Electronic supplementary material S1 a: Genetic markers of the
map containing only codominant markers (C) and their cumulative
genetic distances
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Electronic supplementary material S1 b: Genetic markers of the
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108,63
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160,40
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Electronic supplementary material S1 c: Genetic markers of
the map containing only dominant markers (D) and their
cumulative genetic distances

genetic distance (cM)
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X06529M 19,91
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X14880 50,11
X00025 63,66
X01965 78,57
X03439M 79,94
X01104 81,28
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X05047M 102,89
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X01149
X12000
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X08155
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X03287
X04297
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X04376
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X03392M
X05384
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X03953
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93,15
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113,32
114,14
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128,13
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135,34
137,11
138,35
140,34
142,26
142,26
142,85
144,66
145,89
147,17
149,16
150,41
150,41
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168,67
168,67
169,29
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174,47
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X05680 8,01

X08309 16,89
X12738 27,41
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X05068 45,19
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X11453 57,99
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X10275 79,53
X01635 81,67
X01845 90,96
X13246 96,24
X09576 98,78
X08487 100,87
X08485M 102,96
X12478 104,27
X01809 104,99
X04010M 106,40
X13016 108,39
X03708 109,68
X11779 110,98
X15453 112,28
X04458 112,90
X00092 114,19
X09913 119,50
X05077 120,95
X09329 126,03
X09448 133,13
X07509 141,12
X01196 148,35
X12931 150,85
X01252M 152,07
X00781M 152,62
X01625 152,62
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X04635 196,84
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X12355 203,91
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X10645M
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X10451
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X00448M
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45,75
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52,43
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55,31
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57,66
59,35
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60,49
60,49
61,58
65,04
65,67
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87,01



X09580M
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X05751
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X12846M
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52,00
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X13342
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X09856
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X12254
X14015
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X02911
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X01352
X07742
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84,64
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90,45
91,08
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95,74
97,72
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166,39
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X14274
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X09756M
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X10538
X03819
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X07373M
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X15055
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X03807
X08237
X08757M
X03583
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X09487
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66,99
70,50
74,66
77,55
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85,67
95,84
99,83
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X00170
X08362
X04773
X14356
X12386
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X15376
X07261M
X14650
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X07502
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X07192
X06646M
X12993
G00278M
X06852
X04477M
G11853
X05379
X10050M
X04024M
X05736
X00559
X03268
X00075
X11418M
X03837
X07736M
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X06308
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X00876M
X13137M
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X11497
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X02726
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X14320
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X05580
E09984
X07547M
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X08559
X05112
X11641
X05430
X09040
X04833
X03155
X01834M
X04959M
H12479
X14867
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X03150
X09433
X08545M
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X11443
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X04157M
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X01849M
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X01297 149,79
X12844 152,23
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