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Table S1. Goose species used for reference, GenBank accession numbers and their citation used in haplotype network analyses.
	Species common name
	Species name
	GenBank accession number
	Reference

	Bean goose
	Anser fabalis
	AF159951
	Ruokonen et al. 2000

	Bean goose
	Anser fabalis
	EU186807-EU186812, EU186827
	Ruokonen et al. 2008

	Bean goose
	Anser fabalis
	MH491806-MH491819
	Honka et al. 2017

	Bean goose
	Anser fabalis
	MH491826, MH491827
	Honka et al. 2018

	Bean goose
	Anser fabalis
	MT023340-MT023341
	Honka et al. 2022

	Pink-footed goose
	Anser brachyrhynchus
	AF159952-AF159954
	Ruokonen et al. 2000

	Greater white-fronted goose
	Anser albifrons
	AF159957-AF159958
	Ruokonen et al. 2000

	Numt
	
	AF159970
	Ruokonen et al. 2000
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Figure S1. Median joining haplotype network for harvested bean geese from Sweden, Finland and Estonia (hunting seasons 2017/18 – 2019/20; n = 779), bean goose subspecies (Anser fabalis fabalis, A. f. rossicus, A. f. serrirostris and A. f. middendorffii), pink-footed geese (A. brachyrhynchus) and greater white-fronted geese (A. albifrons) indicated by different colours. Individuals with heteroplasmy were included to assign subspecies (n = 23), but this resulted in merging of some haplotypes compared to Fig.1 in the main text. To root the haplotype network a sequence of Numt (accession number: AF159970; nuclear sequence of mitochondrial origin) was used. The frequency of each haplotype is indicated with the size of the circle and the number of mutational differences is indicated with tick marks across branches. Black circles indicate unsampled haplotypes needed to construct the median haplotype network. Haplotypes which were identical in the studied DNA region but differ based on the whole control region sequence are indicated with forward slashes between haplotype names. 
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Figure S2. Median joining haplotype network for harvested bean geese from Sweden (hunting seasons 2017/18 – 2018/19; n = 602), bean goose subspecies (Anser fabalis fabalis, A. f. rossicus, A. f. serrirostris and A. f. middendorffii), pink-footed geese (A. brachyrhynchus) and greater white-fronted geese (A. albifrons) indicated by different colours.  Individuals with heteroplasmy have been omitted. To root the haplotype network, a sequence of Numt (accession number: AF159970; nuclear sequence of mitochondrial origin) was used. The frequency of each haplotype is indicated with the size of the circle and the number of mutational differences is indicated with tick marks across branches. Black circles indicate unsampled haplotypes needed to construct the median haplotype network. Haplotypes which were identical in the studied DNA region but differ based on the whole control region sequence are indicated with forward slashes between haplotype names. 
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Figure S3. Median joining haplotype network for harvested bean geese from Finland (hunting seasons 2018/19 – 2019/20; n = 35), bean goose subspecies (Anser fabalis. fabalis, A. f. rossicus, A. f. serrirostris and A. f. middendorffii), pink-footed geese (A. brachyrhynchus) and greater white-fronted geese (A. albifrons) indicated by different colours. Individuals with heteroplasmy have been omitted. To root the haplotype network a sequence of Numt (accession number: AF159970; nuclear sequence of mitochondrial origin) was used. The frequency of each haplotype is indicated with the size of the circle and the number of mutational differences is indicated with tick marks across branches. Black circles indicate unsampled haplotypes needed to construct the median haplotype network. Haplotypes which were identical in the studied DNA region but differ based on the whole control region sequence are indicated with forward slashes between haplotype names. 
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Figure S4. Median joining haplotype network for harvested bean geese from Estonia (hunting seasons 2018/19 – 2019/20; n = 121), bean goose subspecies (Anser fabalis. fabalis, A. f. rossicus, A. f. serrirostris and A. f. middendorffii), pink-footed geese (A. brachyrhynchus) andgreater white-fronted geese (A. albifrons) indicated by different colours. Individuals with heteroplasmy have been omitted. To root the haplotype network a sequence of Numt (accession number: AF159970; nuclear sequence of mitochondrial origin) was used. The frequency of each haplotype is indicated with the size of the circle and the number of mutational differences is indicated with tick marks across branches. Black circles indicate unsampled haplotypes needed to construct the median haplotype network. Haplotypes which were identical in the studied DNA region but differ based on the whole control region sequence are indicated with forward slashes between haplotype names.
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