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Abstract;: The genetic diversity of twenty-seven indigenous chicken breeds or strains in east China
was detected with thirty microsatellite markers with high polymorphisms. The genetic parame-
ters of mean polymorphic information content ( PIC), mean heterozygosity (H), and Nei’s
standard genetic distances (Ds) were calculated. The clustering dendrogram was obtained eventu-
ally based on Ds genetic distances of thirty microsatellite and UPGMA method. The results were
as follows: the mean heterozygosity of Hetian chicken was the highest (0.687 0), and that of
Langshan chicken was the lowest (0.617 0), and that in other breeds or strains was also more
than 0. 6, which reflected their rich diversity. The Ds genetic distances suggested the longer dif-
ferentiation. UPGMA tree was obtained through analysis of Ds genetic distance, twenty-seven in-
digenous chicken breed were clustered into ten groups based on the dendrogram. In the tree, Ve-
lutinate silky, Jining bairi, Hetian, Anyi wahui, Xianju, Jiangshan silky, Liyang, Jinhu silky,
Lingkun, Yugan silky, Kangle, Xiaoshan, Langya, Huaibei ma and Huainan sanhuang were first
grouped together; Baier and Pudong chicken had their own branch respectively; Chongren ma and

Silky were fourth grouped; Langshan and Shouguang were fifth grouped; Luyuan, Dongxiang
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green eggshell and Wenshang barred chicken had their own branch respectively; Ningdu sanhuang

and Luxi game chicken were ninth grouped; the last group was only Zhangzhou game chicken.

According to those breeds or strains having their own characteristics and rich diversity based on

the analysis of their genetic diversity, we should rationally explore their superiorities.
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Table 1 Genetic parameters of 27 indigenous chicken breeds or strains
i A (it 32D o 5 A PR 4 ZHEREG&

Breed or strain Efective number of alleles PIC
WA Pudong 0. 666 3.0 0. 601
il & 3% Xianju 0.663 3.0 0.594
LAY Xiaoshan 0. 663 3.0 0.591
LIS H X8 Jiangshan silky 0. 661 2.9 0.595
M HXY Baier 0. 636 2.7 0.556
REM Lingkun 0. 668 3.0 0. 600
I Langshan 0.617 2.6 0.536
REAENS Luyuan 0. 655 2.9 0.591
HEBANS Liyang 0.681 3.1 0.623
] H % Hetian 0. 687 3.2 0.629
7 2k X Zhangzhou game 0. 634 2.7 0.557
4 2 XY Jinhu silky 0. 639 2.8 0. 560
29 5B X Velutinate silky 0.658 2.9 0.581
2 5738 Silky 0.643 2.8 0.565
Z LK Anyi wahui 0. 652 2.9 0.573
227X Chongren ma 0. 649 2.8 0.568
KT LB Yugan silky 0.671 3.0 0. 607
R % 45t M Dongxiang green eggshell 0.633 2.7 0.558
HE R 38 Kangle 0. 660 2.9 0. 587
TH =% Ningdu sanhuang 0.668 3.0 0.599
P H B Jining bairi 0. 655 2.9 0.588
HEFH Langya 0.653 2.9 576
WA IEXS Wenshang barred 0.618 2.6 0. 544
533 Luxi game 0.632 2.7 0.556
#3 Shouguang 0. 640 2.8 0.567
#EJLFEAY Huaibei ma 0. 656 2.9 0.583
#EFF = 1Y Huainan sanhuang 0. 666 3.0 0.593
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Table 2 Mean standard genetic distance of each chicken breed

mh AP RD - gt 1% R B mh AR R - 38 A I
Breed or strain Mean Dg Breed or strain Mean Dg
M %5 %9 Pudong 0.305 8 P LKW Anyi wahui 0.242 5
Al & 3% Xianju 0.210 1 22/~ KXY Chongren ma 0.277 1
XY Xiaoshan 0.272 0 AT S HM Yugan silky 0.264 7
VLIS E Y Jiangshan silky 0.263 0 K % G575 Dongxiang green eggshell 0.3250
F H-XY Baier 0.297 9 B AR 38 Kangle 0.260 7
REM Lingkun 0.251 0 TH =X Ningdu sanhuang 0.320 5
13 Langshan 0.340 8 T H HXY Jining bairi 0.219 6
REAERY Luyuan 0.322 1 INIFXY Langya 0.258 2
PEBHAY Liyang 0.236 9 W E T AEXY Wenshang barred 0.330 6
) [ 3% Hetian 0.220 1 L9533 Luxi game 0.347 8
7 2] 29 Zhangzhou game 0.404 7 73563 Shouguang 0.3151
41 5 XY Jinhu silky 0.264 1 YEJL KXY Huaibei ma 0.230 3
2295 5 F XY Velutinate silky 0.226 2 WP — 1Y Huainan sanhuang 0.242 0
22301 5 i 39 Silky 0.310 6
245 44 % Velutinate silky
—|: BT E EY Jining bairi
0f 7 Hetian
% SUFURM Anyi wahui
Al JE Xianju
YL Jaingshan silky
TERHAS Liyang
4815 RS Jinhu silky
REM Lingkun
_| A+ EH 78 Yugan silky
T Kangle
FLLAS Xiaoshan
HIEF1Y Langya
RS =879 Huannan sanhuang
_|: it JLFEE Huaibei ma
1 B-7 Baier
T4 Pudong
2230 B 78 silky
SR Chongren ma
PRLUAE Langshan
FFNAE Shouguang
JEFETE Luyuan

] 7R £ 47579 Dongxiang green ceeshell
VW _EFAEN Wenshang barred

£ 3]-38 Luxi game

] THB= 1Y Ningdu sanhuang

{2328 Zhangzhou game

—_
0.05
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Fig. 1 Dendrogram of relationships among 27 indigenous breeds or strains using UPGMA method
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