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Table 1. Location and sample size of cows used in this study
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Table 2. Aaverage distance (bp), linkage disequilibrium (r2) and standard deviation (SD) between
adjacent single nucleotide polymorphisms (SNPs) in each chromosome in Holstein, Najdi and their

hybrids.
Cross ausesl Najdi oz Holstein ,kuils £55599,5
r2+ s.d. (bp)alols . Sileo r’+ s.d. (bp)alols . Siles r’+ s.d. (bp)alols - Sils Chromosome
Avg dist (bp) Avg dist (bp) Avg dist (bp)

0.398 + 0.222 270613.97 0.387 £ 0.212 247706.79 0.407 £ 0.195 369125.3 1
0.390 £ 0.215 284262.63 0.398 +0.213 275828.08 0.406 + 0.194 385516.08 2
0.412 +0.224 228453.49 0.411 + 0.227 233188.84 0.410 £ 0.202 352511.09 3
0.333£0.135 323505.15 0.327 £ 0.134 346674.63 0.375 £ 0.162 426693.8 4
0.400 £ 0.214 247139.25 0.409 + 0.229 221699.38 0.410 £ 0.199 332810.94 5
0.360 £ 0.184 256987.82 0.365 + 0.190 235169.58 0.379 £ 0.173 367454.33 6
0.340 + 0.156 339343.47 0.356 + 0.161 355234.6 0.390 +0.172 395189.3 7
0.340 + 0.153 340603.99 0.341 £ 0.157 313005.75 0.374 £ 0.162 413848.68 8
0.411 £ 0.229 228269.29 0.398 £ 0.215 203417.75 0.407 +0.204 345652.69 9
0.324 £ 0.138 334301.12 0.314 £ 0.130 320882.88 0.360 + 0.151 423095.97 10
0.331 £ 0.147 334715.17 0.330 £ 0.146 306931.49 0.379 £ 0.166 401719.78 11
0.332£0.145 341781.46 0.330 £ 0.145 329409.28 0.380 + 0.168 393548.3 12
0.347 £0.145 360581.73 0.335+0.136 366402.03 0.400 + 0.167 391818.05 13
0.338 £ 0.152 301692.89 0.339 £ 0.152 314497.85 0.376 + 0.159 355586.37 14
0.380 + 0.207 255538.51 0.390 + 0.217 222566.85 0.394 +0.186 372363.68 15
0.440 £ 0.257 183288.75 0.420 £ 0.242 196036.64 0.426 +0.219 320306.23 16
0.335+£0.151 292029.76 0.353 £ 0.167 279710.19 0.382 £ 0.162 398745.46 17
0.367 £0.176 221345.49 0.359 £ 0.174 215687.45 0.394 £ 0.172 316046.78 18
0.391 £ 0.205 230873.33 0.382 £ 0.194 213834.69 0.418 +0.195 319230.45 19
0.462 £0.271 161547.3 0.483 £0.271 149011.81 0.450 £ 0.244 281812.37 20
0.384 £ 0.203 222604.03 0.402 +0.207 248472.47 0.395 +0.190 322762.05 21
0.321 £0.131 316386.27 0.318 £ 0.127 307752.62 0.373 £ 0.154 390667.71 22
0.434 £ 0.239 182624.69 0.448 + 0.246 174578.92 0.427 +0.208 285235.55 23
0.340 + 0.159 282076.36 0.342 £ 0.166 286405.33 0.376 + 0.167 369848.03 24
0.342 £0.153 260390.23 0.337 £0.152 226134.78 0.377 £ 0.159 333984.69 25
0.328 £ 0.146 305545.37 0.330 £ 0.154 301584.07 0.359 + 0.150 377453.94 26
0.326 £ 0.129 294061.29 0.323 £0.138 255515.62 0.369 + 0.156 376919.13 27
0.319 £ 0.130 339748.76 0.311 £ 0.120 323960.45 0.365 + 0.155 375221.68 28
0.353 £ 0.155 267195.94 0.345 + 0.146 267663.36 0.382 £ 0.169 345984.46 29
0.373 £ 0.195 271318.93 0.375+0.197 262489.84 0.394 £ 0.183 364429.6 Average .Sk
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Fig 3 Map of LD erosion calculated by r2 method between pairs of adjacent SNPs versus marker distance
in all chromosomes
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Table 3. The amount of estimated ROHSs of the studied populations in different genomic distances
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Fig 6. The trend of effective population size change (Ne) during the past generations a) distance between
0-100 generations b) distance between 0-5000 generations
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