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Figure 1: Region of lead SNP in horse and cow. Both species have the A allele at the lead

SNP site.
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Figure 2: +/- 100 around lead SNP -> promoter and CTCF region in human.
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Figure 3: Region covering the core haplotype in pigs and human. Human annotation shows

promotor regions in the homologous region.

Table 1: Genotype of the lead SNP in European local breeds.

Sample Genotype | Breed

ASO1F01 0/1 Angler_Sattelschwein
ASO1F09 0/1 Angler_Sattelschwein
BBO1M47 | 0/1 Bunte_Bentheimer
BBO1M50 | 0/0 Bunte_Bentheimer
BKO1F10 0/0 Berkshire

BKO1M20 | 0/0 Berkshire

BSO1F10 0/0 British_Saddleback
BSO1F35 0/0 British_Saddleback
CAO1F14 0/0 Calabrese

CMO1F17 | 0/1 Chato_Murciano
CMO1F18 | 0/1 Chato_Murciano
CSO01F02 0/0 Cinta_Senese
CSO1F05 0/0 Cinta_Senese

CTO1FO1 0/0 Cassertana
CTO1F06 0/0 Cassertana
CTO1F13 0/0 Cassertana
CT01M12 | 0/0 Cassertana
CT01M33 | 0/0 Cassertana
CT01M34 | 0/0 Cassertana
CTO01M35 | 0/0 Cassertana

GOO01F04 | 0/0
GOO01F23 | 0/0
LBO1F11 0/0
LBO1F49 0/0

Gloucester_Old_Spot
Gloucester_Old_Spot
Large_Black
Large_Black




LEO1F25 0/0 Synthetic
LSO1F04 0/0 Linderodsvinn
LSO1F09 0/1 Linderodsvinn
MAO1F12 | 0/0 Mangalica
MAO1F13 | 0/0 Mangalica
MAO1F18 | 0/0 Mangalica
MAO1F20 | 0/0 Mangalica
MAO1M34 | 0/0 Mangalica
MAO1M35 | . Mangalica
MAO1M37 | 0/0 Mangalica
MWO1F29 | 0/0 Middle_White
MWO1F33 | 0/0 Middle_White
NIO1U07 0/0 Negro_lberico
NIO1U28 0/0 Negro_lberico
NIO1U37 . Negro_lberico
NSO1FO05 0/0 Nera_Siciliana
REO1F51 . Retinto
REO1F54 0/0 Retinto
REO1F62 0/0 Retinto
TAO1F19 0/0 Tamworth
TAOIMO6 | 1/1 Tamworth




