Supplementary table S3. Reconstructed haplotypes for the TLR1, -2, -4, -5 and -6 genes.

Haplotypes were reconstructed for the Czech Red Pied cattle population based on individual genotyping.
Haplotype frequencies in the Czech Red Pied population are indicated. The haplotypes are numbered in
alphabetical order.

Matching haplotypes in
H:Ell::lt)};]ie Order of SNPs2 Frequency (%) Whi tee::leiif wo;::iék ot
2003 al., 2017«
TLR1
1 CAC 10.70
2 CAT 20.03
3 C GC 1.01
4 CGT 16.88
5 TAC 10.46
6 T AT 21.51
7 T G C 0.74
8 T G.T 18.64
TLR2
1 CACGAAGCTG 0.40
2 CACGAAGTTG 0.87
3 CACTAGACCA 0.53
4 CACTAGGTCA 0.22
5 CACTAGGTCG 0.82
6 CACTAGGTTG 1.94
7 CATGAGGTTG 0.57
8 CGTGAGGCTG 0.22
9 CGTGAGGTTG 0.40
10 CGTGGGGTTA 0.47
11 CGTGGGGTTG 2.14
12 CGTTGGGTTA 0.43
13 TACGAAGTTG 0.36
14 TACTAGACCA 0.32
15 TACTAGGTTG 0.30
16 TATGAGGTTG 0.35
17 TGTGAAGTTG 0.80
18 TGTGAGGTTG 0.36
19 TGTGGAGTTG 1.86
20 TGTGGGACCA 0.71
21 TGTGGGACCG 2.60
22 TGTGGGGCTA 0.96
23 TGTGGGGCTG 4.86
24 TGTGGGGTCG 0.96
25 TGTGGGGTTA 9.95
26 TGTGGGGTTG 51.61
27 TGTTAGGTTA 0.23
28 TGTTAGGTTG 0.39




29 TGTTGAGTTG 2.02
30 TGTTGGACCG 1.93
31 TGTTGGGCTA 0.38
32 TGTTGGGCTG 3.79
33 TGTTGGGTTA 1.14
34 TGTTGGGTTG 493

TLR2 — proximal 6 SNPs
1 CACGAA 0.70
2 C_ A CGAG 9.83
3 CATGAA 0.71
4 CATTAG 1.05
5 CGTTGG 0.98
6 T A CGAG 1.28
7 TGTGAA 2.19
8 TG TGGA 11.07
9 T G T G_G.G 9.79
10 TGTTAG 1.65
11 TGTTGA 6.76
12 TGTTGG 51.50

TLR4

1 CCAAGTT 1.72
2 CCAGATT 0.71
3 CCAGGCG 0.90
4 CCAGGCT 3.71 4
5 C CAGGTG 2.28
6 CCAGGTT 13.89
7 CCGAACT 0.64
8 CCGAATG 1.56
9 CCGAATT 2.30 A5 8
10 C_ CGGACG 0.95 5
11 CCGGACT 5.17 6,7
12 CCGGATG 2.57
13 CCGGATT 12.05
14 CCGGGITT 0.72
15 CTGGACT 1.27 Al, Bl
16 CTGGATT 1.52 10
17 CTGGGTT 1.36
18 G CAAGCT 0.94 A2 14
19 G CAAGTT 0.55
20 G CAGACT 2.52 11
21 G CAGATG 0.83
22 G CAGATT 3.30 12
23 G CAGGCG 0.96
24 G CAGGCT 7.96
25 G CAGGTG 248
26 G CAGGTT 14.83
27 GCGAATT 0.64 15
28 G CGGACT 1.11 B1 7




29 GCGGATT | 3.19
TLR5
1 ACCGCTCCA 115
2 ACCGTTCCA 1.93
3 ACCGTTCCG 1.59
4 ACCTCTCCA 6.76
5 ACCTCTCCG 0.52
6 ACCTCTTCA 1.44
7 ACCTTCCCA 0.3
8 ACCTTCCCG 0.32
9 ACCTTTCCA 2.63
10 ACCTTTCCG 0.4
11 ACTGTCCTA 0.79
12 A CTTCCCCA 3.23
13 ACTTCCCCG 0.28
14 ACTTCCCTA 419
15 ACTTCCCTG 0.39
16 ACTTCCTCA 1.14
17 ACTTCCTTA 2.87
18 ACTTCTCCA 0.46
19 ACTTCTTCA 0.48
20 ACTTTCCCA 0.83
21 ACTTTCCCG 0.96
22 ACTTTTCCA 0.5
23 ACTTTTCTA 0.33
24 ACTTTTTCA 0.91
25 ACTTTTTTA 0.23
26 AGCGCTCCA 0.96
27 AGCGTTCCA 218
28 AGCGTTCCG 0.44
29 AGCTCCCCA 0.34
30 AGCTCCCTA 0.31
31 AGCTCTCCA 14.85
32 AGCTCTCCG 0.85
33 AGCTCTCTA 0.54
34 AGCTTCCCA 0.44
35 AGCTTTCCA 22
36 AGCTTTCCG 0.35
37 AGTGTCCCA 1.23
38 AGTGTCCTA 0.86
39 AGTTCCCCA 7.64
40 AGTTCCCCG 1.25
41 AGTTCCCTA 14.24
42 AGTTCCCTG 1.45
43 AGTTCCTCA 0.61
44 AGTTCCTTA 0.8
45 AGTTCTCCA 391
46 AGTTCTCCG 0.27




47 A_GTTTCCCA 3.31
48 A GTTTCCCG 2.53
49 AGTTTCCTA 0.38
50 A GTTTCCTG 0.31
51 AGTTTTCCA 0.81
52 G G CGTTCCA 0.29
53 G GTGTCCTA 0.32
54 G GTTCCCTA 1.24
55 G GTTTCCCG 0.18
TLR6
1 A_C_A_C 5.53
2 A_C AT 2.44
3 A_C_G_C 3.07
4 A_C_G_T 1.28
5 A_G_A_C 2.90
6 A GAT 0.90
7 A_G_G_C 3.27
8 A_ G G.T 1.00
9 G_C_A_C 36.45
10 G_CAT 18.63
11 G_C.G_C 7.83
12 G_CG.T 4.10
13 G_ G AC 4.28
14 G GAT 2.65
15 G_G G.C 3.20
16 G_ G GT 2.38
2 The order of SNPs is:

798C>T, 1762G>A, and 2097T>C in TLR1 according to the reference sequence FJ147090,

115T>C, 1009A>G, 1044T>C, 1047T>G, 1060G>A, 1313G>A, 2546G>A, 2565T>C, 2883T>C, and 3206G>A in
TLR2 according to the reference sequence EU746465,

245G>C, 610C>T, 5087A>G, 5134G>A, 7999A>G, 9422C>T, and 10310T>G in TLR4 according to the reference
sequence AC000135.1,

305A>G, 488C>G, 545C>T, 619T>G, 1736C>T, 3714T>C, 3891C>T, 4626C>T and 5144A>G in TLR5 according to
the reference sequence EU006635,

855G>A, 865G>C, 990G>A, and 1337T>C in TLR6 according to the reference sequence AJ618974.

The individual SNPs are separated by underscores.

b Haplotypes compared by overlapping SNPs 5087, 9422 and 10310 in TLR4.

< Haplotypes compared by overlapping SNPs 245, 610, 5087, 7999, 9422 and 10310 in TLR4.



