Table S1. The 20 microsatellite markers used to determine overall genetic similarity
The name of the markers, their chromosomal location, their primer sequences [1], the annealing temperature, the fluorophores we used, the
number of alleles found in the present sample (N = 148), and the number of alleles previously observed in 311 world-wide distributed

Hanoverian warmblood horses.

Name Primer sequence (5'- 3") Annealing  Fluorophore Number of Number of alleles in
(chromosome) temperature alleles in Mittmann et al. [1]
present study

VIAS-H34 (1) GCTTTTGTTTCTCAATCCTAGC 58°C HEX 11 7
TGAAGTCAAATCCCTGCTTC

UMNe448 (2) CCATTCTGCCCTGATTGG 55°C FAM 6 6
TTCAAGACCCCTCAATCTGC

AHT36 (3) TGCTGCTCCAGTGTCCT 60°C ATS550 9 8
TAGATTTCACAGGCGGGTG

UMNe567 (5) GGTGCAGCTGCTAGCTCAG 60°C FAM 6 4
AGACCCAGTCATTGGGAGG

LEXO065 (6) GAAGGCACAATTCAATCTACT 60°C ATTO550 6 5
GCCCAGTCCCATTCTAAC

HTG4 (9) CTATCTCAGTCTTCATTGCAGGAC 55°C ATS550 6 6
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UMO005 (26) CCCTACCTGAAATGAGAATTG 55°C HEX 7 7
GGCAAAAGATCAGGCCAT

TKY315 (27) GATGCCTCGAACTAGCTTG 55°C FAM 8 8
GATCTTCCATGTTTTTGTTTGG

TKY333 (28) CCTTCACTAGCCTTCAAATG 55°C FAM 11 8
TTGTGTTTAGACAGTGCTGC
CORO082 (29) TGGGAGAGGTACCTGAAATGTAC 55°C ATTOS550 9 7

GTTGCTATAAAAAATTGTCTCCCTAC
AHT34 (31) CTCAGGGCGAATGTTCCTC 60°C FAM 9 7
CCCCACCATGAGTCAAAAAC
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