Supplementary Notes
Rationale for OrthReg
OrthReg annotates regulatory elements in the target genome based on orthologous sequence conservation of regulatory elements in the reference genome. A reciprocal nucleotide relationship is created and maintained in a large-scale memory cache for fast random access. In the memory cache, each nucleotide is assigned a specific flag that indicates a status of annotated or not in the reference genome. The purpose of this flag is to discriminate the mapping and marking of data from different experimental assays. For fast mapping, the memory cache can be saved as files for later annotation processes. 
OrthReg annotates regulatory elements through four steps. First, the target genome is aligned to the reference genome using the lastz program to generate an OrthReg input file (Harris, 2007). OrthReg then establishes the orthologous relationship between nucleotides in the reference and target genomes with a developed program, OrthSite, based on whole-genome alignment results. OrthSite creates a large in-memory cache of orthologous information (reciprocal site coordinates) for each nucleotide position either in the reference or target genome. After that, the OrthSiteLiftOver program in OrthReg can convert the coordinate mapping information generated by OrthSite between different genome builds (optional step). Finally, OrthReg identifies the coordinates of the functional sequences in the target genome that are orthologous to the functional elements in the reference genome using OrthMap by reading the information generated by OrthSite or OrthSiteLiftOver. Furthermore, we developed the SNP2Annotation tool to help users annotate all functional elements covering single nucleotide polymorphisms (SNPs) of interest.
Assessing OrthReg reliability
Human and mouse ChIP-seq data from the ENCODE project were used to assess the reliability of OrthReg. In total, we downloaded 16 754 human (hg19) and 5 810 mouse (mm10) ChIP-seq bed files. There are two types of experiments (replicated and unreplicated) for ChIP-seq in the ENCODE database. For analysis, we only chose bed files with optimal irreproducible discovery rate (IDR) peaks or replicated peaks for replicated experiments and bed files with pseudoreplicated IDR threshold peaks or stable peaks for unreplicated experiments. In total, 64 combinations of ChIP-seq signals with both tissue and experimental assay matches between humans and mice were selected for final assessment analysis. The human ChIP-seq bed files were used to generate predicted regulatory elements in mice. The ChIP-seq signal regions from the same experimental assay and tissue in mice were merged as true signals for assessing the true positive and discovery ratios of the predicted results. 
Annotating putative regulatory sequence in pig genome
Here, we used OrthReg to annotate the regulatory sequence for the pig genome (Sscrofa10.2) based on the regulatory elements in humans. First, we used OrthSite to identify orthologous positions between genomes (hg19 vs Sscrofa9.2 and Sscrofa9.2 vs Sscrofa10.2) based on genome alignment results downloaded from the UCSC Genome Browser (Haeussler et al., 2019). To avoid the false positives that were from paralogous sequences, we excluded whole genome alignments shorter than 5 Mb. We next used OrthSiteLiftOver to identify the hg19-Sscrofa10.2 orthologous relationship from the hg19-Sscrofa9.2 and Sscrofa9.2-Sscrofa10.2 OrthSite results. Finally, we used OrthMap for complete annotation of the functional elements in the pig genome (Sscrofa10.2). We used functional data from the ENCODE project (including transcription factor binding sites: TFBS; histone chemical modification sites: Histone; DNase I hypersensitive sites: DNaseI; and predicted binding motifs for transcription factors: Motif) and conserved sequences (CS) among vertebrates (downloaded from UCSC) for regulatory annotation in the pig genome.
SNP calling and selective sweep analysis in Eurasian pig genomes
To identify the genetic loci with selective signals, we downloaded genome resequencing data of pigs from earlier studies (Ai et al., 2015; Groenen et al., 2012; Kim et al., 2015; Lü et al., 2016; Li et al., 2013; Ma et al., 2019; Molnár et al., 2014; Rubin et al., 2012; Wang et al., 2015) (Supplementary Table S5). The genomic reads were aligned to the pig reference genome (Sus Scrofa 10.2) using the BWA program (Li and Durbin, 2009) and variants were called using the Genome Analysis Toolkit (GATK) (McKenna et al., 2010). Differentiation (FST) among populations was calculated using vcftools (Danecek et al., 2011). FST was calculated on 10 kb sliding windows to screen selective sweeps. The genome-wide top 1% of windows were selected as sweep candidates.
Cell culture

The pig lung fibroblast cell line and pig kidney cell line were purchased from the Kunming Cell Bank, Kunming Institute of Zoology, Chinese Academy of Sciences (Kunming, China). The cells were routinely grown in Dulbecco’s modified Eagle’s medium (DMEM) (Thermo Fisher Scientific, Waltham, MA, USA) with 10% fetal bovine serum (FBS) (Thermo Fisher Scientific). Cells were cultured under normoxic conditions (21% OGraphic, 74% NGraphic, 5% COGraphic) in a humidified incubator (Thermo Fisher Scientific) at 37 °C.
Plasmid construction and luciferase assays

To test the reliability of the predicted regulatory elements in the pig genome, four predicted transcription factor-recognizing motifs with differentiated alleles were chosen to conduct luciferase assays (Supplementary Table S3). The pGL3-Basic vector was first inserted with 2 kb promoter sequences upstream of genes adjacent to the predicted transcription factor-recognizing motifs (vector pGL3-Basic-Pro). The fragment (400 bp region near motif) containing the motif was inserted into pGL3-Basic-Pro (producing pGL3-Basic-Pro-Motif-WT or pGL3-Basic-Pro-Motif-MT) (Tsingke Biological Technology, Beijing, China). The mutant motif was produced using a Q5 Site-Directed Mutagenesis Kit (New England Biolabs, Ipswich, Massachusetts, USA). All plasmids used for reporter assays were confirmed by sequencing. Primer sequences are available in Supplementary Table S4.
For reporter assays, constructs were transfected into the pig lung fibroblast or pig kidney cell lines using a ViaFect transfection reagent (Promega, Madison, WI, USA), and luciferase expression was normalized to Renilla luciferase expression. After 24 h transfection, cells were harvested, and luciferase activity was measured using a Dual-Luciferase Reporter Assay System (Promega) according to the manufacturer’s protocols. Luminescence signals were captured in a Glomax® 96 Microplate Luminometer (Promega). Data represent at least seven independent experiments. Student’s two-tailed t-test was used to determine statistical significance and the null hypothesis was rejected when P>0.05.
Supplementary Figures
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Supplementary Figure S1 Conservatism of regulatory signals among different signal types and tissues. A. Precision of OrthReg in different ChIP signals. B. Discovery ratio in different ChIP signals. C. Precision of OrthReg in different tissues. D. Discovery ratio in different tissues. Only types with replicated experimental data were used for analysis.
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Supplementary Figure S2 Predicted regulatory elements in pig genome. A. Transcription factor binding sequences; B. Predicted recognition binding motifs for transcription factors; C. Histone chemical modification; D. DNase I hypersensitive site; E. Conserved sequences.
[image: image3.png]S T T T T T T T e
it se,570, 0000 154,975, 000l 154,939, 090l

USSC Genes (Rerssd, Genganke CCDS, Rean, CRNAS & Comar 4tive Cononics)

HoKaTAC Matk COFten Found Near Active Reguiatory Elenents) on 7 cell 1imes from ENCODE

Tiasst tuperaens Tl Custers L iEe Co 1 s ron oo vy
onsse clusters W [ i —— —

™ tion Factor ChiP- (161 factors) from ENCODE with Factc K MOt if -
w1 o < R W e P oz
(i S NI e S T ST o
O i P S L TERKA o L Marassaa HREL | hh M P e o K Runtds
~En0s o A e TE
e Bl o e cors 1 st e

ol bl sl A M i b b4

Simpie Nucleot ide Folumorphisus (GBSNP 1483 Found in = 17 of Samgles
comon swescise 11T R S i [l
Repeattasker I EEEEEE N | W T il



 
Supplementary Figure S3 Track view of ZBTB7B loci in humans from USCS genome browser. Clustering of ENCODE with regulatory sequences is shown in genomic region ZBTB7B.
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Supplementary Figure S4 FST in three candidate sweep regions. A. FST in LCORL region. B. FST in PLAG1 region. C. FST in SPRED1 region. Blue dotted line represents top 1% threshold of FST at whole-genome level. Red dots are SNPs annotated with regulatory elements. Tag SNP in each region is indicated in green.
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Supplementary Figure S5 Predicted regulatory SNPs in LCORL and PLAG1 sweeps in European pigs. Cross-species and population alignment of regulatory SNPs from A. LCORL (chr8:12755647, A/G) and C. PLAG1 (chr4:82601069, A/C). SNPs are indicated in boxes. Comparison of allele frequencies between different populations at two candidate regulatory SNPs are shown in B. LCORL (chr8:12755647, A/G) and D. PLAG1 (chr4:82601069, A/C). EDP: European domestic pig; EWB: European wild boar; ADP: Asian domestic pig; AWB: Asian wild boar; OG: Outgroup.
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Supplementary Figure S6 Cross-species alignment of CEBPB recognizing motif. SNP is indicated in box.

Supplementary Tables
Supplementary Table S1 Type of ChIP-seq for conservatism assessment
	ID
	Tissue
	Signal Type
	Bed files
number in human
	Bed files
number in mouse

	1
	cerebellum
	H3K4me3
	1
	1

	2
	erythroblast
	GATA1
	4
	1

	3
	heart
	H3K27me3
	1
	16

	4
	heart
	H3K36me3
	1
	16

	5
	heart
	H3K4me1
	2
	18

	6
	heart
	H3K4me3
	1
	18

	7
	heart
	H3K9ac
	1
	15

	8
	heart
	H3K9me3
	1
	15

	9
	kidney
	H3K27ac
	2
	9

	10
	kidney
	H3K27me3
	1
	9

	11
	kidney
	H3K36me3
	3
	9

	12
	kidney
	H3K4me1
	3
	9

	13
	kidney
	H3K4me3
	3
	9

	14
	kidney
	H3K9ac
	3
	8

	15
	kidney
	H3K9me3
	3
	8

	16
	liver
	CTCF
	1
	3

	17
	liver
	H3K27ac
	3
	16

	18
	liver
	H3K27me3
	4
	15

	19
	liver
	H3K36me3
	4
	15

	20
	liver
	H3K4me1
	4
	17

	21
	liver
	H3K4me3
	4
	16

	22
	liver
	H3K9ac
	2
	15

	23
	liver
	H3K9me3
	4
	14

	24
	lung
	CTCF
	1
	3

	25
	lung
	H3K27ac
	2
	8

	26
	lung
	H3K27me3
	3
	8

	27
	lung
	H3K36me3
	4
	8

	28
	lung
	H3K4me1
	5
	9

	29
	lung
	H3K4me3
	4
	9

	30
	lung
	H3K9ac
	2
	8

	31
	lung
	H3K9me3
	4
	8

	32
	placenta
	H3K27ac
	3
	1

	33
	placenta
	H3K4me1
	3
	1

	34
	placenta
	H3K4me3
	3
	1

	35
	small intestine
	H3K27ac
	4
	1

	36
	small intestine
	H3K27me3
	3
	1

	37
	small intestine
	H3K36me3
	3
	1

	38
	small intestine
	H3K4me1
	3
	1

	39
	small intestine
	H3K4me3
	3
	1

	40
	spleen
	H3K27ac
	4
	1

	41
	spleen
	H3K27me3
	3
	1

	42
	spleen
	H3K36me3
	3
	1

	43
	spleen
	H3K4me1
	3
	1

	44
	spleen
	H3K4me3
	3
	1

	45
	spleen
	POLR2A
	4
	1

	46
	stomach
	EP300
	1
	1

	47
	stomach
	H3K27ac
	7
	8

	48
	stomach
	H3K27me3
	4
	8

	49
	stomach
	H3K36me3
	7
	8

	50
	stomach
	H3K4me1
	5
	8

	51
	stomach
	H3K4me3
	5
	8

	52
	stomach
	H3K9me3
	6
	8

	53
	testis
	CTCF
	2
	1

	54
	testis
	H3K27ac
	1
	1

	55
	testis
	H3K27me3
	2
	1

	56
	testis
	H3K36me3
	1
	1

	57
	testis
	H3K4me1
	1
	1

	58
	testis
	H3K4me3
	2
	1

	59
	testis
	POLR2A
	1
	1

	60
	thymus
	H3K27ac
	2
	1

	61
	thymus
	H3K27me3
	2
	1

	62
	thymus
	H3K36me3
	2
	1

	63
	thymus
	H3K4me1
	2
	1

	64
	testis
	thymusH3K4me3
	2
	1


Supplementary Table S2 Number of regulatory annotations with distribution in pig genome
	Chromosome
	DNaseI
	Histone
	TFBS
	TFBS Motif
	CS

	1
	286,126
	1,859,923
	1,208,329
	91,288
	183,600

	2
	157,505
	1,075,319
	792,646
	66,221
	85,489

	3
	129,596
	713,562
	586,878
	45,257
	65,791

	4
	149,651
	1,030,603
	695,583
	51,939
	93,852

	5
	83,495
	646,993
	391,605
	30,013
	51,076

	6
	155,522
	894,521
	657,635
	55,182
	83,440

	7
	176,432
	1,140,624
	841,390
	63,577
	88,825

	8
	72,637
	418,329
	285,402
	22,434
	56,594

	9
	120,594
	708,520
	490,153
	37,404
	75,436

	10
	62,663
	299,729
	267,535
	18,981
	35,558

	11
	52,371
	237,076
	188,449
	14,870
	43,447

	12
	83,646
	592,635
	422,385
	33,441
	34,947

	13
	127,173
	838,290
	536,931
	41,159
	87,091

	14
	230,702
	1,267,529
	940,972
	72,574
	95,112

	15
	106,799
	631,319
	434,367
	32,724
	82,754

	16
	71,555
	349,185
	279,592
	20,059
	45,132

	17
	88,211
	465,094
	373,438
	28,488
	35,676

	18
	63,547
	349,089
	270,655
	19,432
	37,825

	X
	46,636
	415,166
	194,396
	19,641
	87,849

	Total
	2,264,861
	13,933,506
	9,858,341
	764,684
	1,369,494


“DNaseI” indicates DNase I hypersensitive site; “Histone” indicates histone chemical modification; “TFBS” indicates transcription factor binding sequences (ChIP-Seq); “Motif” indicated the predicted recognition binding motifs for transcription factors; “CS” indicates conserved sequences.

Supplementary Table S3 Four predicted motifs for luciferase assay
	Motif Position
	SNP Position
	Asian 

Allele
	European 

Allele
	TF of Motif
	Nearest

 Gene

	Chr1.146845190.146845206
	Chr1:146845200
	C
	T
	FOXA
	THBS1

	Chr2.74352371.74352391
	Chr2:74352374
	G
	A
	ELF
	UHRF1

	Chr18.53730171.53730185
	Chr18:53730175
	C
	T
	NR3C1
	STK31

	Chr4.90399224.90399238
	Chr4:90399236
	C
	T
	ZNF143
	DPT


Supplementary Table S4 Primers used to generate luciferase assay constructs
	Primer 
	Sequence (5'--3')

	GLP2    
	CTTTATGTTTTTGGCGTCTTCCA

	RVP3   
	CTAGCAAAATAGGCTGTCCC

	RVP3-R           
	TTCCATCTTCCAGCGGATAG

	DPT Promoter Seq 01
	CTTAAGATCTGGCACCCTCA

	DPT Promoter Seq 02
	TGTATGCTGAACATTGGAAA

	THBS1 Promoter Seq 01
	GCCGCAGCACTTGTGAGA

	THBS1 Promoter Seq 02
	AAAGTGCTGAGTCCGTGA

	UHRF1 Promoter Seq 01
	AGGCGGGAAAACCCAGCA

	UHRF1 Promoter Seq 02
	TTCTCGCTTCCCGCCACAG

	UHRF1 Promoter Seq 03
	AGGACCCGGCGGGTTGACT


Supplementary Table S5 Samples used for variants calling in pigs
	Population
	Breed
	Individual
	Accession

	Asian domestic
 pig (ADP)
	Bamaxiang
	1
	SAMC070497

	
	Bamaxiang
	2
	SAMC070498

	
	Bamaxiang
	3
	SAMC070499

	
	Bamaxiang
	4
	SAMC070500

	
	Bamaxiang
	5
	SAMC070501

	
	Bamaxiang
	6
	SAMC070505

	
	Bamaxiang
	7
	SAMC070502

	
	Bamaxiang
	8
	SAMC070503

	
	Bamaxiang
	9
	SAMC070504

	
	Bamaxiang
	10
	SRR949742

	
	Bamaxiang
	11
	SRR949744

	
	Bamaxiang
	12
	SRR949746

	
	Bamaxiang
	13
	SRR949748

	
	Bamaxiang
	14
	SRR949750

	
	Bamaxiang
	15
	SRR949752

	
	Dahuabai
	1
	SAMC070521

	
	Erhualian
	1
	SRR949638

	
	Erhualian
	2
	SRR949640

	
	Erhualian
	3
	SRR949765

	
	Erhualian
	4
	SRR949771

	
	Erhualian
	5
	SRR949779

	
	Hetao
	1
	SRR949716

	
	Hetao
	2
	SRR949718

	
	Hetao
	3
	SRR949722

	
	Hetao
	4
	SRR949724

	
	Hetao
	5
	SRR949726

	
	Hetao
	6
	SRR949728

	
	Hang
	1
	SAMC070523

	
	Jinhua
	1
	SRR652374

	
	Jinhua
	2
	SRR652375

	
	Jinhua
	3
	SRR652376

	
	Jinhua
	4
	SAMC070519

	
	Jiangquhai
	1
	ERR173179

	
	Jiaxin
	1
	SAMC070520

	
	Luchuan
	1
	SRR949658

	
	Luchuan
	2
	SRR949660

	
	Luchuan
	3
	SRR949662

	
	Luchuan
	4
	SRR949664

	
	Luchuan
	5
	SRR949666

	
	Luchuan
	6
	SRR949668

	
	Lantang
	1
	SAMC070522

	
	Laiwu
	1
	SAMC070507

	
	Laiwu
	2
	SAMC070508

	
	Laiwu
	3
	SAMC070509

	
	Laiwu
	4
	SAMC070510

	
	Laiwu
	5
	SAMC070511

	
	Laiwu
	6
	SAMC070516

	
	Laiwu
	7
	SAMC070512

	
	Laiwu
	8
	SAMC070513

	
	Laiwu
	9
	SAMC070514

	
	Laiwu
	10
	SAMC070515

	
	Laiwu
	11
	SRR949754

	
	Laiwu
	12
	SRR949756

	
	Laiwu
	13
	SRR949758

	
	Laiwu
	14
	SRR949760

	
	Laiwu
	15
	SRR949762

	
	Laiwu
	16
	SRR949764

	
	Min
	16
	SRR949730

	
	Min
	17
	SRR949732

	
	Min
	18
	SRR949734

	
	Min
	19
	SRR949736

	
	Min
	20
	SRR949738

	
	Min
	21
	SRR949740

	
	Meishan
	1
	ERR173199

	
	Meishan
	2
	ERR173200

	
	Meishan
	3
	ERR173201

	
	Meishan
	4
	ERR173202

	
	Neijiang
	1
	SRR652357

	
	Neijiang
	2
	SRR652362

	
	Neijiang
	3
	SRR652363

	
	Putian
	1
	SAMC070524

	
	Pengzhou
	1
	SRR652348

	
	Pengzhou
	2
	SRR652349

	
	Pengzhou
	3
	SRR652350

	
	Rongchang
	1
	SAMC070506

	
	Tibetan
	1
	SAMC070487

	
	Tibetan
	2
	SAMC070488

	
	Tibetan
	3
	SAMC070489

	
	Tibetan
	4
	SAMC070490

	
	Tibetan
	5
	SAMC070486

	
	Tibetan
	6
	SAMC070491

	
	Tibetan
	7
	SAMC070492

	
	Tibetan
	8
	SAMC070493

	
	Tibetan
	9
	SAMC070494

	
	Tibetan
	10
	SAMC070495

	
	Tibetan
	11
	SAMC070496

	
	Tibetan
	12
	SRR652257

	
	Tibetan
	13
	SRR652258

	
	Tibetan
	14
	SRR652259

	
	Tibetan
	15
	SRR652260

	
	Tibetan
	16
	SRR652261

	
	Tibetan
	17
	SRR652262

	
	Tibetan
	18
	SRR652263

	
	Tibetan
	19
	SRR652264

	
	Tibetan
	20
	SRR652265

	
	Tibetan
	21
	SRR652266

	
	Tibetan
	22
	SRR652267

	
	Tibetan
	23
	SRR652268

	
	Tibetan
	24
	SRR652269

	
	Tibetan
	25
	SRR652270

	
	Tibetan
	26
	SRR652302

	
	Tibetan
	27
	SRR652303

	
	Tibetan
	28
	SRR652304

	
	Tibetan
	29
	SRR652305

	
	Tibetan
	30
	SRR652306

	
	Tibetan
	31
	SRR652307

	
	Tibetan
	32
	SRR652327

	
	Tibetan
	33
	SRR652339

	
	Tibetan
	34
	SRR652340

	
	Tibetan
	35
	SRR652341

	
	Tibetan
	36
	SRR652342

	
	Tibetan
	37
	SRR652343

	
	Tibetan
	38
	SRR652344

	
	Tibetan
	39
	SRR652345

	
	Tibetan
	40
	SRR652346

	
	Tibetan
	41
	SRR652347

	
	Tongcheng
	1
	SRR1172563

	
	Tongcheng
	2
	SRR1172577

	
	Tongcheng
	3
	SRR1216635

	
	Tongcheng
	4
	SRR1216636

	
	Tongcheng
	5
	SRR1216756

	
	Tongcheng
	6
	SRR1216770

	
	Weizhu
	1
	SAMC070517

	
	Wannanhua
	1
	SAMC070518

	
	Wujin
	1
	SRR652351

	
	Wujin
	2
	SRR652352

	
	Wujin
	3
	SRR652353

	
	Wuzhishan
	1
	SRR949626

	
	Wuzhishan
	2
	SRR949628

	
	Wuzhishan
	3
	SRR949630

	
	Wuzhishan
	4
	SRR949632

	
	Wuzhishan
	5
	SRR949634

	
	Wuzhishan
	6
	SRR949636

	
	Xiang
	1
	ERR173223

	
	Xiang
	2
	ERR173224

	
	Diannan small-ear
	1
	SRR3031989

	
	Diannan small-ear
	2
	SRR3032003

	
	Diannan small-ear
	3
	SRR3032004

	
	Diannan small-ear
	4
	SRR3032005

	
	Diannan small-ear
	5
	SRR3032006

	
	Diannan small-ear
	6
	SRR3032007

	
	Diannan small-ear
	7
	SRR3031990

	
	Diannan small-ear
	8
	SRR3032008

	
	Diannan small-ear
	9
	SRR3032009

	
	Diannan small-ear
	10
	SRR3032010

	
	Diannan small-ear
	11
	SRR3032011

	
	Diannan small-ear
	12
	SRR3032012

	
	Diannan small-ear
	13
	SRR3032013

	
	Diannan small-ear
	14
	SRR3032014

	
	Diannan small-ear
	15
	SRR3032015

	
	Diannan small-ear
	16
	SRR3031991

	
	Diannan small-ear
	17
	SRR3031992

	
	Diannan small-ear
	18
	SRR3032016

	
	Diannan small-ear
	19
	SRR3032017

	
	Diannan small-ear
	20
	SRR3031993

	
	Diannan small-ear
	21
	SRR3031994

	
	Diannan small-ear
	22
	SRR3032018

	
	Diannan small-ear
	23
	SRR3032019

	
	Diannan small-ear
	24
	SRR3031995

	
	Diannan small-ear
	25
	SRR3031996

	
	Diannan small-ear
	26
	SRR3031997

	
	Diannan small-ear
	27
	SRR3031998

	
	Diannan small-ear
	28
	SRR3031999

	
	Diannan small-ear
	29
	SRR3032000

	
	Diannan small-ear
	30
	SRR3032001

	
	Diannan small-ear
	31
	SRR3032002

	
	YaNan
	1
	SRR652354

	
	YaNan
	2
	SRR652355

	
	YaNan
	3
	SRR652356

	Asian wildboar 
(AWB)
	Chinese WildBoar
	1
	SAMC070478

	
	Chinese WildBoar
	2
	SAMC070479

	
	Chinese WildBoar
	3
	SAMC070480

	
	Chinese WildBoar
	4
	SAMC070481

	
	Chinese WildBoar
	5
	SAMC070482

	
	Chinese WildBoar
	6
	SAMC070483

	
	Chinese WildBoar
	7
	SAMC070484

	
	Chinese WildBoar
	8
	SAMC070485

	
	Chinese WildBoar
	9
	SAMC070477

	
	Chinese WildBoar
	10
	ERR173219

	
	Chinese WildBoar
	11
	ERR173220

	
	Chinese WildBoar
	12
	ERR173221

	
	Chinese WildBoar
	13
	ERR173222

	
	Chinese WildBoar
	14
	SRR652377

	
	Chinese WildBoar
	15
	SRR652378

	
	Chinese WildBoar
	16
	SRR652379

	
	Chinese WildBoar
	17
	SRR949642

	
	Chinese WildBoar
	18
	SRR949644

	
	Chinese WildBoar
	19
	SRR949646

	
	Chinese WildBoar
	20
	SRR949648

	
	Chinese WildBoar
	21
	SRR949653

	
	Chinese WildBoar
	22
	SRR949654

	
	Korean WildBoar
	1
	SRR1581057

	
	Korean WildBoar
	2
	SRR1581060

	
	Korean WildBoar
	3
	SRR1581063

	
	Korean WildBoar
	4
	SRR1581066

	
	Korean WildBoar
	5
	SRR1581069

	
	Korean WildBoar
	6
	SRR1581072

	
	Korean WildBoar
	7
	SRR1581074

	
	Korean WildBoar
	8
	SRR1581077

	
	Korean WildBoar
	9
	SRR1581080

	
	Korean WildBoar
	10
	SRR1581083

	
	Japanese WildBoar
	1
	ERR173212

	European domestic
pig (EDP)
	Duroc
	1
	ERR173170

	
	Duroc
	2
	ERR173171

	
	Duroc
	3
	ERR173172

	
	Duroc
	4
	ERR173173

	
	Duroc
	5
	SRR030083

	
	Duroc
	6
	SRR1177806

	
	Duroc
	7
	SRR1577858

	
	Duroc
	8
	SRR1577860

	
	Duroc
	9
	SRR1577862

	
	Duroc
	10
	SRR1577863

	
	Duroc
	11
	SRR1577864

	
	Duroc
	12
	SRR1577865

	
	Duroc
	13
	SRR1577866

	
	Duroc
	14
	SRR1577867

	
	Duroc
	15
	SRR1577868

	
	Duroc
	16
	SRR1577869

	
	Duroc
	17
	SRR1577870

	
	Duroc
	18
	SRR1577871

	
	Duroc
	19
	SRR1577872

	
	Duroc
	20
	SRR1577873

	
	Duroc
	21
	SRR1577875

	
	Duroc
	22
	SRR1577876

	
	Duroc
	23
	SRR1577877

	
	Duroc
	24
	SRR1577878

	
	Duroc
	25
	SRR1577879

	
	Duroc
	26
	SRR1577880

	
	Hampshire
	1
	ERR173174

	
	Hampshire
	2
	ERR173175

	
	Landrace
	1
	ERR173180

	
	Landrace
	2
	ERR173181

	
	Landrace
	3
	ERR173182

	
	Landrace
	4
	ERR173183

	
	Landrace
	5
	ERR173184

	
	Landrace
	6
	SRR1581024

	
	Landrace
	7
	SRR1581025

	
	Landrace
	8
	SRR1581026

	
	Landrace
	9
	SRR1581027

	
	Landrace
	10
	SRR1581028

	
	Landrace
	11
	SRR1581031

	
	Landrace
	12
	SRR1581033

	
	Landrace
	13
	SRR1581035

	
	Landrace
	14
	SRR1581037

	
	Landrace
	15
	SRR1581040

	
	Landrace
	16
	SRR1581041

	
	Landrace
	17
	SRR1581043

	
	Landrace
	18
	SRR1581044

	
	LargeWhite
	1
	ERR173185

	
	LargeWhite
	2
	ERR173186

	
	LargeWhite
	3
	ERR173187

	
	LargeWhite
	4
	ERR173188

	
	LargeWhite
	5
	ERR173189

	
	LargeWhite
	6
	ERR173190

	
	LargeWhite
	7
	ERR173191

	
	LargeWhite
	8
	ERR173192

	
	LargeWhite
	9
	ERR173193

	
	LargeWhite
	10
	ERR173194

	
	LargeWhite
	11
	ERR173195

	
	LargeWhite
	12
	ERR173196

	
	LargeWhite
	13
	ERR173197

	
	LargeWhite
	14
	ERR173198

	
	Pietrain
	1
	ERR173204

	
	Pietrain
	2
	ERR173205

	
	Pietrain
	3
	ERR173206

	
	Pietrain
	4
	ERR173207

	
	Pietrain
	5
	ERR173208

	European wildbaor 
(EWB)
	Dutch WildBoar
	1
	ERR173213

	
	Dutch WildBoar
	2
	ERR173214

	
	Dutch WildBoar
	3
	ERR173215

	
	Dutch WildBoar
	4
	ERR173216

	
	French WildBoar
	5
	ERR173217

	
	Swiss WildBoar
	6
	ERR173218

	
	Spanish WildBoar
	1
	SRR1513306

	Afican warthog 
(OG)
	Warthog
	1
	ERR173203

	Genus sus 
(OG)
	Sus_cebifrons
	1
	ERR173209

	
	Sus_Celebensis
	1
	ERR173210

	
	Sus_sbarbatus
	1
	ERR173177

	
	Sus_verrucosus
	1
	ERR173211


Supplementary Table S6 Annotation of regulatory variants from LCORL sweep
Supplementary Table S7 Annotation of regulatory variants from PLAG1 sweep
Supplementary Table S8 Annotation of regulatory variants from SPRED1 sweep
Supplementary Table S6–S8 was listed as a separate excel file, because they’re too big. 
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