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Abstract ; In the present paper, the microsatellite DNA polymorphisms of 50 individuals sampled from
the chicken population of Wenshan mountanious region, Yunnan province, were assayed by using PCR
and polyacrylaminde gel electrophoresis. Out of 33 microsatellite loci tested which are located on
chicken’s 24 chromosomes, a total of 118 alleles were detected, and the number of alleles varied from
2 t0 9, while the number of effective alleles varied from 1.427 4 to 6. 1250, giving the mean value of
3.5758 £1.561 9 alleles and 2.9750 = 1. 138 93 effective alleles per locus. The average observed
heterozygosity, expected heterozygosity and polymorphism information content were estimated as
0.8927 +0.2172, 0.6214 £0.1259 and 0.5447 £0. 1528, respectively. The results revealed
that the genetic variability in the chicken population analyzed was rich.
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50 ~60 C (HEEN5) Bk 50s, 72 CHEfi 1
min , 35 PMEH; 72 C)54EH 4 min,
1.3.3  PCR =4 i Jk A

PCR W) e 1E 1. 5% W BE e WEBE S b iF 174
W, SRIEHCPCR ) S wl 5 2 pl EFEGE IR
Hla, EFE, ES0V HLETT 10% RS MR N I
Pk e e b LK 18 ~36 h, BRI @RS, TRAF .
L4 Bdlagiitotr

FIFH 58 NE &R G BL & 1Y Labwork 4.5 3
8, #EY 1 BN E AR AL, K5
FH PopGen32 44 (version 1.31) T S A e I R
JREASE ) S, B DR AR | A6 B R B A AN S Ao
PRI, RWMZE R WG, JFARYE Botstein
ST AN AR Excel A 2858 45,

2 HBRESW

2.1 DAY LS

ARWFSE 33 DM DR A R AN, S
DUE] 118 ANAEA7 FEDR A4 A o7 A6 I 28] 1y 25 43 ik
RELTE 2 ~9 NG5, “FI8AN AL 4 A L R
3.5758 +1.561 9 4>, % JAE A i A 280 55 o ik A 4K
16 1.4274 ~6.1250 Za], SFE¥H 2.9750 =+
1.13893, g5 ILE 1,
2.2 HAEEMEZESFERSRE

R 5 e T B A7 1 B8 o7 56 DR AR 3 0 1 45
PIRMAG . B GEREZSFER GRS
S8, SRR 1, PR INGY 33 S fCTL A JRE A 1)
FEM I 45 BE TG Bl LE 0.000 0 ~ 1. 000 0 2 [a], “F-15
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Tab. 1 Allele number, effective allele number, observer heterozygosity, expected
heterozygosity and polymorphism information content at each locus
e f AL ARUEN R BB 286G . SO ARGEA KM BEAE ZERF
locus M ERE SE  /E  BaE locus P HERE fE A BEE
na ne Obs Het Exp Het  PIC na ne Obs Het Exp Het PIC
ADL0251 4.0000 3.9648 1.0000 0.7478 0.7006| MCWO0198 4.0000 3.3843 0.9655 0.7045 0.6560
ADIO188  7.0000 6.1250 1.0000 0.8367 0.8157| MCWO0104 4.0000 3.2724 0.7241 0.6944 0.6404
ADIL0257 5.0000 3.7736 1.0000 0.7350 0.6947| LEIO098 2.0000 2.0000 1.0000 0.5000 0.3750
ADIO190  3.0000 2.2613 1.0000 0.5578 0.4600| MCWO0080 3.0000 2.3226 1.0000 0.5964 0.4767
MCW0252 2.0000 2.0000 1.0000 0.5000 0.3750| MCWO0330 3.0000 2.4557 0.6333 0.5928 0.5135
MCW0224 3.0000 2.6199 0.9655 0.6183 0.5419| MCWO0217 2.0000 1.9651 0.8667 0.4911 0.3705
MCWO0122 2.0000 2.0000 1.0000 0.5000 0.3750| MCW0094 9.0000 5.6443 0.9310 0.8228 0.7960
MCWO0170 5.0000 4.0517 0.9286 0.7532 0.7125| MCWO0165 4.0000 3.7130 1.0000 0.7307 0.6811
MCWO0005 3.0000 2.2032 0.6333 0.5461 0.4532| MCWO0285 2.0000 1.4274 0.3667 0.2994 0.2546
MCW0240 4.0000 3.7736 0.8667 0.7350 0.6869| MCWO0328 3.0000 2.9654 1.0000 0.6628 0.5886
MCW0029 4.0000 3.7422 1.0000 0.7328 0.6832| ADL0284 6.0000 5.2562 1.0000 0.8098 0.7815
MCWO0176 4.0000 3.7041 0.8462 0.7300 0.6806| LEIO075 2.0000 2.0000 1.0000 0.5000 0.3750
MCWO0120 3.0000 2.6240 1.0000 0.6189 0.5381| MCWO0294 2.0000 2.0000 1.0000 0.5000 0.3750
ADIO121  3.0000 2.7040 0.7308 0.6302 0.5545| MCWO0I54 4.0000 3.1304 1.0000 0.6806 0.6218
MCWO0134 2.0000 2.0000 1.0000 0.5000 0.3750| LEI0254 2.0000 1.7241 0.0000 0.4200 0.3318
MCWO0035 4.0000 2.3591 1.0000 0.5761 0.4848| MCWO119 4.0000 2.8708 1.0000 0.6517 0.5849
MCWO0097 4.0000 2.1378 1.0000 0.5322 0.4226
Mean + SD na=3.5758 £1.5619; ne=2.9750 +1. 1389; Obs Het =0.8927 £0.217 2; Exp Het =0.6214 +£0.1259;
PIC =0.5447 +0. 152 8
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