Table 1. Comparison of GWIscan with existing pipelines for gene family identification and analysis.
	Feature
	GWIscan
	PangenePro (Fatima et al., 2025)
	NLGenomeSweeper  (Toda et al., 2020)
	PlantTribes2 (Wafula et al., 2023)

	Objective(s)
	Genome-wide identification and in silico characterization of gene families
	Identification of gene family members across genomes and classification into pangene sets
	Identification of NBS-LRR candidates in genome assemblies for manual annotation
	Assignment of protein sequences to precomputed orthogroups for comparative and evolutionary analysis

	Input
	Proteome (+ annotation)
	Genome + proteome + annotation
	Genome assembly
	Proteome or transcriptome

	Family definition
	User-supplied accession, HMM, or reference sequence
	User-supplied reference sequences
	Fixed (NB-ARC)
	Precomputed scaffold orthogroups

	Multi-domain family
	Yes
	No
	No
	No

	Identification method
	Homology + profile HMM
	Homology
	Homology
	Homology + profile HMM

	Signature confirmation
	Yes
	Yes
	Yes
	No

	Modes
	Family, multi-family, architecture
	Single
	Single
	Single

	Families per run
	Multiple
	One
	One
	All orthogroups

	In silico characterization
	Yes
	No
	No
	No

	Pangene classification
	No
	Yes
	No
	No

	Output
	Annotation tables, motifs, alignments, phylogenies, plots
	Pangene sets, Venn, UpSet, bar plots
	Candidate loci and domain annotations for curation
	Orthogroup assignments, alignments, phylogenies, Ka/Ks



