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Abstract : In order to assess the genetic diversity in the population of Red Jungle Fowl in Yunnan Province and provide
genetic basis for its conservation and utilization, 33 chicken-specific microsatellite loci were assayed in 56 individuals
by using polyacrylamide gel electrophoresis. A total of 140 alleles were detected in the 33 loci. All the loci were
polymorphic and the number of alleles varied from 2 to 8, with a mean number of 4.24 alleles and 3.30 effective
alleles per locus. The observed heterozygosity, expected heterozygosity and polymorphism information content of 33
microsatellite loci were 0.798 0, 0.650 6 and 0.594 8, respectively. Our data indicate that there is high genetic
diversity in natural population of Red Jungle Fowl.
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Table 1 Allele frequencies, number of alleles, effective number of alleles and Chi-square value at each locus

, F L EE R S EEE RS UERYK
1 Allele frequencies Allele Effective FHH
Locus Chi-square
P P2 P s Ps Ps P Pa number allele number

ADLO251 0.1563 0.5833 0.2604 3 2.31 9.3553"
ADLO188 0.0833 0.2083 0.2396 0.2708 0.1563 0.0417 6 4.83 53.314 57
ADLO257 0.0938 0.1458 0.0833 0.2813 0.2708 0.052t 0.0625 0.010 4 8 5.10 49.278 4™
ADILO190 0.1667 0.1042 0.1146 0.3542 0.2604 5 4.08 30.302 0™
MCW0252 0.2188 0.7812 2 1.52 24.397 3"
MCW0224  0.0625 0.1667 0.1667 0.4167 0.187 5 5 3.73 38.652 6"
MCW0122  0.1042 0.8958 2 1.23 0.578 7

MCW0170 ©0.0938 0.2917 0.2083 0.2708 0.1354 5 4.37 47.932 9
MCWO005 0.2708 0.2396 0.3958 0.0938 4 3.38 27.940 2
MCW0240  0.0313 0.2292 0.2292 0.0521 0.2188 0.2396 6 4.67 115.465 1"
MCW0029 0.2708 0.1563 0.2292 0.2083 0.0938 0.0417 6 4.90 68.551 1™
MCWO0176  0.0208 0.2292 0.1354 0.1667 0.2604 0.1875 6 4.94 96.044 6™
MCWO0I20 0.0833 0.3438 0.4583 0.1146 4 2.87 10.362 4

ADLO121 0.0938 0.3438 0.2083 0.3542 4 3.38 5.9998

MCW0I34 0.0729 0.5104 0.3958 0.0208 4 2.36 5.1933

MCWO0035  0.364 69 0.635 441 2 1.86 0.621 6

MCWO0097 0.1563 0.3438 0.5000 3 2.55 47.000 0™
MCW0I98 0.0417 0.2708 0.687 5 3 1.83 6.741 3

MCW0I04 0.0208 0.1458 0.1146 0.3646 0.1146 0.2396 6 4.20 57.269 0"
LEIO(098 0.2083 0.2292 0.2917 0.2708 4 3.93 91.605 4°°
MCW0080 0.3542 0.5521 0.0938 3 2.28 30.799 0”7
MCW0330 0.1146 0.4688 0.3229 0.0938 4 2.89 11.452 0

MCW0217  0.0625 0.1458 0.2396 0.3438 0.2083 5 4.10 35.533 7
MCWO0094  0.0313 0.0625 0.0729 0.1771 0.0729 0.0938 0.2708 0.218 8 8 5.65 146.334 5™
MCWO0165 0.2813 0.1667 0.3854 0.1667 4 3.53 69.868 8°°
MCW0285 0.0521 0.1563 0.5938 0.1979 4 2.39 11.526 7

MCWQ328 0.2708 0.2292 0.5000 3 2.66 39,499 7
ADLO284 0.1667 0.1146 0.1771 0.3750 0.1458 0.0208 6 4.26 90.641 577
LEIOO75 0.0729 0.3229 0.3750 0.2292 4 3.03 33.256 1"
MCW0294 0.5000 0.5000 2 2.00 47.000 0™
MCWO0154 0.1458 0.1875 0.3958 0.2708 4 3.49 28.506 4™
LEI0254 0.6250 0.3750 2 1.88 49.162 2
MCWO0119  0.3542 0.4896 0.1563 3 2.57 43.337 97

p ARNERE BEH PHEURHEEBAE. p, is the frequency of the ith allele at a locus, i =1,2,3,4,5.6,7,8.

*0.01< P<0.05; *»*P <0.01:
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Fig. 1 The PAGE image of PCR products at MCW0104 locus
1~11,13 ~ 27 HLAFEGH G 12, DNA 2 Ffit 354 DL2000.
1-11, 13-27. Samples of Red Jungle Fowl; 12. DNA Marker-DL2000.
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Table 2 Observed heterozygosity, expected heterozygosity and polymorphism information content at each locus
AL HWMABEHE BMHERGE ZEEEBITR| EA FWMA A MEREE ZEHEEER
Locus Observed H Expected H PIC Locus Observed H Expected H PIC
ADLO251 0.3958 0.567 5 0.501 4 MCWO0198 0.604 2 0.452 3 0.3810
ADLO188 1.000 0 0.792 8 0.761 0 MCWO0104 0.8750 0.761 7 0.726 7
ADL0257 1.000 0 0.803 8 0.777 6 LEI0098 1.000 0 0.7457 0.698 2
ADLO190 1.000 0 0.7550 0.716 4 MCWO0080 0.895 8 0.561 0 0.4770
MCW0252 0.104 2 0.341 8 0.283 4 MCW0330 0.645 8 0.654 1 0.593 8
MCWo0224 0.979 2 0.731 8 0.692 8 MCWO0217 1.000 0 0.7559 0.7159
MCWO0122 0.208 3 0.186 6 0.169 2 MCWO0094 0.979 2 0.823 1 0.800 7
MCWO0170 1.000 0 0.771 1 0.733 5 MCWO0165 0.895 8 0.716 8 0.666 5
MCWO0005 1.000 0 0.703 8 0.649 3 MCWO0285 0.500 0 0.581 2 0.5322
MCW0240 1.000 0 0.786 0 0.7513 MCWO0328 0.979 2 0.624 1 0.553 5
MCW0029 1.000 0 0.795 8 0.764 8 ADLO284 1.000 0 0.765 4 0.7325
MCWO0176 1.000 0 0.798 0 0.766 8 LEI0075 1.000 0 0.697 3 0.639 1
MCWO0120 0.6250 0.6517 0.588 7 MCWO0294 1.000 0 0.500 0 0.3750
ADLO121 0.708 3 0.704 2 0.648 4 MCWO0154 0.895 8 0.713 5 0.663 1
MCWO0134 0.520 8 0.5770 0.490 6 LEI0254 0.000 0 0.468 8 0.3589
MCW0035 0.520 8 0.463 3 0.356 0 MCWO0119 1.000 0 0.610 5 0.5325
MCWO0097 1.000 0 0.607 4 0.530 4

Mean + SD

0.7980+0.2912 0.6506+0.1478 0.5948+0.162 8
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