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Abstract The genetic diversity of 15 concerrful domestic chicken breeds in China was studied withusing microsatellite
markers. Those chicken breeds included Pudong, Chahua, Langshan, Qingyuan Ma, Dagu, Silky, Xianju, Baier huang,
Beijing fattycock, Zang, and the game cocks o Xishuangbanna, Turpan, Zhangzhou, Luxi and Henan. The genetic di-
versity expressed as mean heterozygosity , mean polymorphic ifformation content (PIC) , and Nei standard genetic dis-
tances was analyzed by 30 microsatellite markers with high polymorphism. The clustering dendrogram was eventually
obtained based on Nei genetic distances of 20 microsatellite. The results showed that the mean heterozygosity in the
Turpan was the highest (0. 634) , but lowest (0. 554)for Henan gamecock. The Ds genetic distances indicated that the
diff erentiation was longer. The UPGMA tree was obtained through analysis of Nei’ s standard genetic distance (Ds) . In
the tree, the first group contained Pudong, Chahua, Xishuangbanna gamecock, Zhangzhou gamecock, Dagu, Silky,
Xianju, Baier Huang, Beijing fattycock, Henan gamecock, Langshan and Turpan. The second group included Qingyuan
spottedcock and Luxi gamecock. Zang had its own branch. UPGMA tree reflected the resource, breeding history, dif-
ferentiation and direction of utilization. Microsatellite analysis showed that those breeds had rich diversity. The superi-
orities o the breeds should be explored.
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Table 2 Sandard genetic distance Dsof 15 domegtic breeds
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z 0.2956
X 0.1483 0.3167

B 0.2454 0.4456 0.
0.2289 0.4202 0.

C 0.1313 0.3289 0.
Xg 0.1704 0.4148 0.
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