[bookmark: _GoBack]Additional file 1. Data used in the study, including species, status (domestic or wild, where breed is indicated for domestic animals), accession ID with the corresponding reference, and read depth.
	Species
	Status\breed
	Accession ID (Reference)
	Depth

	pig
	Rongchang
	GCA_001700155.1 [1] 
	assembly

	pig
	Meishan
	GCA_001700195.1 [1] 
	assembly

	pig
	Bamei
	GCA_001700235.1 [1] 
	assembly

	pig
	Jinhua
	GCA_001700295.1 [1] 
	assembly

	pig
	Wuzhishan
	GCA_000325925.2 [1]
	assembly

	pig
	Duroc
	GCA_000003025.4 [1]
	assembly

	pig
	Large White
	GCA_001700135.1 [1] 
	assembly

	pig
	Hampshire
	GCA_001700165.1 [1]
	assembly

	pig
	Landrace
	GCA_001700215.1 [1] 
	assembly

	pig
	Pietrain
	GCA_001700255.1 [1] 
	assembly

	pig
	Berkshire
	GCA_001700575.1 [1] 
	assembly

	pig
	Wild
	SAMEA1557433 [2] 
	11.8x

	pig
	Wild
	SAMEA1557414 [3] 
	11x

	pig
	Wild
	SAMN02298083 [4] 
	26x 

	pig
	Wild
	SAMEA2612524 [3] 
	14x 

	dog
	beagle
	GCA_000331495.1 [5]
	assembly

	dog
	Poodle
	SAMN03801692 [6] 
	57.31x

	dog
	Welsh Corgi
	[bookmark: OLE_LINK1535][bookmark: OLE_LINK1536]SAMN03145702 (unpublished) 
	>17x 

	dog
	Boxer
	[bookmark: OLE_LINK1537][bookmark: OLE_LINK1538]GCF_000002285.3 [7] 
	assembly

	wolf
	Iberian Wolf
	SAMN04851099 (unpublished) 
	>17x

	dog
	poodle
	GCA_000181415.1 [7] 
	assembly

	wolf
	Wolf 
	[bookmark: OLE_LINK1539][bookmark: OLE_LINK1540]SAMN02921311 (unpublished)
	>17x 

	wolf
	Grey Wolf
	SAMN03168400 [8] 
	17x

	wolf
	wolf
	SAMN03366711 [9] 
	24.6x

	cat 
	Persian x Japanese Bobtail
	[bookmark: OLE_LINK1541]SAMN04025441 [10]
	34.13x

	cat 
	Persian
	SAMN04022999 [10] 
	30x

	cat 
	Abyssinian
	GCA_000181335.3 [11] 
	assembly

	cat 
	Mixed
	GCA_000003115.1 [12] 
	assembly

	cat 
	wildcat
	[bookmark: RANGE!C30]SAMN02898152 [13] 
	30x

	cat 
	wild
	SAMN00113428 [14] 
	7x

	chicken
	commercial
	SAMN02712022 [15] 
	28.28x

	chicken
	Red Jungle
	GCF_000002315.4 [16]
	assembly

	chicken
	Kedu Hitam
	SAMD00035841 [17] 
	15x

	chicken
	Taiwanese 
	[bookmark: RANGE!C35]SAMN02142124 [18] 
	25x

	chicken
	Tibet
	[bookmark: RANGE!C36]SAMN02712044 [15] 
	162x

	chicken
	Red junglefowl
	SAMN02712040 [15] 
	23x

	chicken
	Red junglefowl
	SAMN02712042 [15] 
	17x

	chicken
	Red junglefowl
	SAMN02712041 [15] 
	14x

	cattle
	domestic
	SAMEA3869563 [19]
	>10x 

	cattle
	domestic
	SAMEA3869564 [19]
	>10x 

	cattle
	Hereford
	GCA_000003205.6 [20] 
	assembly

	cattle
	Hereford
	GCA_000003055.5 [21] 
	assembly

	cattle
	ancient aurochs
	[bookmark: RANGE!C44]SAMN04028906 [22] 
	6.23x

	goat
	wild
	GCA_000978405.1 [23] 
	assembly

	goat
	wild
	[bookmark: OLE_LINK1542][bookmark: OLE_LINK1543]GCA_000765075.1 [24] 
	assembly

	goat
	Yunnan Black goat
	GCA_000317765.2 [23] 
	assembly

	goat
	Moroccan local goat
	SAMEA2012697 [24] 
	12x

	horse
	ancient
	SAMEA2821680 [25]
	24.3x

	horse
	ancient
	SAMEA2821681 [25]
	7.4x

	horse
	Duelmener
	SAMN02422919 [26] 
	14.02x

	horse
	Hanoverian
	SAMN02439779 [26] 
	25.38x

	horse
	Jeju pony
	SAMN01057172 [27] 
	15x 

	horse
	Thoroughbred
	SAMN01047699 [28]
	16x

	horse
	Thoroughbred
	GCF_000002305.2 [29]
	assembly

	sheep
	Texel
	GCF_000298735.2 [30] 
	assembly

	sheep
	mixed breed
	[bookmark: OLE_LINK1544][bookmark: OLE_LINK1545]GCA_000005525.1 [30] 
	assembly

	sheep
	wild
	GCA_000765115.1 [24]
	assembly

	sheep
	Boujaad
	[bookmark: OLE_LINK1546][bookmark: OLE_LINK1547][bookmark: OLE_LINK1548][bookmark: OLE_LINK1549]SAMEA1967786 [31] 
	15x 

	sheep
	Timahdite
	SAMEA2012537 [31] 
	12x 

	sheep
	ovis1
	[bookmark: OLE_LINK1550][bookmark: OLE_LINK1551]SAMEA3486179 [32]
	12x

	sheep
	ovis2
	SAMEA3486178 [32]
	12x

	sheep
	ovis3
	SAMEA3486177 [32] 
	12x
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