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Supplementary Figures Legends

Supplementary Figure 1. Distribution of Heterozigosity Index based on observed (HI) and
expected heterozigosities by populations (HS), total heterozygosity (HT), inbreeding coefficient
of an individual (I) relative to the subpopulation (S) (FIS), fixation index (FST) and inbreeding
coefficient of an individual (I) relative to the total (T) population (FIT). (PDF, page 2)

Supplementary Figure 2: Genome wide distribution of Fsr estimated in sliding windows in
Alentejana breed. The continued red line delimits the 99" percentile. (PDF, page 3)

Supplementary Figure 3: Genome wide distribution of Fsr estimated in sliding windows in
Apulo Calabrese breed. The continued red line delimits the 99t percentile. (PDF, page 4)

Supplementary Figure 4: Genome wide distribution of Fsr estimated in sliding windows in
Basque breed. The continued red line delimits the 99t percentile. (PDF, page 5)

Supplementary Figure 5: Genome wide distribution of Fsr estimated in sliding windows in
Bisara breed. The continued red line delimits the 99" percentile. (PDF, page 6)



Supplementary Figure 6: Genome wide distribution of Fsr estimated in sliding windows in Black
Slavonian breed. The continued red line delimits the 99*" percentile. (PDF, page 7)

Supplementary Figure 7: Genome wide distribution of Fsr estimated in sliding windows in
Casertana breed. The continued red line delimits the 99'" percentile. (PDF, page 8)

Supplementary Figure 8: Genome wide distribution of Fsr estimated in sliding windows in Cinta
Senese breed. The continued red line delimits the 99" percentile. (PDF, page 9)

Supplementary Figure 9: Genome wide distribution of Fsr estimated in sliding windows in
Gascon breed. The continued red line delimits the 99" percentile. (PDF, page 10)

Supplementary Figure 10: Genome wide distribution of Fsr estimated in sliding windows in
Iberian breed. The continued red line delimits the 99" percentile. (PDF, page 11)

Supplementary Figure 11: Genome wide distribution of Fsr estimated in sliding windows in
Krskopolje breed. The continued red line delimits the 99'" percentile. (PDF, page 12)

Supplementary Figure 12: Genome wide distribution of Fsr estimated in sliding windows in
Lithuanian indigenous wattle breed. The continued red line delimits the 99" percentile. (PDF,
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Supplementary Figure 13: Genome wide distribution of Fsr estimated in sliding windows in
Majorcan Black breed. The continued red line delimits the 99" percentile. (PDF, page 14)

Supplementary Figure 14: Genome wide distribution of Fsr estimated in sliding windows in
Mangalitsa breed. The continued red line delimits the 99'" percentile. (PDF, page 15)

Supplementary Figure 15: Genome wide distribution of Fsr estimated in sliding windows in
Mora Romagnola breed. The continued red line delimits the 99* percentile. (PDF, page 16)

Supplementary Figure 16: Genome wide distribution of Fsr estimated in sliding windows in
Moravka breed. The continued red line delimits the 99'" percentile. (PDF, page 17)

Supplementary Figure 17: Genome wide distribution of Fsr estimated in sliding windows in
Nero Siciliano breed. The continued red line delimits the 99" percentile. (PDF, page 18)

Supplementary Figure 18: Genome wide distribution of Fsr estimated in sliding windows in Old
Type Lithuanian White breed. The continued red line delimits the 99*" percentile. (PDF, page
19)

Supplementary Figure 19: Genome wide distribution of Fsr estimated in sliding windows in
Sarda breed. The continued red line delimits the 99'" percentile. (PDF, page 20)

Supplementary Figure 20: Genome wide distribution of Fsr estimated in sliding windows in A
Schwaebisch-Haellisches Schwein breed. The continued red line delimits the 99" percentile.
(PDF, page 21)

Supplementary Figure 21: Genome wide distribution of Fsr estimated in sliding windows in
Turopolje breed. The continued red line delimits the 99* percentile. (PDF, page 22)



Supplementary Figure 22: Genome wide distribution of Fsr estimated in sliding windows in
Wild Boar. The continued red line delimits the 99™ percentile. (PDF, page 23)



