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Genetic diversity of northem Thai native beef cattles from 5 locations (Chiang Mai, Phrae,
Lamphun, Lampang and Pitsanulok) and White Lamphun cattle breeds was analysed by using
microsatellite markers and mitochondrial DNA (D-loop) sequence. A total of 119 alleles of 20
microsatellites were detected in Thai native cattles and the mean number of alleles was 5.95 per
locus. An average heterozygosity and genetic distance among of northern Thai native cattles were
0.426+0.306 and 0.136+0.046, respectively. Genetic variation based on microsatellite markers, Thai
native cattles could be divided into 2 groups: (1) Chiang Mai and Phrae Thai native cattles and (2)
Lamphun, Lampang, Pitsanulok and White Lamphun cattle breeds. Moreover, the mtDNA (D-loop)
nucleotide sequence of the northern Thai native cattles are clearly separated into 2 groups (similar
and non-similar to southern Asia cattle breeds). Results indicated that Thai native cattles are highly
genetic similarity. The Chiang Mai cattles are closely related to Phrae catiles, but are separated from
the Lamphun, Lampang, Pitsanulok éattles and White Lamphun catlle breeds, respectively.
Additionally, the mtDNA (D-loop) sequence of the most northern Thai native cattles are distinguished

from southern Asia, European and African cattle breeds.





