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Markers some (bp) of alleles heterozygosity heterozygosity PIC
MCWO0295 4 87~99 5 0.627 0.641 0.552
MCWO0014 6 167~181 3 0.508 0.078 0.416
LEI0192 6 254~302 6 0.769 0.359 0.728
MCWO0111 1 08~104 4 0.576 0.469 0.505
MCWO0216 13 142~146 3 0.574 0.438 0.506
MCWO0183 293~317 4 0.176 0.094 0.168
MCWO0206 221~229 4 0.711 0.547 0.652
ADLO112 10 122~128 3 0.625 0.594 0.541
MCWOO069E60C04W23 157~173 4 0.339 0.250 0.315
ADL0268 1 100~112 4 0.730 0.547 0.673
MCWO0067 10 177~183 3 0.447 0.359 0.401
MCWO0098 4 255~257 2 0.502 0.375 0.374
ADLO0278 8 109-127 7 0.771 0.547 0.734
MCW0248 W29 215~233 3 0.465 0.344 0.398
MCWO0103 3 268 1 0 0 0
MCWO0330 17 254~284 4 0.660 0.547 0.594
MCWO0037 3 153~157 3 0.553 0.547 0.447
MCWO0222 3 220~224 3 0.412 0.375 0.331
MCWO0081 5 109~133 4 0.435 0.266 0.400
MCWO0034 2 223~237 7 0.630 0.531 0.592
MCWO0016 3 137~147 5 0.758 0.531 0.707
MCWO0078 5 133~143 5 0.415 0.141 0.383
LEI0234 2 217~311 4 0.674 0.484 0.608
LEI0258 16 206~384 7 0.798 0.531 0.760
Mean + SD 4.1+1.5 0.5510.19 0.40+0.18 0.49140.19
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Polymorphism analysis of Kal Shing silkie chicken

by microsatellite markers
D. Y. Lin(1),S.J. Tzeng®, H. C. Teng®, Y. Y. Lai®, H. L. Liu® and M. C. Wu

() Livestock Research Institute (LRI), Council of Agriculture
(2 Chung Hwa University of Medical Technology
(3 Kai Shing Trading Co., Ltd

In order to evaluate genetic variation of Kail Shing silkie chicken flock. we use a set of 24
microsatellite markers recommended by FAO to analyze 64 candidate bred chickens from
this flock. Except MCWO0103, all the microsatellites were polymorphic with average allelic
number 4.1, ranged from O to 7 per locus. The expected heterozygosity ranged from O to
0.798, and the average expected heterozygosity was 0.548. The observed heterozygosity
of the population ranged from 0 to 0.641, and the average observed heterozygosity was
0.400. The estimated average polymorphic information content (PIC) was 0.491. In 24
markers, 13 markers were highly informative with polymorphism information content (PIC
2 0.50), nine markers were reasonably informative(0.5 > PIC 2 0.25) and the other two
markers were slightly informative (PIC < 0.25). These results could be provided basic
molecular information for the research on the germplasm characteristics of the population.




	凱馨烏骨雞之微衛星遺傳標記多態性分析

