melanogaster gene is found



2. high-confi.core_gene.id
A subset of high-confi.all.txt containing only genes with Sum = 35, meaning genes that have orthologs in all 35 species (core genes).
Format is identical to high-confi.all.txt.

3. high-confi.core_gene.info
Annotation information for D. melanogaster core genes.

4. high-confi.softcore_gene.id
A subset of high-confi.all.txt containing genes with Sum = 18–34, defined as softcore genes.
Format is identical to high-confi.all.txt.

5. high-confi.uniq_gene.info
Information for D. melanogaster unique genes, which have no detected orthologs in other Drosophila species.

6.species.merge.sum3.txt
High-confidence orthologs across 34 species, defined as orthologous gene pairs supported by at least three different orthology inference tools (consensus sum > 3).

	Column
	Description

	1
	Query species gene ID

	2
	Drosophila melanogaster gene ID

	3
	Gene name

	4-7
	Identification status of ortholog pairs by each tool (1 = identified, 0 = not identified).

	8
	Sum: The total number of tools that identified the ortholog pair.




