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A genetic linkage map of chicken chromosome 1 in an F, resource
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Abstract: Three hundred and sixty-nine F, individuals produced from Northeast Agricultural University Resource Popula-
tion (NEAURP) were genotyped by 23 fluorescent microsatellite markers on chromosome 1. The characterization of these
microsatellites was moderate or high polymorphic except marker MCW0058 which was low polymorphic. The length of the
sex averaged linkage map was 637.9 cM. The order of MCWO0115 and ROS0025 disagreed with that of EL map, but con-
sisted with that of W map. The intervals of markers were larger than those of three reference families.
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Table 1 Characterization of microsatellites
Locus No. of allele N Hets Homs H(O) H(E) PIC
MCW0248 3 350 202 148 0.577 0.505 0.402
LEI0209 8 308 245 63 0.795 0.795 0.765
MCWO0010 4 330 169 161 0.512 0.472 0.439
MCWO0106 5 327 305 22 0.933 0.774 0.737
LEI0252 5 273 233 40 0.853 0.725 0.674
LEIO114 6 322 214 108 0.665 0.640 0.583
LEI0068 4 314 236 78 0.752 0.710 0.653
MCW0297 3 345 212 133 0.614 0.556 0.464
LEIO146 5 327 291 36 0.890 0.727 0.677
MCWO0018 5 332 247 85 0.744 0.728 0.689
MCWO0058 3 307 76 231 0.248 0.225 0.212
ADLO0251 2 364 202 162 0.555 0.463 0.355
MCWO0061 5 272 237 35 0.871 0.792 0.757
LEIO088 3 363 186 177 0.512 0.481 0.429
MCW0200 5 317 272 45 0.858 0.758 0.719
MCWO0036 2 334 153 181 0.458 0.457 0.352
MCW0283 4 358 240 118 0.670 0.653 0.601
LEIO107 3 242 126 116 0.521 0.639 0.565
LEIO079 3 341 173 168 0.507 0.541 0.471
ADLO0328 4 366 261 105 0.713 0.647 0.593
ROS0025 5 355 266 89 0.749 0.680 0.618
MCWO115 6 283 210 73 0.742 0.698 0.643
MCWO0107 3 355 150 205 0.423 0.454 0.366
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Fig. 1 The comparison of linkage map of NEAURP on chromosome with other maps
A: Linkag map of NEAURP; B: Consensus map; C: Compton map; D: Wageningen map; E: East lansing map.
Twenty three markers used in this study was represented in the consensus map, Compton map, Wageningen map, East lansing map.
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