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Table S1. Summary of parameters describing the state of diversity of each population at each locus. Number of suc-
cessfully genotyped individuals (N), number of alleles (N ,), effective allele number (N), observed heterozygosity (H),
gene diversity (H ), Wright’s F|; index and Hardy—Weinberg equilibrium statistics (* < 0.05, **P < 0.01, ***P < 0.001)

Microsatellite marker

Populations AHT4 AHTS ASB2 HMSI HMS2 HMS3 HMS6 HMS7 HTGI0 HTG4 HTG6 HTG7 VHL20
N 348 348 345 348 347 323 349 342 337 348 349 345 349
N, 8 7 10 7 8 8 6 6 10 6 6 4 9
H, 078 079 078 0.61 073 069 067 073 064 066 043 070 0.79
SN H, 079 076 074 062 069 063 064 079 065 065 042 067 079
Fig 0.02 -0.04 -0.04 002 -0.06 -0.09 -004 0.08 0.02 -002 -0.01 -0.04 -0.01
HWE
N 396 391 395 392 391 381 396 390 383 396 395 395 396
N, 9 8 7 6 7 8 6 6 10 6 5 6 10
Hg 083 078 080 0.65 0.71 075 072 073 068 063 058 066 0.80
N H, 0.81 089 079 066 072 071 070 076 067 067 056 067 0.79
F, -0.03 0.02 -0.01 0.00 002 -0.07 -0.02 003 -0.02 006 -0.04 0.01 -0.01
HWE * * *
N 553 547 550 552 551 526 551 546 543 551 551 540 552
N, 9 8 10 7 10 7 6 6 10 6 6 4 10
CMB Hg, 082 077 062 041 066 072 073 067 078 074 038 074 0.80
H, 082 076 063 040 066 070 070 074 080 073 039 070 0.79
Fig 0.00 -0.02 0.02 -0.03 -0.01 -0.02 -0.06 010 0.03 -0.01 0.02 -0.04 -0.01
HWE # * # * #

SN = Silesian Noriker, N = Noriker, CMB = Czech-Belgian horse breed
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Table S2. Statistics from Bayesian clustering implemented in the STRUCTURE programme (Pritchard et al. 2000)
through all samples computed from 10 iterations

K mean InP(K) SD InP(K) AK
1 -50172.37 0.0483 NA
2 —48 154.82 2.4367 651.87
3 —47 725.66 3.8272 58.52
4 -47 520.48 22.3498 11.96
5 —47 047.81 5.4858 63.43
6 —-46 923.14 8.6239 NA

mean InP(K) and SD InP(K) are means and standard deviations of the log-likelihood function for a different hypothetical
number of genetic groups (K), AK is statistics computed by the Evanno et al. (2005) method, NA is not available data



