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Abstract

The objective of this study was to analyse genetic diversity of White Lamphun cattle at
Phayao Livestock Breeding Station and 75 % 87.5 % and 100% Friesian at Chiangmai Livestock
Breeding Station in Chiangmai (20 cows per group). We used 5 dinucleotide repeat
. microsattellites. There were UWCA9, TGLA153, BM203, CSSM065 and IGF-1. They were
microsatellites that involved in milk production. We used polymerase chain reaction (PCR),
polyacrylamide. gel electrophoresis and silver .staining method to analyse those alleles. We
recorded data of lactation period, total milk yield, 100 days milk yield and average daily milk
yield of each group.

We found 14 alleles of UWCA9 of White Lamphun, 10 alleles of purebred, 12 alleles of
87.5 % crossbred and 13 alleles of 75 % crossbred Friesian. There were 5 alleles of TGLA153 of
White' Lamphun, 9 alleles of 87.5. % and 75 % crossbred Friesian .and 12 alleles of purebred
Friesian. In BM203, there were 15 alleles of White Lamphun, 13 alleles purebred and 87.5 %
crossbred Friesian and 14 alieles of 75 % crossbred Friesian. In CSSM065, 9 alleles of White -
Lamphun and purebred Friesian, 10 alleles and 12 alleles of 87.5 % and 75 % crossbred Frigsian.
There were 7 alleles of White Lamphun and purebred Friesian, 8 alleles of 7.5 % and 11 alleles

of 75 % crossbred Friesian in IGF-1, respectively. We analyzed the difference of allelic frequency



between each group by Chi square test. We found that TGLA153, IGF-1 and UWCA9 were
highly significantly (p<0.001), BM203 (p<0.05) and CSSM065 had no significant.

Heterozygosities of White Lamphun, purebred, 87.5 % and 75 % crossbred Friesian
were 0.792, 0.824, 0.828 and 0.862, respectively. And the distance between each group on
phylogenetic trec were 0.572 (White Lamphun vs purebred), 0.648 (White Zamphun vs 87.5 %
crossbred), 0.347 (White Lamphun vs 75 % crossbred), 0.108 (purebred vs 87.5 % érossbred),
0.076 (purebred vs 75 % crossbred) and 0.122 (87.5 % crossbred vs 75 % crossbred}. For locus
TGLA153, we found that the distribution of allele frequencies in high, low and no milk yield
- (White Lumphun) groups were difference. The most of high total milk yield and high average
daily milk yicld groups had allele size 127 base pairs. And the most low total milk yield, low
‘average daily milk yield and no milk yield groups had allele size 129 base pairs.

In conclusion, there were high genetic diversity between each group. White Lamphun
cattle was difference from. other groups. And TGLA153 at allele size 127 and 129 base pairs

related to milk production.



