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Abstract: Wuchuan black cattle is a good local breed in Guizhou province. In this study,the genet-
ic diversity of Wuchuan black cattle was analyzed by 7 selected pairs of microsatellite loci which
distribute on seven different cattle chromosomes, including ETHI10, ILSTS033, CSSM66,
BM2113,ETH225,BM1818 and CSRM60. The results showed that 21 alleles were found, the al-
lele numbers of each locus changes from 2 to 5 and all of these microsatellite loci didn’t reached
the Hardy-Weinberg equilibrium. The average number of alleles, average effective number of
alleles, average expected heterozygosity and average polymorphism information content were
3. 000 01 154 7,2. 377 340. 585 4,0. 558 4£0. 101 6 and 0. 475 9£0. 125 1, respectively. All
the data represent us a good genetic diversity of Wuchuan black cattle. To provide an experimental
basis for germplasm consenation and improvement of Wuchuan black cattle.
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BM1818-F 56. 1 93 AGCTGGGAATATAACCAAAGG 953279
BM1818-R o0 : AGTGCTTTCAAGGTCCATGC o
BM2113-F GCTGCCTTCTACCAAATACCC
BM2113-R 60.2 2 CTTCCTGAGAGAAGCAACACC 123~143
CSRM60-F £0.0 10 AAGATGTGATCCAAGAGAGAGGCA 96~116
CSRM60-R ' AGGACCAGATCGTGAAAGGCATAG '
CSSM66-F 62. 2 14 AATTTAATGCACTGAGGAGCTTGG 184198
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ETHI0 5 3 2.5315 0.484 4 0.3750  0.140 6
ILSTS033 12 5 3.419 0 0.171 9 0.4375  0.2344  0.1250  0.0313
CSSM66 14 2 1.716 7 0.703 1 0.296 9
BM2113 2 2 1.908 7 0.390 6 0.609 4
ETH225 9 3 2.403 8 0.125 0 0.5313  0.343 8
BM1818 23 2 1.952°3 0.578 1 0.4219
CSRM60 10 4 2.709 0 0.187 5 0.2188  0.5313  0.0625
+ 3.000 01,154 7 2,377 3 40,585 4
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ETHI10 0.5 0.604 98 NS 0.524 2
1LSTS033 0.5 0.707 5 NS 0.662 7
CSSM66 0.281 3 0.417 5 NS 0.330 3
BM2113 0.218 8 0.476 1 NS 0.362 8
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CSRM60 0.687 5 0.630 9 NS 0.577 8
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